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KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

CDC27 996 37 17 4521961245219612 + Frame_Shift_DelDEL A

THOC2 57187 37 X 1.23E+08 1.23E+08 + In_Frame_Del DEL TAT

PAXIP1 22976 37 7 1.55E+08 1.55E+08 + In_Frame_Ins INS -

BHLHE22 27319 37 8 6549400765494008 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

MED15 51586 37 22 2091891520918916 + In_Frame_Ins INS -

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Frame_Shift_DelDEL TAGG

ATXN1 6310 37 6 1632791316327915 + In_Frame_Del DEL TGA

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Ins INS -

ATXN3 4287 37 14 9253735492537355 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NCOA3 8202 37 20 4627986446279866 + In_Frame_Del DEL CAA

ST6GALNAC581849 37 1 7733429277334293 + In_Frame_Ins INS -

MAML3 55534 37 4 1.41E+08 1.41E+08 + In_Frame_Del DEL TGCTGTTGCTGC

RUNX2 860 37 6 4539048745390504 + In_Frame_Del DEL GGCGGCGGCGGCGGCTGC

GOLGA8O 728047 37 15 3274312332743125 + In_Frame_Del DEL CTT

HDAC2 3066 37 6 1.14E+08 1.14E+08 + In_Frame_Ins INS -

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

ZNF48 197407 37 16 3040931030409310 + Frame_Shift_DelDEL C

THAP11 57215 37 16 6787680667876829 + In_Frame_Del DEL CAGCAGCAGCAGCAGCAACAGCAG

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Frame_Shift_DelDEL AA

PTPN13 0 37 4 8762276087622760 + Frame_Shift_DelDEL C

PTPN13 0 37 4 8762276287622768 + Frame_Shift_DelDEL ACTACTC

RUNX2 860 37 6 4539048745390504 + In_Frame_Del DEL GGCGGCGGCGGCGGCTGC

MYB 4602 37 6 1.36E+08 1.36E+08 + Frame_Shift_DelDEL AG

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

C9orf43 257169 37 9 1.16E+08 1.16E+08 + In_Frame_Ins INS -

KAT6B 23522 37 10 7678183476781836 + In_Frame_Del DEL GAG

EIF5 1983 37 14 1.04E+08 1.04E+08 + In_Frame_Ins INS -

NCOA3 8202 37 20 4627986446279866 + In_Frame_Del DEL CAA

MKI67 4288 37 10 1.3E+08 1.3E+08 + In_Frame_Ins INS -

DCHS1 8642 37 11 6662745 6662746 + In_Frame_Ins INS -

FBXL3 26224 37 13 7759584877595849 + Frame_Shift_InsINS -

FAM155A 728215 37 13 1.09E+08 1.09E+08 + In_Frame_Del DEL GCTGCTGCTGCT

EIF5 1983 37 14 1.04E+08 1.04E+08 + In_Frame_Ins INS -

ARID3B 10620 37 15 7483628974836290 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

THOC2 57187 37 X 1.23E+08 1.23E+08 + Frame_Shift_DelDEL TC

LRP8 7804 37 1 5379351153793512 + Frame_Shift_DelDEL TG

LRP8 7804 37 1 5379351453793514 + Frame_Shift_DelDEL A

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CCA

OPA1 4976 37 3 1.93E+08 1.93E+08 + Frame_Shift_DelDEL G

BMP2K 55589 37 4 7979213779792148 + In_Frame_Del DEL CAGCAGCAGCAG

ATXN1 6310 37 6 1632791316327915 + In_Frame_Del DEL TGA



STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

HDAC2 3066 37 6 1.14E+08 1.14E+08 + In_Frame_Ins INS -

EIF5 1983 37 14 1.04E+08 1.04E+08 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

THOC2 57187 37 X 1.23E+08 1.23E+08 + In_Frame_Del DEL TAT

EGFR 1956 37 7 5508699855087018 + In_Frame_Del DEL GCGCTCCTGGCGCTGCTGGCT

CDKN2A 1029 37 9 2197475721974757 + Frame_Shift_DelDEL G

GOLGA8H 728498 37 15 3090667830906686 + In_Frame_Del DEL CAGGACCAC

GOLGA8A 23015 37 15 3467895534678956 + Frame_Shift_DelDEL GT

GOLGA8B 440270 37 15 3482517634825177 + Frame_Shift_DelDEL GT

TSC2 7249 37 16 2136245 2136250 + In_Frame_Del DEL ACGGAG

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

VEZF1 7716 37 17 5605658656056587 + In_Frame_Ins INS -

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

ADAMTS7 11173 37 15 7905894179058943 + In_Frame_Del DEL CGC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

MED12 9968 37 X 7036115170361152 + In_Frame_Ins INS -

CRIPAK 285464 37 4 1388345 1388346 + Frame_Shift_DelDEL CA

KIAA1462 57608 37 10 3031650030316501 + In_Frame_Ins INS -

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

FRG1 2483 37 4 1.91E+08 1.91E+08 + Frame_Shift_DelDEL A

ATXN1 6310 37 6 1632791316327915 + In_Frame_Del DEL TGA

CDC27 996 37 17 4521928545219287 + In_Frame_Del DEL GTG

FRG1B 0 37 20 2962831829628318 + Frame_Shift_DelDEL A

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

CDC27 996 37 17 4521461745214618 + Frame_Shift_InsINS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

HDAC2 3066 37 6 1.14E+08 1.14E+08 + In_Frame_Ins INS -

VEZF1 7716 37 17 5605658656056587 + In_Frame_Ins INS -

TBC1D9 23158 37 4 1.42E+08 1.42E+08 + Frame_Shift_DelDEL G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Frame_Shift_DelDEL T

NRG2 9542 37 5 1.39E+08 1.39E+08 + In_Frame_Ins INS -

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Ins INS -

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

BHLHE22 27319 37 8 6549400765494008 + In_Frame_Ins INS -

MTOR 2475 37 1 1119069811190709 + In_Frame_Del DEL GTGGTGGCGGCA

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Frame_Shift_DelDEL C

CRIPAK 285464 37 4 1388962 1388963 + Frame_Shift_DelDEL CA

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Ins INS -

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

C9orf43 257169 37 9 1.16E+08 1.16E+08 + In_Frame_Ins INS -

CBL 867 37 11 1.19E+08 1.19E+08 + In_Frame_Del DEL GCTCTGGGGCCGGGGGCGGCAGCG

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C



PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

ADAMTS7 11173 37 15 7905902079059021 + Frame_Shift_InsINS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NFKBIZ 64332 37 3 1.02E+08 1.02E+08 + Frame_Shift_InsINS -

ATN1 1822 37 12 7045880 7045885 + In_Frame_Del DEL CAGCAA

EIF5 1983 37 14 1.04E+08 1.04E+08 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NF2 4771 37 22 3005724430057244 + Frame_Shift_DelDEL C

PASD1 139135 37 X 1.51E+08 1.51E+08 + In_Frame_Del DEL GGAGCAGCAGCGGCAGCTGCG

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

ESRP1 54845 37 8 9567472795674728 + Splice_Site DEL AG

ARID2 196528 37 12 4624496746244967 + Frame_Shift_DelDEL C

HTT 3064 37 4 3076672 3076673 + In_Frame_Ins INS -

BHLHE22 27319 37 8 6549402065494021 + In_Frame_Ins INS -

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

METTL21B 25895 37 12 5816691058166910 + Splice_Site DEL G

FAM155A 728215 37 13 1.09E+08 1.09E+08 + In_Frame_Del DEL GCTGCTGCC

FAM155A 728215 37 13 1.09E+08 1.09E+08 + In_Frame_Del DEL GCTGCTGCTGCT

NF2 4771 37 22 3003286330032863 + Frame_Shift_DelDEL A

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CTC

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

TSC2 7249 37 16 2134982 2134984 + In_Frame_Del DEL CTT

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

C9orf43 257169 37 9 1.16E+08 1.16E+08 + In_Frame_Ins INS -

NF2 4771 37 22 3006784430067844 + Frame_Shift_DelDEL G

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + In_Frame_Del DEL GAA

ATXN1 6310 37 6 1632791316327915 + In_Frame_Del DEL TGA

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

DCHS1 8642 37 11 6662745 6662746 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

PRDM2 7799 37 1 1410746414107465 + Frame_Shift_InsINS -

ARID1A 8289 37 1 2705802327058027 + Frame_Shift_DelDEL TGCGT

ARID1A 8289 37 1 2705803227058032 + Frame_Shift_DelDEL T

ARID1A 8289 37 1 2705803727058038 + Frame_Shift_InsINS -

ARID1A 8289 37 1 2705804127058042 + Frame_Shift_DelDEL GT

ARID1A 8289 37 1 2705804327058044 + Frame_Shift_InsINS -

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Ins INS -

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CCA

PRG4 10216 37 1 1.86E+08 1.86E+08 + Frame_Shift_DelDEL CTAC

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Ins INS -

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Del DEL AAA

MAP3K1 4214 37 5 5617695056176951 + Frame_Shift_InsINS -

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Ins INS -

MKI67 4288 37 10 1.3E+08 1.3E+08 + In_Frame_Ins INS -



PRB2 653247 37 12 1154654911546550 + In_Frame_Ins INS -

FBXL3 26224 37 13 7759584877595849 + Frame_Shift_InsINS -

EIF5 1983 37 14 1.04E+08 1.04E+08 + In_Frame_Ins INS -

GOLGA6D 653643 37 15 7558067575580676 + Frame_Shift_DelDEL TG

CHD2 1106 37 15 9354552693545527 + Frame_Shift_DelDEL GT

CHD2 1106 37 15 9354553493545535 + Frame_Shift_DelDEL AT

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

ZFHX3 463 37 16 7282256372822564 + In_Frame_Ins INS -

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

CDC27 996 37 17 4521461745214618 + Frame_Shift_InsINS -

VEZF1 7716 37 17 5605658656056587 + In_Frame_Ins INS -

ATRX 546 37 X 7693779976937801 + In_Frame_Del DEL CTT

ATRX 546 37 X 7693818576938186 + In_Frame_Ins INS -

THOC2 57187 37 X 1.23E+08 1.23E+08 + In_Frame_Del DEL GCT

THOC2 57187 37 X 1.23E+08 1.23E+08 + In_Frame_Ins INS -

THOC2 57187 37 X 1.23E+08 1.23E+08 + Frame_Shift_DelDEL TC

MAML3 55534 37 4 1.41E+08 1.41E+08 + In_Frame_Ins INS -

ATXN1 6310 37 6 1632791316327915 + In_Frame_Del DEL TGA

DCHS1 8642 37 11 6662745 6662746 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NCOA3 8202 37 20 4627986446279866 + In_Frame_Del DEL CAA

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CCA

PRG4 10216 37 1 1.86E+08 1.86E+08 + Frame_Shift_DelDEL CTAC

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Ins INS -

CRIPAK 285464 37 4 1388563 1388564 + Frame_Shift_DelDEL AT

MAP3K1 4214 37 5 5617695056176951 + Frame_Shift_InsINS -

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Frame_Shift_DelDEL AA

NBEA 26960 37 13 3564414835644149 + Frame_Shift_InsINS -

NF1 4763 37 17 2955605429556054 + Frame_Shift_DelDEL C

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

CDC27 996 37 17 4521461745214618 + Frame_Shift_InsINS -

CDC27 996 37 17 4521961245219612 + Frame_Shift_DelDEL A

FRG1B 0 37 20 2963266129632661 + Frame_Shift_DelDEL A

NCOA3 8202 37 20 4627986446279866 + In_Frame_Del DEL CAA

THOC2 57187 37 X 1.23E+08 1.23E+08 + In_Frame_Del DEL GCT

THOC2 57187 37 X 1.23E+08 1.23E+08 + In_Frame_Ins INS -

THOC2 57187 37 X 1.23E+08 1.23E+08 + Frame_Shift_DelDEL TC

HTT 3064 37 4 3076693 3076694 + In_Frame_Ins INS -

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

ALPK2 115701 37 18 5624644256246443 + Frame_Shift_InsINS -

NCOA3 8202 37 20 4627986446279866 + In_Frame_Del DEL CAA

NF2 4771 37 22 3003510230035102 + Frame_Shift_DelDEL G

MYB 4602 37 6 1.36E+08 1.36E+08 + Frame_Shift_DelDEL AG

NCOA3 8202 37 20 4627986446279866 + In_Frame_Del DEL CAA

MN1 4330 37 22 2819489528194900 + In_Frame_Del DEL TGCTGT

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Del DEL AAA



MYB 4602 37 6 1.36E+08 1.36E+08 + Frame_Shift_DelDEL AG

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

FBXL3 26224 37 13 7759584877595849 + Frame_Shift_InsINS -

CDC27 996 37 17 4521961245219612 + Frame_Shift_DelDEL A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Ins INS -

MAP3K1 4214 37 5 5617695056176951 + Frame_Shift_InsINS -

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

NBEA 26960 37 13 3564414835644149 + Frame_Shift_InsINS -

NF1 4763 37 17 2955425329554253 + Frame_Shift_DelDEL A

NF1 4763 37 17 2955605429556054 + Frame_Shift_DelDEL C

CDC27 996 37 17 4523466545234669 + Frame_Shift_DelDEL TTGTG

FRG1B 0 37 20 2963266129632661 + Frame_Shift_DelDEL A

NF2 4771 37 22 3005160730051607 + Frame_Shift_DelDEL C

FAM9A 171482 37 X 8763181 8763183 + In_Frame_Del DEL CTC

MAML3 55534 37 4 1.41E+08 1.41E+08 + In_Frame_Del DEL TGCTGCTGCTGT

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

POU6F2 11281 37 7 3937927939379280 + Frame_Shift_InsINS -

POU6F2 11281 37 7 3937928139379282 + Frame_Shift_InsINS -

COBL 23242 37 7 5113292351132923 + Frame_Shift_DelDEL A

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

GAB2 9846 37 11 7793766277937663 + Frame_Shift_InsINS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NF2 4771 37 22 3006102630061035 + Frame_Shift_DelDEL CTCCTCAAAG

RUNX2 860 37 6 4539048745390504 + In_Frame_Del DEL GGCGGCGGCGGCGGCTGC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

DMKN 93099 37 19 3600239436002405 + In_Frame_Del DEL GCCACTGCTGCT

GOLGA8I 0 37 15 2326192223261942 + In_Frame_Del DEL AGCAGGAAGAGAGGCTTCGGA

GOLGA8O 728047 37 15 3274312332743125 + In_Frame_Del DEL CTT

TPTE 7179 37 21 1091038110910382 + Frame_Shift_InsINS -

MAP3K1 4214 37 5 5617695056176951 + Frame_Shift_InsINS -

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NUMBL 9253 37 19 4117386641173868 + In_Frame_Del DEL TGC

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Del DEL AAA

FGFR3 2261 37 4 1804661 1804661 + Frame_Shift_DelDEL G

POU6F2 11281 37 7 3937932139379321 + Frame_Shift_DelDEL C

LST3 0 37 12 2119640221196403 + Frame_Shift_InsINS -

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

CDC27 996 37 17 4521461745214618 + Frame_Shift_InsINS -

FRG1B 0 37 20 2963266129632661 + Frame_Shift_DelDEL A

NCOA3 8202 37 20 4627986446279866 + In_Frame_Del DEL CAA

MAMLD1 10046 37 X 1.5E+08 1.5E+08 + Frame_Shift_DelDEL G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Frame_Shift_DelDEL C

ATXN1 6310 37 6 1630657516306576 + Frame_Shift_DelDEL AG

MBD3 53615 37 19 1578372 1578374 + In_Frame_Del DEL CTC

HRNR 388697 37 1 1.52E+08 1.52E+08 + Frame_Shift_DelDEL TGGC

BMP2K 55589 37 4 7979213679792137 + In_Frame_Ins INS -



ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Frame_Shift_DelDEL A

KIAA1462 57608 37 10 3031650130316503 + In_Frame_Del DEL CTG

ZNF384 0 37 12 6777111 6777112 + In_Frame_Ins INS -

VEZF1 7716 37 17 5605658656056587 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

APC 324 37 5 1.12E+08 1.12E+08 + In_Frame_Ins INS -

C9orf43 257169 37 9 1.16E+08 1.16E+08 + In_Frame_Ins INS -

FBXL3 26224 37 13 7759584877595849 + Frame_Shift_InsINS -

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

CDC27 996 37 17 4521461745214618 + Frame_Shift_InsINS -

CDC27 996 37 17 4521925445219255 + Frame_Shift_InsINS -

CDC27 996 37 17 4524734145247342 + In_Frame_Ins INS -

PAF1 54623 37 19 3987734539877346 + Frame_Shift_InsINS -

FRG1B 0 37 20 2963266129632661 + Frame_Shift_DelDEL A

NF2 4771 37 22 3003510930035109 + Frame_Shift_DelDEL C

CRIPAK 285464 37 4 1388335 1388335 + Frame_Shift_DelDEL C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Splice_Site INS -

FGFR4 2264 37 5 1.77E+08 1.77E+08 + Frame_Shift_DelDEL C

ATXN1 6310 37 6 1632791316327915 + In_Frame_Del DEL TGA

CNPY3 10695 37 6 4289735742897358 + In_Frame_Ins INS -

PAXIP1 22976 37 7 1.55E+08 1.55E+08 + In_Frame_Ins INS -

IRF2BPL 64207 37 14 7749378877493788 + Frame_Shift_DelDEL C

IRF2BPL 64207 37 14 7749379077493800 + Frame_Shift_DelDEL GCTGTTGCTGC

GOLGA8A 23015 37 15 3467912634679127 + Splice_Site INS -

ADAMTS7 11173 37 15 7905894179058943 + In_Frame_Del DEL CGC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

FRG1B 0 37 20 2962598529625986 + Splice_Site INS -

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

KIAA1107 23285 37 1 9264274192642743 + In_Frame_Del DEL CAG

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Del DEL GCGGCGGCA

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Ins INS -

DLX6 1750 37 7 9663542196635429 + In_Frame_Del DEL GCCGCCGCC

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

POTEG 404785 37 14 1955356119553562 + In_Frame_Ins INS -

ADAMTS7 11173 37 15 7905894179058943 + In_Frame_Del DEL CGC

SALL1 6299 37 16 5117565551175656 + In_Frame_Ins INS -

RP11-683L23.10 37 18 48227 48228 + Frame_Shift_DelDEL TG

TPTE 7179 37 21 1095128210951284 + In_Frame_Del DEL GAA

MN1 4330 37 22 2819489528194900 + In_Frame_Del DEL TGCTGT

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

CADM1 23705 37 11 1.15E+08 1.15E+08 + In_Frame_Del DEL AGCCGG

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC



MN1 4330 37 22 2819489528194900 + In_Frame_Del DEL TGCTGT

ST6GALNAC581849 37 1 7733429277334293 + In_Frame_Ins INS -

CELF3 11189 37 1 1.52E+08 1.52E+08 + In_Frame_Ins INS -

CRIPAK 285464 37 4 1388345 1388346 + Frame_Shift_DelDEL CA

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Ins INS -

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Splice_Site INS -

ATN1 1822 37 12 7045880 7045885 + In_Frame_Del DEL CAGCAA

ATXN3 4287 37 14 9253735492537355 + In_Frame_Ins INS -

VEZF1 7716 37 17 5605658656056587 + In_Frame_Ins INS -

NCOA3 8202 37 20 4627986446279866 + In_Frame_Del DEL CAA

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

FAM155A 728215 37 13 1.09E+08 1.09E+08 + In_Frame_Del DEL GCTGCTGCTGCT

AMOT 154796 37 X 1.12E+08 1.12E+08 + In_Frame_Del DEL CTGGAGCAGCAGCAGCAGCAACAGCAA

CDKN2C 1031 37 1 5143979851439798 + Frame_Shift_DelDEL C

NF2 4771 37 22 3006928230069288 + Frame_Shift_DelDEL CTGTTGG

NCOA3 8202 37 20 4627986446279866 + In_Frame_Del DEL CAA

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CTC

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Frame_Shift_DelDEL G

ANKRD30A91074 37 10 3741888137418881 + Frame_Shift_DelDEL C

GOLGA8S 0 37 15 2360589123605893 + In_Frame_Del DEL AGG

PRAMEF6 440561 37 1 1300118313001186 + Frame_Shift_DelDEL AGGC

PRAMEF6 440561 37 1 1300118313001186 + Frame_Shift_DelDEL AGGC

GOLGA8S 0 37 15 2360589123605893 + In_Frame_Del DEL AGG

CDRT1 374286 37 17 1546910515469106 + Frame_Shift_DelDEL TT

FBXW10 10517 37 17 1868235118682352 + Frame_Shift_DelDEL AA

GOLGA8S 0 37 15 2360589123605893 + In_Frame_Del DEL AGG

CDRT1 374286 37 17 1546910515469106 + Frame_Shift_DelDEL TT

FBXW10 10517 37 17 1868235118682352 + Frame_Shift_DelDEL AA

ARID1A 8289 37 1 2710649427106494 + Frame_Shift_DelDEL G

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CTC

TPRXL 0 37 3 1410602614106037 + In_Frame_Del DEL CCAGCAGTAGCT

ATXN1 6310 37 6 1632791316327915 + In_Frame_Del DEL TGA

SALL1 6299 37 16 5117565551175656 + In_Frame_Ins INS -

C9orf43 257169 37 9 1.16E+08 1.16E+08 + In_Frame_Ins INS -

TSC2 7249 37 16 2134982 2134984 + In_Frame_Del DEL CTT

MN1 4330 37 22 2819489528194900 + In_Frame_Del DEL TGCTGT

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

ATXN3 4287 37 14 9253735492537355 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

MEGF8 1954 37 19 4285430542854307 + In_Frame_Del DEL CTC

MED15 51586 37 22 2091891520918916 + In_Frame_Ins INS -

BMP2K 55589 37 4 7979215279792166 + In_Frame_Del DEL CAGCAGCAGCAGCAC

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

GOLGA8O 728047 37 15 3274312332743125 + In_Frame_Del DEL CTT

NF2 4771 37 22 3003511430035115 + Frame_Shift_InsINS -



HTT 3064 37 4 3076693 3076694 + In_Frame_Ins INS -

BMP2K 55589 37 4 7979213779792148 + In_Frame_Del DEL CAGCAGCAGCAG

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

MLLT3 4300 37 9 2041434120414343 + In_Frame_Del DEL CTA

GOLGA8S 0 37 15 2360589123605893 + In_Frame_Del DEL AGG

GOLGA8O 728047 37 15 3274312332743125 + In_Frame_Del DEL CTT

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NBEA 26960 37 13 3564414835644149 + Frame_Shift_InsINS -

FLG2 388698 37 1 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

CRIPAK 285464 37 4 1388652 1388653 + Frame_Shift_DelDEL CA

MAML3 55534 37 4 1.41E+08 1.41E+08 + In_Frame_Del DEL TGCTGCTGCTGT

NCOA3 8202 37 20 4627986446279866 + In_Frame_Del DEL CAA

MTOR 2475 37 1 1119067911190680 + In_Frame_Ins INS -

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Del DEL GCGGCGGCGGCC

FOXP2 93986 37 7 1.14E+08 1.14E+08 + In_Frame_Del DEL CAGCAACAA

FAM155A 728215 37 13 1.09E+08 1.09E+08 + In_Frame_Del DEL GCTGCTGCTGCT

GOLGA8S 0 37 15 2360589123605893 + In_Frame_Del DEL AGG

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CCA

HTT 3064 37 4 3076672 3076673 + In_Frame_Ins INS -

FRG1 2483 37 4 1.91E+08 1.91E+08 + Splice_Site INS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

FOXP2 93986 37 7 1.14E+08 1.14E+08 + In_Frame_Del DEL CAGCAGCAACAACAG

MLLT3 4300 37 9 2041434120414343 + In_Frame_Del DEL CTA

ATN1 1822 37 12 7045880 7045885 + In_Frame_Del DEL CAGCAA

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

VEZF1 7716 37 17 5605658656056587 + In_Frame_Ins INS -

NUMBL 9253 37 19 4117386641173868 + In_Frame_Del DEL TGC

ZNF133 7692 37 20 1829657118296573 + In_Frame_Del DEL GTG

FRG1B 0 37 20 2962598529625986 + Splice_Site INS -

NF2 4771 37 22 3005728630057286 + Frame_Shift_DelDEL C

AC019206.1 0 37 2 7012951070129512 + In_Frame_Del DEL CTC

HTT 3064 37 4 3076672 3076673 + In_Frame_Ins INS -

BHLHE22 27319 37 8 6549402065494021 + In_Frame_Ins INS -

NCOA6 23054 37 20 3334572033345721 + In_Frame_Ins INS -

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

SALL1 6299 37 16 5117565551175656 + In_Frame_Ins INS -

FRG1B 0 37 20 2962822529628225 + Splice_Site DEL A

ATRX 546 37 X 7690778276907784 + In_Frame_Del DEL TCC

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Ins INS -

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Frame_Shift_DelDEL TAGG

PBRM1 55193 37 3 5267878452678784 + Frame_Shift_DelDEL T

DDR1 780 37 6 3086323430863234 + Frame_Shift_DelDEL C

MYB 4602 37 6 1.36E+08 1.36E+08 + Frame_Shift_DelDEL GG



KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

MKI67 4288 37 10 1.3E+08 1.3E+08 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

ARHGAP33115703 37 19 3627892836278928 + Frame_Shift_DelDEL C

MN1 4330 37 22 2819489528194900 + In_Frame_Del DEL TGCTGT

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Frame_Shift_DelDEL T

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

CDC27 996 37 17 4523440845234408 + Frame_Shift_DelDEL G

C9orf43 257169 37 9 1.16E+08 1.16E+08 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

MAP3K4 4216 37 6 1.62E+08 1.62E+08 + Frame_Shift_DelDEL C

MAP3K4 4216 37 6 1.62E+08 1.62E+08 + Frame_Shift_DelDEL GC

RPGR 6103 37 X 3814513438145136 + In_Frame_Del DEL CTC

CRIPAK 285464 37 4 1389360 1389361 + Frame_Shift_InsINS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Ins INS -

GOLGA8S 0 37 15 2360589123605893 + In_Frame_Del DEL AGG

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NF2 4771 37 22 3006789730067897 + Frame_Shift_DelDEL T

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CTC

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

RUNX2 860 37 6 4539048745390504 + In_Frame_Del DEL GGCGGCGGCGGCGGCTGC

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

BHLHE22 27319 37 8 6549402065494021 + In_Frame_Ins INS -

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CTC

HEG1 57493 37 3 1.25E+08 1.25E+08 + In_Frame_Ins INS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

ATXN3 4287 37 14 9253735492537355 + In_Frame_Ins INS -

GOLGA8H 728498 37 15 3090226130902262 + Frame_Shift_InsINS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NCOA3 8202 37 20 4627986446279866 + In_Frame_Del DEL CAA

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

APC 324 37 5 1.12E+08 1.12E+08 + Frame_Shift_DelDEL T

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

HDAC2 3066 37 6 1.14E+08 1.14E+08 + In_Frame_Ins INS -

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

SIK3 23387 37 11 1.17E+08 1.17E+08 + In_Frame_Del DEL TGCTGTTGC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NCOA3 8202 37 20 4627986446279866 + In_Frame_Del DEL CAA

NCOA3 8202 37 20 4627986546279866 + Frame_Shift_InsINS -

NCOA3 8202 37 20 4627986646279867 + Frame_Shift_InsINS -



NF2 4771 37 22 3006938930069390 + Frame_Shift_DelDEL CA

ARID1A 8289 37 1 2705767327057673 + Frame_Shift_DelDEL G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Frame_Shift_DelDEL T

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NF2 4771 37 22 3005159530051595 + Frame_Shift_DelDEL T

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Ins INS -

CADM1 23705 37 11 1.15E+08 1.15E+08 + In_Frame_Del DEL AGCCGG

TSC1 0 37 9 1.36E+08 1.36E+08 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NCOA3 8202 37 20 4627986446279866 + In_Frame_Del DEL CAA

NF2 4771 37 22 3003512330035125 + In_Frame_Del DEL CTT

ARID1A 8289 37 1 2705803727058038 + Frame_Shift_InsINS -

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

CDC27 996 37 17 4521461745214618 + Frame_Shift_InsINS -

FRG1B 0 37 20 2963266129632661 + Frame_Shift_DelDEL A

C9orf43 257169 37 9 1.16E+08 1.16E+08 + In_Frame_Ins INS -

NF2 4771 37 22 3000007630000076 + Frame_Shift_DelDEL A

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

CRIPAK 285464 37 4 1388378 1388379 + Frame_Shift_InsINS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

FAM155A 728215 37 13 1.09E+08 1.09E+08 + In_Frame_Del DEL GCTGCTGCTGCT

GOLGA8A 23015 37 15 3467912634679127 + Splice_Site INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

PRB2 653247 37 12 1154673211546733 + In_Frame_Ins INS -

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

CDC27 996 37 17 4521461745214618 + Frame_Shift_InsINS -

HKR1 284459 37 19 3785346137853461 + Frame_Shift_DelDEL T

DENND4B 9909 37 1 1.54E+08 1.54E+08 + Frame_Shift_InsINS -

DENND4B 9909 37 1 1.54E+08 1.54E+08 + Frame_Shift_InsINS -

ABL2 27 37 1 1.79E+08 1.79E+08 + Frame_Shift_DelDEL G

ZFP62 643836 37 5 1.8E+08 1.8E+08 + Frame_Shift_DelDEL C

TUBB 203068 37 6 3069034930690349 + Frame_Shift_DelDEL C

NF2 4771 37 22 3006438430064384 + Frame_Shift_DelDEL G

CRIPAK 285464 37 4 1388345 1388346 + Frame_Shift_DelDEL CA

CRIPAK 285464 37 4 1388652 1388653 + Frame_Shift_DelDEL CA

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

TMEM63C 57156 37 14 7771516677715166 + Frame_Shift_DelDEL C

ADAMTS7 11173 37 15 7905902079059021 + Frame_Shift_InsINS -

KMT2D 8085 37 12 4943769149437707 + Frame_Shift_DelDEL TTGCGCCCTCGCCGCTG

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Frame_Shift_DelDEL G

CRIPAK 285464 37 4 1388345 1388346 + Frame_Shift_DelDEL CA



KRT76 51350 37 12 5316277253162773 + In_Frame_Ins INS -

ADAMTS7 11173 37 15 7905894179058943 + In_Frame_Del DEL CGC

RP11-683L23.10 37 18 48227 48228 + Frame_Shift_DelDEL TG

NCOA3 8202 37 20 4627986446279866 + In_Frame_Del DEL CAA

DENND4B 9909 37 1 1.54E+08 1.54E+08 + Frame_Shift_InsINS -

DENND4B 9909 37 1 1.54E+08 1.54E+08 + Frame_Shift_InsINS -

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL AGG

CRIPAK 285464 37 4 1388652 1388653 + Frame_Shift_DelDEL CA

ATXN1 6310 37 6 1632791316327915 + In_Frame_Del DEL TGA

GAB2 9846 37 11 7793766277937663 + Frame_Shift_InsINS -

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CTC

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Ins INS -

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

RP11-683L23.10 37 18 47562 47582 + In_Frame_Del DEL ATTGCTGTAAACTGCTCTGAG

RP11-683L23.10 37 18 47587 47588 + Frame_Shift_DelDEL AT

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

BHLHE22 27319 37 8 6549402065494021 + In_Frame_Ins INS -

FBXL3 26224 37 13 7758168377581683 + Frame_Shift_DelDEL A

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

TNRC18 84629 37 7 5352665 5352666 + In_Frame_Ins INS -

TPTE2 93492 37 13 2006763220067635 + Frame_Shift_DelDEL TGTC

ZFHX3 463 37 16 7282256372822564 + In_Frame_Ins INS -

MED12 9968 37 X 7036067670360679 + Frame_Shift_DelDEL TCCG

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

SMARCA2 6595 37 9 2110323 2110324 + Frame_Shift_InsINS -

DMD 1756 37 X 3286786132867862 + Frame_Shift_DelDEL AG

RGPD4 285190 37 2 1.08E+08 1.08E+08 + In_Frame_Del DEL AAA

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Ins INS -

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Del DEL AAA

CDC27 996 37 17 4521461745214618 + Frame_Shift_InsINS -

FRG1B 0 37 20 2963266129632661 + Frame_Shift_DelDEL A

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CTC

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

ATXN3 4287 37 14 9253735492537355 + In_Frame_Ins INS -

MEF2A 0 37 15 1E+08 1E+08 + In_Frame_Del DEL GCC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

RUNX2 860 37 6 4539048745390504 + In_Frame_Del DEL GGCGGCGGCGGCGGCTGC

GOLGA8S 0 37 15 2360589123605893 + In_Frame_Del DEL AGG



PASD1 139135 37 X 1.51E+08 1.51E+08 + In_Frame_Del DEL GGAGCAGCAGCGGCAGCTGCG

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CTC

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Ins INS -

EIF5 1983 37 14 1.04E+08 1.04E+08 + In_Frame_Ins INS -

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Frame_Shift_DelDEL TGGCACC

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

BHLHE22 27319 37 8 6549402065494021 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

HDAC2 3066 37 6 1.14E+08 1.14E+08 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

PRB2 653247 37 12 1154661111546611 + Frame_Shift_DelDEL G

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CCA

PAF1 54623 37 19 3987734539877346 + Frame_Shift_InsINS -

GAGE10 643832 37 X 4916136249161363 + In_Frame_Ins INS -

STK19 8859 37 6 3193986631939868 + In_Frame_Del DEL GAA

COBL 23242 37 7 5109295151092951 + Frame_Shift_DelDEL G

GOLGA8S 0 37 15 2360589123605893 + In_Frame_Del DEL AGG

GOLGA8O 728047 37 15 3274312332743125 + In_Frame_Del DEL CTT

GLTSCR1 29998 37 19 4818417348184173 + Frame_Shift_DelDEL C

MN1 4330 37 22 2819491228194913 + In_Frame_Ins INS -

PAK3 5063 37 X 1.1E+08 1.1E+08 + Stop_Codon_DelDEL CT

YAP1 10413 37 11 1.02E+08 1.02E+08 + Frame_Shift_DelDEL C

FAM155A 728215 37 13 1.09E+08 1.09E+08 + In_Frame_Del DEL GCTGCTGCC

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Ins INS -

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Frame_Shift_DelDEL C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Frame_Shift_DelDEL G

FRG1 2483 37 4 1.91E+08 1.91E+08 + Frame_Shift_DelDEL A

DDR1 780 37 6 3086487130864871 + Frame_Shift_DelDEL G

ZNF337 26152 37 20 2565702825657029 + Frame_Shift_DelDEL CG

DENND4B 9909 37 1 1.54E+08 1.54E+08 + Frame_Shift_InsINS -

DENND4B 9909 37 1 1.54E+08 1.54E+08 + Frame_Shift_InsINS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

PTEN 5728 37 10 8962429889624299 + Frame_Shift_InsINS -

NF2 4771 37 22 3006100730061007 + Frame_Shift_DelDEL T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Frame_Shift_DelDEL CAGATCCAGAGCCATGTCGG

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

TPRXL 0 37 3 1410602614106037 + In_Frame_Del DEL CCAGCAGTAGCT

CRIPAK 285464 37 4 1388335 1388335 + Frame_Shift_DelDEL C

CRIPAK 285464 37 4 1388652 1388653 + Frame_Shift_DelDEL CA

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_DelDEL A

GAB2 9846 37 11 7793766277937663 + Frame_Shift_InsINS -

NF2 4771 37 22 3000003830000038 + Frame_Shift_DelDEL G



MAGI1 9223 37 3 6542558965425591 + In_Frame_Del DEL TGT

MAGI1 9223 37 3 6542560165425603 + In_Frame_Del DEL TGT

MAGI1 9223 37 3 6542560465425612 + In_Frame_Del DEL TGCTGCTGC

GPR156 165829 37 3 1.2E+08 1.2E+08 + Frame_Shift_DelDEL G

RUNX2 860 37 6 4539048745390504 + In_Frame_Del DEL GGCGGCGGCGGCGGCTGC

DCHS1 8642 37 11 6662745 6662746 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

ZFHX3 463 37 16 7282256472822569 + In_Frame_Del DEL TGCTGC

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

NF2 4771 37 22 3006943030069430 + Frame_Shift_DelDEL A

TTC13 79573 37 1 2.31E+08 2.31E+08 + In_Frame_Ins INS -

BMP2K 55589 37 4 7979213779792148 + In_Frame_Del DEL CAGCAGCAGCAG

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

CHD2 1106 37 15 9354552693545527 + Frame_Shift_DelDEL GT

CHD2 1106 37 15 9354553493545535 + Frame_Shift_DelDEL AT

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

POTEI 653269 37 2 1.31E+08 1.31E+08 + Frame_Shift_DelDEL A

CRIPAK 285464 37 4 1388652 1388653 + Frame_Shift_DelDEL CA

HDAC2 3066 37 6 1.14E+08 1.14E+08 + In_Frame_Ins INS -

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

ARID3B 10620 37 15 7483628974836290 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

HTT 3064 37 4 3076693 3076694 + In_Frame_Ins INS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

TUBB8 347688 37 10 93834 93835 + Frame_Shift_DelDEL TG

KIAA1462 57608 37 10 3031650030316501 + In_Frame_Ins INS -

MKI67 4288 37 10 1.3E+08 1.3E+08 + In_Frame_Ins INS -

FOXJ2 55810 37 12 8200557 8200558 + In_Frame_Ins INS -

ADAMTS7 11173 37 15 7905894279058944 + In_Frame_Del DEL GCA

SALL1 6299 37 16 5117565551175656 + In_Frame_Ins INS -

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

RP11-683L23.10 37 18 47447 47455 + In_Frame_Del DEL CTGATATTG

RP11-683L23.10 37 18 48227 48228 + Frame_Shift_DelDEL TG

ATRX 546 37 X 7693818576938186 + In_Frame_Ins INS -

GCC2 9648 37 2 1.09E+08 1.09E+08 + Frame_Shift_DelDEL AG

BMP2K 55589 37 4 7979213679792137 + In_Frame_Ins INS -

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

CDC27 996 37 17 4521961245219612 + Frame_Shift_DelDEL A

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CTC

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Ins INS -

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Del DEL AAA

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

BHLHE22 27319 37 8 6549402065494021 + In_Frame_Ins INS -

DCHS1 8642 37 11 6662745 6662746 + In_Frame_Ins INS -



PRB2 653247 37 12 1154673211546733 + In_Frame_Ins INS -

NBEA 26960 37 13 3564414835644149 + Frame_Shift_InsINS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NF1 4763 37 17 2955605429556054 + Frame_Shift_DelDEL C

NF1 4763 37 17 2955732029557320 + Frame_Shift_DelDEL A

NF1 4763 37 17 2955794529557946 + Splice_Site INS -

NF1 4763 37 17 2958876529588765 + Frame_Shift_DelDEL G

CDC27 996 37 17 4521961245219612 + Frame_Shift_DelDEL A

FRG1B 0 37 20 2963264429632648 + Frame_Shift_DelDEL TAAAA

FRG1B 0 37 20 2963266129632661 + Frame_Shift_DelDEL A

NF2 4771 37 22 3003513830035143 + In_Frame_Del DEL TTATCC

GAGE10 643832 37 X 4916136249161363 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

LST3 0 37 12 2119640221196403 + Frame_Shift_InsINS -

FAM155A 728215 37 13 1.09E+08 1.09E+08 + Frame_Shift_DelDEL C

MAP3K1 4214 37 5 5617695056176951 + Frame_Shift_InsINS -

ATXN1 6310 37 6 1632791316327915 + In_Frame_Del DEL TGA

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Ins INS -

SLCO1B3 28234 37 12 2105433021054331 + Frame_Shift_DelDEL AT

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

MAML3 55534 37 4 1.41E+08 1.41E+08 + In_Frame_Del DEL TGCTGTTGCTGC

RGPD3 653489 37 2 1.07E+08 1.07E+08 + In_Frame_Del DEL TTC

MAP3K1 4214 37 5 5617695056176951 + Frame_Shift_InsINS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

ALPK2 115701 37 18 5624694056246941 + Frame_Shift_InsINS -

FRG1B 0 37 20 2963266129632661 + Frame_Shift_DelDEL A

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CCA

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Ins INS -

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Ins INS -

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Del DEL AAA

FRG1 2483 37 4 1.91E+08 1.91E+08 + In_Frame_Del DEL AGA

FRG1 2483 37 4 1.91E+08 1.91E+08 + Frame_Shift_DelDEL A

NBEA 26960 37 13 3564414835644149 + Frame_Shift_InsINS -

NBEA 26960 37 13 3568503135685032 + Frame_Shift_InsINS -

GOLGA6L2283685 37 15 2368911423689114 + Frame_Shift_DelDEL C

NF1 4763 37 17 2955732029557320 + Frame_Shift_DelDEL A

NF1 4763 37 17 2956011229560112 + Frame_Shift_DelDEL G

NF1 4763 37 17 2958876529588765 + Frame_Shift_DelDEL G

NF1 4763 37 17 2959235629592356 + Splice_Site DEL A

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

CDC27 996 37 17 4521461745214618 + Frame_Shift_InsINS -

FRG1B 0 37 20 2963266129632661 + Frame_Shift_DelDEL A

NF2 4771 37 22 3003518630035187 + In_Frame_Ins INS -

PRAMEF26645359 37 1 1321947013219471 + Frame_Shift_DelDEL TT

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -



C9orf43 257169 37 9 1.16E+08 1.16E+08 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NF2 4771 37 22 3003506930035085 + Splice_Site DEL AATTCTGCAGGTACTGG

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CCA

MYB 4602 37 6 1.36E+08 1.36E+08 + Frame_Shift_InsINS -

NBEA 26960 37 13 3564414835644149 + Frame_Shift_InsINS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

CDC27 996 37 17 4521461745214618 + Frame_Shift_InsINS -

OPA1 4976 37 3 1.93E+08 1.93E+08 + Frame_Shift_DelDEL G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

MKI67 4288 37 10 1.3E+08 1.3E+08 + In_Frame_Del DEL ATG

CDC27 996 37 17 4523466545234669 + Frame_Shift_DelDEL TTGTG

VEZF1 7716 37 17 5605658656056587 + In_Frame_Ins INS -

MED15 51586 37 22 2091891620918918 + In_Frame_Del DEL CAG

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Frame_Shift_DelDEL TAGG

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Ins INS -

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Del DEL AAA

NBEA 26960 37 13 3564414835644149 + Frame_Shift_InsINS -

NBEA 26960 37 13 3568503135685032 + Frame_Shift_InsINS -

NF1 4763 37 17 2955223029552230 + Frame_Shift_DelDEL G

NF1 4763 37 17 2955645129556452 + Frame_Shift_InsINS -

CDC27 996 37 17 4525897045258971 + In_Frame_Ins INS -

CDC27 996 37 17 4525897145258972 + Frame_Shift_InsINS -

NF2 4771 37 22 3003825730038258 + Frame_Shift_InsINS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

MN1 4330 37 22 2819489528194900 + In_Frame_Del DEL TGCTGT

NF2 4771 37 22 3006438130064381 + Frame_Shift_DelDEL T

NF2 4771 37 22 3005725330057253 + Frame_Shift_DelDEL C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Frame_Shift_DelDEL AG

NF2 4771 37 22 3005066730050668 + Frame_Shift_InsINS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

VEZF1 7716 37 17 5605658656056587 + In_Frame_Ins INS -

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Frame_Shift_InsINS -

OPA1 4976 37 3 1.93E+08 1.93E+08 + Frame_Shift_DelDEL G

MAP3K1 4214 37 5 5617695056176951 + Frame_Shift_InsINS -

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

FBXL3 26224 37 13 7759584877595849 + Frame_Shift_InsINS -

NF2 4771 37 22 3003820430038204 + Frame_Shift_DelDEL T

DMD 1756 37 X 3247277832472780 + Splice_Site DEL CCT

ATRX 546 37 X 7676410876764108 + Splice_Site DEL C

MAP3K1 4214 37 5 5617695056176951 + Frame_Shift_InsINS -

GOLGA8S 0 37 15 2360589123605893 + In_Frame_Del DEL AGG

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

NF2 4771 37 22 3003510230035102 + Frame_Shift_DelDEL G

MAP3K1 4214 37 5 5617695056176951 + Frame_Shift_InsINS -

MYB 4602 37 6 1.36E+08 1.36E+08 + Frame_Shift_DelDEL AG

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -



FBXL3 26224 37 13 7759584877595849 + Frame_Shift_InsINS -

FAM155A 728215 37 13 1.09E+08 1.09E+08 + In_Frame_Del DEL GCTGCTGCTGCT

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

CDC27 996 37 17 4521461745214618 + Frame_Shift_InsINS -

ALPK2 115701 37 18 5620527556205275 + Frame_Shift_DelDEL C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Frame_Shift_DelDEL TAGG

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Ins INS -

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

GAB2 9846 37 11 7793766277937663 + Frame_Shift_InsINS -

ADAMTS7 11173 37 15 7905894179058943 + In_Frame_Del DEL CGC

NF1 4763 37 17 2955794529557946 + Splice_Site INS -

NCOA3 8202 37 20 4627986046279861 + In_Frame_Ins INS -

MAML3 55534 37 4 1.41E+08 1.41E+08 + In_Frame_Del DEL TGCTGC

KMT2D 8085 37 12 4943769149437707 + Frame_Shift_DelDEL TTGCGCCCTCGCCGCTG

BRWD3 254065 37 X 7993249979932499 + Frame_Shift_DelDEL C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Frame_Shift_DelDEL G

FRG1 2483 37 4 1.91E+08 1.91E+08 + Splice_Site INS -

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

CDC27 996 37 17 4521461745214618 + Frame_Shift_InsINS -

FRG1B 0 37 20 2962598529625986 + Splice_Site INS -

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Frame_Shift_DelDEL TAGG

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

CRIPAK 285464 37 4 1388345 1388346 + Frame_Shift_DelDEL CA

CRIPAK 285464 37 4 1388652 1388653 + Frame_Shift_DelDEL CA

FRG1 2483 37 4 1.91E+08 1.91E+08 + Splice_Site DEL GTA

MAP3K1 4214 37 5 5617695056176951 + Frame_Shift_InsINS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

FRG1B 0 37 20 2963266129632661 + Frame_Shift_DelDEL A

PBRM1 55193 37 3 5264364352643645 + In_Frame_Del DEL AAC

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

C9orf43 257169 37 9 1.16E+08 1.16E+08 + In_Frame_Ins INS -

TMC3 342125 37 15 8162522981625231 + In_Frame_Del DEL TCT

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

MN1 4330 37 22 2819489528194900 + In_Frame_Del DEL TGCTGT

NF2 4771 37 22 3006787830067878 + Frame_Shift_DelDEL G

GAGE2C 2574 37 X 4922793149227932 + Frame_Shift_DelDEL GA

WDR70 55100 37 5 3739665237396660 + In_Frame_Del DEL GAGGAAGAG

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

SMARCA2 6595 37 9 2060958 2060960 + In_Frame_Del DEL AGA

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NCOA3 8202 37 20 4627986446279866 + In_Frame_Del DEL CAA



PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CTC

FGFR3 2261 37 4 1804661 1804661 + Frame_Shift_DelDEL G

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

ZFHX3 463 37 16 7282256372822564 + In_Frame_Ins INS -

DMD 1756 37 X 3247277732472777 + Splice_Site DEL A

TSC2 7249 37 16 2134982 2134984 + In_Frame_Del DEL CTT

MED15 51586 37 22 2091880720918812 + In_Frame_Del DEL GGCGGC

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

KCNA5 3741 37 12 5154977 5154978 + Frame_Shift_InsINS -

TSC2 7249 37 16 2135322 2135322 + Splice_Site DEL A

NCOA3 8202 37 20 4627986446279866 + In_Frame_Del DEL CAA

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Ins INS -

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

CDC27 996 37 17 4521461745214618 + Frame_Shift_InsINS -

FRG1B 0 37 20 2963266129632661 + Frame_Shift_DelDEL A

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

RUNX2 860 37 6 4539048745390504 + In_Frame_Del DEL GGCGGCGGCGGCGGCTGC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

CDC27 996 37 17 4521961245219612 + Frame_Shift_DelDEL A

NF2 4771 37 22 3005729330057294 + Frame_Shift_InsINS -

CDC27 996 37 17 4523440845234408 + Frame_Shift_DelDEL G

FRG1 2483 37 4 1.91E+08 1.91E+08 + Splice_Site INS -

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

CDC27 996 37 17 4521461745214618 + Frame_Shift_InsINS -

FRG1B 0 37 20 2962598529625986 + Splice_Site INS -

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Ins INS -

PRB2 653247 37 12 1154598611545987 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

PASD1 139135 37 X 1.51E+08 1.51E+08 + In_Frame_Del DEL GGAGCAGCAGCGGCAGCTGCG

STK19 8859 37 6 3193986631939868 + In_Frame_Del DEL GAA

GOLGA8S 0 37 15 2360589123605893 + In_Frame_Del DEL AGG

GOLGA8O 728047 37 15 3274312332743125 + In_Frame_Del DEL CTT

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Del DEL AAA

MKI67 4288 37 10 1.3E+08 1.3E+08 + In_Frame_Del DEL AGG

NBEA 26960 37 13 3568503135685032 + Frame_Shift_InsINS -

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

CDC27 996 37 17 4521461745214618 + Frame_Shift_InsINS -

FRG1B 0 37 20 2963266129632661 + Frame_Shift_DelDEL A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Del DEL AAA

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

CDC27 996 37 17 4523433645234336 + Frame_Shift_DelDEL G

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

KMT2D 8085 37 12 4943525849435258 + Frame_Shift_DelDEL G

GOLGA8S 0 37 15 2360589123605893 + In_Frame_Del DEL AGG

TSC1 0 37 9 1.36E+08 1.36E+08 + In_Frame_Ins INS -



STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

KIAA1462 57608 37 10 3031650030316501 + In_Frame_Ins INS -

SALL1 6299 37 16 5117565551175656 + In_Frame_Ins INS -

VEZF1 7716 37 17 5605658656056587 + In_Frame_Ins INS -

TPTE 7179 37 21 1094471710944718 + Frame_Shift_InsINS -

TPTE 7179 37 21 1095128210951284 + In_Frame_Del DEL GAA

NFE2L1 4779 37 17 4613618546136187 + In_Frame_Del DEL TCC

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

GOLGA8S 0 37 15 2360589123605893 + In_Frame_Del DEL AGG

DMD 1756 37 X 3115229631152298 + In_Frame_Del DEL AGA

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

GOLGA8S 0 37 15 2360589123605893 + In_Frame_Del DEL AGG

DMD 1756 37 X 3115229631152298 + In_Frame_Del DEL AGA

CNPY3 10695 37 6 4289735842897360 + In_Frame_Del DEL TGC

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

KMT2D 8085 37 12 4942726549427266 + In_Frame_Ins INS -

ADAMTS7 11173 37 15 7905894379058944 + Frame_Shift_DelDEL CA

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

ATXN1 6310 37 6 1632791016327918 + In_Frame_Del DEL TGCTGATGC

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

DLX6 1750 37 7 9663542196635432 + In_Frame_Del DEL GCCGCCGCCGCC

SMARCA2 6595 37 9 2039793 2039794 + In_Frame_Ins INS -

RIPK3 11035 37 14 2480551724805530 + Frame_Shift_DelDEL AAGGCAGTTGTCTG

ADAMTS7 11173 37 15 7905894179058943 + In_Frame_Del DEL CGC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

RP11-683L23.10 37 18 47562 47582 + In_Frame_Del DEL ATTGCTGTAAACTGCTCTGAG

RP11-683L23.10 37 18 47587 47588 + Frame_Shift_DelDEL AT

POTEH 23784 37 22 1625829116258293 + In_Frame_Del DEL ATT

MED15 51586 37 22 2091891520918916 + In_Frame_Ins INS -

BMP2K 55589 37 4 7979213779792139 + In_Frame_Del DEL CAG

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

GOLGA8J 653073 37 15 3038202530382026 + Frame_Shift_InsINS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

PTEN 5728 37 10 8965383589653835 + Frame_Shift_DelDEL G

DCHS1 8642 37 11 6662745 6662746 + In_Frame_Ins INS -

CADM1 23705 37 11 1.15E+08 1.15E+08 + In_Frame_Del DEL AGCCGG

NF2 4771 37 22 3005418930054189 + Frame_Shift_DelDEL A

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

ATXN2 6311 37 12 1.12E+08 1.12E+08 + In_Frame_Ins INS -

FBXL3 26224 37 13 7758168377581683 + Frame_Shift_DelDEL A

ADAMTS7 11173 37 15 7905902079059021 + Frame_Shift_InsINS -



CDRT1 374286 37 17 1546910515469106 + Frame_Shift_DelDEL TT

FBXW10 10517 37 17 1868235118682352 + Frame_Shift_DelDEL AA

VEZF1 7716 37 17 5605658656056587 + In_Frame_Ins INS -

POTEH 23784 37 22 1627922016279224 + Frame_Shift_DelDEL AATTT

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CTC

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL ACT

HDAC2 3066 37 6 1.14E+08 1.14E+08 + In_Frame_Ins INS -

NOLC1 9221 37 10 1.04E+08 1.04E+08 + In_Frame_Del DEL AGCAGC

EP400 57634 37 12 1.33E+08 1.33E+08 + In_Frame_Ins INS -

ATXN3 4287 37 14 9253735492537355 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

RP11-683L23.10 37 18 47562 47582 + In_Frame_Del DEL ATTGCTGTAAACTGCTCTGAG

RP11-683L23.10 37 18 47587 47588 + Frame_Shift_DelDEL AT

HTT 3064 37 4 3076693 3076694 + In_Frame_Ins INS -

TERT 0 37 5 1293676 1293678 + In_Frame_Del DEL TCC

MAP3K1 4214 37 5 5617695056176951 + Frame_Shift_InsINS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

BHLHE22 27319 37 8 6549402065494021 + In_Frame_Ins INS -

DCHS1 8642 37 11 6662745 6662746 + In_Frame_Ins INS -

FBXL3 26224 37 13 7759584877595849 + Frame_Shift_InsINS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

CHERP 10523 37 19 1664046516640465 + Frame_Shift_DelDEL G

CRIPAK 285464 37 4 1388345 1388346 + Frame_Shift_DelDEL CA

CRIPAK 285464 37 4 1388652 1388653 + Frame_Shift_DelDEL CA

MAP3K1 4214 37 5 5617695056176951 + Frame_Shift_InsINS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

DCHS1 8642 37 11 6662745 6662746 + In_Frame_Ins INS -

FAM155A 728215 37 13 1.09E+08 1.09E+08 + In_Frame_Del DEL GCTGCTGCTGCT

NF2 4771 37 22 3000009430000095 + Frame_Shift_InsINS -

LRRIQ3 127255 37 1 7450740074507400 + Frame_Shift_DelDEL T

CRIPAK 285464 37 4 1389236 1389237 + Frame_Shift_InsINS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

NF2 4771 37 22 3005723130057231 + Frame_Shift_DelDEL C

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

MYB 4602 37 6 1.36E+08 1.36E+08 + Frame_Shift_DelDEL AG

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Ins INS -

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

DCHS1 8642 37 11 6662745 6662746 + In_Frame_Ins INS -

EP400 57634 37 12 1.33E+08 1.33E+08 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NF2 4771 37 22 3003278430032784 + Frame_Shift_DelDEL T

NF2 4771 37 22 3003278630032786 + Frame_Shift_DelDEL T

TNN 63923 37 1 1.75E+08 1.75E+08 + In_Frame_Del DEL GGGAGGCCA

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

MN1 4330 37 22 2819489528194900 + In_Frame_Del DEL TGCTGT

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

C9orf43 257169 37 9 1.16E+08 1.16E+08 + In_Frame_Ins INS -



PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

GOLGA8S 0 37 15 2360589123605893 + In_Frame_Del DEL AGG

NF2 4771 37 22 3003511830035127 + Frame_Shift_DelDEL TTTCACTTCT

FAM9A 171482 37 X 8763156 8763158 + In_Frame_Del DEL TCC

CDC27 996 37 17 4521461445214614 + Frame_Shift_DelDEL A

CDC27 996 37 17 4521461745214618 + Frame_Shift_InsINS -

PRDM16 63976 37 1 3335292 3335292 + Frame_Shift_DelDEL G

ST6GALNAC581849 37 1 7733429277334293 + In_Frame_Ins INS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

BRCA2 675 37 13 3291263432912636 + In_Frame_Del DEL AAG

RANBP2 5903 37 2 1.09E+08 1.09E+08 + In_Frame_Ins INS -

CRIPAK 285464 37 4 1388345 1388346 + Frame_Shift_DelDEL CA

CRIPAK 285464 37 4 1388652 1388653 + Frame_Shift_DelDEL CA

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

TPRXL 0 37 3 1410603914106041 + In_Frame_Del DEL CAG

CHD1 1105 37 5 9823953698239538 + In_Frame_Del DEL TGC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NF2 4771 37 22 3003519030035192 + In_Frame_Del DEL TTC

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Frame_Shift_DelDEL T

FRG1 2483 37 4 1.91E+08 1.91E+08 + Splice_Site INS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

PRB1 5542 37 12 1150623111506231 + Frame_Shift_DelDEL C

PRB1 5542 37 12 1150623311506234 + Frame_Shift_DelDEL GC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

RP11-683L23.10 37 18 47562 47582 + In_Frame_Del DEL ATTGCTGTAAACTGCTCTGAG

RP11-683L23.10 37 18 47587 47588 + Frame_Shift_DelDEL AT

FRG1B 0 37 20 2962598529625986 + Splice_Site INS -

AMOT 154796 37 X 1.12E+08 1.12E+08 + In_Frame_Ins INS -

FLG2 388698 37 1 1.52E+08 1.52E+08 + Frame_Shift_DelDEL TATT

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

RUNX2 860 37 6 4539048745390504 + In_Frame_Del DEL GGCGGCGGCGGCGGCTGC

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

ARID2 196528 37 12 4623320346233206 + Frame_Shift_DelDEL TCAT

FAM155A 728215 37 13 1.09E+08 1.09E+08 + In_Frame_Del DEL GCTGCTGCTGCT

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CTC

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

C9orf43 257169 37 9 1.16E+08 1.16E+08 + In_Frame_Ins INS -

ATXN3 4287 37 14 9253735492537355 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

ATXN1 6310 37 6 1632791316327915 + In_Frame_Del DEL TGA

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

BRCA2 675 37 13 3291454032914545 + In_Frame_Del DEL TAAAAG

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

DMKN 93099 37 19 3600239436002405 + In_Frame_Del DEL GCCACTGCTGCT



PIK3CA 5290 37 3 1.79E+08 1.79E+08 + In_Frame_Del DEL CACTGT

BMP2K 55589 37 4 7979213779792148 + In_Frame_Del DEL CAGCAGCAGCAG

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Ins INS -

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL AGG

CCNB1 891 37 5 6846410568464116 + In_Frame_Del DEL GAGCCAGAACCT

MYB 4602 37 6 1.36E+08 1.36E+08 + Frame_Shift_DelDEL AG

ARID1B 57492 37 6 1.57E+08 1.57E+08 + In_Frame_Ins INS -

TNRC18 84629 37 7 5352665 5352666 + In_Frame_Ins INS -

BHLHE22 27319 37 8 6549402065494021 + In_Frame_Ins INS -

ZNF436 80818 37 1 2368849123688492 + Frame_Shift_InsINS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

DCHS1 8642 37 11 6662745 6662746 + In_Frame_Ins INS -

ARID2 196528 37 12 4624599046245991 + Frame_Shift_DelDEL TG

POTEM 641455 37 14 2000224520002245 + Frame_Shift_DelDEL T

ARID3B 10620 37 15 7483631574836316 + Frame_Shift_InsINS -

ARID3B 10620 37 15 7483631674836317 + Frame_Shift_InsINS -

FLYWCH1 84256 37 16 2980828 2980828 + Frame_Shift_DelDEL G

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NF2 4771 37 22 3005725330057253 + Frame_Shift_DelDEL C

SH3BP1 23616 37 22 3804667938046680 + In_Frame_Ins INS -

PASD1 139135 37 X 1.51E+08 1.51E+08 + In_Frame_Del DEL GGAGCAGCAGCGGCAGCTGCG

RUNX2 860 37 6 4539044645390448 + In_Frame_Del DEL CAG

BMP2K 55589 37 4 7979213779792148 + In_Frame_Del DEL CAGCAGCAGCAG

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

GOLGA8O 728047 37 15 3274312332743125 + In_Frame_Del DEL CTT

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NF2 4771 37 22 3007084130070841 + Frame_Shift_DelDEL C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

ARID3B 10620 37 15 7483628974836290 + In_Frame_Ins INS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

RUNX2 860 37 6 4539048745390504 + In_Frame_Del DEL GGCGGCGGCGGCGGCTGC

ADAMTS7 11173 37 15 7905902079059021 + Frame_Shift_InsINS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

DLX6 1750 37 7 9663536396635364 + In_Frame_Ins INS -

GAB2 9846 37 11 7793766277937663 + Frame_Shift_InsINS -

FAM155A 728215 37 13 1.09E+08 1.09E+08 + In_Frame_Del DEL GCTGCTGCTGCT

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

CRIPAK 285464 37 4 1388345 1388346 + Frame_Shift_DelDEL CA

NRG2 9542 37 5 1.39E+08 1.39E+08 + In_Frame_Ins INS -

DCHS1 8642 37 11 6662745 6662746 + In_Frame_Ins INS -

ST6GALNAC581849 37 1 7733429277334293 + In_Frame_Ins INS -

ATXN1 6310 37 6 1632791316327915 + In_Frame_Del DEL TGA

FAM155A 728215 37 13 1.09E+08 1.09E+08 + In_Frame_Del DEL GCTGCTGCTGCT



GOLGA8O 728047 37 15 3274312332743125 + In_Frame_Del DEL CTT

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Frame_Shift_DelDEL A

CRIPAK 285464 37 4 1388962 1388963 + Frame_Shift_DelDEL CA

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Frame_Shift_InsINS -

CADM1 23705 37 11 1.15E+08 1.15E+08 + In_Frame_Del DEL AGCCGG

CRIPAK 285464 37 4 1389147 1389148 + Frame_Shift_DelDEL AT

CLOCK 9575 37 4 5630453056304532 + In_Frame_Del DEL CTG

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

C9orf43 257169 37 9 1.16E+08 1.16E+08 + In_Frame_Ins INS -

POTEG 404785 37 14 1955356119553562 + In_Frame_Ins INS -

GOLGA8H 728498 37 15 3090667830906686 + In_Frame_Del DEL CAGGACCAC

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

RP11-683L23.10 37 18 47447 47455 + In_Frame_Del DEL CTGATATTG

RP11-683L23.10 37 18 47562 47582 + In_Frame_Del DEL ATTGCTGTAAACTGCTCTGAG

RP11-683L23.10 37 18 47587 47588 + Frame_Shift_DelDEL AT

GOLGA8S 0 37 15 2360589123605893 + In_Frame_Del DEL AGG

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

ZNF135 7694 37 19 5857898358578984 + Frame_Shift_DelDEL AG

DLX6 1750 37 7 9663542096635421 + In_Frame_Ins INS -

FAM155A 728215 37 13 1.09E+08 1.09E+08 + In_Frame_Del DEL GCTGCTGCTGCT

NF2 4771 37 22 3003519030035192 + In_Frame_Del DEL TTC

HTT 3064 37 4 3076693 3076694 + In_Frame_Ins INS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

HDAC2 3066 37 6 1.14E+08 1.14E+08 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

NF2 4771 37 22 3005727030057271 + Frame_Shift_DelDEL CC

FAM9A 171482 37 X 8763346 8763348 + In_Frame_Del DEL CTG

HTT 3064 37 4 3076693 3076694 + In_Frame_Ins INS -

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

TSC1 0 37 9 1.36E+08 1.36E+08 + In_Frame_Del DEL GCT

PRG4 10216 37 1 1.86E+08 1.86E+08 + In_Frame_Del DEL CTC

STK19 8859 37 6 3193982931939830 + Frame_Shift_InsINS -

HDAC2 3066 37 6 1.14E+08 1.14E+08 + In_Frame_Ins INS -

IRF2BPL 64207 37 14 7749379477493795 + In_Frame_Ins INS -

ADAMTS7 11173 37 15 7905902079059021 + Frame_Shift_InsINS -

NRG2 9542 37 5 1.39E+08 1.39E+08 + In_Frame_Ins INS -

LST3 0 37 12 2124285221242852 + Frame_Shift_DelDEL T

ARID3B 10620 37 15 7483628974836290 + In_Frame_Ins INS -

APOBR 55911 37 16 2850739828507424 + In_Frame_Del DEL GGGACAGCCTCAGGAGGGGAGGAGGCC

SALL1 6299 37 16 5117565551175656 + In_Frame_Ins INS -

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A



GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TPTE 7179 37 21 1093407910934079 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

ARID2 196528 37 12 4624340646243406 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

MTOR 2475 37 1 1119064611190646 + Silent SNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 +Nonsense_MutationSNP G

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

MT-CO1 4512 37 MT 7058 7058 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE 7179 37 21 1090704110907041 + Splice_Site SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

FRG1 2483 37 4 1.91E+08 1.91E+08 + Silent SNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

PAGE1 8712 37 X 4945873849458738 + Missense_MutationSNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

KMT2D 8085 37 12 4944363449443634 + Missense_MutationSNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

LZTR1 8216 37 22 2134714221347142 + Silent SNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KLF1 10661 37 19 1299692912996929 + Missense_MutationSNP T

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

CDC27 996 37 17 4524930645249306 + Silent SNP T

MT-ND4 4538 37 MT 11674 11674 + Silent SNP C

SACS 26278 37 13 2392867123928671 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP G



TSC2 7249 37 16 2114407 2114407 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

XAGE3 170626 37 X 5289608252896082 + Splice_Site SNP A

NBEA 26960 37 13 3622987336229873 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1294299012942990 + Missense_MutationSNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP G

MT-ND2 4536 37 MT 5460 5460 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ARHGEF2864283 37 5 7319025473190254 + Missense_MutationSNP A

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP A

COBL 23242 37 7 5109614751096147 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

APOBR 55911 37 16 2850809428508094 + Missense_MutationSNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T



NF2 4771 37 22 3003516930035169 +Nonsense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PAGE1 8712 37 X 4945873249458732 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

TPTE 7179 37 21 1094298110942981 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-CYB 4519 37 MT 15884 15884 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP C

POTEH 23784 37 22 1627929216279292 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

GOLGA8K 653125 37 15 3268507232685072 + Missense_MutationSNP C

NF1 4763 37 17 2955790629557906 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

CDC27 996 37 17 4525897145258971 + Silent SNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T



SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

MT-ND5 4540 37 MT 12923 12923 + Nonstop_MutationSNP G

TSC2 7249 37 16 2111955 2111955 + Silent SNP C

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

PRDM9 56979 37 5 2352752823527528 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

CACNA1A 773 37 19 1339420213394202 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MT-ATP6 4508 37 MT 8994 8994 + Silent SNP G

MT-ND4 4538 37 MT 11947 11947 + Silent SNP A

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

XAGE3 170626 37 X 5289612952896129 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

MT-ND1 4535 37 MT 3505 3505 + Missense_MutationSNP A

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

PAGE1 8712 37 X 4945873649458736 + Silent SNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A



DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP T

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MT-ND2 4536 37 MT 5046 5046 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11405 11405 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

PRAMEF4 400735 37 1 1294298912942989 + Missense_MutationSNP C

AC074212.3 0 37 19 4626496346264963 + Silent SNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP G

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

KMT2D 8085 37 12 4942453449424534 + Silent SNP G

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Silent SNP A

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

ZNF778 197320 37 16 8929445989294459 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PRAMEF1 65121 37 1 1285427212854272 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

AC087645.1 0 37 17 7621973976219739 + Missense_MutationSNP G

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15218 15218 + Missense_MutationSNP A

POTEG 404785 37 14 1956603619566036 + Silent SNP C



SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

POTEC 388468 37 18 1452496614524966 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

CDC27 996 37 17 4519834345198343 + Silent SNP C

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

KMT2D 8085 37 12 4943390549433905 + Missense_MutationSNP G

PRKAR1A 5573 37 17 6651162766511627 + Silent SNP G

PRAMEF1 65121 37 1 1285406812854068 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

CAST 831 37 5 9610182296101822 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RICTOR 253260 37 5 3895234038952340 + Missense_MutationSNP T

CLOCK 9575 37 4 5632536556325365 + Missense_MutationSNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

GOLGA8S 0 37 15 2361013023610130 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454264814542648 + Missense_MutationSNP C

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

PRDM9 56979 37 5 2351006423510064 +Nonsense_MutationSNP C

ZNF34 80778 37 8 1.46E+08 1.46E+08 + Missense_MutationSNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP C

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRDM2 7799 37 1 1410908414109084 + Missense_MutationSNP T

GOLGA8J 653073 37 15 3038536430385364 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T



LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP G

MT-CYB 4519 37 MT 14793 14793 + Missense_MutationSNP A

MAP3K1 4214 37 5 5615567256155672 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

ADAMTS7 11173 37 15 7905842879058428 + Silent SNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

GOLGA8S 0 37 15 2360889723608897 + Missense_MutationSNP T

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PRKAR1B 5575 37 7 618896 618896 + Silent SNP C

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP C

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

MT-ND5 4540 37 MT 13617 13617 + Silent SNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

NUP155 9631 37 5 3733372737333727 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

APOBR 55911 37 16 2850687228506872 + Silent SNP A

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

PRB1 5542 37 12 1150683011506830 + Silent SNP T

PRAMEF13400736 37 1 1344830313448303 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659504836595048 + Missense_MutationSNP T

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

FRMPD3 84443 37 X 1.07E+08 1.07E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

SLTM 79811 37 15 5917596559175965 + Silent SNP A

CDC27 996 37 17 4521468545214685 + Silent SNP T

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

AC074212.3 0 37 19 4626496346264963 + Silent SNP C

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

CLOCK 9575 37 4 5630167556301675 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G



TAOK2 9344 37 16 2999492229994922 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

MT-CO3 4514 37 MT 9667 9667 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

NBEA 26960 37 13 3624251336242513 + Silent SNP C

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

ZNF343 79175 37 20 2464234 2464234 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

RAG1 5896 37 11 3659773436597734 + Silent SNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

RP13-996F3.50 37 15 8293484982934849 + Missense_MutationSNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ZNF135 7694 37 19 5857967958579679 + Missense_MutationSNP C

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15596 15596 + Missense_MutationSNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

KDM6B 23135 37 17 7750010 7750010 + Missense_MutationSNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G



PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

PREX2 80243 37 8 6904640969046409 + Silent SNP G

APOBR 55911 37 16 2850849128508491 + Missense_MutationSNP A

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

DDR1 780 37 6 3086520430865204 + Silent SNP A

GNL3 26354 37 3 5272773652727736 + Silent SNP A

PBRM1 55193 37 3 5266863852668638 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PRAMEF17391004 37 1 1371685813716858 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

COBL 23242 37 7 5114107751141077 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

FGFR4 2264 37 5 1.77E+08 1.77E+08 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

GAB2 9846 37 11 7793034577930345 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

ZNF343 79175 37 20 2464353 2464353 + Silent SNP A

PRB1 5542 37 12 1150683011506830 + Silent SNP T

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

RGPD2 729857 37 2 8812521288125212 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13575 13575 + Silent SNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PRAMEF6 440561 37 1 1300137913001379 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

ZNF25 219749 37 10 3824178338241783 + Missense_MutationSNP G

ATXN1 6310 37 6 1630686616306866 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C



HTT 3064 37 4 3076657 3076657 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

NF1 4763 37 17 2948310829483108 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

PRAMEF4 400735 37 1 1294224012942240 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

GOLGA6A 342096 37 15 7436509374365093 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

GOLGA8I 0 37 15 2326550123265501 + Missense_MutationSNP G

POLR2B 5431 37 4 5788715057887150 + Silent SNP C



HELZ2 85441 37 20 6219155862191558 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

HELZ2 85441 37 20 6220058762200587 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

ZNF543 125919 37 19 5784008857840088 + Missense_MutationSNP G

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

POTEC 388468 37 18 1454286814542868 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PBRM1 55193 37 3 5266877652668776 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

MT-ND5 4540 37 MT 12338 12338 + Splice_Site SNP T

EGFR 1956 37 7 5523308955233089 + Silent SNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP A

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C



TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ATXN1 6310 37 6 1632790316327903 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

TRAF7 84231 37 16 2223958 2223958 + Missense_MutationSNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

RAG1 5896 37 11 3659751336597513 + Missense_MutationSNP G

KDM6B 23135 37 17 7752258 7752258 + Silent SNP G

TUBB1 81027 37 20 5759930357599303 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

POTEG 404785 37 14 1955352419553524 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

TPTE2 93492 37 13 1999721119997211 + Silent SNP G

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

APOBR 55911 37 16 2850942828509428 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MAP3K1 4214 37 5 5615561856155618 + Missense_MutationSNP A

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MTOR 2475 37 1 1131399311313993 + Missense_MutationSNP G



ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

ST6GALNAC581849 37 1 7733426877334268 + Silent SNP G

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

KDM6B 23135 37 17 7752523 7752523 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

YTHDC1 91746 37 4 6920288269202882 + Missense_MutationSNP T

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

NBEA 26960 37 13 3564495235644952 + Silent SNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

POTEC 388468 37 18 1452496614524966 + Silent SNP T

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CRIPAK 285464 37 4 1389125 1389125 + Missense_MutationSNP T

PTPN13 0 37 4 8769671387696713 + Silent SNP T

YAP1 10413 37 11 1.02E+08 1.02E+08 + Silent SNP C

TPTE2 93492 37 13 2004819720048197 + Silent SNP C

FRG1B 0 37 20 2962589229625892 + Missense_MutationSNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP T

NBEA 26960 37 13 3573597635735976 + Silent SNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G



MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

RIPK3 11035 37 14 2480690224806902 + Splice_Site SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

SACS 26278 37 13 2391311523913115 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

TPTE 7179 37 21 1090691010906910 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRAMEF12390999 37 1 1283517412835174 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

DMD 1756 37 X 3198660731986607 + Missense_MutationSNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

RIPK3 11035 37 14 2480722124807221 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

COBL 23242 37 7 5109614751096147 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090095830900958 + Splice_Site SNP A

LRRIQ3 127255 37 1 7450745074507450 + Missense_MutationSNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C



COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2894766028947660 + Silent SNP C

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PRB3 5544 37 12 1142059711420597 + Missense_MutationSNP C

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

TRAF7 84231 37 16 2225603 2225603 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C

NBEA 26960 37 13 3574768135747681 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

PREX2 80243 37 8 6900926869009268 + Silent SNP C

DMD 1756 37 X 3259193132591931 + Silent SNP T

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

ZNF16 7564 37 8 1.46E+08 1.46E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

ZNF12 7559 37 7 6731672 6731672 + Missense_MutationSNP G

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

NUP155 9631 37 5 3733372737333727 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

TPTE 7179 37 21 1094466810944668 + Splice_Site SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C



POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TPTE 7179 37 21 1097000810970008 + Splice_Site SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

RIPK3 11035 37 14 2480838824808388 + Silent SNP A

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MEGF8 1954 37 19 4285720142857201 + Missense_MutationSNP C

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

PBRM1 55193 37 3 5266135152661351 + Silent SNP G

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

MTOR 2475 37 1 1119064611190646 + Silent SNP G

ACAN 176 37 15 8939051389390513 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G



ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

ACAN 176 37 15 8938890589388905 + Silent SNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CRIPAK 285464 37 4 1388976 1388976 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10084 10084 + Missense_MutationSNP T

ZNF79 7633 37 9 1.3E+08 1.3E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP T

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

EGFR 1956 37 7 5523887455238874 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP C



GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

ACAN 176 37 15 8939297089392970 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

GOLGA8S 0 37 15 2360653223606532 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

DMD 1756 37 X 3198660731986607 + Missense_MutationSNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

GOLGA8M 653720 37 15 2895036228950362 + Silent SNP G

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

TUBB4A 10382 37 19 6495589 6495589 + Silent SNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T



CDC27 996 37 17 4521935445219354 + Silent SNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

TSC2 7249 37 16 2110795 2110795 + Missense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

AP3S1 1176 37 5 1.15E+08 1.15E+08 + Missense_MutationSNP G

TERT 0 37 5 1253918 1253918 + Silent SNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

HELZ2 85441 37 20 6219451062194510 + Missense_MutationSNP T

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

MEGF8 1954 37 19 4288082242880822 + Silent SNP C

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

PTPN13 0 37 4 8767223587672235 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

ZNF782 158431 37 9 9958083499580834 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP G

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905933379059333 + Missense_MutationSNP C

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

CDKN2A 1029 37 9 2197097421970974 + Splice_Site SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

DMD 1756 37 X 3115224131152241 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C



KDM4E 390245 37 11 9476015394760153 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

TERT 0 37 5 1268700 1268700 + Missense_MutationSNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

ZNF384 0 37 12 6777170 6777170 + Missense_MutationSNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

PREX2 80243 37 8 6913683969136839 + Missense_MutationSNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

PRDM7 11105 37 16 9012699390126993 + Missense_MutationSNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A



LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

ZNF8 7554 37 19 5880643358806433 + Missense_MutationSNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

SACS 26278 37 13 2391086623910866 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MT-CO3 4514 37 MT 9938 9938 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

ARHGEF2864283 37 5 7320546373205463 + Missense_MutationSNP G

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

ZNF778 197320 37 16 8929428089294280 + Silent SNP C

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

ACAN 176 37 15 8938891089388910 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316901273169012 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

POTEC 388468 37 18 1453498014534980 + Silent SNP G

ARHGEF2864283 37 5 7320571773205717 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GAB4 128954 37 22 1744615717446157 + Splice_Site SNP G

GOLGA6B 55889 37 15 7295680072956800 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C



RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1294299012942990 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

DRP2 1821 37 X 1.01E+08 1.01E+08 + Silent SNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

DDR1 780 37 6 3086527930865279 + Silent SNP C

SLCO1B1 10599 37 12 2137013721370137 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

SMARCA4 6597 37 19 1112373811123738 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ATXN2 6311 37 12 1.12E+08 1.12E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

GAB2 9846 37 11 7793780077937800 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

GAB4 128954 37 22 1745095217450952 + Missense_MutationSNP A

AC074212.3 0 37 19 4626496346264963 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C



POTEC 388468 37 18 1454309814543098 + Silent SNP C

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SLTM 79811 37 15 5917596559175965 + Silent SNP A

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

MT-CO2 4513 37 MT 7670 7670 + Missense_MutationSNP A

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

ARHGEF2864283 37 5 7320569773205697 + Missense_MutationSNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

DMD 1756 37 X 3259193132591931 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

WNK1 65125 37 12 988894 988894 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

ATXN1 6310 37 6 1632790316327903 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ERBB2 2064 37 17 3788417637884176 + Missense_MutationSNP C

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

KDM5C 8242 37 X 5324641853246418 + Silent SNP C

ATXN1 6310 37 6 1632789716327897 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T



PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

SLTM 79811 37 15 5917926459179264 + Silent SNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

GAB4 128954 37 22 1745092917450929 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

ALPK2 115701 37 18 5620448956204489 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

DMD 1756 37 X 3246662532466625 + Missense_MutationSNP G

CTNND2 1501 37 5 1141216911412169 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

AC073343.1 0 37 7 6715661 6715661 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

KLF1 10661 37 19 1299692912996929 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

PEX1 5189 37 7 9213249392132493 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

ZNF793 390927 37 19 3802845338028453 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

CHEK2 11200 37 22 2909592329095923 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

GOLGA8I 0 37 15 2326103323261033 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

PREX2 80243 37 8 6886472868864728 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1294299012942990 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

GOLGA8S 0 37 15 2360958423609584 + Missense_MutationSNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

GOLGA8S 0 37 15 2361014623610146 + Missense_MutationSNP G



ALPK2 115701 37 18 5624739956247399 + Silent SNP A

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

TUBB8 347688 37 10 93978 93978 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

KCNA7 3743 37 19 4957351849573518 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

GAB2 9846 37 11 7793034577930345 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

PAF1 54623 37 19 3987664639876646 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PRAMEF11440560 37 1 1288730412887304 + Missense_MutationSNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A



FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

KDM5C 8242 37 X 5322336953223369 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP A

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

ATXN1 6310 37 6 1632703916327039 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G



MT-CO2 4513 37 MT 8155 8155 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

TUBB8 347688 37 10 93489 93489 +Nonsense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

DLC1 10395 37 8 1295814512958145 + Silent SNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

NBEA 26960 37 13 3573354235733542 + Silent SNP G

TRAF7 84231 37 16 2223958 2223958 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

RP11-683L23.10 37 18 49515 49515 +Nonsense_MutationSNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

SUFU 51684 37 10 1.04E+08 1.04E+08 + Missense_MutationSNP C

ERBB2 2064 37 17 3788285637882856 + Silent SNP T

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

PRAMEF13400736 37 1 1344830313448303 + Missense_MutationSNP A

TUBB 203068 37 6 3069203930692039 + Silent SNP C

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

PRDM2 7799 37 1 1407588014075880 + Silent SNP C

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A



ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

NRG1 3084 37 8 3262163732621637 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

COQ6 51004 37 14 7442486674424866 + Silent SNP C

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

PRAMEF2 65122 37 1 1292138612921386 + Missense_MutationSNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ZNF436 80818 37 1 2368908323689083 + Silent SNP G



OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

PRDM9 56979 37 5 2352726023527260 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

TSHZ3 57616 37 19 3177021331770213 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PRDM2 7799 37 1 1410908414109084 + Missense_MutationSNP T

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C



MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

MT-CYB 4519 37 MT 14831 14831 + Missense_MutationSNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

ERBB2 2064 37 17 3787958537879585 + Missense_MutationSNP A

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

COBL 23242 37 7 5111134051111340 + Silent SNP C

GAGE10 643832 37 X 4917369149173691 + Silent SNP G

MEGF8 1954 37 19 4285717942857179 + Silent SNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818291948182919 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN10A 6336 37 3 3874000138740001 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ZNF554 115196 37 19 2834638 2834638 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

PTPN13 0 37 4 8772885087728850 + Missense_MutationSNP C

NRG1 3084 37 8 3260621432606214 + Splice_Site SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

SMARCA2 6595 37 9 2076321 2076321 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C



LZTR1 8216 37 22 2134891421348914 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

ZNF12 7559 37 7 6731672 6731672 + Missense_MutationSNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

PREX2 80243 37 8 6900926869009268 + Silent SNP C

BRCA2 675 37 13 3291459232914592 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4820534748205347 + Missense_MutationSNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C



MEGF8 1954 37 19 4285248042852480 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

APOBR 55911 37 16 2850950928509509 + Silent SNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

TUBB8 347688 37 10 93635 93635 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

WNK1 65125 37 12 968536 968536 + Missense_MutationSNP T

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

KDM5C 8242 37 X 5322381953223819 + Silent SNP C

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Silent SNP G

TPTE 7179 37 21 1093497810934978 + Missense_MutationSNP T

GOLGA8J 653073 37 15 3038429030384290 + Missense_MutationSNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP C

MT-ND4 4538 37 MT 10819 10819 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Splice_Site SNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ATXN1 6310 37 6 1630686616306866 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

TKTL1 8277 37 X 1.54E+08 1.54E+08 + Silent SNP A

MT-ND6 4541 37 MT 14212 14212 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

BBS2 583 37 16 5653492556534925 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

BRCA2 675 37 13 3291229932912299 + Silent SNP T

MEGF8 1954 37 19 4285717942857179 + Silent SNP C



ACAN 176 37 15 8940198989401989 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

BRCA2 675 37 13 3297288432972884 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

KMT2D 8085 37 12 4943335649433356 + Silent SNP G

KCNN3 3782 37 1 1.55E+08 1.55E+08 + Missense_MutationSNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Silent SNP G

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP A

EGFR 1956 37 7 5523308055233080 + Silent SNP C

BRCA2 675 37 13 3290740332907403 + Silent SNP T

POTEG 404785 37 14 1957313419573134 + Missense_MutationSNP G

RAG1 5896 37 11 3659773436597734 + Silent SNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

POTEI 653269 37 2 1.31E+08 1.31E+08 + Silent SNP C

WNK1 65125 37 12 971378 971378 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ADAMTS7 11173 37 15 7906545379065453 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

GOLGA8I 0 37 15 2326200523262005 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

NBEA 26960 37 13 3564495235644952 + Silent SNP A



SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ACAN 176 37 15 8939125689391256 + Silent SNP A

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219224462192244 + Silent SNP C

ACAN 176 37 15 8940181489401814 + Missense_MutationSNP G

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

SMARCA2 6595 37 9 2029073 2029073 + Silent SNP G

CHEK2 11200 37 22 2913045829130458 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

NBEA 26960 37 13 3573597635735976 + Silent SNP A

MT-CO3 4514 37 MT 9540 9540 + Silent SNP T

KMT2D 8085 37 12 4943775349437753 + Silent SNP G

APOBR 55911 37 16 2850841328508413 + Missense_MutationSNP A

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

MT-ND4 4538 37 MT 10873 10873 + Silent SNP T

DMD 1756 37 X 3198660731986607 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

NUP155 9631 37 5 3733372737333727 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

COG6 57511 37 13 4029383340293833 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15884 15884 + Missense_MutationSNP G

PPP1R3F 89801 37 X 4912705849127058 + Silent SNP C

KMT2D 8085 37 12 4944604049446040 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

NUP155 9631 37 5 3729904937299049 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

APOBR 55911 37 16 2850688228506882 + Missense_MutationSNP A

BRD7 29117 37 16 5035756950357569 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

MT-CYB 4519 37 MT 14793 14793 + Missense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Missense_MutationSNP T



RP13-996F3.50 37 15 8293480882934808 + Missense_MutationSNP G

SACS 26278 37 13 2390914223909142 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

PRDM2 7799 37 1 1409957414099574 + Splice_Site SNP G

ACAN 176 37 15 8939278689392786 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

ACAN 176 37 15 8939055989390559 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

GOLGA8O 728047 37 15 3274319932743199 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

ACAN 176 37 15 8940136289401362 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ARID2 196528 37 12 4624624846246248 + Missense_MutationSNP C

WNK1 65125 37 12 968522 968522 + Silent SNP A

DDR1 780 37 6 3085885730858857 + Silent SNP C

LST3 0 37 12 2124300121243001 + Silent SNP C

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

FGFR4 2264 37 5 1.77E+08 1.77E+08 + Silent SNP C

MT-CYB 4519 37 MT 15301 15301 + Silent SNP G

PRAME 23532 37 22 2289233522892335 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T



SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

FRG1B 0 37 20 2962825329628253 + Missense_MutationSNP T

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP G

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP G

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

MT-ND2 4536 37 MT 4823 4823 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4288056542880565 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2894739228947392 + Missense_MutationSNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP G

DLC1 10395 37 8 1307228313072283 + Splice_Site SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

DLC1 10395 37 8 1335662113356621 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP G

POTEH 23784 37 22 1627929216279292 + Missense_MutationSNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ATRX 546 37 X 7689144676891446 + Silent SNP A

APOBR 55911 37 16 2850687228506872 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

CADM1 23705 37 11 1.15E+08 1.15E+08 + Silent SNP C

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

MTPAP 55149 37 10 3065373830653738 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CCNB1 891 37 5 6847124768471247 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

SCN5A 6331 37 3 3859301538593015 + Silent SNP G

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

ALPK2 115701 37 18 5624755156247551 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

ACAN 176 37 15 8939280289392802 + Silent SNP C

POTEH 23784 37 22 1628764916287649 + Silent SNP G



FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

MT-ND4 4538 37 MT 11225 11225 + Missense_MutationSNP G

TSC2 7249 37 16 2111996 2111996 + Missense_MutationSNP C

DDR1 780 37 6 3085707230857072 + Silent SNP G

TPTE 7179 37 21 1092196810921968 + Missense_MutationSNP A

ACAN 176 37 15 8938890589388905 + Silent SNP C

DMD 1756 37 X 3271611032716110 + Silent SNP C

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

ZFR 51663 37 5 3239529132395291 + Silent SNP T

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

MT-CYB 4519 37 MT 14869 14869 + Silent SNP G

ALPK2 115701 37 18 5624668256246682 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ZNF133 7692 37 20 1829607618296076 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

WNT1 7471 37 12 4937531749375317 + Missense_MutationSNP C

APOBR 55911 37 16 2850654428506544 + Missense_MutationSNP A

HELZ2 85441 37 20 6219570362195703 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

DMD 1756 37 X 3246665432466654 + Silent SNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PRH1 5554 37 12 1103487111034871 + Missense_MutationSNP C

DDR1 780 37 6 3086590430865904 + Silent SNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

PRAME 23532 37 22 2289075622890756 + Silent SNP A

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Splice_Site SNP G

MT-ATP6 4508 37 MT 8701 8701 + Missense_MutationSNP A

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

FCN2 2220 37 9 1.38E+08 1.38E+08 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP C

NF2 4771 37 22 3005163930051639 +Nonsense_MutationSNP G

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP T



TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

TUBB1 81027 37 20 5759940157599401 + Missense_MutationSNP C

BRD7 29117 37 16 5036867050368670 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6413 6413 + Silent SNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP G

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

APOBR 55911 37 16 2850700628507006 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13105 13105 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DMD 1756 37 X 3259193132591931 + Silent SNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

FBXW10 10517 37 17 1868240918682409 + Missense_MutationSNP T

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

HSPH1 10808 37 13 3172977631729776 + Missense_MutationSNP T

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

KDM5C 8242 37 X 5323090953230909 + Silent SNP C

PRDM2 7799 37 1 1410529114105291 + Missense_MutationSNP G

ACAN 176 37 15 8939057489390574 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP A

SMARCA4 6597 37 19 1109859611098596 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

CHERP 10523 37 19 1664054416640544 + Silent SNP C

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND6 4541 37 MT 14233 14233 + Silent SNP A

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15607 15607 + Silent SNP A

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP G

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

CCNB1 891 37 5 6847124768471247 + Silent SNP G

KDM6A 7403 37 X 4493856344938563 + Silent SNP G



MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP T

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MT-ND4 4538 37 MT 11432 11432 + Missense_MutationSNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

KMT2D 8085 37 12 4943498049434980 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

FGFR4 2264 37 5 1.77E+08 1.77E+08 + Silent SNP C

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

MT-CO2 4513 37 MT 7873 7873 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

RIPK3 11035 37 14 2480690224806902 + Splice_Site SNP G

THOC2 57187 37 X 1.23E+08 1.23E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T



LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

MEGF8 1954 37 19 4285717942857179 + Silent SNP C

PRB1 5542 37 12 1150683011506830 + Silent SNP T

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

RIPK3 11035 37 14 2480722124807221 + Silent SNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ATXN2 6311 37 12 1.12E+08 1.12E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

MT-CO1 4512 37 MT 6261 6261 + Missense_MutationSNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

RAG1 5896 37 11 3659557936595579 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11812 11812 + Silent SNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MT-ND4 4538 37 MT 11872 11872 + Silent SNP C

POTEG 404785 37 14 1955384619553846 + Missense_MutationSNP C

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP C

RIPK3 11035 37 14 2480838824808388 + Silent SNP A

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

GOLGA6L2283685 37 15 2368916523689165 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

PREX2 80243 37 8 6904640969046409 + Silent SNP G

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

CDC27 996 37 17 4521935445219354 + Silent SNP A

MT-CO1 4512 37 MT 7055 7055 + Silent SNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C



LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

MEGF8 1954 37 19 4288006242880062 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

TRAF7 84231 37 16 2225407 2225407 + Missense_MutationSNP A

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

BRD7 29117 37 16 5036866350368663 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

CDC27 996 37 17 4519834345198343 + Silent SNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521468545214685 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

MT-ND2 4536 37 MT 5187 5187 + Silent SNP C

SACS 26278 37 13 2391488623914886 + Silent SNP T

TP53 7157 37 17 7569542 7569542 + Silent SNP G

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

PTPN13 0 37 4 8768414887684148 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

MT-ND4 4538 37 MT 10822 10822 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

PREX2 80243 37 8 6900926869009268 + Silent SNP C

ERBB3 2065 37 12 5648721256487212 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

APOBR 55911 37 16 2850909328509093 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A



RP11-683L23.10 37 18 48125 48125 + Silent SNP G

LZTR1 8216 37 22 2135101821351018 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

DMD 1756 37 X 3149639831496398 + Missense_MutationSNP T

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

PBRM1 55193 37 3 5263763152637631 + Silent SNP T

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

MT-ATP6 4508 37 MT 8697 8697 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

PREX2 80243 37 8 6903321269033212 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

BRD7 29117 37 16 5036866350368663 + Silent SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP C

GNL3 26354 37 3 5272773652727736 + Silent SNP A

NBEA 26960 37 13 3551700535517005 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

NBEA 26960 37 13 3577040535770405 + Missense_MutationSNP G

MAP3K1 4214 37 5 5617789156177891 + Missense_MutationSNP T

BRD7 29117 37 16 5038870850388708 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

AKT1 207 37 14 1.05E+08 1.05E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

PPP1R3F 89801 37 X 4913791649137916 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G



LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ZNF133 7692 37 20 1829673118296731 + Silent SNP C

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

PRB1 5542 37 12 1150683011506830 + Silent SNP T

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

LST3 0 37 12 2124300521243005 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

ARHGEF2864283 37 5 7310942873109428 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CBL 867 37 11 1.19E+08 1.19E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

ADAMTS7 11173 37 15 7908210879082108 + Silent SNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

XPC 7508 37 3 1422002314220023 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

SACS 26278 37 13 2392984223929842 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

ST6GALNAC581849 37 1 7733426877334268 + Silent SNP G

APOBR 55911 37 16 2850725828507258 + Missense_MutationSNP A

DDR1 780 37 6 3086520430865204 + Silent SNP A

PBRM1 55193 37 3 5266863852668638 + Silent SNP G



KDM4E 390245 37 11 9475884694758846 + Missense_MutationSNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

NBEA 26960 37 13 3564495235644952 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MT-ND4 4538 37 MT 12007 12007 +Nonsense_MutationSNP G

RAG1 5896 37 11 3659504336595043 + Silent SNP A

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

MT-ND2 4536 37 MT 4824 4824 + Missense_MutationSNP A

NBEA 26960 37 13 3573597635735976 + Silent SNP A

MEGF8 1954 37 19 4286156742861567 + Silent SNP C

MTPAP 55149 37 10 3065374630653746 + Missense_MutationSNP C

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

NBEA 26960 37 13 3577040435770404 + Missense_MutationSNP A

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

PAF1 54623 37 19 3988001139880011 + Silent SNP G

SPTBN5 51332 37 15 4217148342171483 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ATXN2 6311 37 12 1.12E+08 1.12E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C



PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905844579058445 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

PPP1R3F 89801 37 X 4912671449126714 + Silent SNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

KDM4E 390245 37 11 9475929194759291 + Silent SNP A

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

NRG1 3084 37 8 3262163032621630 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MTOR 2475 37 1 1118132711181327 + Silent SNP C

DLC1 10395 37 8 1335662113356621 + Missense_MutationSNP T

ESRP1 54845 37 8 9565850595658505 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

MT-ND1 4535 37 MT 4248 4248 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

MT-CO2 4513 37 MT 8027 8027 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2894727028947270 + Missense_MutationSNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ZNF544 27300 37 19 5877312958773129 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Missense_MutationSNP G

ATXN2 6311 37 12 1.12E+08 1.12E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

DLC1 10395 37 8 1335682813356828 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

POTEH 23784 37 22 1628764916287649 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

DDR1 780 37 6 3085707230857072 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

NBEA 26960 37 13 3592328135923281 + Silent SNP T

THAP11 57215 37 16 6787681767876817 + Silent SNP G

KDM4E 390245 37 11 9476020694760206 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

TKTL1 8277 37 X 1.54E+08 1.54E+08 + Missense_MutationSNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ZNF135 7694 37 19 5857913858579138 + Missense_MutationSNP G

PPP1R3F 89801 37 X 4914255149142551 + Missense_MutationSNP G

MT-ATP8 4509 37 MT 8460 8460 + Missense_MutationSNP A

FAT3 120114 37 11 9249517492495174 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ADAMTS7 11173 37 15 7906658179066581 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PREX2 80243 37 8 6900281669002816 + Missense_MutationSNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

NEGR1 257194 37 1 7216376172163761 + Silent SNP C

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C



ATRX 546 37 X 7689144676891446 + Silent SNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

MT-ATP6 4508 37 MT 8794 8794 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

APOBR 55911 37 16 2850642828506428 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ERBB3 2065 37 12 5648136756481367 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

ARHGEF2864283 37 5 7307250473072504 + Silent SNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

ZNF337 26152 37 20 2565680425656804 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

MT-ND3 4537 37 MT 10400 10400 + Silent SNP C

PRB1 5542 37 12 1150683011506830 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

GOLGA8M 653720 37 15 2894766028947660 + Silent SNP C

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP C

DMD 1756 37 X 3259193132591931 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

WNK1 65125 37 12 999638 999638 + Missense_MutationSNP C

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

MT-ND5 4540 37 MT 12681 12681 + Silent SNP T

CACNA1A 773 37 19 1356600213566002 + Silent SNP G



FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

GOLGA8H 728498 37 15 3090225830902258 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

RP11-683L23.10 37 18 48220 48220 + Missense_MutationSNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Missense_MutationSNP G

UNC13D 201294 37 17 7383159473831594 + Silent SNP G

ARID1A 8289 37 1 2708963427089634 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MT-ND1 4535 37 MT 3921 3921 + Silent SNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MT-CYB 4519 37 MT 14783 14783 + Silent SNP T

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

RP11-407N17.30 37 14 3981816739818167 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

TPRXL 0 37 3 1410607014106070 + Missense_MutationSNP T

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

TRAF7 84231 37 16 2225556 2225556 + Missense_MutationSNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Missense_MutationSNP T

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

MT-CO3 4514 37 MT 9540 9540 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T



ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

MT-ND4 4538 37 MT 10873 10873 + Silent SNP T

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MTOR 2475 37 1 1119064611190646 + Silent SNP G

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

AP000758.1 0 37 11 1.2E+08 1.2E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

NF1 4763 37 17 2950964129509641 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7906543179065431 + Missense_MutationSNP C

MT-ND5 4540 37 MT 12477 12477 + Silent SNP T

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360652823606528 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

ZNF234 10780 37 19 4466151544661515 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

TUBB8 347688 37 10 93345 93345 + Silent SNP T

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

MT-ND4L 4539 37 MT 10589 10589 + Silent SNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A



KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TUBB8 347688 37 10 93257 93257 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TUBB8 347688 37 10 93287 93287 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

MT-CYB 4519 37 MT 15301 15301 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

ATXN1 6310 37 6 1632790316327903 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

MT-CYB 4519 37 MT 15043 15043 + Silent SNP G

PRAMEF4 400735 37 1 1293942612939426 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

SACS 26278 37 13 2391371323913713 + Silent SNP T

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP A

TUBB8 347688 37 10 93315 93315 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

PRAMEF2 65122 37 1 1291962312919623 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C



DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TUBB8 347688 37 10 93400 93400 + Missense_MutationSNP A

DDR1 780 37 6 3085885730858857 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TPTE 7179 37 21 1090698910906989 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

ZNF436 80818 37 1 2368908323689083 + Silent SNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

ZNF133 7692 37 20 1829607618296076 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

AKT2 208 37 19 4074485440744854 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MT-ATP6 4508 37 MT 8701 8701 + Missense_MutationSNP A

CBL 867 37 11 1.19E+08 1.19E+08 + Silent SNP T

CBL 867 37 11 1.19E+08 1.19E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP T



COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

PEX1 5189 37 7 9211861892118618 + Missense_MutationSNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14323 14323 + Silent SNP G

BRCA2 675 37 13 3291229932912299 + Silent SNP T

GAB2 9846 37 11 7793780077937800 + Silent SNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

RP11-683L23.10 37 18 48112 48112 + Missense_MutationSNP C

DLC1 10395 37 8 1295814512958145 + Silent SNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

CRIPAK 285464 37 4 1389076 1389076 + Silent SNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRAMEF11440560 37 1 1288498112884981 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

ARHGEF2864283 37 5 7310948873109488 + Silent SNP G

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

KMT2D 8085 37 12 4944182149441821 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521621645216216 + Silent SNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

NRG1 3084 37 8 3261197032611970 + Missense_MutationSNP G

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

PTPN13 0 37 4 8773098087730980 + Missense_MutationSNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

NBEA 26960 37 13 3564495235644952 + Silent SNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

POTEG 404785 37 14 1956603619566036 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

CDC27 996 37 17 4523561645235616 +Nonsense_MutationSNP A



RP11-683L23.10 37 18 48371 48371 + Silent SNP G

NBEA 26960 37 13 3622987336229873 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MT-CO2 4513 37 MT 7745 7745 + Missense_MutationSNP A

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

TPTE2 93492 37 13 2000661620006616 + Missense_MutationSNP G

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CDC27 996 37 17 4524933045249330 + Silent SNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

PAF1 54623 37 19 3988001139880011 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

NUP155 9631 37 5 3733372737333727 + Silent SNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523563545235635 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

GOLGA8N1.01E+08 37 15 3289028232890282 + Silent SNP C

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

POTEH 23784 37 22 1626703316267033 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

CDC27 996 37 17 4521623145216231 + Silent SNP T

GAGE10 643832 37 X 4917368349173683 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C



MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CDC27 996 37 17 4525897145258971 + Silent SNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

NBEA 26960 37 13 3567249535672495 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

CDC27 996 37 17 4521923945219239 + Missense_MutationSNP C

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

CDC27 996 37 17 4523562045235620 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

ALPK2 115701 37 18 5624645056246450 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

POTEH 23784 37 22 1627926616279266 + Silent SNP C

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

CDC27 996 37 17 4521924145219241 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

GCC2 9648 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

POTEC 388468 37 18 1453491414534914 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

NBEA 26960 37 13 3573597635735976 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

NF1 4763 37 17 2955458229554582 + Silent SNP G

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4942453449424534 + Silent SNP G

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

DDR1 780 37 6 3085707230857072 + Silent SNP G

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 + Silent SNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

PRDM9 56979 37 5 2352743023527430 + Missense_MutationSNP G

ALPK2 115701 37 18 5618434356184343 + Missense_MutationSNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-CYB 4519 37 MT 15218 15218 + Missense_MutationSNP A

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

NRG1 3084 37 8 3250563332505633 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A



TSC1 0 37 9 1.36E+08 1.36E+08 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

GOLGA8J 653073 37 15 3038536430385364 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360954123609541 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

SMARCB1 6598 37 22 2417633924176339 + Missense_MutationSNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

KCNA1 3736 37 12 5021121 5021121 + Missense_MutationSNP A

PREX2 80243 37 8 6886472868864728 + Silent SNP G

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

CRIPAK 285464 37 4 1389046 1389046 + Silent SNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

NBEA 26960 37 13 3622987336229873 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PAK1 5058 37 11 7704726077047260 + Silent SNP T

MT-ND5 4540 37 MT 13802 13802 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

ZFP41 286128 37 8 1.44E+08 1.44E+08 + Missense_MutationSNP A

AGGF1 55109 37 5 7633144976331449 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

NFKBIZ 64332 37 3 1.02E+08 1.02E+08 + Missense_MutationSNP G

FCN1 2219 37 9 1.38E+08 1.38E+08 + Missense_MutationSNP G



MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

CLOCK 9575 37 4 5632536556325365 + Missense_MutationSNP G

MTOR 2475 37 1 1119064611190646 + Silent SNP G

POTEC 388468 37 18 1452231014522310 + Missense_MutationSNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

PRAMEF12390999 37 1 1283727112837271 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

MT-ND5 4540 37 MT 13617 13617 + Silent SNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

ADAMTS7 11173 37 15 7905798979057989 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

FRG1B 0 37 20 2962840829628408 + Missense_MutationSNP C

GCC2 9648 37 2 1.09E+08 1.09E+08 + Silent SNP G

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Silent SNP A

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP C

MTOR 2475 37 1 1118132711181327 + Silent SNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEH 23784 37 22 1627929216279292 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

POTEG 404785 37 14 1955349419553494 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Missense_MutationSNP G



MT-CYB 4519 37 MT 14793 14793 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

TUBB8 347688 37 10 93635 93635 + Missense_MutationSNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

CLOCK 9575 37 4 5630167556301675 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

HELZ2 85441 37 20 6219602062196020 + Silent SNP C

CRIPAK 285464 37 4 1389097 1389097 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

KCNA5 3741 37 12 5153499 5153499 + Silent SNP G

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

PRAMEF11440560 37 1 1288847212888472 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CCNB1 891 37 5 6847124768471247 + Silent SNP G

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G



HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

MT-CO3 4514 37 MT 9380 9380 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PTPN13 0 37 4 8772497087724970 + Missense_MutationSNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

ZNF852 285346 37 3 4454166944541669 + Silent SNP G

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

DMD 1756 37 X 3149643131496431 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

GOLGA8S 0 37 15 2360889723608897 + Missense_MutationSNP T

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SACS 26278 37 13 2392867123928671 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP G



TERT 0 37 5 1254594 1254594 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ZNF133 7692 37 20 1829607618296076 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4L 4539 37 MT 10589 10589 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ZNF48 197407 37 16 3040924130409241 + Missense_MutationSNP A

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11940 11940 + Missense_MutationSNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP A

PRB1 5542 37 12 1150683011506830 + Silent SNP T

MT-ND5 4540 37 MT 12972 12972 + Silent SNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

TPTE 7179 37 21 1102672211026722 + Splice_Site SNP C



POTEG 404785 37 14 1955352419553524 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

CTNNB1 1499 37 3 4128080741280807 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

ATXN2 6311 37 12 1.12E+08 1.12E+08 + Silent SNP C

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

KDM4E 390245 37 11 9475883894758838 + Silent SNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FAT3 120114 37 11 9249503692495036 + Silent SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

KLF4 9314 37 9 1.1E+08 1.1E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

SCN4A 6329 37 17 6203471062034710 + Missense_MutationSNP C

MT-ND2 4536 37 MT 4727 4727 + Missense_MutationSNP A

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

DMD 1756 37 X 3149642631496426 + Missense_MutationSNP T



RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

HELZ2 85441 37 20 6219978262199782 + Silent SNP C

ZNF133 7692 37 20 1829622218296222 + Missense_MutationSNP G

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

PRDM7 11105 37 16 9012699390126993 + Missense_MutationSNP A

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

RAG1 5896 37 11 3659751336597513 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908907479089074 + Missense_MutationSNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

MT-ND1 4535 37 MT 3915 3915 + Silent SNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G



HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

MT-ND6 4541 37 MT 14365 14365 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP A

MTOR 2475 37 1 1116942011169420 + Silent SNP G

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

GCC2 9648 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

ZNF852 285346 37 3 4454166944541669 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

MT-ND2 4536 37 MT 5004 5004 + Silent SNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-CO2 4513 37 MT 8093 8093 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

GOLGA6B 55889 37 15 7295366372953663 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

KLF1 10661 37 19 1299692912996929 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

CDC27 996 37 17 4521923245219232 +Nonsense_MutationSNP G

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G



ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

MT-ND4 4538 37 MT 12130 12130 + Silent SNP T

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7906545379065453 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15378 15378 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

MT-ATP6 4508 37 MT 9123 9123 + Silent SNP G

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

FCN2 2220 37 9 1.38E+08 1.38E+08 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

TOX3 27324 37 16 5247333152473331 + Missense_MutationSNP G

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

PRB1 5542 37 12 1150683011506830 + Silent SNP T

EGFR 1956 37 7 5526894955268949 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

SMARCA4 6597 37 19 1112373811123738 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP A

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

TSC2 7249 37 16 2124321 2124321 + Missense_MutationSNP C

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T



HELZ2 85441 37 20 6220092962200929 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SLCO1B3 28234 37 12 2103252421032524 + Silent SNP C

MT-ND6 4541 37 MT 14582 14582 + Missense_MutationSNP A

MT-CYB 4519 37 MT 15244 15244 + Silent SNP A

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

DMD 1756 37 X 3259193132591931 + Silent SNP T

CRIPAK 285464 37 4 1388428 1388428 + Silent SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

KMT2D 8085 37 12 4943174549431745 + Missense_MutationSNP A

MT-ND1 4535 37 MT 3992 3992 + Missense_MutationSNP C

GOLGA8K 653125 37 15 3268963632689636 + Silent SNP C

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

GOLGA6B 55889 37 15 7295367672953676 + Silent SNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C



SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4053 4053 + Silent SNP A

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

POTEH 23784 37 22 1628766116287661 + Silent SNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

SACS 26278 37 13 2390967623909676 + Missense_MutationSNP A

GAB2 9846 37 11 7793780077937800 + Silent SNP G

TUBB4A 10382 37 19 6495223 6495223 + Silent SNP C

CACNA1A 773 37 19 1341145113411451 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

MT-ND4 4538 37 MT 11485 11485 + Silent SNP T

DLC1 10395 37 8 1335750213357502 + Missense_MutationSNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

EGFR 1956 37 7 5525945055259450 + Silent SNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

POTEG 404785 37 14 1955353019553530 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP T

POTEH 23784 37 22 1628777216287772 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905884279058842 + Silent SNP G

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

PRAMEF18391003 37 1 1347504313475043 + Silent SNP C

POTEH 23784 37 22 1628737216287372 + Missense_MutationSNP C

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T



FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

MT-ND1 4535 37 MT 4024 4024 + Missense_MutationSNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

ZNF48 197407 37 16 3040896130408961 + Silent SNP C

SACS 26278 37 13 2392984223929842 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

KDM4E 390245 37 11 9475891094758910 + Silent SNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

POTEG 404785 37 14 1955349419553494 + Silent SNP G

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KDM4E 390245 37 11 9475994094759940 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360889723608897 + Missense_MutationSNP T

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

CDC27 996 37 17 4519834345198343 + Silent SNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T



MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5523308955233089 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

PRAMEF26645359 37 1 1321943813219438 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP G

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

PRAMEF17391004 37 1 1371684213716842 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

NF1 4763 37 17 2948310829483108 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RP11-683L23.10 37 18 47962 47962 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD1 400966 37 2 8721187587211875 + Splice_Site SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP A

WI2-3308P17.20 37 1 1305289513052895 + Missense_MutationSNP C

PRB1 5542 37 12 1150683011506830 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

TSC2 7249 37 16 2110805 2110805 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

PRAMEF17391004 37 1 1371685513716855 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ESRP1 54845 37 8 9568657795686577 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

NEGR1 257194 37 1 7274808472748084 + Missense_MutationSNP G

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

DMD 1756 37 X 3259193132591931 + Silent SNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP C

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G

BRD7 29117 37 16 5036866350368663 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

CDC27 996 37 17 4521468545214685 + Silent SNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G



APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TP53 7157 37 17 7569542 7569542 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

CDKN2A 1029 37 9 2197091621970916 + Missense_MutationSNP C

WNK1 65125 37 12 988894 988894 + Silent SNP G

PBRM1 55193 37 3 5263763152637631 + Silent SNP T

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1955377119553771 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

NBEA 26960 37 13 3624251336242513 + Silent SNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PRAME 23532 37 22 2289244922892449 + Missense_MutationSNP T

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

APOBR 55911 37 16 2850687228506872 + Silent SNP A

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

MT-ND1 4535 37 MT 3915 3915 + Silent SNP G

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C



NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP C

PRAMEF11440560 37 1 1288498112884981 + Missense_MutationSNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

EGFR 1956 37 7 5526891655268916 + Silent SNP C

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

ALPK2 115701 37 18 5620476856204768 + Missense_MutationSNP G

MT-ND2 4536 37 MT 5495 5495 + Silent SNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

SMARCA2 6595 37 9 2186224 2186224 + Silent SNP C

NRG1 3084 37 8 3261197032611970 + Missense_MutationSNP G

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

BRD7 29117 37 16 5036866350368663 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

PTPN13 0 37 4 8773098087730980 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15218 15218 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

CDC27 996 37 17 4523561645235616 +Nonsense_MutationSNP A

CTNNA2 1496 37 2 8081654280816542 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

ALPK2 115701 37 18 5620464456204644 + Silent SNP T



ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SLTM 79811 37 15 5918074859180748 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRAMEF12390999 37 1 1283613212836132 + Missense_MutationSNP G

CHEK2 11200 37 22 2913045829130458 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

CDRT1 374286 37 17 1552232315522323 + Splice_Site SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7908907479089074 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CDC27 996 37 17 4524933045249330 + Silent SNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

ALPK2 115701 37 18 5620383756203837 + Silent SNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP A

UNC13D 201294 37 17 7382649173826491 + Missense_MutationSNP G

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

WNK1 65125 37 12 1003773 1003773 + Missense_MutationSNP C

DENND4B 9909 37 1 1.54E+08 1.54E+08 + Silent SNP T

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ATXN1 6310 37 6 1632798616327986 + Missense_MutationSNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MT-ND5 4540 37 MT 13617 13617 + Silent SNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

DMD 1756 37 X 3259193132591931 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

CDC27 996 37 17 4525897145258971 + Silent SNP A

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

MT-CYB 4519 37 MT 14793 14793 + Missense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

MT-ATP6 4508 37 MT 8533 8533 + Missense_MutationSNP G

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

BRCA2 675 37 13 3291229932912299 + Silent SNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP A

HSPH1 10808 37 13 3172977631729776 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

ALPK2 115701 37 18 5620223156202231 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G



NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

MED15 51586 37 22 2091891420918914 + Missense_MutationSNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP C

PRAMEF11440560 37 1 1288498112884981 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5266135152661351 + Silent SNP G

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

KCNA7 3743 37 19 4957351849573518 + Silent SNP G

MT-CO1 4512 37 MT 6045 6045 + Silent SNP C

KMT2D 8085 37 12 4942453449424534 + Silent SNP G

DMD 1756 37 X 3248675632486756 + Silent SNP C

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

MEGF8 1954 37 19 4285582242855822 + Missense_MutationSNP C

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360994223609942 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

GAB2 9846 37 11 7793780077937800 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

MT-ND2 4536 37 MT 5390 5390 + Missense_MutationSNP A



SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905801779058017 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5524080355240803 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

NBEA 26960 37 13 3622987336229873 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

GOLGA6A 342096 37 15 7436509374365093 + Silent SNP G

MT-ND6 4541 37 MT 14368 14368 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MT-ND1 4535 37 MT 3720 3720 + Silent SNP A

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

APOBR 55911 37 16 2850642828506428 + Silent SNP C

EGFR 1956 37 7 5523814755238147 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ACAN 176 37 15 8938674189386741 + Missense_MutationSNP C

MT-ND4 4538 37 MT 10876 10876 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FGFR1 2260 37 8 3828206438282064 + Missense_MutationSNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12557 12557 + Missense_MutationSNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

MT-ND2 4536 37 MT 5426 5426 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

POTEC 388468 37 18 1453498014534980 + Silent SNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1294222212942222 + Missense_MutationSNP C

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A



MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

WI2-3308P17.20 37 1 1305289513052895 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3849 3849 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

CAST 831 37 5 9607938796079387 + Silent SNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

MT-ND2 4536 37 MT 4553 4553 + Silent SNP T

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

WNK1 65125 37 12 988894 988894 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

FRMPD3 84443 37 X 1.07E+08 1.07E+08 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

GAB2 9846 37 11 7793034577930345 + Silent SNP T

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

RP13-996F3.50 37 15 8293484982934849 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

POTEH 23784 37 22 1628778416287784 +Nonsense_MutationSNP C

ALPK2 115701 37 18 5620457156204571 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

KCNA6 3742 37 12 4920767 4920767 + Silent SNP T

MT-ND5 4540 37 MT 13734 13734 + Silent SNP T

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150683011506830 + Silent SNP T

TERT 0 37 5 1253918 1253918 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

MT-ATP8 4509 37 MT 8473 8473 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

BRD7 29117 37 16 5036866350368663 + Silent SNP G

RICTOR 253260 37 5 3895252738952527 + Splice_Site SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

EGFR 1956 37 7 5523308955233089 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

AC074212.3 0 37 19 4626496346264963 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

CACNA1C 775 37 12 2774833 2774833 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

THAP11 57215 37 16 6787680567876805 + Silent SNP A

C17orf107 1E+08 37 17 4803331 4803331 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GOLGA8K 653125 37 15 3268639832686398 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620313656203136 + Missense_MutationSNP T



MT-CO1 4512 37 MT 6152 6152 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

MT-ND5 4540 37 MT 13020 13020 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

GOLGA8S 0 37 15 2360652823606528 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293949512939495 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

PRAMEF12390999 37 1 1283516812835168 + Missense_MutationSNP C

PRAMEF12390999 37 1 1283747512837475 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Missense_MutationSNP G

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

MT-ND5 4540 37 MT 13934 13934 + Missense_MutationSNP C

DDR1 780 37 6 3085707230857072 + Silent SNP G



KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Splice_Site SNP G

ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

ARHGEF2864283 37 5 7320546373205463 + Missense_MutationSNP G

HELZ2 85441 37 20 6219517162195171 + Silent SNP G

KLF1 10661 37 19 1299692912996929 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

POTEC 388468 37 18 1452496614524966 + Silent SNP T

SACS 26278 37 13 2392867123928671 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

ARHGEF2864283 37 5 7320571773205717 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CAST 831 37 5 9607938796079387 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP A

KMT2D 8085 37 12 4942791949427919 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POTEC 388468 37 18 1454264814542648 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

ARHGEF2864283 37 5 7320569773205697 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

GAGE10 643832 37 X 4917364149173641 + Splice_Site SNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

PRAMEF12390999 37 1 1283515812835158 + Missense_MutationSNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

KDM4E 390245 37 11 9475929194759291 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

GOLGA8J 653073 37 15 3038536430385364 + Missense_MutationSNP G

AGGF1 55109 37 5 7634990076349900 + Silent SNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

COQ6 51004 37 14 7442254574422545 + Missense_MutationSNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

MYO7B 4648 37 2 1.28E+08 1.28E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

NDRG2 57447 37 14 2148578421485784 + Missense_MutationSNP G

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP T

DDR1 780 37 6 3086488330864883 + Silent SNP C

DMD 1756 37 X 3259193132591931 + Silent SNP T

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

APOBR 55911 37 16 2850687228506872 + Silent SNP A

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

KDM5C 8242 37 X 5323110853231108 + Silent SNP G

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A



TP53 7157 37 17 7576546 7576546 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

ADAMTS7 11173 37 15 7905829779058297 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

KCNA7 3743 37 19 4957351849573518 + Silent SNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908909879089098 + Missense_MutationSNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ACAN 176 37 15 8939835789398357 + Silent SNP C

PRAMEF12390999 37 1 1283747112837471 + Missense_MutationSNP A

NBEA 26960 37 13 3623927236239272 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293953512939535 + Missense_MutationSNP C

DMD 1756 37 X 3149639831496398 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

MT-ND5 4540 37 MT 12892 12892 + Silent SNP T

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

PRAMEF2 65122 37 1 1291889112918891 + Silent SNP A

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

APOBR 55911 37 16 2850950928509509 + Silent SNP G

ADAMTS7 11173 37 15 7906984379069843 + Silent SNP T

KDM4E 390245 37 11 9475986394759863 + Missense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C



FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

MEGF8 1954 37 19 4287490142874901 + Missense_MutationSNP G

MT-CO3 4514 37 MT 9755 9755 + Silent SNP G

PRAMEF2 65122 37 1 1291911112919111 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP G

NRG1 3084 37 8 3261197032611970 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP T

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

MT-ND2 4536 37 MT 4793 4793 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

NBEA 26960 37 13 3564495235644952 + Silent SNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

MT-ATP6 4508 37 MT 8902 8902 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T



PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5523808755238087 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

ADAMTS7 11173 37 15 7905180179051801 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

NBEA 26960 37 13 3573597635735976 + Silent SNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

PRAMEF4 400735 37 1 1293942612939426 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

RICTOR 253260 37 5 3896059638960596 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

CDC27 996 37 17 4524933045249330 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

PAF1 54623 37 19 3988001139880011 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP T

GOLGA8K 653125 37 15 3268640932686409 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP A

SPTBN5 51332 37 15 4217148342171483 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CHD2 1106 37 15 9355248893552488 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7304881973048819 + Silent SNP G

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

CDC27 996 37 17 4522127345221273 + Missense_MutationSNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C



EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

BRCA2 675 37 13 3291192932911929 + Missense_MutationSNP A

COG6 57511 37 13 4029342840293428 + Missense_MutationSNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

NBEA 26960 37 13 3624251336242513 + Silent SNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

PREX2 80243 37 8 6904640969046409 + Silent SNP G

MT-ND2 4536 37 MT 5348 5348 + Silent SNP C

COBL 23242 37 7 5109660951096609 + Silent SNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

PRAMEF2 65122 37 1 1291962312919623 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CCNB1 891 37 5 6847124768471247 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KDM6B 23135 37 17 7752322 7752322 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

DLC1 10395 37 8 1295268812952688 + Silent SNP G



HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP T

FRG1B 0 37 20 2962589229625892 + Missense_MutationSNP T

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

DLC1 10395 37 8 1295814512958145 + Silent SNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PRAME 23532 37 22 2289244922892449 + Missense_MutationSNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

COBL 23242 37 7 5109284551092845 + Silent SNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

PRDM2 7799 37 1 1409957414099574 + Splice_Site SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Missense_MutationSNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

APOBR 55911 37 16 2850950928509509 + Silent SNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

EGFR 1956 37 7 5523887455238874 + Silent SNP T

RAG1 5896 37 11 3659515736595157 + Silent SNP G

PRDM2 7799 37 1 1410592214105922 + Silent SNP G

PRDM2 7799 37 1 1410529114105291 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP T

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP C



PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TPTE2 93492 37 13 2002533620025336 + Silent SNP A

ARID2 196528 37 12 4620520846205208 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

PTPN13 0 37 4 8773098087730980 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

GAB2 9846 37 11 7793780077937800 + Silent SNP G

HELZ2 85441 37 20 6219756862197568 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RAG1 5896 37 11 3659620036596200 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

TPTE 7179 37 21 1090704110907041 + Splice_Site SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

BBS2 583 37 16 5653379556533795 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

AC087645.1 0 37 17 7621973976219739 + Missense_MutationSNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

ARHGEF2864283 37 5 7320546373205463 + Missense_MutationSNP G



ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895030728950307 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6776 6776 + Silent SNP T

DMD 1756 37 X 3250962532509625 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

TUBB8 347688 37 10 95170 95170 + Silent SNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

MAML2 84441 37 11 9582536295825362 + Silent SNP C

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

ZNF33B 7582 37 10 4308897943088979 + Missense_MutationSNP C

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ARID2 196528 37 12 4624336546243365 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

PRAMEF1 65121 37 1 1285572012855720 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

MYBL1 4603 37 8 6750791567507915 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP G

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

ATXN2 6311 37 12 1.12E+08 1.12E+08 + Silent SNP C

ARHGEF2864283 37 5 7320571773205717 + Missense_MutationSNP C

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G



PRAMEF2 65122 37 1 1291908112919081 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3826 3826 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

PRB1 5542 37 12 1150683011506830 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

CHD2 1106 37 15 9355248893552488 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

HELZ2 85441 37 20 6219572662195726 + Silent SNP G

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

PRAMEF17391004 37 1 1371685513716855 + Silent SNP T

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

TPTE 7179 37 21 1094298110942981 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

PRSS1 5644 37 7 1.42E+08 1.42E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

HELZ2 85441 37 20 6220015762200157 + Missense_MutationSNP A

CHD5 26038 37 1 6190315 6190315 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2895031128950311 + Silent SNP A

CTNND2 1501 37 5 1139718811397188 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

MT-ND1 4535 37 MT 3591 3591 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G



HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

GOLGA8M 653720 37 15 2895032328950323 + Silent SNP T

TRAF7 84231 37 16 2223949 2223949 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

ADAMTS7 11173 37 15 7905873079058730 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

AC074212.3 0 37 19 4626496346264963 + Silent SNP C

RP11-683L23.10 37 18 49532 49532 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

KDM4E 390245 37 11 9475883894758838 + Silent SNP C

ACAN 176 37 15 8939835789398357 + Silent SNP C

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

ERBB2 2064 37 17 3786565937865659 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T



ARHGEF2864283 37 5 7320569773205697 + Missense_MutationSNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

GOLGA6B 55889 37 15 7295366772953667 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

CREBBP 1387 37 16 3778424 3778424 + Silent SNP T

GAB2 9846 37 11 7793616677936166 + Silent SNP A

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP C

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

SCN10A 6336 37 3 3874000138740001 + Silent SNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

FRG1B 0 37 20 2962829629628296 +Nonsense_MutationSNP A

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

RP11-683L23.10 37 18 49516 49516 + Silent SNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

CHEK2 11200 37 22 2912132629121326 + Missense_MutationSNP T

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND6 4541 37 MT 14233 14233 + Silent SNP A

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5266135152661351 + Silent SNP G

MT-CYB 4519 37 MT 15607 15607 + Silent SNP A

KMT2D 8085 37 12 4942453449424534 + Silent SNP G

NF1 4763 37 17 2955055029550550 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G



POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRD7 29117 37 16 5036866350368663 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ALPK2 115701 37 18 5618434356184343 + Missense_MutationSNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

NBEA 26960 37 13 3564495235644952 + Silent SNP A

GAB2 9846 37 11 7793780077937800 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1452496614524966 + Silent SNP T

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

GOLGA8S 0 37 15 2360638123606381 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

DLC1 10395 37 8 1335734013357340 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

ADAMTS7 11173 37 15 7905873079058730 + Missense_MutationSNP A

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

PRAMEF1 65121 37 1 1285572012855720 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A



MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

NBEA 26960 37 13 3573597635735976 + Silent SNP A

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

NF1 4763 37 17 2948310829483108 + Silent SNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

CDC27 996 37 17 4524933045249330 + Silent SNP T

MT-ND4 4538 37 MT 11899 11899 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

ALPK2 115701 37 18 5620479456204794 + Silent SNP C

PRB1 5542 37 12 1150683011506830 + Silent SNP T

MT-ND2 4536 37 MT 5147 5147 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

PREX2 80243 37 8 6904640969046409 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

ZNF774 342132 37 15 9090398290903982 + Missense_MutationSNP A

PRAMEF17391004 37 1 1371685513716855 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

MT-ND4 4538 37 MT 11812 11812 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

COG6 57511 37 13 4029342840293428 + Missense_MutationSNP T

KCNA5 3741 37 12 5154232 5154232 + Missense_MutationSNP C

TPTE 7179 37 21 1094271710942717 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G



POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PREX2 80243 37 8 6900926869009268 + Silent SNP C

DMD 1756 37 X 3259193132591931 + Silent SNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

PRAMEF11440560 37 1 1288509012885090 + Missense_MutationSNP T

GOLGA8K 653125 37 15 3268507232685072 + Missense_MutationSNP C

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

GOLGA8S 0 37 15 2360645523606455 + Missense_MutationSNP C

CDC27 996 37 17 4525897145258971 + Silent SNP A

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TP53 7157 37 17 7569542 7569542 + Silent SNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

PAGE1 8712 37 X 4945878149458781 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

RAG1 5896 37 11 3659742536597425 + Silent SNP C

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T



CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

DDR1 780 37 6 3086479730864797 + Missense_MutationSNP C

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

CDC27 996 37 17 4521924145219241 + Missense_MutationSNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

MT-ATP6 4508 37 MT 8697 8697 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

SACS 26278 37 13 2390541723905417 + Missense_MutationSNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

FBXW10 10517 37 17 1868239918682399 + Missense_MutationSNP A

MT-ND1 4535 37 MT 3533 3533 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Missense_MutationSNP A

TPTE 7179 37 21 1090704110907041 + Splice_Site SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

SACS 26278 37 13 2391382723913827 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4942453449424534 + Silent SNP G

SACS 26278 37 13 2391174823911748 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

ACAN 176 37 15 8938664889386648 + Missense_MutationSNP C

DDR1 780 37 6 3085707230857072 + Silent SNP G



PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

GNL3 26354 37 3 5272773652727736 + Silent SNP A

PBRM1 55193 37 3 5266863852668638 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

GOLGA8K 653125 37 15 3268506332685063 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

GOLGA8M 653720 37 15 2894784328947843 + Missense_MutationSNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

COG6 57511 37 13 4029342840293428 + Missense_MutationSNP T

KLF7 8609 37 2 2.08E+08 2.08E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

GOLGA8J 653073 37 15 3038215830382158 + Splice_Site SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15850 15850 + Silent SNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

MT-ND4 4538 37 MT 11761 11761 + Silent SNP C

KDM6B 23135 37 17 7751531 7751531 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T



POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

WNK1 65125 37 12 987490 987490 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

UNC13D 201294 37 17 7383932673839326 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

MT-ND3 4537 37 MT 10373 10373 + Silent SNP G

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

MT-ND1 4535 37 MT 3847 3847 + Silent SNP T

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

ATXN1 6310 37 6 1632753816327538 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7319707973197079 + Silent SNP C

MT-ND1 4535 37 MT 3866 3866 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

BRCA2 675 37 13 3297288432972884 + Missense_MutationSNP A

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP T

CHEK2 11200 37 22 2909184029091840 + Missense_MutationSNP T

CHD2 1106 37 15 9352468893524688 + Splice_Site SNP G



PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

NCOA6 23054 37 20 3334574733345747 + Silent SNP T

PRB3 5544 37 12 1142059711420597 + Missense_MutationSNP C

SACS 26278 37 13 2390525323905253 + Silent SNP G

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

TUBB4A 10382 37 19 6495589 6495589 + Silent SNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

DMD 1756 37 X 3259193132591931 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SUFU 51684 37 10 1.04E+08 1.04E+08 + Missense_MutationSNP C

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13188 13188 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

UNC13D 201294 37 17 7383913773839137 + Silent SNP G

GAB2 9846 37 11 7796139477961394 + Silent SNP A

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SACS 26278 37 13 2391444323914443 + Missense_MutationSNP T

FBXL3 26224 37 13 7758147177581471 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

WNK2 65268 37 9 9599724195997241 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

GOLGA8K 653125 37 15 3269103932691039 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

POTEJ 653781 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G



ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

CHEK2 11200 37 22 2909184129091841 + Silent SNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

MT-CO3 4514 37 MT 9419 9419 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

SACS 26278 37 13 2390771023907710 + Silent SNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

ATXN1 6310 37 6 1632790316327903 + Missense_MutationSNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

ZNF554 115196 37 19 2834595 2834595 + Silent SNP C

GOLGA8S 0 37 15 2361022623610226 + Missense_MutationSNP A

SUFU 51684 37 10 1.04E+08 1.04E+08 +Nonsense_MutationSNP G

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

TUBB8 347688 37 10 93978 93978 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

TPTE 7179 37 21 1094298110942981 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C



ALPK2 115701 37 18 5620448956204489 + Missense_MutationSNP C

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 9196 9196 + Missense_MutationSNP G

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CDC27 996 37 17 4523565345235653 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

BRD7 29117 37 16 5036866350368663 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

NRG1 3084 37 8 3250563332505633 + Missense_MutationSNP G

NF1 4763 37 17 2954154229541542 + Missense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11923 11923 + Nonstop_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

CDC27 996 37 17 4523561645235616 +Nonsense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

POTEH 23784 37 22 1626705916267059 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

ARHGEF2864283 37 5 7320571773205717 + Missense_MutationSNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP A



HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

EGFR 1956 37 7 5523808755238087 + Silent SNP C

NBEA 26960 37 13 3564486635644866 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

NF1 4763 37 17 2955458229554582 + Silent SNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

MT-ND2 4536 37 MT 5460 5460 + Missense_MutationSNP G

CDC27 996 37 17 4521927645219276 + Silent SNP A

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

CDC27 996 37 17 4522131745221317 + Missense_MutationSNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

ARHGEF2864283 37 5 7307250473072504 + Silent SNP A

CDC27 996 37 17 4521467345214673 + Silent SNP T

EGFR 1956 37 7 5523887455238874 + Silent SNP T

NBEA 26960 37 13 3573597635735976 + Silent SNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

GOLGA8S 0 37 15 2360541323605413 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

CBL 867 37 11 1.19E+08 1.19E+08 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

CDC27 996 37 17 4524933045249330 + Silent SNP T

MT-CO3 4514 37 MT 9575 9575 + Silent SNP G

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP G

NBEA 26960 37 13 3561518435615184 + Missense_MutationSNP T

CDC27 996 37 17 4522129845221298 + Missense_MutationSNP A

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

NF1 4763 37 17 2955728529557285 + Missense_MutationSNP C

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

NF1 4763 37 17 2955695329556953 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G



AGGF1 55109 37 5 7634399976343999 + Silent SNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP T

CDC27 996 37 17 4522127345221273 + Missense_MutationSNP A

CDC27 996 37 17 4521614145216141 + Silent SNP T

NF1 4763 37 17 2959227229592272 + Missense_MutationSNP T

NBEA 26960 37 13 3564406635644066 + Missense_MutationSNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523563545235635 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

BRCA2 675 37 13 3297288432972884 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

NF1 4763 37 17 2955638329556383 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

CHEK2 11200 37 22 2909184029091840 + Missense_MutationSNP T

PRKAR1A 5573 37 17 6652642166526421 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

CDC27 996 37 17 4523433145234331 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

MT-CYB 4519 37 MT 15244 15244 + Silent SNP A

NBEA 26960 37 13 3612462236124622 + Silent SNP A

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CDC27 996 37 17 4521454445214544 + Silent SNP T

NBEA 26960 37 13 3561525635615256 + Missense_MutationSNP G

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

PTEN 5728 37 10 8972068389720683 + Silent SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

BRCA2 675 37 13 3291236132912361 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A



MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521466945214669 + Missense_MutationSNP T

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

NF1 4763 37 17 2955639029556390 + Silent SNP T

NBEA 26960 37 13 3564419835644198 + Missense_MutationSNP A

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

CDC27 996 37 17 4522130345221303 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

EGFR 1956 37 7 5523308955233089 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

MT-ND2 4536 37 MT 5123 5123 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CDC27 996 37 17 4521972345219723 + Missense_MutationSNP C

CHEK2 11200 37 22 2909184129091841 + Silent SNP G

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

DLC1 10395 37 8 1335680713356807 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

CRIPAK 285464 37 4 1389153 1389153 + Missense_MutationSNP C

CDC27 996 37 17 4521616245216162 + Missense_MutationSNP A

CDC27 996 37 17 4523562045235620 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

NBEA 26960 37 13 3564422335644223 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11170 11170 + Silent SNP C

FRG1B 0 37 20 2962589229625892 + Missense_MutationSNP T

CDC27 996 37 17 4521928345219283 + Missense_MutationSNP T

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A



POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

NF1 4763 37 17 2954158929541589 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

MT-CO3 4514 37 MT 9597 9597 + Missense_MutationSNP C

TPTE 7179 37 21 1095126710951267 + Splice_Site SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

MAML3 55534 37 4 1.41E+08 1.41E+08 + Silent SNP C

ALPK2 115701 37 18 5620247056202470 + Missense_MutationSNP G

NF1 4763 37 17 2955610629556106 + Missense_MutationSNP T

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PTPN13 0 37 4 8768414887684148 + Missense_MutationSNP G

TPTE2 93492 37 13 2002430320024303 + Splice_Site SNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

EGFR 1956 37 7 5526891655268916 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP T

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

BRCA2 675 37 13 3297262632972626 +Nonsense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

SACS 26278 37 13 2390698323906983 + Missense_MutationSNP G

BRCA2 675 37 13 3291256032912560 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A



FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

PRDM9 56979 37 5 2352752823527528 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

MT-CYB 4519 37 MT 15734 15734 + Missense_MutationSNP G

RAG1 5896 37 11 3659773436597734 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MT-CO3 4514 37 MT 9530 9530 + Silent SNP T

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

ZNF33B 7582 37 10 4308897943088979 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PREX2 80243 37 8 6886472868864728 + Silent SNP G

KCNA5 3741 37 12 5153694 5153694 + Silent SNP C

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

TUBB8 347688 37 10 93978 93978 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

ATRX 546 37 X 7685602176856021 + Missense_MutationSNP T

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A



MT-ND2 4536 37 MT 4823 4823 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GAB2 9846 37 11 7793044777930447 + Silent SNP G

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

GOLGA8I 0 37 15 2326359723263597 + Silent SNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

HELZ2 85441 37 20 6219064162190641 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

LST3 0 37 12 2124300121243001 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

RP11-683L23.10 37 18 47882 47882 +Nonsense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

MT-CYB 4519 37 MT 14851 14851 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP G

CRIPAK 285464 37 4 1388818 1388818 + Silent SNP A

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

TPTE2 93492 37 13 2004815020048150 + Missense_MutationSNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C



ZNF229 7772 37 19 4493350444933504 + Silent SNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

GOLGA8K 653125 37 15 3268507232685072 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

FRG1B 0 37 20 2962826929628269 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 49127 49127 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905898079058980 + Silent SNP T

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

KMT2D 8085 37 12 4943440949434409 + Missense_MutationSNP G

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP C

COBL 23242 37 7 5109624051096240 + Silent SNP G

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

GOLGA8I 0 37 15 2326359623263596 + Missense_MutationSNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

HTT 3064 37 4 3076657 3076657 + Silent SNP G

ADAMTS7 11173 37 15 7905896079058960 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MT-ATP6 4508 37 MT 8854 8854 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G



LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CRIPAK 285464 37 4 1388428 1388428 + Silent SNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

DLC1 10395 37 8 1335750213357502 + Missense_MutationSNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

POTEG 404785 37 14 1955375219553752 + Silent SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

ARHGEF2864283 37 5 7320566873205668 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523558345235583 +Nonsense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

KDM4E 390245 37 11 9476013294760132 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CDC27 996 37 17 4521621645216216 + Silent SNP A

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

NBEA 26960 37 13 3564495235644952 + Silent SNP A

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A



MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

CDC27 996 37 17 4523561645235616 +Nonsense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP G

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

MT-ND5 4540 37 MT 13630 13630 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

CDC27 996 37 17 4521467345214673 + Silent SNP T

EGFR 1956 37 7 5523887455238874 + Silent SNP T

NBEA 26960 37 13 3573597635735976 + Silent SNP A

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962590529625905 + Missense_MutationSNP T

PEX1 5189 37 7 9214026692140266 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1956605819566058 + Missense_MutationSNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

CDC27 996 37 17 4522129845221298 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

MT-CO3 4514 37 MT 9670 9670 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

MT-ND2 4536 37 MT 5147 5147 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C



CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

PASD1 139135 37 X 1.51E+08 1.51E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523433145234331 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

NRG1 3084 37 8 3262163032621630 + Missense_MutationSNP C

DENND4B 9909 37 1 1.54E+08 1.54E+08 + Silent SNP T

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523563545235635 + Missense_MutationSNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

COG6 57511 37 13 4025634240256342 + Silent SNP C

PRDM2 7799 37 1 1410793214107932 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

MT-ND5 4540 37 MT 13637 13637 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11653 11653 + Silent SNP A

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

MT-ND6 4541 37 MT 14182 14182 + Silent SNP T

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13617 13617 + Silent SNP T

DLC1 10395 37 8 1295031012950310 + Missense_MutationSNP T

MT-CO2 4513 37 MT 7768 7768 + Missense_MutationSNP A

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

CDC27 996 37 17 4521454445214544 + Silent SNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

POTEH 23784 37 22 1627929216279292 + Missense_MutationSNP T

DMD 1756 37 X 3259193132591931 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T



CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

CDC27 996 37 17 4521614145216141 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP T

CDC27 996 37 17 4521466945214669 + Missense_MutationSNP T

RICTOR 253260 37 5 3895886538958865 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CDC27 996 37 17 4525897145258971 + Silent SNP A

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

POTEJ 653781 37 2 1.31E+08 1.31E+08 + Silent SNP T

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

CDC27 996 37 17 4522130345221303 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

MT-ND5 4540 37 MT 12634 12634 + Missense_MutationSNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

TRAF7 84231 37 16 2225876 2225876 + Silent SNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

CDC27 996 37 17 4522131745221317 + Missense_MutationSNP T

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

CDC27 996 37 17 4521938745219387 + Splice_Site SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CDC27 996 37 17 4523562045235620 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

PRDM7 11105 37 16 9012699390126993 + Missense_MutationSNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

CAST 831 37 5 9603156996031569 + Silent SNP A



PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

AGGF1 55109 37 5 7634232576342325 + Missense_MutationSNP A

NF1 4763 37 17 2959227229592272 + Missense_MutationSNP T

CDC27 996 37 17 4521458245214582 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

NF1 4763 37 17 2955458229554582 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP A

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

MT-CO1 4512 37 MT 6755 6755 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

POTEH 23784 37 22 1628737216287372 + Missense_MutationSNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

PAF1 54623 37 19 3987655639876556 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T



MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

CCNB1 891 37 5 6847124768471247 + Silent SNP G

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5523808755238087 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP A

CDC27 996 37 17 4522125145221251 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

DDR1 780 37 6 3086527930865279 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G



CDC27 996 37 17 4524933045249330 + Silent SNP T

PAF1 54623 37 19 3988001139880011 + Silent SNP G

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

MT-ND2 4536 37 MT 5147 5147 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524940845249408 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

NUP155 9631 37 5 3733372737333727 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

CDC27 996 37 17 4523433145234331 + Missense_MutationSNP T

KDM6B 23135 37 17 7750436 7750436 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523563545235635 + Missense_MutationSNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEH 23784 37 22 1628778416287784 +Nonsense_MutationSNP C

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

HELZ2 85441 37 20 6219157562191575 + Missense_MutationSNP G

ALPK2 115701 37 18 5620233856202338 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

PRB4 5545 37 12 1146115411461154 + Splice_Site SNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

CTNND2 1501 37 5 1098192110981921 + Silent SNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ATP6V1C2 245973 37 2 1090452410904524 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KDM4E 390245 37 11 9475898194758981 + Missense_MutationSNP A

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP T

FGFR3 2261 37 4 1806131 1806131 + Missense_MutationSNP T



GOLGA8I 0 37 15 2326192323261923 + Silent SNP G

CDC27 996 37 17 4525897145258971 + Silent SNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

CDC27 996 37 17 4522130345221303 + Silent SNP G

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

CDC27 996 37 17 4521454445214544 + Silent SNP T

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEH 23784 37 22 1628766116287661 + Silent SNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

NBEA 26960 37 13 3615803836158038 + Missense_MutationSNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

KDM6B 23135 37 17 7754460 7754460 + Silent SNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

POTEG 404785 37 14 1955358619553586 + Missense_MutationSNP T



DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

NF1 4763 37 17 2955458229554582 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

PEX1 5189 37 7 9212228492122284 + Missense_MutationSNP G

PRAMEF12390999 37 1 1283621412836214 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

RP11-467N20.50 37 15 2341219423412194 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

NBEA 26960 37 13 3564419835644198 + Missense_MutationSNP A

NBEA 26960 37 13 3561529635615296 + Missense_MutationSNP T

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12508 12508 + Missense_MutationSNP G

EGFR 1956 37 7 5526894955268949 + Silent SNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

NF1 4763 37 17 2965735329657353 + Silent SNP C

GOLGA8H 728498 37 15 3090073030900730 + Missense_MutationSNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

POTED 317754 37 21 1498285814982858 + Silent SNP T

TPTE 7179 37 21 1094295510942955 + Missense_MutationSNP T

NF1 4763 37 17 2955793629557936 + Missense_MutationSNP C

NF1 4763 37 17 2954147629541476 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

POTEH 23784 37 22 1626705916267059 + Missense_MutationSNP T



CDC27 996 37 17 4519834345198343 + Silent SNP C

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

POTEC 388468 37 18 1453498014534980 + Silent SNP G

CDC27 996 37 17 4523206845232068 + Silent SNP A

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

AGGF1 55109 37 5 7635553276355532 + Missense_MutationSNP C

CDC27 996 37 17 4523561645235616 +Nonsense_MutationSNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

NBEA 26960 37 13 3564486635644866 + Missense_MutationSNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP G

MT-ND2 4536 37 MT 4811 4811 + Nonstop_MutationSNP A

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

CAST 831 37 5 9610182296101822 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7635550576355505 + Missense_MutationSNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

CDC27 996 37 17 4521467345214673 + Silent SNP T

NBEA 26960 37 13 3569763135697631 + Missense_MutationSNP A

POTEC 388468 37 18 1453794514537945 + Missense_MutationSNP A

DLC1 10395 37 8 1335686013356860 + Missense_MutationSNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

POTEF 728378 37 2 1.31E+08 1.31E+08 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

AGGF1 55109 37 5 7635551676355516 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND4 4538 37 MT 10907 10907 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

MT-ATP6 4508 37 MT 9070 9070 + Missense_MutationSNP T

POTEG 404785 37 14 1956605819566058 + Missense_MutationSNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

AGGF1 55109 37 5 7633253976332539 +Nonsense_MutationSNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

CDC27 996 37 17 4521968845219688 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TPTE 7179 37 21 1102672211026722 + Splice_Site SNP C

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

POTEH 23784 37 22 1627926616279266 + Silent SNP C

TPTE 7179 37 21 1093393910933939 + Splice_Site SNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524736845247368 + Missense_MutationSNP T

NBEA 26960 37 13 3561509035615090 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090068330900683 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523559845235598 + Missense_MutationSNP G

POTEH 23784 37 22 1626703316267033 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

MT-CYB 4519 37 MT 14866 14866 + Silent SNP C

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

NBEA 26960 37 13 3567244535672445 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

CDC27 996 37 17 4521454445214544 + Silent SNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

CDC27 996 37 17 4523463245234632 + Silent SNP A

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

CDC27 996 37 17 4521975045219750 + Missense_MutationSNP T

CDC27 996 37 17 4521974645219746 + Silent SNP T

MT-ND1 4535 37 MT 3438 3438 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CDC27 996 37 17 4525897145258971 + Silent SNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

NBEA 26960 37 13 3561509135615091 + Silent SNP T

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

CDC27 996 37 17 4522130345221303 + Silent SNP G

CDC27 996 37 17 4521468545214685 + Silent SNP T

MAP3K1 4214 37 5 5617784356177843 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

NBEA 26960 37 13 3568496435684964 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

CDC27 996 37 17 4521616245216162 + Missense_MutationSNP A

CDC27 996 37 17 4523562045235620 + Missense_MutationSNP T

MT-ND4 4538 37 MT 11009 11009 + Silent SNP T



LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MT-CO1 4512 37 MT 6146 6146 + Nonstop_MutationSNP A

CDC27 996 37 17 4521968645219686 + Missense_MutationSNP A

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

NBEA 26960 37 13 3567244335672443 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

CDC27 996 37 17 4521924145219241 + Missense_MutationSNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523438745234387 + Missense_MutationSNP A

CCNB1 891 37 5 6847124768471247 + Silent SNP G

PRB2 653247 37 12 1154664411546644 + Missense_MutationSNP G

POTEH 23784 37 22 1626701916267019 + Missense_MutationSNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

NF1 4763 37 17 2958612929586129 + Missense_MutationSNP A

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

CDC27 996 37 17 4521614145216141 + Silent SNP T

NF1 4763 37 17 2967929429679294 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2002430320024303 + Splice_Site SNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

RAG1 5896 37 11 3659557936595579 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TUBB 203068 37 6 3069149030691490 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Splice_Site SNP A

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

POTEC 388468 37 18 1453792214537922 + Missense_MutationSNP C

TUBB4B 10383 37 9 1.4E+08 1.4E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

RP11-683L23.10 37 18 48107 48107 + Silent SNP C



PTPN13 0 37 4 8767173687671736 + Missense_MutationSNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

BRD7 29117 37 16 5036866350368663 + Silent SNP G

MT-CO1 4512 37 MT 7094 7094 + Silent SNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

NBEA 26960 37 13 3561520835615208 +Nonsense_MutationSNP C

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

TPTE 7179 37 21 1090698910906989 + Silent SNP C

PEX1 5189 37 7 9213249392132493 + Missense_MutationSNP T

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

COBL 23242 37 7 5109624051096240 + Silent SNP G

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SLTM 79811 37 15 5918074859180748 + Silent SNP A

NBEA 26960 37 13 3564486635644866 + Missense_MutationSNP C

CDC27 996 37 17 4522125145221251 + Missense_MutationSNP T

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307250473072504 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

EGFR 1956 37 7 5523887455238874 + Silent SNP T

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293942612939426 + Missense_MutationSNP T

NF1 4763 37 17 2955728129557281 + Silent SNP T

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C



KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G

NF1 4763 37 17 2955728529557285 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

NBEA 26960 37 13 3561518435615184 + Missense_MutationSNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

NUP155 9631 37 5 3733372737333727 + Silent SNP A

NF1 4763 37 17 2955695329556953 + Missense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

CDC27 996 37 17 4522127345221273 + Missense_MutationSNP A

MT-CYB 4519 37 MT 15514 15514 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 +Nonsense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

KDM4E 390245 37 11 9475883894758838 + Silent SNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

PRAMEF26645359 37 1 1321956513219565 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP C

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A



CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

NBEA 26960 37 13 3561522635615226 + Missense_MutationSNP T

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291962312919623 + Silent SNP C

CDC27 996 37 17 4525897145258971 + Silent SNP A

NBEA 26960 37 13 3564419835644198 + Missense_MutationSNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

NBEA 26960 37 13 3592332635923326 + Silent SNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

ACAN 176 37 15 8938890589388905 + Silent SNP C

GOLGA8I 0 37 15 2326552323265523 + Missense_MutationSNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

CAST 831 37 5 9603156996031569 + Silent SNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

FRG1B 0 37 20 2962597029625970 + Missense_MutationSNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

NF1 4763 37 17 2955353729553537 + Missense_MutationSNP T



NBEA 26960 37 13 3562449135624491 + Missense_MutationSNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293949512939495 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

PRAME 23532 37 22 2289339422893394 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

VHL 7428 37 3 1018377210183772 + Missense_MutationSNP C

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

TUBB6 84617 37 18 1232514212325142 + Silent SNP C

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

KDM6B 23135 37 17 7750010 7750010 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

ARHGEF2864283 37 5 7315397973153979 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

BRD7 29117 37 16 5036866350368663 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CTNNB1 1499 37 3 4127722541277225 + Missense_MutationSNP G

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

KMT2D 8085 37 12 4943498049434980 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

TNRC18 84629 37 7 5352949 5352949 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A



MT-ND4 4538 37 MT 11775 11775 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

RGPD2 729857 37 2 8812521288125212 + Missense_MutationSNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

APOBR 55911 37 16 2850642828506428 + Silent SNP C

CHEK2 11200 37 22 2913045829130458 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

ZNF71 58491 37 19 5713363357133633 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

ADAMTS7 11173 37 15 7905184679051846 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T



ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

PREX2 80243 37 8 6904640969046409 + Silent SNP G

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

PTPN13 0 37 4 8767223587672235 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ZNF487 0 37 10 4397810043978100 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

GOLGA8K 653125 37 15 3268507232685072 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5525945055259450 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

MAP3K1 4214 37 5 5617784356177843 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

GOLGA8A 23015 37 15 3467374834673748 + Missense_MutationSNP G



MT-ND4 4538 37 MT 11353 11353 + Silent SNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

ADAMTS7 11173 37 15 7905180179051801 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

WNK1 65125 37 12 988894 988894 + Silent SNP G

ZNF337 26152 37 20 2565662725656627 + Missense_MutationSNP C

FRG1B 0 37 20 2962589229625892 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293953512939535 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

DMD 1756 37 X 3149639831496398 + Missense_MutationSNP T

ATXN2 6311 37 12 1.12E+08 1.12E+08 + Silent SNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

MT-ND3 4537 37 MT 10211 10211 + Silent SNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T



PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

ALPK2 115701 37 18 5620476856204768 + Missense_MutationSNP G

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1451378614513786 + Splice_Site SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

DDR1 780 37 6 3085707230857072 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ERBB3 2065 37 12 5649533956495339 + Missense_MutationSNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

ZNF554 115196 37 19 2834595 2834595 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ALPK2 115701 37 18 5620223156202231 + Missense_MutationSNP T

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

FUBP1 8880 37 1 7843039178430391 + Silent SNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

PRAMEF10343071 37 1 1295496712954967 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A



CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

GOLGA6A 342096 37 15 7436509374365093 + Silent SNP G

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

TKTL1 8277 37 X 1.54E+08 1.54E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

XPC 7508 37 3 1422002314220023 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

EGFR 1956 37 7 5523887455238874 + Silent SNP T

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

GOLGA8H 728498 37 15 3090093930900939 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

GOLGA8O 728047 37 15 3273873232738732 + Silent SNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

TPTE2 93492 37 13 2004809920048099 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ALPK2 115701 37 18 5620383756203837 + Silent SNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

NRG1 3084 37 8 3261788832617888 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CCNT1 904 37 12 4908732549087325 + Missense_MutationSNP T

POTEJ 653781 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

TPTE2 93492 37 13 2004819720048197 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ZNF133 7692 37 20 1829607618296076 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ZNF544 27300 37 19 5877294358772943 + Missense_MutationSNP C

SLTM 79811 37 15 5917596559175965 + Silent SNP A

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

SACS 26278 37 13 2391458823914588 + Missense_MutationSNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

GOLGA8J 653073 37 15 3038427930384279 + Silent SNP G



GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

KMT2D 8085 37 12 4943519949435199 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

CCNT1 904 37 12 4908789949087899 + Silent SNP C

MT-ND5 4540 37 MT 13395 13395 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

HELZ2 85441 37 20 6219408762194087 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

TPTE2 93492 37 13 2004810420048104 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C



ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

HELZ2 85441 37 20 6219430462194304 + Silent SNP C

CDC27 996 37 17 4522127345221273 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523558345235583 +Nonsense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

NF2 4771 37 22 3000010330000103 + Splice_Site SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

KMT2D 8085 37 12 4943388349433883 + Missense_MutationSNP G

APOBR 55911 37 16 2850734628507346 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

GOLGA8S 0 37 15 2360889723608897 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

TPTE 7179 37 21 1095127310951273 + Missense_MutationSNP C

POTEH 23784 37 22 1626705916267059 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PEX1 5189 37 7 9213249392132493 + Missense_MutationSNP T



ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5523808755238087 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

DDR1 780 37 6 3086031330860313 + Missense_MutationSNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

WNK1 65125 37 12 987474 987474 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

CDC27 996 37 17 4522125145221251 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POTEC 388468 37 18 1453794514537945 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

KMT2D 8085 37 12 4942088449420884 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

NUP155 9631 37 5 3733372737333727 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MTOR 2475 37 1 1131624411316244 + Silent SNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

DENND4B 9909 37 1 1.54E+08 1.54E+08 + Silent SNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

PRAME 23532 37 22 2289230322892303 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

COQ6 51004 37 14 7442799374427993 + Missense_MutationSNP A

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

DMD 1756 37 X 3259193132591931 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-ND4 4538 37 MT 11025 11025 + Missense_MutationSNP T

CDC27 996 37 17 4521975045219750 + Missense_MutationSNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

CDC27 996 37 17 4521614145216141 + Silent SNP T

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

CDC27 996 37 17 4521974645219746 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

CDC27 996 37 17 4525897145258971 + Silent SNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

CDC27 996 37 17 4522130345221303 + Silent SNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C



PRB3 5544 37 12 1142086611420866 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

EGFR 1956 37 7 5523308955233089 + Silent SNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4048 4048 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP T

DLC1 10395 37 8 1295814512958145 + Silent SNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

POTEH 23784 37 22 1626701916267019 + Missense_MutationSNP T

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

TERT 0 37 5 1253918 1253918 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

CDC27 996 37 17 4522129845221298 + Missense_MutationSNP A



GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13434 13434 + Missense_MutationSNP A

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MT-CYB 4519 37 MT 15607 15607 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND6 4541 37 MT 14233 14233 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Splice_Site SNP A

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

DMD 1756 37 X 3248675632486756 + Silent SNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PTPN13 0 37 4 8772497087724970 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

KMT2D 8085 37 12 4941843549418435 + Silent SNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

DDR1 780 37 6 3085707230857072 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PREX2 80243 37 8 6904640969046409 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRD7 29117 37 16 5036866350368663 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A



PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

TPTE 7179 37 21 1094295510942955 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

PRAMEF7 441871 37 1 1297985912979859 +Nonsense_MutationSNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

LST3 0 37 12 2124300121243001 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

POTEC 388468 37 18 1452496614524966 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

HELZ2 85441 37 20 6219421262194212 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

RABEP1 9135 37 17 5276611 5276611 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

RGPD2 729857 37 2 8812521288125212 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

NBEA 26960 37 13 3573597635735976 + Silent SNP A

FRG1B 0 37 20 2962590529625905 + Missense_MutationSNP T

MAML3 55534 37 4 1.41E+08 1.41E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

NFKBIZ 64332 37 3 1.02E+08 1.02E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C



KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

NBEA 26960 37 13 3564495235644952 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

MEGF8 1954 37 19 4285717942857179 + Silent SNP C

PRB1 5542 37 12 1150683011506830 + Silent SNP T

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

MT-ND6 4541 37 MT 14593 14593 + Silent SNP A

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11812 11812 + Silent SNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MT-CO3 4514 37 MT 9254 9254 + Nonstop_MutationSNP A

FRG1B 0 37 20 2962408129624081 + Missense_MutationSNP A

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

PAGE1 8712 37 X 4945410549454105 + Missense_MutationSNP T

FBXW10 10517 37 17 1867580218675802 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CDC27 996 37 17 4521935445219354 + Silent SNP A

POTEG 404785 37 14 1955349419553494 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

MEGF8 1954 37 19 4288006242880062 + Missense_MutationSNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

MT-ND2 4536 37 MT 5147 5147 + Silent SNP G

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A



ERBB3 2065 37 12 5649499156494991 + Silent SNP G

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP T

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP G

NUP155 9631 37 5 3733372737333727 + Silent SNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

NEGR1 257194 37 1 7240077872400778 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CDC27 996 37 17 4524933045249330 + Silent SNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

NBEA 26960 37 13 3622987336229873 + Silent SNP C

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4944846349448463 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

MEGF8 1954 37 19 4284023742840237 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7906912079069120 + Missense_MutationSNP C

KMT2D 8085 37 12 4942646049426460 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C



MEGF8 1954 37 19 4285248042852480 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP G

PBRM1 55193 37 3 5263763152637631 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

MT-ATP6 4508 37 MT 8697 8697 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP A

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

NUMBL 9253 37 19 4117387441173874 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CRIPAK 285464 37 4 1388818 1388818 + Silent SNP A

CDKN1A 1026 37 6 3665212936652129 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

KMT2D 8085 37 12 4941843549418435 + Silent SNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP C

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11947 11947 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

MT-ND2 4536 37 MT 5046 5046 + Missense_MutationSNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G



SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

MT-ND4 4538 37 MT 11674 11674 + Silent SNP C

SCN10A 6336 37 3 3877011938770119 + Missense_MutationSNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

CDC27 996 37 17 4519834345198343 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1453498014534980 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

BRD7 29117 37 16 5038871950388719 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

CDC27 996 37 17 4524933045249330 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ZNF133 7692 37 20 1829607618296076 + Missense_MutationSNP G

NF1 4763 37 17 2955914629559146 + Missense_MutationSNP C

POLR2B 5431 37 4 5788711957887119 + Missense_MutationSNP C

MT-ND2 4536 37 MT 5460 5460 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

CDC27 996 37 17 4522125145221251 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

KCNA1 3736 37 12 5021669 5021669 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

MT-CO2 4513 37 MT 7864 7864 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

SACS 26278 37 13 2390698323906983 + Missense_MutationSNP G



FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

GAB2 9846 37 11 7793034577930345 + Silent SNP T

EGFR 1956 37 7 5523887455238874 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 +Nonsense_MutationSNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

PAGE1 8712 37 X 4945402649454026 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

MT-CO1 4512 37 MT 7046 7046 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

PREX2 80243 37 8 6904640969046409 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

NF1 4763 37 17 2955915729559157 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

ARID1A 8289 37 1 2702336627023366 + Missense_MutationSNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

SLTM 79811 37 15 5917596559175965 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP A

CDC27 996 37 17 4525897145258971 + Silent SNP A

RGPD2 729857 37 2 8812521288125212 + Missense_MutationSNP C

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

CDC27 996 37 17 4521468545214685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

SLCO1B3 28234 37 12 2103252521032525 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MT-ATP6 4508 37 MT 8994 8994 + Silent SNP G

PRAME 23532 37 22 2289055222890552 + Silent SNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

TPTE 7179 37 21 1097001710970017 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

KMT2D 8085 37 12 4944846349448463 + Missense_MutationSNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3505 3505 + Missense_MutationSNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A



FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

KMT2D 8085 37 12 4942646049426460 + Missense_MutationSNP A

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12414 12414 + Silent SNP T

MT-CYB 4519 37 MT 15884 15884 + Missense_MutationSNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

FGFR3 2261 37 4 1805502 1805502 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

CDC27 996 37 17 4522127345221273 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

AP3S1 1176 37 5 1.15E+08 1.15E+08 + Missense_MutationSNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-CO2 4513 37 MT 8227 8227 + Silent SNP T

MT-ATP8 4509 37 MT 8448 8448 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T



POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MT-ND5 4540 37 MT 13759 13759 + Missense_MutationSNP G

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

MT-ATP8 4509 37 MT 8373 8373 + Missense_MutationSNP A

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

NBEA 26960 37 13 3564495235644952 + Silent SNP A

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7315355273153552 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

CDC27 996 37 17 4523561645235616 +Nonsense_MutationSNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

MT-CO1 4512 37 MT 7022 7022 + Silent SNP T

POTEC 388468 37 18 1453498014534980 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10068 10068 + Missense_MutationSNP G

CDC27 996 37 17 4521624745216247 + Missense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

RP11-683L23.10 37 18 47973 47973 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

CDC27 996 37 17 4521467345214673 + Silent SNP T

GAGE10 643832 37 X 4916141849161418 + Splice_Site SNP T

EGFR 1956 37 7 5523887455238874 + Silent SNP T

NBEA 26960 37 13 3573597635735976 + Silent SNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G



CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

NCOA3 8202 37 20 4627983646279836 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

CDC27 996 37 17 4523565345235653 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP C

COBL 23242 37 7 5109614751096147 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

NF1 4763 37 17 2955695329556953 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

CDC27 996 37 17 4524933045249330 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523563545235635 + Missense_MutationSNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

CDC27 996 37 17 4524736845247368 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G



RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

CDC27 996 37 17 4521624845216248 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CDC27 996 37 17 4523559845235598 + Missense_MutationSNP G

MT-CO1 4512 37 MT 6956 6956 + Silent SNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

NBEA 26960 37 13 3574768135747681 + Missense_MutationSNP A

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

NF1 4763 37 17 2955915729559157 + Silent SNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

GAGE10 643832 37 X 4917375649173756 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

NF1 4763 37 17 2955914629559146 + Missense_MutationSNP C

CDC27 996 37 17 4521623145216231 + Silent SNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

CDC27 996 37 17 4521614145216141 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

CDC27 996 37 17 4525897145258971 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CDC27 996 37 17 4522130345221303 + Silent SNP G

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

CTNND2 1501 37 5 1111758311117583 + Silent SNP C



HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

CCNB1 891 37 5 6847124768471247 + Silent SNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

NF2 4771 37 22 3005425530054255 + Splice_Site SNP T

CDC27 996 37 17 4523562045235620 + Missense_MutationSNP T

DLC1 10395 37 8 1335750213357502 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

MT-CO1 4512 37 MT 7278 7278 + Missense_MutationSNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

PTPN13 0 37 4 8767225187672251 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4522131745221317 + Missense_MutationSNP T

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PRAME 23532 37 22 2289244922892449 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

CAST 831 37 5 9603156996031569 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRB2 653247 37 12 1154688411546884 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7906864979068649 + Silent SNP G

MAML3 55534 37 4 1.41E+08 1.41E+08 + Silent SNP C

MT-ND1 4535 37 MT 3866 3866 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

ACAN 176 37 15 8940217689402176 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360957523609575 + Missense_MutationSNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KMT2D 8085 37 12 4944604049446040 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

ATXN1 6310 37 6 1632790316327903 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

EGFR 1956 37 7 5523808755238087 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

COQ6 51004 37 14 7441683674416836 +Nonsense_MutationSNP G

ARID2 196528 37 12 4624507746245077 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

NBEA 26960 37 13 3573597635735976 + Silent SNP A

COBL 23242 37 7 5109601451096014 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CRIPAK 285464 37 4 1388608 1388608 +Nonsense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

DLC1 10395 37 8 1295764712957647 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C



BRD7 29117 37 16 5036866350368663 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

EGFR 1956 37 7 5527303155273031 + Silent SNP G

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

PRB2 653247 37 12 1154630811546308 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ACAN 176 37 15 8938890589388905 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850841328508413 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

HELZ2 85441 37 20 6219540962195409 + Missense_MutationSNP C

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

COBL 23242 37 7 5109639451096394 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

NBEA 26960 37 13 3564495235644952 + Silent SNP A

ADAMTS7 11173 37 15 7905477379054773 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Splice_Site SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

PRB2 653247 37 12 1154680311546803 + Missense_MutationSNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

CAST 831 37 5 9607938796079387 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

COBL 23242 37 7 5109431551094315 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

TSC2 7249 37 16 2133727 2133727 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Splice_Site SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C



GLTSCR1 29998 37 19 4818366048183660 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

DMD 1756 37 X 3242994032429940 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRB2 653247 37 12 1154688411546884 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TPTE 7179 37 21 1090698910906989 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

BRCA2 675 37 13 3291146332911463 + Missense_MutationSNP A

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

ARID2 196528 37 12 4624507746245077 + Silent SNP G

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

COBL 23242 37 7 5109601451096014 + Missense_MutationSNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Missense_MutationSNP C

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

BRD7 29117 37 16 5036866350368663 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1294180312941803 + Silent SNP G

GOLGA6A 342096 37 15 7437301074373010 + Missense_MutationSNP T

ACAN 176 37 15 8938890589388905 + Silent SNP C

GNL3 26354 37 3 5272773652727736 + Silent SNP A

SACS 26278 37 13 2390771023907710 + Silent SNP A

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

AC073343.1 0 37 7 6715661 6715661 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

BRCA2 675 37 13 3291419632914196 + Missense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Splice_Site SNP T



OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP T

ATXN1 6310 37 6 1630686616306866 + Silent SNP G

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154630811546308 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

PRB2 653247 37 12 1154745511547455 + Missense_MutationSNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

NBEA 26960 37 13 3573597635735976 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5624638956246389 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

CBL 867 37 11 1.19E+08 1.19E+08 + Silent SNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

ATRX 546 37 X 7695308576953085 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

PTPN13 0 37 4 8773561887735618 + Missense_MutationSNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Splice_Site SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

NUP155 9631 37 5 3733372737333727 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

FAT3 120114 37 11 9249517492495174 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

GAB2 9846 37 11 7793621577936215 + Missense_MutationSNP C



MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

PEX1 5189 37 7 9214668792146687 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

EGFR 1956 37 7 5523822755238227 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ACAN 176 37 15 8940217689402176 + Missense_MutationSNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1090888210908882 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4944604049446040 + Missense_MutationSNP C

EGFR 1956 37 7 5523808755238087 + Silent SNP C

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

KDM5C 8242 37 X 5324097553240975 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PRB2 653247 37 12 1154655311546553 + Silent SNP G

SACS 26278 37 13 2390525323905253 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

EGFR 1956 37 7 5527303155273031 + Silent SNP G

FUBP1 8880 37 1 7842859678428596 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

NF1 4763 37 17 2965288429652884 + Silent SNP T

COBL 23242 37 7 5113290951132909 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

POLR2B 5431 37 4 5788708457887084 + Silent SNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

DLC1 10395 37 8 1335663013356630 + Missense_MutationSNP C

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MEGF8 1954 37 19 4285874842858748 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7450742374507423 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LST3 0 37 12 2124303521243035 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

CTNND2 1501 37 5 1139716111397161 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

PREX2 80243 37 8 6900926869009268 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C



MAML3 55534 37 4 1.41E+08 1.41E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DMD 1756 37 X 3271611032716110 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 +De_novo_Start_OutOfFrameSNP G

COBL 23242 37 7 5109683051096830 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

RICTOR 253260 37 5 3895887738958877 + Silent SNP T

TUBB8 347688 37 10 93416 93416 + Missense_MutationSNP G

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

DLC1 10395 37 8 1335665513356655 + Missense_MutationSNP T

GOLGA8S 0 37 15 2360957523609575 + Missense_MutationSNP A

POTEC 388468 37 18 1453497414534974 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

TSC2 7249 37 16 2129192 2129192 + Silent SNP G

MEGF8 1954 37 19 4286338142863381 + Silent SNP G

COBL 23242 37 7 5109431551094315 + Silent SNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

WNK1 65125 37 12 863408 863408 + Missense_MutationSNP A

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

CHERP 10523 37 19 1664054416640544 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C



APOBR 55911 37 16 2850889228508892 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ACAN 176 37 15 8938892089388920 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GOLGA8S 0 37 15 2360889723608897 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

MT-CO3 4514 37 MT 9811 9811 + Missense_MutationSNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 +De_novo_Start_OutOfFrameSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PRAME 23532 37 22 2289339422893394 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

DMD 1756 37 X 3250962532509625 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

PEX1 5189 37 7 9213249392132493 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

CAST 831 37 5 9607938796079387 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

AKT1 207 37 14 1.05E+08 1.05E+08 + Missense_MutationSNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

GOLGA8I 0 37 15 2326104023261040 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G



RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

FGFR3 2261 37 4 1801116 1801116 + Missense_MutationSNP T

CDC27 996 37 17 4524933045249330 + Silent SNP T

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

CDC27 996 37 17 4523565345235653 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

TERT 0 37 5 1255520 1255520 + Silent SNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

CHD2 1106 37 15 9355248893552488 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

PTPN13 0 37 4 8772497087724970 + Missense_MutationSNP G

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

SMARCA4 6597 37 19 1115199111151991 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

OLFM4 10562 37 13 5360307753603077 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TRAF7 84231 37 16 2226146 2226146 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

TPTE 7179 37 21 1094271710942717 + Missense_MutationSNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T



MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

GAGE10 643832 37 X 4917371849173718 + Silent SNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

POTEG 404785 37 14 1955380819553808 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

MT-CO1 4512 37 MT 5957 5957 + Silent SNP A

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

MYBL1 4603 37 8 6749250167492501 + Missense_MutationSNP C

ARID1A 8289 37 1 2705622827056228 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

ZNF12 7559 37 7 6731672 6731672 + Missense_MutationSNP G

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

MT-CO1 4512 37 MT 6887 6887 + Silent SNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

MAP3K1 4214 37 5 5617784356177843 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

NBEA 26960 37 13 3624169436241694 + Missense_MutationSNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

EGFR 1956 37 7 5525945055259450 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KCNA3 3738 37 1 1.11E+08 1.11E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

GOLGA8K 653125 37 15 3268941032689410 + Silent SNP C

ATRX 546 37 X 7693815376938153 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

FAS 355 37 10 9076868090768680 + Silent SNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15883 15883 +Nonsense_MutationSNP G

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

NBEA 26960 37 13 3564410435644104 + Silent SNP G

CDC27 996 37 17 4523207445232074 + Silent SNP T

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MT-ND1 4535 37 MT 3921 3921 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T



KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

NRG1 3084 37 8 3261197032611970 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

MT-CO3 4514 37 MT 9335 9335 + Silent SNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

MT-ND2 4536 37 MT 5471 5471 + Silent SNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP C

TSC1 0 37 9 1.36E+08 1.36E+08 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

CDC27 996 37 17 4523561645235616 +Nonsense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

TPTE2 93492 37 13 2006698920066989 + Splice_Site SNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523432345234323 + Silent SNP T

GAGE10 643832 37 X 4917367549173675 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307250473072504 + Silent SNP A

NF1 4763 37 17 2955632329556323 + Missense_MutationSNP G

GAGE10 643832 37 X 4916141849161418 + Splice_Site SNP T

NF1 4763 37 17 2955631429556314 + Missense_MutationSNP T

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A



ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

CDC27 996 37 17 4524933045249330 + Silent SNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

CDC27 996 37 17 4524738145247381 + Silent SNP A

CDC27 996 37 17 4523565345235653 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP A

MT-ND3 4537 37 MT 10238 10238 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

MT-ND5 4540 37 MT 12501 12501 + Missense_MutationSNP G

NUP155 9631 37 5 3733372737333727 + Silent SNP A

NF1 4763 37 17 2955695329556953 + Missense_MutationSNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

CDC27 996 37 17 4521924145219241 + Missense_MutationSNP A

CDC27 996 37 17 4522127345221273 + Missense_MutationSNP A

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

TPTE 7179 37 21 1093393910933939 + Splice_Site SNP G

NBEA 26960 37 13 3564406635644066 + Missense_MutationSNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

CDC27 996 37 17 4523563545235635 + Missense_MutationSNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

CDC27 996 37 17 4524736845247368 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP G

NBEA 26960 37 13 3561518435615184 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GOLGA8H 728498 37 15 3090068330900683 + Missense_MutationSNP C

AP3S1 1176 37 5 1.15E+08 1.15E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

CDC27 996 37 17 4523559845235598 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

MT-ND2 4536 37 MT 4960 4960 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

MT-ND5 4540 37 MT 12822 12822 + Silent SNP A



LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CDC27 996 37 17 4521454445214544 + Silent SNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

MT-ATP6 4508 37 MT 8836 8836 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

GAGE10 643832 37 X 4917368349173683 + Missense_MutationSNP A

APOBR 55911 37 16 2850687228506872 + Silent SNP A

CDC27 996 37 17 4521614145216141 + Silent SNP T

PEX1 5189 37 7 9213096292130962 + Silent SNP G

MT-CYB 4519 37 MT 15040 15040 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Splice_Site SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PTEN 5728 37 10 8965383489653834 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

CDC27 996 37 17 4521466945214669 + Missense_MutationSNP T

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

MT-ATP8 4509 37 MT 8472 8472 + Missense_MutationSNP C

POTEC 388468 37 18 1453492914534929 + Silent SNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-ND5 4540 37 MT 13419 13419 + Silent SNP A

SMARCE1 6605 37 17 3879231138792311 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

DMD 1756 37 X 3259193132591931 + Silent SNP T

CDC27 996 37 17 4521923945219239 + Missense_MutationSNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

CDC27 996 37 17 4521616245216162 + Missense_MutationSNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

MT-ND4 4538 37 MT 11362 11362 + Missense_MutationSNP A

CDC27 996 37 17 4523562045235620 + Missense_MutationSNP T

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

PRDM7 11105 37 16 9012699390126993 + Missense_MutationSNP A

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

PLAT 5327 37 8 4203950742039507 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G



NF1 4763 37 17 2954147629541476 + Missense_MutationSNP C

NBEA 26960 37 13 3622048236220482 + Silent SNP C

POTEC 388468 37 18 1453491414534914 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

NF1 4763 37 17 2955215129552151 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2002430320024303 + Splice_Site SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

CDC27 996 37 17 4524739345247393 + Missense_MutationSNP T

CCDC30 728621 37 1 4300846743008467 + Missense_MutationSNP A

CREBBP 1387 37 16 3778337 3778337 + Silent SNP G

RAG1 5896 37 11 3659643236596432 + Silent SNP G

ATP6V1C2 245973 37 2 1086665410866654 + Silent SNP C

NRG1 3084 37 8 3262184432621844 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Silent SNP G

GOLGA8M 653720 37 15 2895289228952892 + Splice_Site SNP A

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP G

RP11-385D13.10 37 17 1550857415508574 + Missense_MutationSNP T

MT-ND1 4535 37 MT 4104 4104 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

E2F4 1874 37 16 6722982767229827 + Silent SNP C

TPTE2 93492 37 13 2002533620025336 + Silent SNP A

TNRC6A 27327 37 16 2478838924788389 + Missense_MutationSNP A

RP11-683L23.10 37 18 47809 47809 + Missense_MutationSNP G

PRAMEF12390999 37 1 1283749712837497 + Silent SNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

POTEH 23784 37 22 1626989016269890 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9221 9221 + Silent SNP A

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

ARHGEF2864283 37 5 7307250473072504 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

CCDC30 728621 37 1 4305514043055140 + Silent SNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G



MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

PPP1R3F 89801 37 X 4913791649137916 + Missense_MutationSNP T

NBEA 26960 37 13 3622380036223800 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

COG6 57511 37 13 4027365140273651 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2895290328952903 + Silent SNP C

MT-ND5 4540 37 MT 13590 13590 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

CREBBP 1387 37 16 3778484 3778484 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ZNF33B 7582 37 10 4308933143089331 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

PRAMEF26645359 37 1 1321930813219308 + Missense_MutationSNP A

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

TSC2 7249 37 16 2138074 2138074 + Missense_MutationSNP C

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818292848182928 + Silent SNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13803 13803 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

NF1 4763 37 17 2965288429652884 + Silent SNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

PREX2 80243 37 8 6900926869009268 + Silent SNP C

PRDM9 56979 37 5 2352768423527684 + Missense_MutationSNP G

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

TPTE 7179 37 21 1093390610933906 + Missense_MutationSNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

THAP11 57215 37 16 6787681467876814 + Silent SNP G

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C



ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

RAG1 5896 37 11 3659510536595105 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ALPK2 115701 37 18 5624674856246748 + Silent SNP G

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

APOBR 55911 37 16 2850729528507295 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

KMT2D 8085 37 12 4943338349433383 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

COBL 23242 37 7 5125856651258566 + Silent SNP G

MT-ND5 4540 37 MT 13653 13653 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CLOCK 9575 37 4 5631924456319244 + Missense_MutationSNP G

ZNF793 390927 37 19 3802845238028452 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

AC073343.1 0 37 7 6715661 6715661 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

ACAN 176 37 15 8939125689391256 + Silent SNP A

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

GOLGA8R 0 37 15 3070017330700173 + Missense_MutationSNP T

MT-CO2 4513 37 MT 7658 7658 + Missense_MutationSNP G

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

ZNF229 7772 37 19 4493373244933732 + Silent SNP G

TUBB8 347688 37 10 93714 93714 + Silent SNP A

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

EGFR 1956 37 7 5523808755238087 + Silent SNP C

CHEK2 11200 37 22 2913045829130458 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

TUBB8 347688 37 10 93465 93465 + Silent SNP A

MT-CO1 4512 37 MT 7274 7274 + Silent SNP C

COBL 23242 37 7 5109719351097193 + Missense_MutationSNP C

ATXN1 6310 37 6 1630697716306977 + Silent SNP T

MT-CO3 4514 37 MT 9540 9540 + Silent SNP T

APOBR 55911 37 16 2850841328508413 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

MT-CO3 4514 37 MT 9932 9932 +Nonsense_MutationSNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

MT-CO1 4512 37 MT 7175 7175 + Silent SNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

BBS2 583 37 16 5653370656533706 + Missense_MutationSNP G

MT-CO1 4512 37 MT 7256 7256 + Silent SNP C



KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

MT-ND4 4538 37 MT 10873 10873 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

MT-CO2 4513 37 MT 7771 7771 + Silent SNP A

NUP155 9631 37 5 3733372737333727 + Silent SNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

KLF1 10661 37 19 1299792412997924 + Missense_MutationSNP T

ERBB2 2064 37 17 3786472937864729 + Silent SNP C

MTOR 2475 37 1 1119064611190646 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KDM4E 390245 37 11 9475928294759282 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

GOLGA8N1.01E+08 37 15 3289028232890282 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

GOLGA6C 653641 37 15 7556249575562495 + Silent SNP G

MT-ND4 4538 37 MT 11914 11914 + Silent SNP G

WI2-3308P17.20 37 1 1305289513052895 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3594 3594 + Silent SNP C

ATXN1 6310 37 6 1632671216326712 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP A

MT-CO2 4513 37 MT 8206 8206 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7450742374507423 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

MEGF8 1954 37 19 4284870642848706 + Silent SNP C

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

EGFR 1956 37 7 5523822755238227 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15784 15784 + Silent SNP T

MT-ND4 4538 37 MT 11944 11944 + Silent SNP T

PRAMEF4 400735 37 1 1294208212942082 +Nonsense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SACS 26278 37 13 2390914223909142 + Missense_MutationSNP T

THAP11 57215 37 16 6787680567876805 + Silent SNP A

ERBB2 2064 37 17 3786458437864584 + Missense_MutationSNP A

DMD 1756 37 X 3258394232583942 + Silent SNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G



MT-ND4 4538 37 MT 11350 11350 + Silent SNP A

PRDM9 56979 37 5 2350959923509599 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

MT-ND6 4541 37 MT 14374 14374 + Silent SNP T

ERBB3 2065 37 12 5647909456479094 + Nonstop_MutationSNP T

ACAN 176 37 15 8939278689392786 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

ACAN 176 37 15 8939055989390559 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ARID1A 8289 37 1 2710218827102188 + Missense_MutationSNP A

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

HKR1 284459 37 19 3785404037854040 + Missense_MutationSNP G

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

PRDM7 11105 37 16 9012476890124768 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13650 13650 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

PRDM9 56979 37 5 2352760023527600 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

MT-CYB 4519 37 MT 15301 15301 + Silent SNP G

ATRX 546 37 X 7691900476919004 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

PPP1R3F 89801 37 X 4912671449126714 + Silent SNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

DMD 1756 37 X 3236126632361266 + Silent SNP A

KCNA1 3736 37 12 5021155 5021155 + Missense_MutationSNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C



ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

ARID2 196528 37 12 4624507746245077 + Silent SNP G

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

HELZ2 85441 37 20 6219644262196442 + Missense_MutationSNP C

KDM4E 390245 37 11 9475929194759291 + Silent SNP A

TPTE 7179 37 21 1094298110942981 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

DMD 1756 37 X 3179214331792143 + Silent SNP A

MT-ND3 4537 37 MT 10115 10115 + Silent SNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

ZNF229 7772 37 19 4493370544933705 + Missense_MutationSNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KLF4 9314 37 9 1.1E+08 1.1E+08 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 49531 49531 + Silent SNP G

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1955349419553494 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

ZKSCAN4 387032 37 6 2821323928213239 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP T

GOLGA8T 0 37 15 3043582930435829 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

GOLGA8B 440270 37 15 3482509134825091 + Missense_MutationSNP T

MT-CO1 4512 37 MT 6663 6663 + Missense_MutationSNP A

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

PRKAR1A 5573 37 17 6652647366526473 + Silent SNP C

RP11-683L23.10 37 18 47722 47722 + Missense_MutationSNP C

ACAN 176 37 15 8940198989401989 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15115 15115 + Silent SNP T

GAB4 128954 37 22 1744571017445710 + Silent SNP C

GOLGA8S 0 37 15 2360890623608906 + Missense_MutationSNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP C

MT-ND5 4540 37 MT 12693 12693 + Silent SNP A

ERBB2 2064 37 17 3787200537872005 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP T



GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Silent SNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TPTE 7179 37 21 1090698910906989 + Silent SNP C

KDM6B 23135 37 17 7750936 7750936 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

ADAMTS7 11173 37 15 7905184679051846 + Missense_MutationSNP T

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

PASD1 139135 37 X 1.51E+08 1.51E+08 + Missense_MutationSNP C

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ACAN 176 37 15 8938890589388905 + Silent SNP C

DMD 1756 37 X 3271611032716110 + Silent SNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

EGFR 1956 37 7 5521440555214405 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

MT-ND6 4541 37 MT 14566 14566 + Silent SNP A

ZFR 51663 37 5 3239529132395291 + Silent SNP T

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

ARHGEF2864283 37 5 7320546373205463 + Missense_MutationSNP G

KMT2D 8085 37 12 4942544349425443 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

PTPN13 0 37 4 8767175087671750 + Silent SNP A

ALPK2 115701 37 18 5624668256246682 + Silent SNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

FAM161B 145483 37 14 7441669874416698 + Missense_MutationSNP C

HELZ2 85441 37 20 6220028362200283 + Silent SNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

TSC2 7249 37 16 2136866 2136866 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

CBL 867 37 11 1.19E+08 1.19E+08 + Silent SNP C

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Missense_MutationSNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

KDM4E 390245 37 11 9476020694760206 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

COBL 23242 37 7 5109614751096147 + Silent SNP A

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP C



MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

MT-ATP6 4508 37 MT 8701 8701 + Missense_MutationSNP A

ACAN 176 37 15 8940181489401814 + Missense_MutationSNP G

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP C

ALPK2 115701 37 18 5624774456247744 + Silent SNP C

ERBB2 2064 37 17 3787205037872050 + Silent SNP A

CLOCK 9575 37 4 5634581256345812 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

ACAN 176 37 15 8940136289401362 + Missense_MutationSNP G

FRG1B 0 37 20 2962826829628268 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15394 15394 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

MT-CO2 4513 37 MT 7858 7858 + Silent SNP C

FGFR4 2264 37 5 1.77E+08 1.77E+08 + Missense_MutationSNP G

ACAN 176 37 15 8939280289392802 + Silent SNP C

KDM6B 23135 37 17 7749954 7749954 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

COQ6 51004 37 14 7441683674416836 +Nonsense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP G

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Silent SNP C

ADAMTS7 11173 37 15 7905916879059168 + Missense_MutationSNP G

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

BRCA2 675 37 13 3291258232912582 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

ACAN 176 37 15 8939057489390574 + Silent SNP G

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

SATB1 6304 37 3 1839112918391129 + Missense_MutationSNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

HELZ2 85441 37 20 6219296962192969 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13966 13966 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

CRIPAK 285464 37 4 1388781 1388781 + Missense_MutationSNP G



KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

RICTOR 253260 37 5 3896679038966790 + Missense_MutationSNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

TPTE 7179 37 21 1090694710906947 + Silent SNP G

CDC27 996 37 17 4519834345198343 + Silent SNP C

NBEA 26960 37 13 3622987336229873 + Silent SNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

WI2-3308P17.20 37 1 1305289513052895 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

ALPK2 115701 37 18 5620479456204794 + Silent SNP C

KMT2D 8085 37 12 4943874749438747 + Splice_Site SNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A



NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

COBL 23242 37 7 5115083051150830 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ACAN 176 37 15 8939297089392970 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

TUBB8 347688 37 10 93978 93978 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

MT-CO1 4512 37 MT 6290 6290 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

FGFR3 2261 37 4 1807478 1807478 + Splice_Site SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP A

COBL 23242 37 7 5109614751096147 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

ALPK2 115701 37 18 5620479656204796 + Missense_MutationSNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

MT-CO1 4512 37 MT 6221 6221 + Silent SNP T

GOLGA8M 653720 37 15 2894766028947660 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G



TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

CTNND2 1501 37 5 1098192110981921 + Silent SNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

MT-CO2 4513 37 MT 8158 8158 + Silent SNP A

RPL14 9045 37 3 4050350640503506 + Missense_MutationSNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

PRB2 653247 37 12 1154636111546361 + Silent SNP A

SLTM 79811 37 15 5917596559175965 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

CDC27 996 37 17 4521468545214685 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

MT-ND6 4541 37 MT 14323 14323 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

SACS 26278 37 13 2390916223909162 + Silent SNP A

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G



TAOK2 9344 37 16 2999492229994922 + Silent SNP C

MT-ND6 4541 37 MT 14470 14470 + Silent SNP T

MT-CO1 4512 37 MT 6371 6371 + Silent SNP C

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

CCNB1 891 37 5 6846402768464027 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP T

PRAMEF18391003 37 1 1347504313475043 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

HELZ2 85441 37 20 6219429862194298 + Silent SNP G

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

NF2 4771 37 22 3003281830032818 +Nonsense_MutationSNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

MT-ATP8 4509 37 MT 8393 8393 + Missense_MutationSNP C

POTEH 23784 37 22 1628778416287784 +Nonsense_MutationSNP C

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

POTEC 388468 37 18 1451378014513780 + Missense_MutationSNP C

TUBB2A 7280 37 6 3154882 3154882 + Missense_MutationSNP C

TNRC6A 27327 37 16 2478838924788389 + Missense_MutationSNP A

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

MT-CO1 4512 37 MT 7146 7146 + Missense_MutationSNP A

PLAT 5327 37 8 4203781542037815 + Silent SNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

ACAN 176 37 15 8939277589392775 + Silent SNP C

GOLGA8M 653720 37 15 2895289228952892 + Splice_Site SNP A

OLFM4 10562 37 13 5360307753603077 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2895029428950294 + Missense_MutationSNP G

PRDM2 7799 37 1 1410871214108712 + Silent SNP C

BRD7 29117 37 16 5036866350368663 + Silent SNP G

GOLGA6A 342096 37 15 7437301074373010 + Missense_MutationSNP T

GNL3 26354 37 3 5272773652727736 + Silent SNP A

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ATXN1 6310 37 6 1630686616306866 + Silent SNP G



PAF1 54623 37 19 3987674639876746 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

APOBR 55911 37 16 2850642828506428 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

COG6 57511 37 13 4023496940234969 + Missense_MutationSNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

CCDC30 728621 37 1 4305514043055140 + Silent SNP A

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

PPP1R3F 89801 37 X 4913791649137916 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SLCO1B1 10599 37 12 2134988521349885 + Missense_MutationSNP A

TSC2 7249 37 16 2135299 2135299 + Silent SNP C

NF1 4763 37 17 2955617729556177 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

MT-ND1 4535 37 MT 3666 3666 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CCNB1 891 37 5 6847124768471247 + Silent SNP G

DMD 1756 37 X 3259193132591931 + Silent SNP T

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14203 14203 + Silent SNP A

MT-ND5 4540 37 MT 13880 13880 + Missense_MutationSNP C

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP C

GAB2 9846 37 11 7796139477961394 + Silent SNP A

MTOR 2475 37 1 1119073011190730 + Silent SNP G

MT-CO2 4513 37 MT 8248 8248 + Missense_MutationSNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T



LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4104 4104 + Silent SNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

UNC13D 201294 37 17 7383159473831594 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

KMT2D 8085 37 12 4943405649434056 + Silent SNP G

E2F4 1874 37 16 6722982767229827 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

TNRC18 84629 37 7 5352737 5352737 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4943338349433383 + Silent SNP C

ZNF852 285346 37 3 4454166944541669 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

PBRM1 55193 37 3 5266863852668638 + Silent SNP G

SLCO1B1 10599 37 12 2135553721355537 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RAG1 5896 37 11 3659620036596200 + Missense_MutationSNP G

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

MT-CO2 4513 37 MT 7867 7867 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP G

EGFR 1956 37 7 5523808755238087 + Silent SNP C

MT-ND1 4535 37 MT 3693 3693 + Silent SNP G

MT-ND5 4540 37 MT 12519 12519 + Silent SNP T

MT-ND4L 4539 37 MT 10688 10688 + Silent SNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1094196610941966 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9540 9540 + Silent SNP T

ARHGEF2864283 37 5 7320571773205717 + Missense_MutationSNP C



GOLGA8S 0 37 15 2360587523605875 + Splice_Site SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

GOLGA8K 653125 37 15 3268692732686927 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

KCNN3 3782 37 1 1.55E+08 1.55E+08 + Missense_MutationSNP A

MT-CO1 4512 37 MT 7256 7256 + Silent SNP C

MT-ND4 4538 37 MT 10873 10873 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP G

TSC2 7249 37 16 2108847 2108847 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

NUP155 9631 37 5 3733372737333727 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP G

PRAMEF16654348 37 1 1349766213497662 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP A

KMT2D 8085 37 12 4944604049446040 + Missense_MutationSNP C

AR 367 37 X 6676531266765312 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

CCDC30 728621 37 1 4307665443076654 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

UNC13D 201294 37 17 7383193973831939 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3594 3594 + Silent SNP C

LST3 0 37 12 2124303521243035 + Missense_MutationSNP C

MT-ND4 4538 37 MT 10810 10810 + Silent SNP T

MTOR 2475 37 1 1130807411308074 + Silent SNP G

EGFR 1956 37 7 5523822755238227 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389046 1389046 + Silent SNP C

DLC1 10395 37 8 1335733113357331 + Missense_MutationSNP C

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KCNA5 3741 37 12 5154333 5154333 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MTOR 2475 37 1 1129858311298583 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5266877652668776 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP C

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Missense_MutationSNP T

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRDM2 7799 37 1 1410606614106066 + Silent SNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

MT-ND6 4541 37 MT 14178 14178 + Missense_MutationSNP T

NUP155 9631 37 5 3732782637327826 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

TUBB8 347688 37 10 93345 93345 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ARID1A 8289 37 1 2710218827102188 + Missense_MutationSNP A

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

ATRX 546 37 X 7693911576939115 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MEGF8 1954 37 19 4288012642880126 + Silent SNP G

MT-ND5 4540 37 MT 13650 13650 + Silent SNP C

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

NRG1 3084 37 8 3262180532621805 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

POTEF 728378 37 2 1.31E+08 1.31E+08 + Silent SNP G

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Silent SNP G

GOLGA8I 0 37 15 2326186723261867 + Missense_MutationSNP A

THAP11 57215 37 16 6787677867876778 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

GOLGA8I 0 37 15 2326361623263616 + Missense_MutationSNP C

MT-ND2 4536 37 MT 5036 5036 + Nonstop_MutationSNP A

RP11-683L23.10 37 18 48009 48009 + Missense_MutationSNP C

PPP1R3F 89801 37 X 4912671449126714 + Silent SNP C

SLCO1B1 10599 37 12 2135892221358922 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

MT-CO1 4512 37 MT 6827 6827 + Silent SNP T

PRSS1 5644 37 7 1.42E+08 1.42E+08 + Missense_MutationSNP G



CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

FGFR3 2261 37 4 1803251 1803251 + Silent SNP T

MT-ND2 4536 37 MT 5046 5046 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

NF1 4763 37 17 2965293129652931 + Silent SNP G

NRG1 3084 37 8 3261775232617752 + Missense_MutationSNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP A

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ADAMTS7 11173 37 15 7905180179051801 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905184679051846 + Missense_MutationSNP T

PEX1 5189 37 7 9211865492118654 + Silent SNP G

FBXW10 10517 37 17 1864765118647651 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MT-CO1 4512 37 MT 7055 7055 + Silent SNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP G

SLCO1B1 10599 37 12 2135003421350034 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

NF2 4771 37 22 3005425430054254 + Splice_Site SNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

COBL 23242 37 7 5115082251150822 + Silent SNP G

NF1 4763 37 17 2955347329553473 + Silent SNP C

DDR1 780 37 6 3086783030867830 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

SLCO1B1 10599 37 12 2135896521358965 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

NEGR1 257194 37 1 7187321971873219 + Silent SNP G

MT-CYB 4519 37 MT 15115 15115 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CRIPAK 285464 37 4 1389097 1389097 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP T



TSC2 7249 37 16 2133727 2133727 + Silent SNP G

EGFR 1956 37 7 5523306655233066 + Missense_MutationSNP C

TNRC18 84629 37 7 5352791 5352791 + Silent SNP G

GAB4 128954 37 22 1744571017445710 + Silent SNP C

PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7320569773205697 + Missense_MutationSNP C

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

MEGF8 1954 37 19 4286308342863083 + Missense_MutationSNP G

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

LST3 0 37 12 2119641121196411 + Missense_MutationSNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

DDR1 780 37 6 3085885730858857 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TPTE 7179 37 21 1090698910906989 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7320546373205463 + Missense_MutationSNP G

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

MT-ND2 4536 37 MT 5393 5393 + Silent SNP T

MT-ND5 4540 37 MT 13506 13506 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

SLCO1B3 28234 37 12 2101573721015737 + Missense_MutationSNP C

DMD 1756 37 X 3271611032716110 + Silent SNP C

ZNF554 115196 37 19 2834595 2834595 + Silent SNP C

EGFR 1956 37 7 5521440555214405 + Silent SNP G

ZNF48 197407 37 16 3040896130408961 + Silent SNP C

MEGF8 1954 37 19 4287308942873089 + Silent SNP G

ARID2 196528 37 12 4620525546205255 + Silent SNP A

KMT2D 8085 37 12 4942544349425443 + Missense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

MT-CO1 4512 37 MT 6548 6548 + Silent SNP C

MT-ND5 4540 37 MT 13789 13789 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ZNF133 7692 37 20 1829607618296076 + Missense_MutationSNP G

MT-CO1 4512 37 MT 7389 7389 + Missense_MutationSNP T

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

MT-CO1 4512 37 MT 6378 6378 + Silent SNP T



CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

WNK1 65125 37 12 999651 999651 + Silent SNP A

PTEN 5728 37 10 8972073189720731 + Missense_MutationSNP T

APOBR 55911 37 16 2850914428509144 + Missense_MutationSNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

CBL 867 37 11 1.19E+08 1.19E+08 + Silent SNP C

DMD 1756 37 X 3246665432466654 + Silent SNP G

MLLT3 4300 37 9 2041381320413813 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

ADAMTS7 11173 37 15 7905798979057989 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14560 14560 + Silent SNP G

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP G

CCDC30 728621 37 1 4311185343111853 + Silent SNP G

ZNF343 79175 37 20 2464234 2464234 + Missense_MutationSNP G

CTNND2 1501 37 5 1123691411236914 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Splice_Site SNP C

FAT3 120114 37 11 9249517492495174 + Silent SNP G

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

MT-ATP6 4508 37 MT 8701 8701 + Missense_MutationSNP A

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

ALPK2 115701 37 18 5624740456247404 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MT-CYB 4519 37 MT 14769 14769 + Missense_MutationSNP A

DLC1 10395 37 8 1295764712957647 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP C

MT-ATP8 4509 37 MT 8468 8468 + Silent SNP C

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

ZNF793 390927 37 19 3802857938028579 + Missense_MutationSNP G

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

APOBR 55911 37 16 2850948228509482 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

MT-ND5 4540 37 MT 13105 13105 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

HSPH1 10808 37 13 3171797331717973 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

CRIPAK 285464 37 4 1389076 1389076 + Silent SNP C

MT-CO1 4512 37 MT 6989 6989 + Silent SNP A

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

NAP1L3 4675 37 X 9292811492928114 + Missense_MutationSNP T

POTEC 388468 37 18 1453497414534974 + Silent SNP A

TERT 0 37 5 1279505 1279505 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ATRX 546 37 X 7689144676891446 + Silent SNP A

COG6 57511 37 13 4026174940261749 + Missense_MutationSNP C

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

NAP1L3 4675 37 X 9292810792928107 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP T

MT-ND1 4535 37 MT 3308 3308 + Splice_Site SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

ARHGEF2864283 37 5 7320546373205463 + Missense_MutationSNP G

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

RAG1 5896 37 11 3659504336595043 + Silent SNP A

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KDM6B 23135 37 17 7750936 7750936 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7906417079064170 + Splice_Site SNP C

BRCA2 675 37 13 3290750432907504 + Missense_MutationSNP C



DDR1 780 37 6 3085707230857072 + Silent SNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

NBEA 26960 37 13 3564495235644952 + Silent SNP A

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

ZNF436 80818 37 1 2368908323689083 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

ADAMTS7 11173 37 15 7905801779058017 + Silent SNP G

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

TPTE 7179 37 21 1090694710906947 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

NBEA 26960 37 13 3622987336229873 + Silent SNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

TNRC18 84629 37 7 5352949 5352949 + Missense_MutationSNP G

ARHGEF2864283 37 5 7320571773205717 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

APOBR 55911 37 16 2850642828506428 + Silent SNP C

POTEH 23784 37 22 1628764916287649 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

CHEK2 11200 37 22 2913045829130458 + Silent SNP T



PREX2 80243 37 8 6886472868864728 + Silent SNP G

PRAMEF26645359 37 1 1321911713219117 + Silent SNP T

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

NBEA 26960 37 13 3573597635735976 + Silent SNP A

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

RIPK3 11035 37 14 2480690224806902 + Splice_Site SNP G

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

FGFR3 2261 37 4 1803251 1803251 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

TPRXL 0 37 3 1410610114106101 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

ADAMTS7 11173 37 15 7905477379054773 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

GOLGA8K 653125 37 15 3268640932686409 + Missense_MutationSNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP A

TERT 0 37 5 1255520 1255520 + Silent SNP G

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

RIPK3 11035 37 14 2480722124807221 + Silent SNP G

NF1 4763 37 17 2965293129652931 + Silent SNP G

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

ALPK2 115701 37 18 5620479656204796 + Missense_MutationSNP T

NUP155 9631 37 5 3733372737333727 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

UNC13D 201294 37 17 7383932673839326 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G



SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ZNF135 7694 37 19 5857964058579640 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7634990076349900 + Silent SNP T

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

FGFR3 2261 37 4 1803236 1803236 + Silent SNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Missense_MutationSNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7906864979068649 + Silent SNP G

ZNF135 7694 37 19 5857969758579697 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

UNC13D 201294 37 17 7383913773839137 + Silent SNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GOLGA8J 653073 37 15 3038429030384290 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

FGFR3 2261 37 4 1801219 1801219 + Silent SNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

RIPK3 11035 37 14 2480838824808388 + Silent SNP A



ZNF12 7559 37 7 6731672 6731672 + Missense_MutationSNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

TP53 7157 37 17 7569542 7569542 + Silent SNP G

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

ALPK2 115701 37 18 5620479456204794 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

WNK1 65125 37 12 988894 988894 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

KDM6B 23135 37 17 7749954 7749954 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

PRAMEF13400736 37 1 1344830313448303 + Missense_MutationSNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7320569773205697 + Missense_MutationSNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Splice_Site SNP G

TPTE 7179 37 21 1092193410921934 + Splice_Site SNP C

GAB2 9846 37 11 7793044777930447 + Silent SNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

ALPK2 115701 37 18 5620247056202470 + Missense_MutationSNP G

WNK1 65125 37 12 989161 989161 + Silent SNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T



POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

BRCA2 675 37 13 3290742532907425 + Missense_MutationSNP A

KMT2D 8085 37 12 4942791949427919 + Silent SNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11440 11440 + Silent SNP G

CREBBP 1387 37 16 3778337 3778337 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

TUBB2A 7280 37 6 3154882 3154882 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

PRSS1 5644 37 7 1.42E+08 1.42E+08 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP C

DMD 1756 37 X 3149643131496431 + Missense_MutationSNP T

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

APOBR 55911 37 16 2850642828506428 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

ARHGEF2864283 37 5 7307250473072504 + Silent SNP A

ESRP1 54845 37 8 9565840795658407 + Silent SNP A

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Missense_MutationSNP T

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

CELF3 11189 37 1 1.52E+08 1.52E+08 + Silent SNP C

PPP1R3F 89801 37 X 4913791649137916 + Missense_MutationSNP T

KDM4D 55693 37 11 9473160194731601 + Missense_MutationSNP C

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

SMARCA4 6597 37 19 1109839711098397 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

POTEF 728378 37 2 1.31E+08 1.31E+08 + Silent SNP G

ARHGEF2864283 37 5 7320728873207288 + Silent SNP C

GOLGA8S 0 37 15 2360538823605388 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Silent SNP A

MT-CYB 4519 37 MT 15514 15514 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T



ZNF33B 7582 37 10 4308933143089331 + Missense_MutationSNP T

POTEH 23784 37 22 1626696416266964 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PRAMEF11440560 37 1 1288718912887189 + Missense_MutationSNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP G

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293950412939504 + Missense_MutationSNP A

TUBB8 347688 37 10 94004 94004 + Missense_MutationSNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Silent SNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

GAB2 9846 37 11 7796139477961394 + Silent SNP A

MEGF8 1954 37 19 4285874842858748 + Silent SNP C

FGFR3 2261 37 4 1808592 1808592 + Missense_MutationSNP C

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

ZNF33A 7581 37 10 3834412538344125 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

KCNA5 3741 37 12 5153928 5153928 + Silent SNP G

DDR1 780 37 6 3085655530856555 + Missense_MutationSNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905931379059313 + Silent SNP G

ZFP41 286128 37 8 1.44E+08 1.44E+08 + Silent SNP G

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1294224412942244 + Silent SNP A

TUBB8 347688 37 10 93635 93635 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEM 641455 37 14 2001996220019962 + Missense_MutationSNP C

KMT2D 8085 37 12 4942453449424534 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

COQ6 51004 37 14 7442025274420252 + Missense_MutationSNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP T

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

POTEG 404785 37 14 1955349419553494 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CLOCK 9575 37 4 5631924456319244 + Missense_MutationSNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

PRAMEF1 65121 37 1 1285406812854068 + Missense_MutationSNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

TUBB8 347688 37 10 93714 93714 + Silent SNP A

PEX1 5189 37 7 9212065392120653 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

MT-CO3 4514 37 MT 9540 9540 + Silent SNP T

RP11-683L23.10 37 18 47962 47962 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

ALPK2 115701 37 18 5620492656204926 + Silent SNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G

ZNF250 58500 37 8 1.46E+08 1.46E+08 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MT-ND4 4538 37 MT 10873 10873 + Silent SNP T

AGGF1 55109 37 5 7632676476326764 + Missense_MutationSNP A

NUP155 9631 37 5 3733372737333727 + Silent SNP A

THAP11 57215 37 16 6787677867876778 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

MTOR 2475 37 1 1119064611190646 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4944604049446040 + Missense_MutationSNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154595311545953 + Silent SNP G



HELZ2 85441 37 20 6220092962200929 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

NRG1 3084 37 8 3149797331497973 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

SNAPC4 6621 37 9 1.39E+08 1.39E+08 + Silent SNP G

MAML3 55534 37 4 1.41E+08 1.41E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LST3 0 37 12 2124303521243035 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP T

ACAN 176 37 15 8938200989382009 + Silent SNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

CTNNB1 1499 37 3 4127535041275350 + Silent SNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

MT-CO2 4513 37 MT 7819 7819 + Silent SNP C

SLCO1B3 28234 37 12 2101570621015706 + Missense_MutationSNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CAST 831 37 5 9609800396098003 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293953512939535 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

MT-CYB 4519 37 MT 14769 14769 + Missense_MutationSNP A

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Missense_MutationSNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

BBS2 583 37 16 5653538056535380 + Silent SNP A

PRAMEF18391003 37 1 1347497413474974 + Silent SNP G

POTEM 641455 37 14 2001996120019961 + Missense_MutationSNP T

NRG1 3084 37 8 3262163132621631 + Missense_MutationSNP G

FGFR3 2261 37 4 1803251 1803251 + Silent SNP T

HKR1 284459 37 19 3785404037854040 + Missense_MutationSNP G

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

COBL 23242 37 7 5128754251287542 + Silent SNP C



RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP A

KDM6A 7403 37 X 4494915344949153 + Silent SNP T

ADAMTS7 11173 37 15 7906417079064170 + Splice_Site SNP C

DMD 1756 37 X 3149642631496426 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

PTPN13 0 37 4 8769399287693992 + Missense_MutationSNP T

COBL 23242 37 7 5109699251096992 + Missense_MutationSNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

POTEC 388468 37 18 1452496614524966 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

MT-CYB 4519 37 MT 15301 15301 + Silent SNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

PPP1R3F 89801 37 X 4912671449126714 + Silent SNP C

MT-ND1 4535 37 MT 3396 3396 + Silent SNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

COBL 23242 37 7 5109636151096361 + Missense_MutationSNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

TUBB8 347688 37 10 93943 93943 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7905477379054773 + Silent SNP G

NRG1 3084 37 8 3261775232617752 + Missense_MutationSNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

GOLGA8S 0 37 15 2360545223605452 + Missense_MutationSNP C

PPP1R3F 89801 37 X 4914298749142987 + Missense_MutationSNP C

HELZ2 85441 37 20 6220030762200307 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

TUBB 203068 37 6 3069149030691490 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C



MTOR 2475 37 1 1118132711181327 + Silent SNP C

RGPD1 400966 37 2 8721404587214045 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

DLC1 10395 37 8 1335662113356621 + Missense_MutationSNP T

KLF4 9314 37 9 1.1E+08 1.1E+08 + Silent SNP G

MT-CO3 4514 37 MT 9950 9950 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRDM9 56979 37 5 2352121223521212 + Silent SNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7906864979068649 + Silent SNP G

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

HELZ2 85441 37 20 6219572662195726 + Silent SNP G

HELZ2 85441 37 20 6219635062196350 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

MT-ATP6 4508 37 MT 8527 8527 + Splice_Site SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SCN5A 6331 37 3 3859301538593015 + Silent SNP G

KCNA5 3741 37 12 5154463 5154463 + Missense_MutationSNP G

MT-ND1 4535 37 MT 3505 3505 + Missense_MutationSNP A

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Silent SNP C

LST3 0 37 12 2119641121196411 + Missense_MutationSNP A

MEGF8 1954 37 19 4286338142863381 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293949512939495 + Missense_MutationSNP A

EVPL 2125 37 17 7401783674017836 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TUBB8 347688 37 10 93827 93827 + Missense_MutationSNP T

DDR1 780 37 6 3085885730858857 + Silent SNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

HELZ2 85441 37 20 6219478562194785 + Missense_MutationSNP C

HELZ2 85441 37 20 6219452862194528 + Silent SNP G

POTEC 388468 37 18 1451373414513734 + Missense_MutationSNP C

BRCA2 675 37 13 3294466732944667 + Silent SNP A

SACS 26278 37 13 2391508923915089 + Missense_MutationSNP G



DDR1 780 37 6 3085707230857072 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

DMD 1756 37 X 3271611032716110 + Silent SNP C

NRG1 3084 37 8 3262180532621805 + Missense_MutationSNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

ZNF48 197407 37 16 3040896130408961 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

BRCA2 675 37 13 3297288432972884 + Missense_MutationSNP A

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905801779058017 + Silent SNP G

NF1 4763 37 17 2956277929562779 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

SLCO1B3 28234 37 12 2096868320968683 + Missense_MutationSNP A

RP11-683L23.10 37 18 47882 47882 +Nonsense_MutationSNP G

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ZNF169 169841 37 9 9706267797062677 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

RP11-683L23.10 37 18 48940 48940 + Splice_Site SNP C

CAST 831 37 5 9607938796079387 + Silent SNP C

HELZ2 85441 37 20 6219190762191907 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 8701 8701 + Missense_MutationSNP A

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

ERBB2 2064 37 17 3787205037872050 + Silent SNP A

HELZ2 85441 37 20 6219451062194510 + Missense_MutationSNP T

UNC13D 201294 37 17 7383913773839137 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

GLTSCR1 29998 37 19 4818285948182859 + Silent SNP G

MAML3 55534 37 4 1.41E+08 1.41E+08 + Silent SNP C

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP T

FCN2 2220 37 9 1.38E+08 1.38E+08 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4218 4218 + Silent SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C



BRCA2 675 37 13 3291229932912299 + Silent SNP T

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

UNC13D 201294 37 17 7383631773836317 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

UNC13D 201294 37 17 7383101673831016 + Silent SNP G

DLC1 10395 37 8 1294785612947856 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP G

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

KMT2D 8085 37 12 4942285749422857 + Silent SNP C

NEGR1 257194 37 1 7207679572076795 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TP53 7157 37 17 7569546 7569546 + Missense_MutationSNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

MT-ATP6 4508 37 MT 8932 8932 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

FRG1B 0 37 20 2962840629628406 + Missense_MutationSNP A

PRDM2 7799 37 1 1410912214109122 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293949512939495 + Missense_MutationSNP A

PRAMEF18391003 37 1 1347497413474974 + Silent SNP G

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

ARHGEF2864283 37 5 7323668073236680 + Missense_MutationSNP T

ANKRD26 22852 37 10 2738231427382314 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293978212939782 + Silent SNP A

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G



EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

MEGF8 1954 37 19 4284045142840451 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

FRG1 2483 37 4 1.91E+08 1.91E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Splice_Site SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RAG1 5896 37 11 3659620036596200 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

NBEA 26960 37 13 3564495235644952 + Silent SNP A

PRAME 23532 37 22 2289339422893394 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

FGFR4 2264 37 5 1.77E+08 1.77E+08 + Silent SNP C

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PEX1 5189 37 7 9213249392132493 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP G

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T



ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

TUBB8 347688 37 10 95129 95129 + Missense_MutationSNP C

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

NBEA 26960 37 13 3573597635735976 + Silent SNP A

PREX2 80243 37 8 6900926869009268 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

MT-ND2 4536 37 MT 5024 5024 + Silent SNP C

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

NF1 4763 37 17 2948310829483108 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-ND3 4537 37 MT 10101 10101 + Silent SNP T

PRAMEF4 400735 37 1 1293985112939851 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

PRAMEF11440560 37 1 1288531812885318 + Missense_MutationSNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

POTEG 404785 37 14 1957313419573134 + Missense_MutationSNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

AC087645.1 0 37 17 7621994576219945 + Missense_MutationSNP T

ATXN2 6311 37 12 1.12E+08 1.12E+08 + Silent SNP C

PRAMEF17391004 37 1 1371685513716855 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A



RP11-683L23.10 37 18 47948 47948 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7634990076349900 + Silent SNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ERBB3 2065 37 12 5649562956495629 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

SCN10A 6336 37 3 3874000138740001 + Silent SNP C

PRB3 5544 37 12 1142059711420597 + Missense_MutationSNP C

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293950412939504 + Missense_MutationSNP A

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

NBEA 26960 37 13 3574768135747681 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP A

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

POTEH 23784 37 22 1627929216279292 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ACAN 176 37 15 8940113489401134 + Missense_MutationSNP T

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11353 11353 + Silent SNP T

KLF4 9314 37 9 1.1E+08 1.1E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

NF2 4771 37 22 3003273930032739 + Splice_Site SNP G

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

PRAMEF2 65122 37 1 1291911112919111 + Missense_MutationSNP G



SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1291889112918891 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ACAN 176 37 15 8938890589388905 + Silent SNP C

ZNF774 342132 37 15 9090361890903618 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PBRM1 55193 37 3 5264334352643343 + Silent SNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

SACS 26278 37 13 2390916223909162 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TPTE 7179 37 21 1097000810970008 + Splice_Site SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

EGFR 1956 37 7 5525945055259450 + Silent SNP C

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

ERBB3 2065 37 12 5649563056495630 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

TPTE 7179 37 21 1097001710970017 + Silent SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

NBEA 26960 37 13 3578293835782938 + Missense_MutationSNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14384 14384 + Missense_MutationSNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G



GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

BAP1 8314 37 3 5243924052439240 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

PRAMEF4 400735 37 1 1293953512939535 + Missense_MutationSNP C

TUBB8 347688 37 10 93635 93635 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

ZNF48 197407 37 16 3040896130408961 + Silent SNP C

MT-ND5 4540 37 MT 12372 12372 + Silent SNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

MT-ND2 4536 37 MT 4529 4529 + Silent SNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

MT-ATP6 4508 37 MT 8670 8670 + Nonstop_MutationSNP A

KMT2D 8085 37 12 4942181149421811 + Missense_MutationSNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

HKR1 284459 37 19 3785419737854197 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818385548183855 + Silent SNP C

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

KDM6B 23135 37 17 7752523 7752523 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

HELZ2 85441 37 20 6219650962196509 + Silent SNP G

POTEC 388468 37 18 1452496614524966 + Silent SNP T

COBL 23242 37 7 5109725551097255 + Missense_MutationSNP G

GNL3 26354 37 3 5272773652727736 + Silent SNP A

PBRM1 55193 37 3 5266863852668638 + Silent SNP G

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

POTEC 388468 37 18 1453498014534980 + Silent SNP G



PBRM1 55193 37 3 5264368552643685 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Silent SNP T

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ATXN1 6310 37 6 1632731416327314 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

ZNF133 7692 37 20 1829607618296076 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

MT-ND2 4536 37 MT 4481 4481 + Silent SNP G

DMD 1756 37 X 3258385032583850 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

APOBR 55911 37 16 2850648428506484 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

MT-ND5 4540 37 MT 13780 13780 + Missense_MutationSNP A

RIPK3 11035 37 14 2480690224806902 + Splice_Site SNP G

TPTE 7179 37 21 1094196610941966 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

CCND1 595 37 11 6946285669462856 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-CYB 4519 37 MT 15043 15043 + Silent SNP G



NCOA3 8202 37 20 4627982746279827 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

RIPK3 11035 37 14 2480722124807221 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MT-ND3 4537 37 MT 10238 10238 + Silent SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

CAST 831 37 5 9603156996031569 + Silent SNP A

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905180179051801 + Missense_MutationSNP C

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13662 13662 + Silent SNP C

TPTE2 93492 37 13 2003967920039679 +Nonsense_MutationSNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

PRAMEF26645359 37 1 1321956513219565 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KMT2D 8085 37 12 4943401849434018 + Missense_MutationSNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T



POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

TPTE2 93492 37 13 2004819720048197 + Silent SNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP C

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

MT-ATP8 4509 37 MT 8519 8519 + Missense_MutationSNP G

SLTM 79811 37 15 5917596559175965 + Silent SNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

TAB3 257397 37 X 3087324530873245 + Silent SNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12501 12501 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

KDM4D 55693 37 11 9473173394731733 + Silent SNP C

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MEGF8 1954 37 19 4285246642852466 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MT-CO3 4514 37 MT 9941 9941 + Silent SNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

MT-CO3 4514 37 MT 9977 9977 + Silent SNP T

PBRM1 55193 37 3 5266877652668776 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

RIPK3 11035 37 14 2480838824808388 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T



PTPN13 0 37 4 8772896287728962 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

ZNF48 197407 37 16 3040896130408961 + Silent SNP C

MT-ND1 4535 37 MT 4113 4113 + Silent SNP G

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

KDM6B 23135 37 17 7750010 7750010 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ZSCAN5C 649137 37 19 5672036256720362 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

NF2 4771 37 22 3006941730069417 +Nonsense_MutationSNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T



ZNF48 197407 37 16 3040896130408961 + Silent SNP C

BRCA2 675 37 13 3293679432936794 + Missense_MutationSNP T

PRAME 23532 37 22 2289339422893394 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

LST3 0 37 12 2124300121243001 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

TNRC18 84629 37 7 5352949 5352949 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1454268814542688 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

TUBB8 347688 37 10 93831 93831 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A



ALPK2 115701 37 18 5620464456204644 + Silent SNP T

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

ADAMTS7 11173 37 15 7908907479089074 + Missense_MutationSNP C

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

HELZ2 85441 37 20 6219602062196020 + Silent SNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

SLTM 79811 37 15 5920583059205830 + Silent SNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905798979057989 + Missense_MutationSNP C

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

POTEC 388468 37 18 1454309814543098 + Silent SNP C

PTPN13 0 37 4 8767223587672235 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

POTEG 404785 37 14 1955349419553494 + Silent SNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G



FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

SLTM 79811 37 15 5917596559175965 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

HELZ2 85441 37 20 6219063062190630 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

KCNA7 3743 37 19 4957351849573518 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

PTPN13 0 37 4 8772491087724910 + Missense_MutationSNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

DLC1 10395 37 8 1295814512958145 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

BRCA2 675 37 13 3293680932936809 + Missense_MutationSNP T

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

PLAT 5327 37 8 4203783242037832 + Missense_MutationSNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

PRB3 5544 37 12 1142038711420387 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

MT-ND6 4541 37 MT 14470 14470 + Silent SNP T

ALPK2 115701 37 18 5624715256247152 + Missense_MutationSNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G



FBXL3 26224 37 13 7759282977592829 + Missense_MutationSNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

BRCA2 675 37 13 3294517232945172 + Missense_MutationSNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

TUBB8 347688 37 10 93635 93635 + Missense_MutationSNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

TUBB4A 10382 37 19 6495589 6495589 + Silent SNP G

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

CDRT1 374286 37 17 1552255015522550 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

POTEG 404785 37 14 1955349419553494 + Silent SNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

NRG1 3084 37 8 3261197032611970 + Missense_MutationSNP G

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

TPTE 7179 37 21 1090698910906989 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C



PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

KMT2D 8085 37 12 4942791949427919 + Silent SNP T

APOBR 55911 37 16 2850724528507245 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

CHD2 1106 37 15 9348905293489052 + Splice_Site SNP T

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

MT-ND4 4538 37 MT 11377 11377 + Silent SNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

POTEG 404785 37 14 1956601119566011 + Splice_Site SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

NBEA 26960 37 13 3624251336242513 + Silent SNP C

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

PAF1 54623 37 19 3987664639876646 + Missense_MutationSNP A

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

CTNND2 1501 37 5 1139718811397188 + Silent SNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

TMIGD1 388364 37 17 2865184028651840 + Missense_MutationSNP C

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

KLF4 9314 37 9 1.1E+08 1.1E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4820530448205304 + Silent SNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

ZNF12 7559 37 7 6731672 6731672 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C



KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

PAGE1 8712 37 X 4945878149458781 + Silent SNP G

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

PRAMEF4 400735 37 1 1293979412939794 + Silent SNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090607230906072 + Splice_Site SNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

GAGE2A 729447 37 X 4935584049355840 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PRAMEF4 400735 37 1 1294172312941723 + Missense_MutationSNP T

TPTE 7179 37 21 1097001710970017 + Silent SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

GOLGA6B 55889 37 15 7295366772953667 + Silent SNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

GAB2 9846 37 11 7793616677936166 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 9093 9093 + Silent SNP A

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

PRDM2 7799 37 1 1409957414099574 + Splice_Site SNP G

PLAT 5327 37 8 4204496542044965 + Missense_MutationSNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

RAG1 5896 37 11 3659773436597734 + Silent SNP A

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

PRDM2 7799 37 1 1410592214105922 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRDM2 7799 37 1 1410529114105291 + Missense_MutationSNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

ALPK2 115701 37 18 5620352056203520 + Missense_MutationSNP G

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C



PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

SLCO1B3 28234 37 12 2103380421033804 + Silent SNP A

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PTPN13 0 37 4 8772497087724970 + Missense_MutationSNP G

POTEG 404785 37 14 1955349419553494 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

ERBB3 2065 37 12 5649396056493960 + Missense_MutationSNP C

ARHGEF2864283 37 5 7320546373205463 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

ERBB3 2065 37 12 5649396456493964 + Missense_MutationSNP A

CCNB1 891 37 5 6847124768471247 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

POTEC 388468 37 18 1453498014534980 + Silent SNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PAK1 5058 37 11 7709093977090939 + Splice_Site SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

WI2-3308P17.20 37 1 1305289513052895 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A



GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

APOBR 55911 37 16 2850642828506428 + Silent SNP C

MT-ND5 4540 37 MT 13827 13827 + Silent SNP A

SMARCA2 6595 37 9 2039593 2039593 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

MYBL1 4603 37 8 6747843167478431 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Splice_Site SNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

ZNF169 169841 37 9 9706262297062622 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

TP53 7157 37 17 7569542 7569542 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ADAMTS7 11173 37 15 7905180179051801 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905184679051846 + Missense_MutationSNP T

FRG1B 0 37 20 2962322029623220 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T



CADM1 23705 37 11 1.15E+08 1.15E+08 + Silent SNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

MT-ND5 4540 37 MT 13617 13617 + Silent SNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

NDRG1 10397 37 8 1.34E+08 1.34E+08 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

MT-CYB 4519 37 MT 14793 14793 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

TUBB4A 10382 37 19 6495223 6495223 + Silent SNP C

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

SACS 26278 37 13 2390916223909162 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP G

PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

WNK1 65125 37 12 987453 987453 +Nonsense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

MT-ND5 4540 37 MT 13928 13928 + Missense_MutationSNP G



ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

ARHGEF2864283 37 5 7323673973236739 + Silent SNP G

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

WI2-3308P17.20 37 1 1305294613052946 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

MT-ND5 4540 37 MT 13015 13015 + Silent SNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP C

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

SLCO1B3 28234 37 12 2103380421033804 + Silent SNP A

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PTPN13 0 37 4 8772497087724970 + Missense_MutationSNP G

POTEG 404785 37 14 1955349419553494 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C



RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

ERBB3 2065 37 12 5649396056493960 + Missense_MutationSNP C

ARHGEF2864283 37 5 7320546373205463 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

ERBB3 2065 37 12 5649396456493964 + Missense_MutationSNP A

CCNB1 891 37 5 6847124768471247 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

POTEC 388468 37 18 1453498014534980 + Silent SNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PAK1 5058 37 11 7709093977090939 + Splice_Site SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

WI2-3308P17.20 37 1 1305289513052895 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

APOBR 55911 37 16 2850642828506428 + Silent SNP C

MT-ND5 4540 37 MT 13827 13827 + Silent SNP A

SMARCA2 6595 37 9 2039593 2039593 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G



MYBL1 4603 37 8 6747843167478431 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Splice_Site SNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

ZNF169 169841 37 9 9706262297062622 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

TP53 7157 37 17 7569542 7569542 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ADAMTS7 11173 37 15 7905180179051801 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905184679051846 + Missense_MutationSNP T

FRG1B 0 37 20 2962322029623220 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CADM1 23705 37 11 1.15E+08 1.15E+08 + Silent SNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

MT-ND5 4540 37 MT 13617 13617 + Silent SNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

NDRG1 10397 37 8 1.34E+08 1.34E+08 + Missense_MutationSNP C



SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

MT-CYB 4519 37 MT 14793 14793 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

TUBB4A 10382 37 19 6495223 6495223 + Silent SNP C

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

SACS 26278 37 13 2390916223909162 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP G

PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

WNK1 65125 37 12 987453 987453 +Nonsense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

MT-ND5 4540 37 MT 13928 13928 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

ARHGEF2864283 37 5 7323673973236739 + Silent SNP G

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

WI2-3308P17.20 37 1 1305294613052946 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

MT-ND5 4540 37 MT 13015 13015 + Silent SNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP C

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C



POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ERBB3 2065 37 12 5649093756490937 + Silent SNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

POTEG 404785 37 14 1955349419553494 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PRAMEF10343071 37 1 1295496712954967 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP G



RP11-683L23.10 37 18 48371 48371 + Silent SNP G

PRB3 5544 37 12 1142051311420513 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP G

TERT 0 37 5 1254594 1254594 + Missense_MutationSNP C

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

EGFR 1956 37 7 5523808755238087 + Silent SNP C

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

DDR1 780 37 6 3086031330860313 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

KLF10 7071 37 8 1.04E+08 1.04E+08 + Silent SNP C

CHEK2 11200 37 22 2913045829130458 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

TSC2 7249 37 16 2134492 2134492 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GOLGA8S 0 37 15 2360653223606532 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

ADAMTS7 11173 37 15 7905900179059001 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A



RP11-683L23.10 37 18 48125 48125 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

PRDM2 7799 37 1 1410793214107932 + Silent SNP C

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

TPTE 7179 37 21 1094271710942717 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT3 120114 37 11 9249503692495036 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CCNB1 891 37 5 6847124768471247 + Silent SNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

KCNA5 3741 37 12 5153694 5153694 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

PRDM9 56979 37 5 2352752823527528 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

SACS 26278 37 13 2391488623914886 + Silent SNP T

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

ACAN 176 37 15 8941474989414749 + Silent SNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G



ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

SACS 26278 37 13 2390916223909162 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

POTEF 728378 37 2 1.31E+08 1.31E+08 +Nonsense_MutationSNP G

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

PRB3 5544 37 12 1142038711420387 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

POTEC 388468 37 18 1451378614513786 + Splice_Site SNP T

MT-ATP6 4508 37 MT 8975 8975 + Missense_MutationSNP T

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PBRM1 55193 37 3 5263763152637631 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

NCOA3 8202 37 20 4627986646279866 + Silent SNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A



FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ERBB3 2065 37 12 5649093756490937 + Silent SNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

POTEG 404785 37 14 1955349419553494 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PRAMEF10343071 37 1 1295496712954967 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

PRB3 5544 37 12 1142051311420513 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP G

TERT 0 37 5 1254594 1254594 + Missense_MutationSNP C

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

EGFR 1956 37 7 5523808755238087 + Silent SNP C

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

DDR1 780 37 6 3086031330860313 + Missense_MutationSNP A



HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

KLF10 7071 37 8 1.04E+08 1.04E+08 + Silent SNP C

CHEK2 11200 37 22 2913045829130458 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

TSC2 7249 37 16 2134492 2134492 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GOLGA8S 0 37 15 2360653223606532 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

ADAMTS7 11173 37 15 7905900179059001 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A



PRDM2 7799 37 1 1410793214107932 + Silent SNP C

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

TPTE 7179 37 21 1094271710942717 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT3 120114 37 11 9249503692495036 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CCNB1 891 37 5 6847124768471247 + Silent SNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

KCNA5 3741 37 12 5153694 5153694 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

PRDM9 56979 37 5 2352752823527528 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

SACS 26278 37 13 2391488623914886 + Silent SNP T

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

ACAN 176 37 15 8941474989414749 + Silent SNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

SACS 26278 37 13 2390916223909162 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

POTEF 728378 37 2 1.31E+08 1.31E+08 +Nonsense_MutationSNP G

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

PRB3 5544 37 12 1142038711420387 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C



GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

POTEC 388468 37 18 1451378614513786 + Splice_Site SNP T

MT-ATP6 4508 37 MT 8975 8975 + Missense_MutationSNP T

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PBRM1 55193 37 3 5263763152637631 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

NCOA3 8202 37 20 4627986646279866 + Silent SNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

PELP1 27043 37 17 4575567 4575567 + Missense_MutationSNP C

ARHGEF2864283 37 5 7320545573205455 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

PRDM2 7799 37 1 1407594714075947 + Missense_MutationSNP C

KMT2D 8085 37 12 4942791949427919 + Silent SNP T

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

RABEP1 9135 37 17 5276611 5276611 + Silent SNP G

PRKAR1A 5573 37 17 6651162766511627 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

APOBR 55911 37 16 2850642828506428 + Silent SNP C

BRCA2 675 37 13 3290698032906980 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

HTT 3064 37 4 3076657 3076657 + Silent SNP G

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C



HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

ALPK2 115701 37 18 5620383756203837 + Silent SNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

PRAMEF2 65122 37 1 1291908112919081 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905915679059156 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

BRCA2 675 37 13 3291072132910721 + Silent SNP T

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

BRCA2 675 37 13 3290648032906480 + Missense_MutationSNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

HSPH1 10808 37 13 3172421231724212 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

FRG1B 0 37 20 2962595529625955 +Nonsense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

SACS 26278 37 13 2390916223909162 + Silent SNP A

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ALPK2 115701 37 18 5620223156202231 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

BRCA2 675 37 13 3291146332911463 + Missense_MutationSNP A



PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

MT-CO1 4512 37 MT 6528 6528 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

NBEA 26960 37 13 3564495235644952 + Silent SNP A

KLF1 10661 37 19 1299692912996929 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

TERT 0 37 5 1293767 1293767 + Missense_MutationSNP G

POTEC 388468 37 18 1453498014534980 + Silent SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

EVC 2121 37 4 5733278 5733278 + Missense_MutationSNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

PREX2 80243 37 8 6886472868864728 + Silent SNP G

NBEA 26960 37 13 3573597635735976 + Silent SNP A

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

NUP155 9631 37 5 3737105937371059 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

MT-CYB 4519 37 MT 15884 15884 + Missense_MutationSNP G

NEGR1 257194 37 1 7274808472748084 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

CADM1 23705 37 11 1.15E+08 1.15E+08 + Silent SNP C

WNK1 65125 37 12 974486 974486 + Missense_MutationSNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

NCOA3 8202 37 20 4627986046279860 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C



CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

ZFP41 286128 37 8 1.44E+08 1.44E+08 + Silent SNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

HKR1 284459 37 19 3785404037854040 + Missense_MutationSNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

MT-ND2 4536 37 MT 5046 5046 + Missense_MutationSNP G

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

MT-ND4 4538 37 MT 11674 11674 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

NBEA 26960 37 13 3622987336229873 + Silent SNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

POU3F2 5454 37 6 9928332999283329 + Missense_MutationSNP A

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF18391003 37 1 1347493413474934 + Missense_MutationSNP G

ATXN1 6310 37 6 1630685816306858 + Missense_MutationSNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G



DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP A

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

CLOCK 9575 37 4 5630167556301675 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MT-ND1 4535 37 MT 3505 3505 + Missense_MutationSNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

ZNF394 84124 37 7 9909159999091599 + Silent SNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12414 12414 + Silent SNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

DDR1 780 37 6 3085885730858857 + Silent SNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

ALPK2 115701 37 18 5620476856204768 + Missense_MutationSNP G

MT-ATP6 4508 37 MT 8994 8994 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

MT-ND4 4538 37 MT 11947 11947 + Silent SNP A

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

MT-CYB 4519 37 MT 15775 15775 + Silent SNP A

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

GOLGA6A 342096 37 15 7436509374365093 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

CLOCK 9575 37 4 5632536556325365 + Missense_MutationSNP G

PRAMEF26645359 37 1 1321911713219117 + Silent SNP T

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ESRP1 54845 37 8 9565431095654310 + Missense_MutationSNP C

MYBL1 4603 37 8 6747843167478431 + Missense_MutationSNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

COG6 57511 37 13 4029342840293428 + Missense_MutationSNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C



POTEF 728378 37 2 1.31E+08 1.31E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

MT-ND2 4536 37 MT 5460 5460 + Missense_MutationSNP G

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

ZNF793 390927 37 19 3802857938028579 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MT-ND3 4537 37 MT 10097 10097 + Silent SNP A

AC087645.1 0 37 17 7621973976219739 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1294320012943200 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

PREX2 80243 37 8 6903321269033212 + Missense_MutationSNP A

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

HELZ2 85441 37 20 6219296962192969 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

MTOR 2475 37 1 1118459311184593 + Silent SNP A

KMT2D 8085 37 12 4942453449424534 + Silent SNP G

PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CHD2 1106 37 15 9354548893545488 + Missense_MutationSNP T

MT-ND1 4535 37 MT 3921 3921 + Silent SNP C

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C



NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

PRB2 653247 37 12 1154677111546771 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1291896312918963 + Missense_MutationSNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

NBEA 26960 37 13 3622987336229873 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP T

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T



GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

APOBR 55911 37 16 2850976928509769 + Silent SNP G

HTT 3064 37 4 3076657 3076657 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

MT-ND6 4541 37 MT 14581 14581 + Silent SNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13129 13129 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MT-ND3 4537 37 MT 10238 10238 + Silent SNP T

MT-ND5 4540 37 MT 12501 12501 + Missense_MutationSNP G

COBL 23242 37 7 5109614751096147 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

KMT2D 8085 37 12 4944182149441821 + Missense_MutationSNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

ADAMTS7 11173 37 15 7905798979057989 + Missense_MutationSNP C

NCOA6 23054 37 20 3334574733345747 + Silent SNP T

MT-ND2 4536 37 MT 4960 4960 + Missense_MutationSNP C

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP G

CDC27 996 37 17 4521935445219354 + Silent SNP A

NBEA 26960 37 13 3612463136124631 + Silent SNP G



MTOR 2475 37 1 1118132711181327 + Silent SNP C

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

PRAMEF2 65122 37 1 1291962312919623 + Silent SNP C

MT-ND5 4540 37 MT 12822 12822 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PRB4 5545 37 12 1146115411461154 + Splice_Site SNP C

TNRC18 84629 37 7 5352949 5352949 + Missense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

MT-ATP6 4508 37 MT 8836 8836 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

PRAMEF4 400735 37 1 1294315612943156 + Silent SNP T

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

MTOR 2475 37 1 1128895011288950 + Silent SNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

TSC1 0 37 9 1.36E+08 1.36E+08 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

MT-ND2 4536 37 MT 4735 4735 + Missense_MutationSNP C

PRDM7 11105 37 16 9012887690128876 + Silent SNP A

MT-ATP8 4509 37 MT 8472 8472 + Missense_MutationSNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

RAG1 5896 37 11 3659620036596200 + Missense_MutationSNP G

PREX2 80243 37 8 6900281669002816 + Missense_MutationSNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEH 23784 37 22 1628764916287649 + Silent SNP G

MT-ND1 4535 37 MT 3760 3760 + Missense_MutationSNP T

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

HKR1 284459 37 19 3785397837853978 + Silent SNP C

PRB4 5545 37 12 1146121311461213 + Missense_MutationSNP C

CAST 831 37 5 9603156996031569 + Silent SNP A



HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MT-ND4 4538 37 MT 12092 12092 + Missense_MutationSNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

PRAMEF2 65122 37 1 1291907912919079 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MT-ND2 4536 37 MT 5471 5471 + Silent SNP G

TUBB1 81027 37 20 5759930357599303 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11928 11928 + Missense_MutationSNP A

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

HELZ2 85441 37 20 6219429862194298 + Silent SNP G

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ALPK2 115701 37 18 5620247056202470 + Missense_MutationSNP G

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

ADAMTS7 11173 37 15 7906979879069798 + Silent SNP G

NCOA3 8202 37 20 4627986046279860 + Silent SNP G

POTEM 641455 37 14 2001998420019984 + Silent SNP G

MT-ND5 4540 37 MT 13710 13710 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

PTPN13 0 37 4 8762262487622624 + Missense_MutationSNP G

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

POTEH 23784 37 22 1628737216287372 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP G

POTEG 404785 37 14 1955349419553494 + Silent SNP G



DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRD7 29117 37 16 5036866350368663 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

POTEG 404785 37 14 1955353019553530 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

MT-ND2 4536 37 MT 5021 5021 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

NRG1 3084 37 8 3250563332505633 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5523808755238087 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4284045142840451 + Silent SNP C

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

TUBB8 347688 37 10 93978 93978 + Silent SNP G

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C



MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

ATXN1 6310 37 6 1632821516328215 + Silent SNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5264361752643617 + Missense_MutationSNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2894766028947660 + Silent SNP C

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

CDKN2A 1029 37 9 2197091621970916 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

ZNF16 7564 37 8 1.46E+08 1.46E+08 + Missense_MutationSNP C



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PRDM9 56979 37 5 2352779423527794 + Missense_MutationSNP G

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

AC074212.3 0 37 19 4626496346264963 + Silent SNP C

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

ERBB2 2064 37 17 3786565937865659 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

MT-ND5 4540 37 MT 13105 13105 + Missense_MutationSNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

PRAMEF18391003 37 1 1347504313475043 + Silent SNP C



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

POTEH 23784 37 22 1628766116287661 + Silent SNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

MT-ND2 4536 37 MT 4580 4580 + Missense_MutationSNP G

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

KDM6B 23135 37 17 7751879 7751879 + Missense_MutationSNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

TUBB8 347688 37 10 93635 93635 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRAMEF11440560 37 1 1288498112884981 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

PRAMEF2 65122 37 1 1291896312918963 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

HKR1 284459 37 19 3785404037854040 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

NRG1 3084 37 8 3261197032611970 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G



ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

PRAME 23532 37 22 2289339422893394 + Missense_MutationSNP A

AC073343.1 0 37 7 6715661 6715661 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6604 6604 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PRAMEF18391003 37 1 1347504313475043 + Silent SNP C

GOLGA8O 728047 37 15 3273873232738732 + Silent SNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

GOLGA6B 55889 37 15 7295680072956800 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

PRDM2 7799 37 1 1410560514105605 + Missense_MutationSNP A

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

APOBR 55911 37 16 2850642828506428 + Silent SNP C

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

GOLGA8I 0 37 15 2325833723258337 +Nonsense_MutationSNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

CDC27 996 37 17 4523213745232137 + Silent SNP T

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

RIPK3 11035 37 14 2480690224806902 + Splice_Site SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C



HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

COBL 23242 37 7 5111134051111340 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP A

MEGF8 1954 37 19 4285717942857179 + Silent SNP C

SPTBN5 51332 37 15 4217148342171483 + Missense_MutationSNP G

RIPK3 11035 37 14 2480722124807221 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

NUP155 9631 37 5 3733372737333727 + Silent SNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP T

TUBB4A 10382 37 19 6495589 6495589 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KMT2D 8085 37 12 4942871749428717 + Splice_Site SNP G

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

PAF1 54623 37 19 3988001139880011 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP G



ALPK2 115701 37 18 5620239456202394 + Silent SNP C

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP G

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

SACS 26278 37 13 2391354923913549 + Missense_MutationSNP T

POTEG 404785 37 14 1955349419553494 + Silent SNP G

NCOA6 23054 37 20 3334574733345747 + Silent SNP T

PRB3 5544 37 12 1142059711420597 + Missense_MutationSNP C

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MEGF8 1954 37 19 4287490142874901 + Missense_MutationSNP G

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

SMARCA4 6597 37 19 1109725611097256 + Silent SNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11914 11914 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Missense_MutationSNP G

SLTM 79811 37 15 5917596559175965 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

ZNF793 390927 37 19 3802857938028579 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11470 11470 + Silent SNP A

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

MT-ATP6 4508 37 MT 9182 9182 + Missense_MutationSNP G

GOLGA8J 653073 37 15 3038427930384279 + Silent SNP G

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

FGFR3 2261 37 4 1808930 1808930 + Missense_MutationSNP G



HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

PREX2 80243 37 8 6900926869009268 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

GOLGA8M 653720 37 15 2895298028952980 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ZNF35 7584 37 3 4470131544701315 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2894742528947425 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

GOLGA8I 0 37 15 2326362123263621 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SCN4A 6329 37 17 6203460962034609 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

ACAN 176 37 15 8939301389393013 + Missense_MutationSNP C

RIPK3 11035 37 14 2480838824808388 + Silent SNP A

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

PAF1 54623 37 19 3987655639876556 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

MT-ND5 4540 37 MT 12954 12954 + Silent SNP T

ALPK2 115701 37 18 5620247056202470 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T



UNC13D 201294 37 17 7383073873830738 + Silent SNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

MT-ND4 4538 37 MT 10978 10978 + Silent SNP A

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293949512939495 + Missense_MutationSNP A

PRAMEF18391003 37 1 1347497413474974 + Silent SNP G

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRAMEF12390999 37 1 1283747512837475 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

TPTE2 93492 37 13 2002533620025336 + Silent SNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP T

LRRIQ3 127255 37 1 7464840874648408 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

DLC1 10395 37 8 1295814512958145 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

AGGF1 55109 37 5 7633138776331387 + Missense_MutationSNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MT-ND5 4540 37 MT 13392 13392 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

PRDM9 56979 37 5 2352450823524508 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

KLF1 10661 37 19 1299692912996929 + Missense_MutationSNP T



OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

SLCO1B3 28234 37 12 2103247521032475 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PAK1 5058 37 11 7709093977090939 + Splice_Site SNP C

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

PRAMEF18391003 37 1 1347493413474934 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

HTT 3064 37 4 3076657 3076657 + Silent SNP G

PRAMEF12390999 37 1 1283516812835168 + Missense_MutationSNP C

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

PRAMEF4 400735 37 1 1294299012942990 + Missense_MutationSNP A

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A



SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PRAMEF12390999 37 1 1283515812835158 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ARHGEF2864283 37 5 7304577373045773 + Missense_MutationSNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

SPTBN5 51332 37 15 4217148342171483 + Missense_MutationSNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

DDR1 780 37 6 3086783030867830 + Missense_MutationSNP T

AGGF1 55109 37 5 7633144976331449 + Missense_MutationSNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

GAB2 9846 37 11 7793034577930345 + Silent SNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

GOLGA8H 728498 37 15 3090225830902258 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

PAF1 54623 37 19 3988001139880011 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

LRRIQ3 127255 37 1 7450731574507315 + Missense_MutationSNP C

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

GOLGA8M 653720 37 15 2894783828947838 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP A

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

PRAMEF4 400735 37 1 1293950412939504 + Missense_MutationSNP A

PRB3 5544 37 12 1142059711420597 + Missense_MutationSNP C

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

MT-CO2 4513 37 MT 7789 7789 + Silent SNP G

ACAN 176 37 15 8941474189414741 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A



LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

CDKN2A 1029 37 9 2197091621970916 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

PRAMEF11440560 37 1 1288713412887134 + Silent SNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

ZKSCAN4 387032 37 6 2821323928213239 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

TSC2 7249 37 16 2134991 2134991 + Silent SNP C

PRAME 23532 37 22 2289932322899323 +De_novo_Start_OutOfFrameSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

FRG1B 0 37 20 2962826829628268 + Missense_MutationSNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

PRAMEF12390999 37 1 1283747112837471 + Missense_MutationSNP A

PAF1 54623 37 19 3987907139879071 + Silent SNP G

LRRIQ3 127255 37 1 7450694274506942 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

AC074212.3 0 37 19 4626496346264963 + Silent SNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

UNC13D 201294 37 17 7382649173826491 + Missense_MutationSNP G

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

SACS 26278 37 13 2390916223909162 + Silent SNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

HELZ2 85441 37 20 6219593362195933 + Silent SNP G



KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

ZNF554 115196 37 19 2834595 2834595 + Silent SNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955349419553494 + Silent SNP G

MT-ND4 4538 37 MT 11447 11447 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293953512939535 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

POTEG 404785 37 14 1955352419553524 + Silent SNP G

PRAME 23532 37 22 2289244922892449 + Missense_MutationSNP T

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

MT-CO2 4513 37 MT 7963 7963 + Silent SNP A

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

PRAMEF11440560 37 1 1288712112887121 + Missense_MutationSNP C

DMD 1756 37 X 3116540031165400 + Silent SNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

XPC 7508 37 3 1418880714188807 + Missense_MutationSNP G

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

PAGE1 8712 37 X 4945216649452166 + Splice_Site SNP T

GOLGA6C 653641 37 15 7555769175557691 + Silent SNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C



TPTE2 93492 37 13 2005667920056679 + Missense_MutationSNP T

MT-CO3 4514 37 MT 9276 9276 + Missense_MutationSNP G

MAP3K1 4214 37 5 5616870856168708 + Missense_MutationSNP A

CDC27 996 37 17 4523559845235598 + Missense_MutationSNP G

GOLGA6A 342096 37 15 7436510174365101 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524933045249330 + Silent SNP T

CDC27 996 37 17 4521614145216141 + Silent SNP T

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

CDC27 996 37 17 4525897145258971 + Silent SNP A

CCDC30 728621 37 1 4300850343008503 + Splice_Site SNP C

NBEA 26960 37 13 3564406635644066 + Missense_MutationSNP G

EGFR 1956 37 7 5526891655268916 + Silent SNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15218 15218 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

ACAN 176 37 15 8938226189382261 + Silent SNP G

RP11-683L23.10 37 18 48098 48098 + Silent SNP G

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRAMEF2 65122 37 1 1291907912919079 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

PRB1 5542 37 12 1150683011506830 + Silent SNP T

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T



RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

PRAMEF11440560 37 1 1288531812885318 + Missense_MutationSNP C

POTEH 23784 37 22 1627919916279199 + Missense_MutationSNP C

TP53 7157 37 17 7569542 7569542 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

PRAMEF4 400735 37 1 1293979412939794 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

CHD3 1107 37 17 7806346 7806346 + Silent SNP T

CAST 831 37 5 9603156996031569 + Silent SNP A

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

GOLGA8S 0 37 15 2360953723609537 + Silent SNP G

POTEH 23784 37 22 1628766116287661 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3834 3834 + Silent SNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ALPK2 115701 37 18 5620247056202470 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Missense_MutationSNP A

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

NBEA 26960 37 13 3564495235644952 + Silent SNP A

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP A

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

EGFR 1956 37 7 5523808755238087 + Silent SNP C

BRCA2 675 37 13 3290659332906593 + Missense_MutationSNP C

PREX2 80243 37 8 6886472868864728 + Silent SNP G

CCDC30 728621 37 1 4300224243002242 + Silent SNP T

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A



ALPK2 115701 37 18 5620464456204644 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

CCNT1 904 37 12 4908727149087271 + Missense_MutationSNP G

NUP155 9631 37 5 3733372737333727 + Silent SNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

ZNF793 390927 37 19 3802839338028393 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

KDM4E 390245 37 11 9475928294759282 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TUBB8 347688 37 10 93548 93548 + Missense_MutationSNP G

ZNF12 7559 37 7 6731672 6731672 + Missense_MutationSNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

MT-CYB 4519 37 MT 14793 14793 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MT-ND2 4536 37 MT 5495 5495 + Silent SNP T

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP C

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C



NCOA3 8202 37 20 4627983046279830 + Silent SNP G

PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

TUBB8 347688 37 10 93780 93780 + Silent SNP G

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

TPTE2 93492 37 13 2004819720048197 + Silent SNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

NF2 4771 37 22 3005719330057193 + Splice_Site SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

PRAMEF4 400735 37 1 1293942612939426 + Missense_MutationSNP T

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP G

PAXIP1 22976 37 7 1.55E+08 1.55E+08 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

KDM4E 390245 37 11 9475929194759291 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

PRAMEF13400736 37 1 1344830313448303 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1294315612943156 + Silent SNP T

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

BRCA2 675 37 13 3291084232910842 + Missense_MutationSNP A

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G



SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293981512939815 + Silent SNP G

GOLGA8M 653720 37 15 2894742528947425 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962320529623205 + Missense_MutationSNP A

ZNF394 84124 37 7 9909159999091599 + Silent SNP C

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

TUBB8 347688 37 10 93827 93827 + Missense_MutationSNP T

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

POTEH 23784 37 22 1628737216287372 + Missense_MutationSNP C

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

PRAMEF26645359 37 1 1321911713219117 + Silent SNP T

PRAMEF2 65122 37 1 1291896312918963 + Missense_MutationSNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

NCOA3 8202 37 20 4627983646279836 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

KDM6B 23135 37 17 7750436 7750436 + Missense_MutationSNP C

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13617 13617 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP T

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1291962312919623 + Silent SNP C



POTEJ 653781 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

ZNF782 158431 37 9 9958083499580834 + Missense_MutationSNP A

GAB2 9846 37 11 7793780077937800 + Silent SNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

KDM6B 23135 37 17 7754460 7754460 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

FBXW10 10517 37 17 1867596518675965 + Silent SNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

NBEA 26960 37 13 3573597635735976 + Silent SNP A

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

HELZ2 85441 37 20 6219296962192969 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

MTOR 2475 37 1 1116942011169420 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

MT-CO1 4512 37 MT 6260 6260 + Silent SNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

OLFM4 10562 37 13 5360307753603077 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

RIPK3 11035 37 14 2480838824808388 + Silent SNP A

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

MEGF8 1954 37 19 4288012642880126 + Silent SNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A



TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

GNL3 26354 37 3 5272773652727736 + Silent SNP A

PBRM1 55193 37 3 5266863852668638 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MEGF8 1954 37 19 4286101642861016 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

DDR1 780 37 6 3085885730858857 + Silent SNP C

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

SACS 26278 37 13 2390916223909162 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

UNC13D 201294 37 17 7383704273837042 + Missense_MutationSNP T

ACAN 176 37 15 8940079189400791 + Missense_MutationSNP G

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

COG6 57511 37 13 4029342840293428 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Silent SNP C

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

NBEA 26960 37 13 3624251336242513 + Silent SNP C

FRG1B 0 37 20 2962589229625892 + Missense_MutationSNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

CHEK2 11200 37 22 2913045829130458 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G



POLR2B 5431 37 4 5787695557876955 + Silent SNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11840 11840 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

RIPK3 11035 37 14 2480690224806902 + Splice_Site SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

POTEC 388468 37 18 1453498014534980 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PRAMEF4 400735 37 1 1293942612939426 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

TUBB8 347688 37 10 93978 93978 + Silent SNP G

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

MEGF8 1954 37 19 4285717942857179 + Silent SNP C

RIPK3 11035 37 14 2480722124807221 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C



APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ADAMTS7 11173 37 15 7909275379092753 + Silent SNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

GOLGA8S 0 37 15 2361015623610156 + Missense_MutationSNP G

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1291962312919623 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13740 13740 + Silent SNP T

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

MEGF8 1954 37 19 4285378242853782 + Silent SNP T



RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

FBXW10 10517 37 17 1865339018653390 + Silent SNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

MT-ND4 4538 37 MT 11485 11485 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

PRAMEF4 400735 37 1 1293979412939794 + Silent SNP G

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ATXN1 6310 37 6 1632790316327903 + Missense_MutationSNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

AC073343.1 0 37 7 6715548 6715548 + Missense_MutationSNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

PBRM1 55193 37 3 5266877652668776 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293981512939815 + Silent SNP G

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

HELZ2 85441 37 20 6219429862194298 + Silent SNP G

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7449254374492543 + Missense_MutationSNP A



PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

PRAME 23532 37 22 2289244922892449 + Missense_MutationSNP T

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

PRB3 5544 37 12 1142062111420621 + Missense_MutationSNP G

TUBB2A 7280 37 6 3154882 3154882 + Missense_MutationSNP C

PREX2 80243 37 8 6903321269033212 + Missense_MutationSNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

MT-ND5 4540 37 MT 13585 13585 + Missense_MutationSNP T

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

RIPK3 11035 37 14 2480713224807132 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

DMD 1756 37 X 3238328432383284 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FAM161B 145483 37 14 7441686474416864 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

CRIPAK 285464 37 4 1389125 1389125 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

BRCA2 675 37 13 3290698032906980 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

ESRP1 54845 37 8 9565840795658407 + Silent SNP A

EGFR 1956 37 7 5523887455238874 + Silent SNP T

TUBB3 10381 37 16 9000207490002074 + Silent SNP G

SEC24B 10427 37 4 1.1E+08 1.1E+08 + Silent SNP A

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

PRAME 23532 37 22 2289233522892335 + Silent SNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Silent SNP A

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C



MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1452231014522310 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

BRCA2 675 37 13 3291072132910721 + Silent SNP T

CHEK2 11200 37 22 2909184029091840 + Missense_MutationSNP T

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP A

SIK3 23387 37 11 1.17E+08 1.17E+08 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2894766028947660 + Silent SNP C

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

NF1 4763 37 17 2965288429652884 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Silent SNP G

POTEC 388468 37 18 1451378014513780 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

RGPD2 729857 37 2 8812520888125208 + Missense_MutationSNP G

EGFR 1956 37 7 5523308955233089 + Silent SNP C

TP53 7157 37 17 7569542 7569542 + Silent SNP G

PAGE1 8712 37 X 4945878149458781 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

LZTR1 8216 37 22 2135005421350054 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

DMD 1756 37 X 3238314632383146 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

GOLGA6L10 0 37 15 8263516382635163 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

CAST 831 37 5 9607697696076976 + Missense_MutationSNP A

BRCA2 675 37 13 3291146332911463 + Missense_MutationSNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

MT-ND2 4536 37 MT 4994 4994 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T



PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

MT-ND2 4536 37 MT 5460 5460 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

HELZ2 85441 37 20 6219778862197788 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

PAF1 54623 37 19 3988001139880011 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

NUP155 9631 37 5 3733372737333727 + Silent SNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905845479058454 + Missense_MutationSNP C

TERT 0 37 5 1279505 1279505 + Silent SNP G

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP G

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

ZNF135 7694 37 19 5857969758579697 + Silent SNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

APOBR 55911 37 16 2850688228506882 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ZNF48 197407 37 16 3040892230408922 + Silent SNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP A

CHEK2 11200 37 22 2909184129091841 + Silent SNP G

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

CCDC30 728621 37 1 4304276743042767 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C



HELZ2 85441 37 20 6219737062197370 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP A

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

ADAMTS7 11173 37 15 7905839479058394 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

NRG1 3084 37 8 3262180532621805 + Missense_MutationSNP C

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

FGFR4 2264 37 5 1.77E+08 1.77E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

RICTOR 253260 37 5 3894244938942449 + Missense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

EGFR 1956 37 7 5523814755238147 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

ZNF473 25888 37 19 5055012750550127 + Silent SNP A

NRG1 3084 37 8 3250538932505389 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

FGFR3 2261 37 4 1803251 1803251 + Silent SNP T

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP G

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP G

TRAF7 84231 37 16 2221593 2221593 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Splice_Site SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

DENND4B 9909 37 1 1.54E+08 1.54E+08 + Silent SNP T

LZTR1 8216 37 22 2135009921350099 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

ESRP1 54845 37 8 9568045795680457 + Silent SNP C

APOBR 55911 37 16 2850654428506544 + Missense_MutationSNP A

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

DLC1 10395 37 8 1335662113356621 + Missense_MutationSNP T

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T



FUBP1 8880 37 1 7842859678428596 + Silent SNP G

BRCA2 675 37 13 3290648032906480 + Missense_MutationSNP A

PRB4 5545 37 12 1146127211461272 + Silent SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ZKSCAN4 387032 37 6 2821323928213239 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP A

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

HELZ2 85441 37 20 6219574762195747 + Silent SNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

CLOCK 9575 37 4 5630167556301675 + Silent SNP T

FRG1B 0 37 20 2962823629628236 + Missense_MutationSNP G

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

DMD 1756 37 X 3242994032429940 + Missense_MutationSNP A

PREX2 80243 37 8 6903324969033249 + Missense_MutationSNP G

KCNA5 3741 37 12 5154333 5154333 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

ACAN 176 37 15 8938890589388905 + Silent SNP C

DMD 1756 37 X 3271611032716110 + Silent SNP C

SACS 26278 37 13 2390771023907710 + Silent SNP A

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

SLCO1B3 28234 37 12 2096868320968683 + Missense_MutationSNP A

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

CLOCK 9575 37 4 5632536556325365 + Missense_MutationSNP G

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A



ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

LRRIQ3 127255 37 1 7450704274507042 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP G

PRAME 23532 37 22 2289075622890756 + Silent SNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP T

EGFR 1956 37 7 5522920255229202 + Silent SNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

ACAN 176 37 15 8940217689402176 + Missense_MutationSNP C

XPC 7508 37 3 1420002114200021 + Silent SNP A

PPP1R3F 89801 37 X 4914302749143027 + Silent SNP A

SACS 26278 37 13 2390525323905253 + Silent SNP G

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ERBB2 2064 37 17 3787205037872050 + Silent SNP A

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

HELZ2 85441 37 20 6219451062194510 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

FRG1B 0 37 20 2962826829628268 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP C

TUBB3 10381 37 16 9000156190001561 + Silent SNP C

APOBR 55911 37 16 2850700628507006 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

NRG1 3084 37 8 3250584332505843 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP G

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

POTEC 388468 37 18 1453497414534974 + Silent SNP A

LZTR1 8216 37 22 2135028521350285 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C



PBRM1 55193 37 3 5261065152610651 + Silent SNP T

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

GAB4 128954 37 22 1745092917450929 + Missense_MutationSNP C

HELZ2 85441 37 20 6219587862195878 + Missense_MutationSNP T

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360645123606451 + Missense_MutationSNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

TSC2 7249 37 16 2106692 2106692 + Silent SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

TERT 0 37 5 1255520 1255520 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

GOLGA8S 0 37 15 2360545223605452 + Missense_MutationSNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

MT-CO1 4512 37 MT 6962 6962 + Silent SNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

MT-CO2 4513 37 MT 8269 8269 + Splice_Site SNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

GOLGA8S 0 37 15 2360538823605388 + Missense_MutationSNP C

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Silent SNP A

ARHGEF2864283 37 5 7314216773142167 + Missense_MutationSNP C

TKTL1 8277 37 X 1.54E+08 1.54E+08 + Missense_MutationSNP A



CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ZNF48 197407 37 16 3040896130408961 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

MT-ND5 4540 37 MT 13933 13933 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1452496614524966 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

ARHGEF2864283 37 5 7312816673128166 + Missense_MutationSNP G

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

ZNF33A 7581 37 10 3834441438344414 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

ERBB3 2065 37 12 5647893856478938 + Missense_MutationSNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

FGFR3 2261 37 4 1803251 1803251 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

NUP155 9631 37 5 3737105937371059 + Silent SNP G



ALPK2 115701 37 18 5620464456204644 + Silent SNP T

ZNF48 197407 37 16 3040924130409241 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

DDR1 780 37 6 3086527930865279 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

MT-ND4 4538 37 MT 10873 10873 + Silent SNP T

MT-ND5 4540 37 MT 14020 14020 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

PRAMEF11440560 37 1 1288531812885318 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

KCNA7 3743 37 19 4957351849573518 + Silent SNP G

CHD2 1106 37 15 9355248893552488 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

AGGF1 55109 37 5 7634990076349900 + Silent SNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

FGFR3 2261 37 4 1803236 1803236 + Silent SNP C

CTNND2 1501 37 5 1139718811397188 + Silent SNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

POTEG 404785 37 14 1955349419553494 + Silent SNP G



CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C

TUBB6 84617 37 18 1232570312325703 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

PRAMEF13400736 37 1 1344830313448303 + Missense_MutationSNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

DLC1 10395 37 8 1335662113356621 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP G

FRG1B 0 37 20 2962323429623234 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

MAML2 84441 37 11 9582541095825410 + Silent SNP C

ZNF12 7559 37 7 6731672 6731672 + Missense_MutationSNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

MT-CO2 4513 37 MT 7868 7868 + Missense_MutationSNP C

MT-CO1 4512 37 MT 7364 7364 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Missense_MutationSNP G



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

BBS2 583 37 16 5655368456553684 + Silent SNP G

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

KDM4C 23081 37 9 6849596 6849596 + Silent SNP C

PRAMEF18391003 37 1 1347504313475043 + Silent SNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13488 13488 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

NCOA3 8202 37 20 4627986046279860 + Silent SNP G

DMD 1756 37 X 3271611032716110 + Silent SNP C

MT-ND5 4540 37 MT 13359 13359 + Missense_MutationSNP G

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

TUBB8 347688 37 10 93635 93635 + Missense_MutationSNP T

FGFR3 2261 37 4 1801219 1801219 + Silent SNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

DDR1 780 37 6 3085885730858857 + Silent SNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

RAG1 5896 37 11 3659515736595157 + Silent SNP G



ZNF852 285346 37 3 4454166944541669 + Silent SNP G

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ALPK2 115701 37 18 5620313656203136 + Missense_MutationSNP T

DDR1 780 37 6 3086520430865204 + Silent SNP A

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

NBEA 26960 37 13 3564495235644952 + Silent SNP A

TPTE2 93492 37 13 2002533620025336 + Silent SNP A

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

DMD 1756 37 X 3250962532509625 + Missense_MutationSNP A

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

TPTE 7179 37 21 1090694710906947 + Silent SNP G

TPTE 7179 37 21 1090698910906989 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

TNRC18 84629 37 7 5352949 5352949 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Missense_MutationSNP C

GOLGA8A 23015 37 15 3467918734679187 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

MT-ND2 4536 37 MT 5460 5460 + Missense_MutationSNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

NBEA 26960 37 13 3573597635735976 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PTPN13 0 37 4 8766622587666225 + Missense_MutationSNP A

TOX3 27324 37 16 5247338652473386 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T



CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

BRCA2 675 37 13 3291081232910812 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

NBEA 26960 37 13 3624251336242513 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

TRAF7 84231 37 16 2226146 2226146 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

POTEG 404785 37 14 1955349419553494 + Silent SNP G

TOX3 27324 37 16 5247333152473331 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

FBXW10 10517 37 17 1864765118647651 + Missense_MutationSNP T

MT-CO1 4512 37 MT 6614 6614 + Silent SNP T

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Missense_MutationSNP A

NBEA 26960 37 13 3574768135747681 + Missense_MutationSNP A

TKTL1 8277 37 X 1.54E+08 1.54E+08 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

CTNND2 1501 37 5 1098192110981921 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PREX2 80243 37 8 6900926869009268 + Silent SNP C

CRIPAK 285464 37 4 1388428 1388428 + Silent SNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T



ZNF248 57209 37 10 3812064238120642 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

TAB3 257397 37 X 3087324530873245 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

APOBR 55911 37 16 2850919428509194 + Missense_MutationSNP G

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

POTEG 404785 37 14 1957311519573115 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4942791949427919 + Silent SNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

RABEP1 9135 37 17 5257689 5257689 + Silent SNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRAMEF11440560 37 1 1288498112884981 + Missense_MutationSNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND6 4541 37 MT 14233 14233 + Silent SNP A

GOLGA8S 0 37 15 2360889023608890 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ATP6V1C2 245973 37 2 1086306510863065 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

MT-CYB 4519 37 MT 15607 15607 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

OLFM4 10562 37 13 5360307753603077 + Missense_MutationSNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP G



SACS 26278 37 13 2391182023911820 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PTPN13 0 37 4 8773098087730980 + Missense_MutationSNP C

KDM4E 390245 37 11 9475986394759863 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

MT-ND4 4538 37 MT 11812 11812 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ESRP1 54845 37 8 9568040395680403 + Silent SNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

POTEH 23784 37 22 1628764916287649 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

NFKBIZ 64332 37 3 1.02E+08 1.02E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T



PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

MYBL1 4603 37 8 6747843167478431 + Missense_MutationSNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

PRAMEF4 400735 37 1 1294222212942222 + Missense_MutationSNP C

ATXN1 6310 37 6 1630685816306858 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

CTNNB1 1499 37 3 4126696941266969 + Missense_MutationSNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MT-CO1 4512 37 MT 6205 6205 + Missense_MutationSNP G

TPTE2 93492 37 13 2004809920048099 + Missense_MutationSNP C

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

PAGE1 8712 37 X 4945878149458781 + Silent SNP G

APOBR 55911 37 16 2850889228508892 + Missense_MutationSNP G

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

PREX2 80243 37 8 6904640969046409 + Silent SNP G



HELZ2 85441 37 20 6219155862191558 + Silent SNP G

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

CDC27 996 37 17 4521935445219354 + Silent SNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Missense_MutationSNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

GOLGA8S 0 37 15 2360641123606411 + Silent SNP G

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Silent SNP A

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

GAB4 128954 37 22 1745095217450952 + Missense_MutationSNP A

MT-ND2 4536 37 MT 5147 5147 + Silent SNP G

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

TPTE2 93492 37 13 2004810420048104 + Silent SNP A

ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

FRG1B 0 37 20 2962595529625955 +Nonsense_MutationSNP A

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

CLOCK 9575 37 4 5632536556325365 + Missense_MutationSNP G

BRCA2 675 37 13 3291229932912299 + Silent SNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

CLOCK 9575 37 4 5630167556301675 + Silent SNP T

MT-ND5 4540 37 MT 13350 13350 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

TSC2 7249 37 16 2110795 2110795 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T



CHD2 1106 37 15 9355248893552488 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

PRB2 653247 37 12 1154638011546380 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MAML3 55534 37 4 1.41E+08 1.41E+08 + Silent SNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

TRAF7 84231 37 16 2226148 2226148 + Missense_MutationSNP A

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

ALPK2 115701 37 18 5620313656203136 + Missense_MutationSNP T

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KDM4E 390245 37 11 9475928294759282 + Silent SNP C

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PRAME 23532 37 22 2289244922892449 + Missense_MutationSNP T

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

PAGE1 8712 37 X 4945597649455976 + Splice_Site SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MT-ATP6 4508 37 MT 8697 8697 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

CAST 831 37 5 9603156996031569 + Silent SNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

GAB4 128954 37 22 1745092917450929 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

XPC 7508 37 3 1419788414197884 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T



RGPD3 653489 37 2 1.07E+08 1.07E+08 +Nonsense_MutationSNP A

NCOR2 9612 37 12 1.25E+08 1.25E+08 + Silent SNP T

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

SMARCA4 6597 37 19 1109859611098596 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

CHERP 10523 37 19 1664054416640544 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND6 4541 37 MT 14233 14233 + Silent SNP A

TPTE2 93492 37 13 2002533620025336 + Silent SNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

MTOR 2475 37 1 1116942011169420 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

MT-CYB 4519 37 MT 15607 15607 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

NF2 4771 37 22 3003508430035084 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

PRB1 5542 37 12 1150848311508483 + Missense_MutationSNP A

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

DLC1 10395 37 8 1295262312952623 + Missense_MutationSNP C

RP11-683L23.10 37 18 49167 49167 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

TPTE 7179 37 21 1090698910906989 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

TP53 7157 37 17 7574017 7574017 + Missense_MutationSNP C

SCN4A 6329 37 17 6203460962034609 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

CAST 831 37 5 9607839496078394 + Silent SNP G

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A



EGFR 1956 37 7 5524080355240803 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

NBEA 26960 37 13 3622987336229873 + Silent SNP C

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

POTEC 388468 37 18 1453498014534980 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

TUBB8 347688 37 10 93778 93778 + Missense_MutationSNP G

SPTBN5 51332 37 15 4217146642171466 + Silent SNP C

MT-ND2 4536 37 MT 5201 5201 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

BAP1 8314 37 3 5243920752439207 + Silent SNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

NOTCH3 4854 37 19 1527630915276309 + Silent SNP G

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

TUBB8 347688 37 10 93987 93987 + Silent SNP T

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659670036596700 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

PRAMEF2 65122 37 1 1291908112919081 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

BRCA2 675 37 13 3291229932912299 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T



TUBB8 347688 37 10 94025 94025 + Missense_MutationSNP T

PRB1 5542 37 12 1150683011506830 + Silent SNP T

MT-ND1 4535 37 MT 3826 3826 + Silent SNP T

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

CAST 831 37 5 9603156996031569 + Silent SNP A

GAB2 9846 37 11 7793034577930345 + Silent SNP T

MT-ATP8 4509 37 MT 8504 8504 + Missense_MutationSNP T

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11812 11812 + Silent SNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

PRAMEF1 65121 37 1 1285406812854068 + Missense_MutationSNP T

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

MT-CO3 4514 37 MT 9229 9229 + Missense_MutationSNP A

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

POTEG 404785 37 14 1955349419553494 + Silent SNP G

KMT2D 8085 37 12 4943273849432738 +Nonsense_MutationSNP G

MT-ND2 4536 37 MT 5147 5147 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

MN1 4330 37 22 2819491228194912 + Silent SNP T

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G



SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

SACS 26278 37 13 2394261723942617 + Missense_MutationSNP C

ZNF12 7559 37 7 6731672 6731672 + Missense_MutationSNP G

GOLGA6A 342096 37 15 7436460374364603 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

NUP155 9631 37 5 3733372737333727 + Silent SNP A

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

TP53 7157 37 17 7577538 7577538 + Missense_MutationSNP C

KMT2D 8085 37 12 4943480149434801 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GAB2 9846 37 11 7793780077937800 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

FBXW10 10517 37 17 1865936718659367 + Missense_MutationSNP A

PRAMEF26645359 37 1 1321957513219575 +Nonsense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

CTNND2 1501 37 5 1108290511082905 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TUBB8 347688 37 10 93416 93416 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

DLC1 10395 37 8 1295814512958145 + Silent SNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

MT-ATP8 4509 37 MT 8383 8383 + Silent SNP T

ATXN1 6310 37 6 1632683616326836 + Missense_MutationSNP G

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP T

TRAF7 84231 37 16 2226309 2226309 + Missense_MutationSNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

GAB2 9846 37 11 7793616677936166 + Silent SNP A



PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

PRAME 23532 37 22 2289244922892449 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

MT-ATP6 4508 37 MT 8697 8697 + Missense_MutationSNP G

TP53 7157 37 17 7578406 7578406 + Missense_MutationSNP C

TP53 7157 37 17 7579312 7579312 + Splice_Site SNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

CDKN2C 1031 37 1 5143988151439881 + Missense_MutationSNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Missense_MutationSNP G

PREX2 80243 37 8 6905853669058536 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

DMD 1756 37 X 3248675632486756 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP T

PRAMEF17391004 37 1 1371682913716829 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

POTEG 404785 37 14 1955349419553494 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C



HELZ2 85441 37 20 6219276862192768 + Silent SNP C

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

STK19 8859 37 6 3193989831939898 + Missense_MutationSNP C

NBEA 26960 37 13 3622987336229873 + Silent SNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PRAME 23532 37 22 2289234222892342 + Silent SNP A

TERT 0 37 5 1254594 1254594 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 47629 47629 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

GAB4 128954 37 22 1744615717446157 + Splice_Site SNP G

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

RP11-683L23.10 37 18 47973 47973 + Missense_MutationSNP C

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

GAGE10 643832 37 X 4917367549173675 + Missense_MutationSNP T

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

TSHZ3 57616 37 19 3177021331770213 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

LRRIQ3 127255 37 1 7464934974649349 + Missense_MutationSNP G



SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908907479089074 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

TUBB8 347688 37 10 93978 93978 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

ERBB2 2064 37 17 3787958537879585 + Missense_MutationSNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14569 14569 + Silent SNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

COBL 23242 37 7 5109614751096147 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

MT-ND3 4537 37 MT 10172 10172 + Silent SNP G

PRAMEF17391004 37 1 1371685513716855 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

AGGF1 55109 37 5 7634990076349900 + Silent SNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A



COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CHD2 1106 37 15 9349872193498721 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CDC27 996 37 17 4523559845235598 + Missense_MutationSNP G

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

MT-CYB 4519 37 MT 15812 15812 + Missense_MutationSNP G

PREX2 80243 37 8 6904640969046409 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

PTPN13 0 37 4 8762242287622422 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP T

GOLGA8N1.01E+08 37 15 3289028232890282 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

AGGF1 55109 37 5 7634244776342447 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

ZNF16 7564 37 8 1.46E+08 1.46E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

NRG1 3084 37 8 3262082932620829 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

CDC27 996 37 17 4525897145258971 + Silent SNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

MT-CYB 4519 37 MT 15257 15257 + Missense_MutationSNP G

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

PAGE1 8712 37 X 4945403149454031 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C



ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895447828954478 +De_novo_Start_OutOfFrameSNP G

ZNF70 7621 37 22 2408672024086720 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP A

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

TAB3 257397 37 X 3087296030872960 + Silent SNP G

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

POTEM 641455 37 14 2001994620019946 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RAG1 5896 37 11 3659515736595157 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

DDR1 780 37 6 3086244030862440 + Missense_MutationSNP A

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3089812130898121 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TNRC6A 27327 37 16 2478838924788389 + Missense_MutationSNP A

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G



HKR1 284459 37 19 3785404037854040 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

CDRT1 374286 37 17 1552263515522635 + Silent SNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

ALPK2 115701 37 18 5620313656203136 + Missense_MutationSNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

PAF1 54623 37 19 3987655639876556 + Silent SNP C

POTEG 404785 37 14 1955377119553771 + Missense_MutationSNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

KLF1 10661 37 19 1299692912996929 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6776 6776 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

COG6 57511 37 13 4029342840293428 + Missense_MutationSNP T

PEX1 5189 37 7 9213249392132493 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PAK1 5058 37 11 7709093977090939 + Splice_Site SNP C

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

KDM6B 23135 37 17 7750936 7750936 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

CLOCK 9575 37 4 5632536556325365 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T



APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PRAMEF2 65122 37 1 1291908112919081 + Missense_MutationSNP C

NCOA3 8202 37 20 4627983646279836 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

RP11-683L23.10 37 18 47628 47628 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C



APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

PAF1 54623 37 19 3988001139880011 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

PRAMEF1 65121 37 1 1285406812854068 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

GOLGA8N1.01E+08 37 15 3289028232890282 + Silent SNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

ATXN1 6310 37 6 1632790316327903 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

RGPD1 400966 37 2 8721412387214123 + Missense_MutationSNP A

CRIPAK 285464 37 4 1388428 1388428 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

XPC 7508 37 3 1421452414214524 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ZNF12 7559 37 7 6731672 6731672 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

NUP155 9631 37 5 3733372737333727 + Silent SNP A

CLOCK 9575 37 4 5630167556301675 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C



POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP T

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

PRAMEF26645359 37 1 1321957513219575 +Nonsense_MutationSNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

KDM6B 23135 37 17 7749954 7749954 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

SACS 26278 37 13 2390916223909162 + Silent SNP A

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7909030479090304 + Missense_MutationSNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

APOBR 55911 37 16 2850950928509509 + Silent SNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4942791949427919 + Silent SNP T

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C



HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP G

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15607 15607 + Silent SNP A

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Silent SNP T

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219276862192768 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G



LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

RICTOR 253260 37 5 3895252738952527 + Splice_Site SNP C

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

ACAN 176 37 15 8938202289382022 + Missense_MutationSNP G

EGFR 1956 37 7 5523814755238147 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

KDM5C 8242 37 X 5325009653250096 + Missense_MutationSNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

TSC1 0 37 9 1.36E+08 1.36E+08 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

DMD 1756 37 X 3198660731986607 + Missense_MutationSNP G



LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

TERT 0 37 5 1255520 1255520 + Silent SNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

NUP155 9631 37 5 3733372737333727 + Silent SNP A

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CAST 831 37 5 9603156996031569 + Silent SNP A

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

ATRX 546 37 X 7695214776952147 + Silent SNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LST3 0 37 12 2122941321229413 + Missense_MutationSNP G

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ERBB2 2064 37 17 3788314137883141 + Missense_MutationSNP G

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

PAF1 54623 37 19 3988001139880011 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SCN10A 6336 37 3 3874000138740001 + Silent SNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

GOLGA8M 653720 37 15 2894766028947660 + Silent SNP C

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP G

POTEG 404785 37 14 1955380819553808 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

POTEH 23784 37 22 1627929216279292 + Missense_MutationSNP T



DMD 1756 37 X 3259193132591931 + Silent SNP T

APOBR 55911 37 16 2850724528507245 + Missense_MutationSNP A

MT-ND5 4540 37 MT 12633 12633 + Silent SNP C

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TPTE 7179 37 21 1102672211026722 + Splice_Site SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

POTEJ 653781 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 47681 47681 + Silent SNP G

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

BRD7 29117 37 16 5036866350368663 + Silent SNP G

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

EGFR 1956 37 7 5523308955233089 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

NRG1 3084 37 8 3262163032621630 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CDC27 996 37 17 4521935445219354 + Silent SNP A

PAF1 54623 37 19 3987655639876556 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A



HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MT-CO3 4514 37 MT 9899 9899 + Silent SNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

POTEG 404785 37 14 1957313419573134 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

CHD2 1106 37 15 9348286493482864 + Missense_MutationSNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

ALPK2 115701 37 18 5620247056202470 + Missense_MutationSNP G

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

SACS 26278 37 13 2392984223929842 + Silent SNP T

PRAMEF4 400735 37 1 1293949512939495 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TUBB2A 7280 37 6 3154882 3154882 + Missense_MutationSNP C

PRAMEF18391003 37 1 1347497413474974 + Silent SNP G

NRG1 3084 37 8 3262184432621844 + Missense_MutationSNP G

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRAMEF12390999 37 1 1283516812835168 + Missense_MutationSNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

PRAMEF12390999 37 1 1283747512837475 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SACS 26278 37 13 2391382723913827 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T



TUBB2B 347733 37 6 3225770 3225770 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

HKR1 284459 37 19 3785404037854040 + Missense_MutationSNP G

WNK1 65125 37 12 994358 994358 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

BRD7 29117 37 16 5036866350368663 + Silent SNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

PRAMEF11440560 37 1 1288735912887359 +Nonsense_MutationSNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

GOLGA8S 0 37 15 2360889723608897 + Missense_MutationSNP T

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

SCN4A 6329 37 17 6203460962034609 + Silent SNP G

LST3 0 37 12 2124300121243001 + Silent SNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

PRB2 653247 37 12 1154675111546751 + Missense_MutationSNP G

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

TPTE 7179 37 21 1090698910906989 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

NBEA 26960 37 13 3622987336229873 + Silent SNP C

ALPK2 115701 37 18 5624668256246682 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

PEX1 5189 37 7 9213249392132493 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

HSPH1 10808 37 13 3171162331711623 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T



LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5523808755238087 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7450731574507315 + Missense_MutationSNP C

ERBB3 2065 37 12 5648679556486795 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

TUBB4B 10383 37 9 1.4E+08 1.4E+08 + Silent SNP T

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ZNF169 169841 37 9 9706285297062852 + Missense_MutationSNP A

ATXN1 6310 37 6 1630686616306866 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ACAN 176 37 15 8940118489401184 + Missense_MutationSNP T

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP G

ALPK2 115701 37 18 5627894456278944 + Missense_MutationSNP G

FRG1B 0 37 20 2962829029628290 +Nonsense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

MYBL1 4603 37 8 6750791567507915 + Missense_MutationSNP C

WNK1 65125 37 12 988894 988894 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

ARHGEF2864283 37 5 7323683373236833 + Missense_MutationSNP C

DDR1 780 37 6 3086527930865279 + Silent SNP C

AGGF1 55109 37 5 7633144976331449 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

PRB4 5545 37 12 1146122311461223 +Nonsense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

XPC 7508 37 3 1419959314199593 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A



TERT 0 37 5 1255520 1255520 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

COBL 23242 37 7 5109583451095834 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

NBEA 26960 37 13 3624251336242513 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

POTEH 23784 37 22 1628737216287372 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

TSC2 7249 37 16 2124321 2124321 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PAF1 54623 37 19 3987664639876646 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

ARHGEF2864283 37 5 7319031273190312 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

CHEK2 11200 37 22 2909184029091840 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

COBL 23242 37 7 5109584651095846 + Missense_MutationSNP G

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

CCDC30 728621 37 1 4300221343002213 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293950412939504 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

THAP11 57215 37 16 6787679667876796 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PRAMEF11440560 37 1 1288733212887332 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

RICTOR 253260 37 5 3899694538996945 + Silent SNP T

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G



GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

THAP11 57215 37 16 6787682367876823 + Silent SNP A

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

SLTM 79811 37 15 5920582259205822 +De_novo_Start_OutOfFrameSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905897479058974 + Silent SNP G

AGGF1 55109 37 5 7633542176335421 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

PRAMEF11440560 37 1 1288733712887337 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

ZNF793 390927 37 19 3802857938028579 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

GOLGA8K 653125 37 15 3269103932691039 + Silent SNP C

MT-CYB 4519 37 MT 15445 15445 + Silent SNP T

ANKRD49 54851 37 11 9423132394231323 + Silent SNP A

LRRIQ3 127255 37 1 7450694274506942 + Missense_MutationSNP G

POTEH 23784 37 22 1628766116287661 + Silent SNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

CHEK2 11200 37 22 2909184129091841 + Silent SNP G

TUBB2B 347733 37 6 3225759 3225759 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

KDM4E 390245 37 11 9475972694759726 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PRAMEF12390999 37 1 1283747112837471 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

ARHGEF2864283 37 5 7310948873109488 + Silent SNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13928 13928 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

TPTE 7179 37 21 1097000810970008 + Splice_Site SNP C

LRRIQ3 127255 37 1 7464840874648408 + Missense_MutationSNP C

THAP11 57215 37 16 6787680567876805 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

HKR1 284459 37 19 3785444037854440 + Silent SNP C

GLTSCR1 29998 37 19 4818323948183239 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A



MEF2A 0 37 15 1E+08 1E+08 + Silent SNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

POTEG 404785 37 14 1955353019553530 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Missense_MutationSNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

SMARCB1 6598 37 22 2417633024176330 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

SACS 26278 37 13 2391174823911748 + Silent SNP C

PRAMEF4 400735 37 1 1293953512939535 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

CDKN2B 1030 37 9 2200892922008929 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

ALPK2 115701 37 18 5620448956204489 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PREX2 80243 37 8 6905853669058536 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

CHERP 10523 37 19 1664054416640544 + Silent SNP C



EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 47797 47797 + Missense_MutationSNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

KCNA10 3744 37 1 1.11E+08 1.11E+08 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

KMT2D 8085 37 12 4941843549418435 + Silent SNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

MT-CO2 4513 37 MT 7864 7864 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

FBXW10 10517 37 17 1865939518659395 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11947 11947 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MEGF8 1954 37 19 4286101642861016 + Silent SNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Splice_Site SNP G

MT-ND2 4536 37 MT 5046 5046 + Missense_MutationSNP G

NBEA 26960 37 13 3564495235644952 + Silent SNP A

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MT-ND4 4538 37 MT 11674 11674 + Silent SNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

EGFR 1956 37 7 5523808755238087 + Silent SNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

MT-ND2 4536 37 MT 5460 5460 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

DDR1 780 37 6 3085885730858857 + Silent SNP C

PRB2 653247 37 12 1154591511545915 + Missense_MutationSNP G

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

NBEA 26960 37 13 3573597635735976 + Silent SNP A

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

PRAMEF4 400735 37 1 1294299012942990 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

TNRC18 84629 37 7 5352949 5352949 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ATXN1 6310 37 6 1632789716327897 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

HSPH1 10808 37 13 3171433231714332 + Missense_MutationSNP T

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

DMD 1756 37 X 3198660731986607 + Missense_MutationSNP G

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

MEGF8 1954 37 19 4285717942857179 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

COBL 23242 37 7 5109614751096147 + Silent SNP A

CHD2 1106 37 15 9355248893552488 + Silent SNP C



WNK1 65125 37 12 988894 988894 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

ADAMTS7 11173 37 15 7908903779089037 + Silent SNP G

GOLGA8I 0 37 15 2326495323264953 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PAF1 54623 37 19 3987664639876646 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ALPK2 115701 37 18 5620432356204323 + Missense_MutationSNP A

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15884 15884 + Missense_MutationSNP G

FAM161B 145483 37 14 7441669874416698 + Missense_MutationSNP C

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

TPTE 7179 37 21 1094271710942717 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP A

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

PRAME 23532 37 22 2289225522892255 + Silent SNP C

ATXN1 6310 37 6 1632765416327654 + Silent SNP G

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

PTPN13 0 37 4 8767418387674183 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP A

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

RPL14 9045 37 3 4050350640503506 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962595529625955 +Nonsense_MutationSNP A

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T



LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

GOLGA6B 55889 37 15 7295680072956800 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

MT-ND5 4540 37 MT 12869 12869 + Missense_MutationSNP G

DLC1 10395 37 8 1335659713356597 + Silent SNP C

SLCO1B3 28234 37 12 2103072321030723 + Missense_MutationSNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ZNF135 7694 37 19 5857880158578801 + Missense_MutationSNP G

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

GOLGA8M 653720 37 15 2894748628947486 + Missense_MutationSNP T

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

TRAF7 84231 37 16 2226148 2226148 + Missense_MutationSNP A

MT-ATP6 4508 37 MT 8994 8994 + Silent SNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

KMT2D 8085 37 12 4944846349448463 + Missense_MutationSNP C

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP T

MT-ND1 4535 37 MT 3505 3505 + Missense_MutationSNP A

TMIGD1 388364 37 17 2865187728651877 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP G

KMT2D 8085 37 12 4942646049426460 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

MT-ND5 4540 37 MT 12414 12414 + Silent SNP T

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

RP11-683L23.10 37 18 47799 47799 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G



ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP A

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRAMEF26645359 37 1 1321957513219575 +Nonsense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620476856204768 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

MT-ND5 4540 37 MT 13879 13879 + Missense_MutationSNP T

PBRM1 55193 37 3 5266882652668826 + Missense_MutationSNP G

NUMBL 9253 37 19 4117387141173871 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

BRD7 29117 37 16 5036866350368663 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

RAG1 5896 37 11 3659620036596200 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

ZNF436 80818 37 1 2368908323689083 + Silent SNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G



MT-ND4 4538 37 MT 12007 12007 +Nonsense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

TNRC18 84629 37 7 5352949 5352949 + Missense_MutationSNP G

BRCA2 675 37 13 3291090832910908 + Missense_MutationSNP G

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

GAB2 9846 37 11 7793034577930345 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

MT-ND2 4536 37 MT 5460 5460 + Missense_MutationSNP G

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

MT-CO1 4512 37 MT 6911 6911 + Silent SNP T

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

TSHZ3 57616 37 19 3177021331770213 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

MYBL1 4603 37 8 6747843167478431 + Missense_MutationSNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G



SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ALPK2 115701 37 18 5620383756203837 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TERT 0 37 5 1255520 1255520 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

KDM6B 23135 37 17 7750010 7750010 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Missense_MutationSNP C

UNC13D 201294 37 17 7382649173826491 + Missense_MutationSNP G

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

CAST 831 37 5 9603156996031569 + Silent SNP A

ARHGEF2864283 37 5 7304881973048819 + Silent SNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

GAB4 128954 37 22 1745095217450952 + Missense_MutationSNP A

APOBR 55911 37 16 2850687228506872 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219737062197370 + Silent SNP G



POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

KDM6A 7403 37 X 4491307244913072 + Splice_Site SNP A

ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CCNB1 891 37 5 6847124768471247 + Silent SNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

NUMBL 9253 37 19 4117387441173874 + Silent SNP T

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

PRAME 23532 37 22 2289055222890552 + Silent SNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

PRDM2 7799 37 1 1410912114109121 + Missense_MutationSNP C

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

ALPK2 115701 37 18 5620223156202231 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

CCNT1 904 37 12 4908789949087899 + Silent SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C



SACS 26278 37 13 2390571123905711 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

CCNT1 904 37 12 4908732549087325 + Missense_MutationSNP T

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

GAB4 128954 37 22 1744615717446157 + Splice_Site SNP G

MAP3K1 4214 37 5 5617104756171047 + Silent SNP C

PRDM2 7799 37 1 1410912714109127 + Missense_MutationSNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

GAB4 128954 37 22 1745092917450929 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

POTEG 404785 37 14 1955375419553754 + Missense_MutationSNP G

ARHGEF2864283 37 5 7323673973236739 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

CDC27 996 37 17 4523558345235583 +Nonsense_MutationSNP A

PRAMEF11440560 37 1 1288498112884981 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

WNK1 65125 37 12 1005531 1005531 + Missense_MutationSNP G

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

PTEN 5728 37 10 8972068089720680 + Silent SNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

HKR1 284459 37 19 3785404037854040 + Missense_MutationSNP G

TERT 0 37 5 1255520 1255520 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T



KDM6A 7403 37 X 4493856344938563 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MT-ND4L 4539 37 MT 10643 10643 + Silent SNP T

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ZNF343 79175 37 20 2464353 2464353 + Silent SNP A

ZNF589 51385 37 3 4831003048310030 + Silent SNP A

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

RIPK3 11035 37 14 2480838824808388 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Missense_MutationSNP G

GAGE10 643832 37 X 4916141849161418 + Splice_Site SNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

NBEA 26960 37 13 3573597635735976 + Silent SNP A

PAF1 54623 37 19 3988015739880157 + Silent SNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

WNK1 65125 37 12 978008 978008 + Missense_MutationSNP G

RIPK3 11035 37 14 2480690224806902 + Splice_Site SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A



PRAMEF4 400735 37 1 1294222212942222 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

CDC27 996 37 17 4524933045249330 + Silent SNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

MT-CO3 4514 37 MT 9887 9887 + Silent SNP T

MAP3K1 4214 37 5 5617784356177843 + Missense_MutationSNP C

RICTOR 253260 37 5 3895782038957820 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

DENND4B 9909 37 1 1.54E+08 1.54E+08 + Silent SNP T

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

DMD 1756 37 X 3246662532466625 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

PRAMEF1 65121 37 1 1285406812854068 + Missense_MutationSNP T

CTNND2 1501 37 5 1139718811397188 + Silent SNP C

CDC27 996 37 17 4521624845216248 + Missense_MutationSNP T

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

MT-ND5 4540 37 MT 14002 14002 + Missense_MutationSNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

PAGE1 8712 37 X 4945588449455884 + Missense_MutationSNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

POTEC 388468 37 18 1454309814543098 + Silent SNP C

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T



LZTR1 8216 37 22 2134891421348914 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

CDC27 996 37 17 4521624745216247 + Missense_MutationSNP A

ZNF12 7559 37 7 6731672 6731672 + Missense_MutationSNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

CDC27 996 37 17 4522130345221303 + Silent SNP G

NBEA 26960 37 13 3624251336242513 + Silent SNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

POTEH 23784 37 22 1628766116287661 + Silent SNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

TMCC1 23023 37 3 1.29E+08 1.29E+08 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

DMD 1756 37 X 3259193132591931 + Silent SNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SMARCA2 6595 37 9 2039854 2039854 + Silent SNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

POTEH 23784 37 22 1628777216287772 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

SACS 26278 37 13 2391349623913496 + Missense_MutationSNP C

POTEH 23784 37 22 1628737216287372 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MT-ATP6 4508 37 MT 9006 9006 + Silent SNP A

MT-ND5 4540 37 MT 14040 14040 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4942791949427919 + Silent SNP T

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

EGFR 1956 37 7 5526891655268916 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

PRAMEF2 65122 37 1 1291896312918963 + Missense_MutationSNP G

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CRIPAK 285464 37 4 1388818 1388818 + Silent SNP A

HKR1 284459 37 19 3785404037854040 + Missense_MutationSNP G

TERT 0 37 5 1255520 1255520 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

KMT2D 8085 37 12 4941843549418435 + Silent SNP A

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Missense_MutationSNP G

ACAN 176 37 15 8938890589388905 + Silent SNP C

MT-ND5 4540 37 MT 13680 13680 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C



BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PEX1 5189 37 7 9213249392132493 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

KMT2D 8085 37 12 4944788049447880 + Missense_MutationSNP C

EGFR 1956 37 7 5523808755238087 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

PRAMEF26645359 37 1 1321943813219438 + Silent SNP C

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PRAMEF1 65121 37 1 1285414012854140 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRAMEF2 65122 37 1 1291907912919079 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

ALPK2 115701 37 18 5620479456204794 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

CRIPAK 285464 37 4 1388817 1388817 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MT-CYB 4519 37 MT 15355 15355 + Silent SNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

NF2 4771 37 22 3003507730035077 + Splice_Site SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G



SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

APOBR 55911 37 16 2850900828509008 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

ALPK2 115701 37 18 5620479656204796 + Missense_MutationSNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

PRAMEF1 65121 37 1 1285413912854139 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

PRB1 5542 37 12 1150625911506259 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

HELZ2 85441 37 20 6219602062196020 + Silent SNP C

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

COBL 23242 37 7 5109639951096399 + Silent SNP C

KDM4E 390245 37 11 9475937894759378 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

GOLGA8K 653125 37 15 3268507232685072 + Missense_MutationSNP C

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MT-CYB 4519 37 MT 15374 15374 + Missense_MutationSNP G



PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

TERT 0 37 5 1294166 1294166 + Missense_MutationSNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

MT-ND2 4536 37 MT 4745 4745 + Silent SNP A

PRAMEF4 400735 37 1 1293942612939426 + Missense_MutationSNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

PRAMEF4 400735 37 1 1293981512939815 + Silent SNP G

PRAMEF4 400735 37 1 1293979412939794 + Silent SNP G

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

PRAMEF4 400735 37 1 1294172312941723 + Missense_MutationSNP T

TERT 0 37 5 1253891 1253891 + Silent SNP G

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14872 14872 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

KMT2D 8085 37 12 4944846349448463 + Missense_MutationSNP C

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KDM5C 8242 37 X 5324641853246418 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

PRAMEF18391003 37 1 1347504313475043 + Silent SNP C

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

KMT2D 8085 37 12 4942646049426460 + Missense_MutationSNP A

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

PRAME 23532 37 22 2289244922892449 + Missense_MutationSNP T

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

HELZ2 85441 37 20 6219193762191937 + Silent SNP G



RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

MT-ND1 4535 37 MT 4011 4011 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

RAG1 5896 37 11 3659773436597734 + Silent SNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 +Nonsense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP T

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

ALPK2 115701 37 18 5620448956204489 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

POTEG 404785 37 14 1955349419553494 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DDR1 780 37 6 3085707230857072 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Silent SNP T

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

GNL3 26354 37 3 5272773652727736 + Silent SNP A

PBRM1 55193 37 3 5266863852668638 + Silent SNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A



ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

PBRM1 55193 37 3 5266877652668776 + Silent SNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

PRAMEF10343071 37 1 1295496712954967 + Silent SNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

CAST 831 37 5 9607938796079387 + Silent SNP C

GAB2 9846 37 11 7793034577930345 + Silent SNP T

TP53 7157 37 17 7579579 7579579 + Silent SNP C

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7450731574507315 + Missense_MutationSNP C

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

APOBR 55911 37 16 2850642828506428 + Silent SNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

CHEK2 11200 37 22 2913045829130458 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

ARHGEF2864283 37 5 7307250473072504 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908907479089074 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A



FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

PRAMEF12390999 37 1 1283610112836101 + Missense_MutationSNP C

TUBB8 347688 37 10 93555 93555 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

PRAMEF1 65121 37 1 1285406812854068 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

CTNND2 1501 37 5 1139718811397188 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MT-ATP8 4509 37 MT 8448 8448 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

GCC2 9648 37 2 1.09E+08 1.09E+08 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

POTEC 388468 37 18 1454309814543098 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

POTEH 23784 37 22 1627929216279292 + Missense_MutationSNP T

ZNF589 51385 37 3 4831005548310055 + Missense_MutationSNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

WI2-3308P17.20 37 1 1305289513052895 + Missense_MutationSNP C

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

COBL 23242 37 7 5109304951093049 + Silent SNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A



LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

LRRIQ3 127255 37 1 7450694274506942 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7464840874648408 + Missense_MutationSNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

MT-ND5 4540 37 MT 13759 13759 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

TUBB8 347688 37 10 93505 93505 + Missense_MutationSNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

TUBB 203068 37 6 3069203930692039 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

CDC27 996 37 17 4523437245234372 + Missense_MutationSNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

CAST 831 37 5 9603156996031569 + Silent SNP A



SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4942791949427919 + Silent SNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G

POLR2B 5431 37 4 5788336757883367 + Missense_MutationSNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MAP3K1 4214 37 5 5617861556178615 + Silent SNP A

SACS 26278 37 13 2392984223929842 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

POTEG 404785 37 14 1955352419553524 + Silent SNP G

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Splice_Site SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

CHD2 1106 37 15 9354548893545488 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

OLFM4 10562 37 13 5360307753603077 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8M 653720 37 15 2894726028947260 + Missense_MutationSNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

BRD7 29117 37 16 5036866350368663 + Silent SNP G

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SCN4A 6329 37 17 6203460962034609 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T



OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

MYBL1 4603 37 8 6748838867488388 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

PEX1 5189 37 7 9213249392132493 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PRAME 23532 37 22 2289234222892342 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

BRCA2 675 37 13 3291356232913562 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

EGFR 1956 37 7 5523808755238087 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

SLTM 79811 37 15 5918074859180748 + Silent SNP A

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

GOLGA8S 0 37 15 2360970723609707 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

HELZ2 85441 37 20 6220366362203663 + Missense_MutationSNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

SUFU 51684 37 10 1.04E+08 1.04E+08 + Missense_MutationSNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TERT 0 37 5 1255520 1255520 + Silent SNP G

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C



GOLGA8M 653720 37 15 2895036228950362 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

FGFR3 2261 37 4 1805502 1805502 + Silent SNP C

PRAMEF11440560 37 1 1288531812885318 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

NCOA6 23054 37 20 3334574733345747 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

CDC27 996 37 17 4521935445219354 + Silent SNP A

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

PRAMEF13400736 37 1 1344830313448303 + Missense_MutationSNP A

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

PREX2 80243 37 8 6902055869020558 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

WNK1 65125 37 12 999638 999638 + Missense_MutationSNP C

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2894727028947270 + Missense_MutationSNP A

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP G

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11470 11470 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895317728953177 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP C

DMD 1756 37 X 3198649931986499 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

COBL 23242 37 7 5109544251095442 + Silent SNP G

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

GOLGA8M 653720 37 15 2895298028952980 + Missense_MutationSNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Missense_MutationSNP G



ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

APOBR 55911 37 16 2850950928509509 + Silent SNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

MT-ND5 4540 37 MT 12954 12954 + Silent SNP T

ALPK2 115701 37 18 5620247056202470 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

MT-ND4 4538 37 MT 10978 10978 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 8843 8843 + Missense_MutationSNP T

TUBB 203068 37 6 3069149030691490 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

PREX2 80243 37 8 6903321269033212 + Missense_MutationSNP A

PRAMEF2 65122 37 1 1291896312918963 + Missense_MutationSNP G

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

POTEH 23784 37 22 1628737216287372 + Missense_MutationSNP C

KMT2D 8085 37 12 4941843549418435 + Silent SNP A

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

POTEG 404785 37 14 1955349419553494 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

GNL3 26354 37 3 5272773652727736 + Silent SNP A

PBRM1 55193 37 3 5266863852668638 + Silent SNP G

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

TPTE 7179 37 21 1090704110907041 + Splice_Site SNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A



OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

ZNF79 7633 37 9 1.3E+08 1.3E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

GOLGA6D 653643 37 15 7558671975586719 + Missense_MutationSNP T

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

PRAMEF1 65121 37 1 1285414012854140 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291907912919079 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

LZTR1 8216 37 22 2134184121341841 + Silent SNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Missense_MutationSNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

TUBB3 10381 37 16 9000207490002074 + Silent SNP G

PRAMEF4 400735 37 1 1294299012942990 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

SLCO1B3 28234 37 12 2101406921014069 + Missense_MutationSNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G



MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

CDKN1A 1026 37 6 3665212936652129 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

DMD 1756 37 X 3240770932407709 + Missense_MutationSNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

TPTE 7179 37 21 1094298110942981 + Silent SNP C

TRAF7 84231 37 16 2223954 2223954 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MT-CYB 4519 37 MT 15244 15244 + Silent SNP A

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7905925979059259 + Silent SNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G

PREX2 80243 37 8 6900281669002816 + Missense_MutationSNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

PRAMEF4 400735 37 1 1294315612943156 + Silent SNP T

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A



SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

ANKRD30B374860 37 18 1475260114752601 + Silent SNP A

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293942612939426 + Missense_MutationSNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

EGFR 1956 37 7 5523308955233089 + Silent SNP C

TUBB3 10381 37 16 9000156190001561 + Silent SNP C

RABEP1 9135 37 17 5271679 5271679 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

SACS 26278 37 13 2390916223909162 + Silent SNP A

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6755 6755 + Silent SNP G

PRAMEF4 400735 37 1 1294172312941723 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

POTEG 404785 37 14 1955353019553530 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

POTEH 23784 37 22 1628777216287772 + Silent SNP G

KMT2D 8085 37 12 4944846349448463 + Missense_MutationSNP C

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

KMT2D 8085 37 12 4942646049426460 + Missense_MutationSNP A

ATXN1 6310 37 6 1632789716327897 + Missense_MutationSNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5266877652668776 + Silent SNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

NCOA3 8202 37 20 4627986046279860 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T



HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

DMD 1756 37 X 3248675632486756 + Silent SNP C

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP A

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

KDM6B 23135 37 17 7752523 7752523 + Missense_MutationSNP A

MT-ND5 4540 37 MT 12822 12822 + Silent SNP A

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MT-ATP8 4509 37 MT 8472 8472 + Missense_MutationSNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

TPTE2 93492 37 13 2002533620025336 + Silent SNP A

ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A



TERT 0 37 5 1293767 1293767 + Missense_MutationSNP G

NRG1 3084 37 8 3250563332505633 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CCNB1 891 37 5 6847124768471247 + Silent SNP G

GOLGA8S 0 37 15 2360954123609541 + Missense_MutationSNP A

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

YAP1 10413 37 11 1.02E+08 1.02E+08 + Silent SNP C

TPTE2 93492 37 13 2004819720048197 + Silent SNP C

FGFR4 2264 37 5 1.77E+08 1.77E+08 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

HSPH1 10808 37 13 3171539431715394 + Silent SNP T

GOLGA8S 0 37 15 2360954723609547 + Missense_MutationSNP C

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

WNK1 65125 37 12 977409 977409 + Silent SNP A

PREX2 80243 37 8 6886472868864728 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4817912548179125 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

WNK1 65125 37 12 863415 863415 + Silent SNP C

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

TUBB8 347688 37 10 93978 93978 + Silent SNP G



RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

MT-CO1 4512 37 MT 7283 7283 + Silent SNP T

MYBL1 4603 37 8 6750476967504769 + Missense_MutationSNP A

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

ALPK2 115701 37 18 5620479456204794 + Silent SNP C

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MT-ND2 4536 37 MT 4619 4619 + Silent SNP T

MT-ND3 4537 37 MT 10238 10238 + Silent SNP T

ALPK2 115701 37 18 5620479656204796 + Missense_MutationSNP T

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

TSC2 7249 37 16 2110805 2110805 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

KDM4E 390245 37 11 9475929194759291 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620432356204323 + Missense_MutationSNP A

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

TP53 7157 37 17 7578210 7578210 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MT-ND2 4536 37 MT 4960 4960 + Missense_MutationSNP C

ZNF135 7694 37 19 5857969758579697 + Silent SNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Missense_MutationSNP A

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A



LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

DMD 1756 37 X 3259193132591931 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

MT-ATP6 4508 37 MT 8836 8836 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11914 11914 + Silent SNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

RAG1 5896 37 11 3659515736595157 + Silent SNP G

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MN1 4330 37 22 2819493328194933 + Silent SNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6249 6249 + Missense_MutationSNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

POTEJ 653781 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

PRAME 23532 37 22 2289932322899323 +De_novo_Start_OutOfFrameSNP C

ARID1A 8289 37 1 2702321227023212 + Silent SNP C

MT-ND5 4540 37 MT 13608 13608 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

HELZ2 85441 37 20 6219622362196223 + Missense_MutationSNP T

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LZTR1 8216 37 22 2135101821351018 + Silent SNP C

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T



MT-ND2 4536 37 MT 4904 4904 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

GLTSCR1 29998 37 19 4818357348183573 + Silent SNP C

CREBBP 1387 37 16 3778427 3778427 + Silent SNP T

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ARHGEF2864283 37 5 7320543373205433 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11362 11362 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

CAST 831 37 5 9603156996031569 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

MT-ND2 4536 37 MT 5471 5471 + Silent SNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

FBXW10 10517 37 17 1864766318647663 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

APOBR 55911 37 16 2850950928509509 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MEGF8 1954 37 19 4287490142874901 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

DDR1 780 37 6 3086244030862440 + Missense_MutationSNP A

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3089812130898121 + Missense_MutationSNP G



ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

MT-ND2 4536 37 MT 4924 4924 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

POTEF 728378 37 2 1.31E+08 1.31E+08 + Silent SNP G

EGFR 1956 37 7 5526894955268949 + Silent SNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

ARID2 196528 37 12 4624340646243406 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ZSCAN5C 649137 37 19 5672036256720362 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905839479058394 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905845479058454 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T



CDC27 996 37 17 4519834345198343 + Silent SNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

E2F4 1874 37 16 6722968667229686 + Splice_Site SNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CDC27 996 37 17 4521468545214685 + Silent SNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PRAMEF12390999 37 1 1283738812837388 + Silent SNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

TUBB8 347688 37 10 93978 93978 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PRB1 5542 37 12 1150683011506830 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

RPL14 9045 37 3 4050350640503506 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

LST3 0 37 12 2122941321229413 + Missense_MutationSNP G



FRG1B 0 37 20 2962408129624081 + Missense_MutationSNP A

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

PRB2 653247 37 12 1154594311545943 +Nonsense_MutationSNP G

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

ADAMTS7 11173 37 15 7905798979057989 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

GAB4 128954 37 22 1744615717446157 + Splice_Site SNP G

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

ZNF782 158431 37 9 9958049999580499 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

GAB4 128954 37 22 1745095217450952 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360641123606411 + Silent SNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MT-CYB 4519 37 MT 15553 15553 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C



RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

APOBR 55911 37 16 2850642828506428 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MN1 4330 37 22 2819492728194927 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

DMD 1756 37 X 3246662532466625 + Missense_MutationSNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

DMD 1756 37 X 3261394032613940 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

ALPK2 115701 37 18 5620247056202470 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

GAB4 128954 37 22 1745092917450929 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

LST3 0 37 12 2120166121201661 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POLR2B 5431 37 4 5787178857871788 + Silent SNP C



WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

KCNA7 3743 37 19 4957351849573518 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

POTEB2 1E+08 37 15 2105122721051227 + Silent SNP T

CTNNB1 1499 37 3 4126688941266889 + Missense_MutationSNP C

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

NF2 4771 37 22 3003822330038223 +Nonsense_MutationSNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

EGFR 1956 37 7 5522794755227947 + Missense_MutationSNP G

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

PTPN13 0 37 4 8773100887731008 + Silent SNP T

CCNB1 891 37 5 6847124768471247 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

GAB2 9846 37 11 7793034577930345 + Silent SNP T

ZNF79 7633 37 9 1.3E+08 1.3E+08 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A



POLR2B 5431 37 4 5788171557881715 + Silent SNP G

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

POTEG 404785 37 14 1956605819566058 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

GAGE12H 729442 37 X 4934631149346311 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

FBXW10 10517 37 17 1867334518673345 + Silent SNP A

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

FRG1B 0 37 20 2962408129624081 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

CCDC30 728621 37 1 4298692942986929 + Splice_Site SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

CDC27 996 37 17 4521935445219354 + Silent SNP A

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

RICTOR 253260 37 5 3896493038964930 + Missense_MutationSNP A



LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

CDC27 996 37 17 4521623145216231 + Silent SNP T

DLC1 10395 37 8 1295763312957633 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MN1 4330 37 22 2819493328194933 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

CDC27 996 37 17 4521614145216141 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 9183 9183 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905897479058974 + Silent SNP G

MLLT3 4300 37 9 2041391820413918 + Missense_MutationSNP C

CDC27 996 37 17 4525897145258971 + Silent SNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

NRG1 3084 37 8 3262163032621630 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

SLTM 79811 37 15 5917596559175965 + Silent SNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

BRCA2 675 37 13 3291154732911547 + Missense_MutationSNP C

PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

SACS 26278 37 13 2390916223909162 + Silent SNP A

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

PTEN 5728 37 10 8972065189720651 + Splice_Site SNP G

GOLGA8N1.01E+08 37 15 3289030132890301 + Missense_MutationSNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

TPTE 7179 37 21 1097001710970017 + Silent SNP C

CDC27 996 37 17 4523433145234331 + Missense_MutationSNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

SLTM 79811 37 15 5917926459179264 + Silent SNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

DLC1 10395 37 8 1335680713356807 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP C

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

EGFR 1956 37 7 5525945055259450 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

NRG1 3084 37 8 3261197032611970 + Missense_MutationSNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

EGFR 1956 37 7 5526891655268916 + Silent SNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T



KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

MT-CO3 4514 37 MT 9617 9617 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Missense_MutationSNP C

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

TSHZ3 57616 37 19 3177021331770213 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

POTEC 388468 37 18 1453498014534980 + Silent SNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

TUBB8 347688 37 10 93978 93978 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C



RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

DMD 1756 37 X 3198660731986607 + Missense_MutationSNP G

TERT 0 37 5 1255520 1255520 + Silent SNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP A

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

COBL 23242 37 7 5109614751096147 + Silent SNP A

NUP155 9631 37 5 3733372737333727 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G



PRAME 23532 37 22 2289339422893394 + Missense_MutationSNP A

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP G

MT-CO1 4512 37 MT 6932 6932 + Silent SNP A

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

PRDM9 56979 37 5 2352752823527528 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

HELZ2 85441 37 20 6219423862194238 + Silent SNP C

TSC2 7249 37 16 2110795 2110795 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RP11-683L23.10 37 18 49127 49127 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620313656203136 + Missense_MutationSNP T

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A



ADAMTS7 11173 37 15 7905884379058843 + Missense_MutationSNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

ARID1A 8289 37 1 2702365327023653 + Silent SNP C

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MT-ND6 4541 37 MT 14178 14178 + Missense_MutationSNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

SACS 26278 37 13 2392984223929842 + Silent SNP T

PRAMEF11440560 37 1 1288498112884981 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TERT 0 37 5 1255520 1255520 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272773652727736 + Silent SNP A

MT-ND1 4535 37 MT 3796 3796 + Missense_MutationSNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

TPTE 7179 37 21 1090698910906989 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

MT-CO2 4513 37 MT 7960 7960 + Silent SNP A

ARHGEF2864283 37 5 7320546373205463 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G



APOBR 55911 37 16 2850889228508892 + Missense_MutationSNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1452496614524966 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

TPTE 7179 37 21 1090694710906947 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

NBEA 26960 37 13 3622987336229873 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

NRG1 3084 37 8 3262168832621688 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

RICTOR 253260 37 5 3894244938942449 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

NF2 4771 37 22 3006440030064400 +Nonsense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

TPTE2 93492 37 13 2004819720048197 + Silent SNP C

SMARCA4 6597 37 19 1109859611098596 + Missense_MutationSNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

TPTE2 93492 37 13 2000460920004609 + Splice_Site SNP G

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ARHGEF2864283 37 5 7307250473072504 + Silent SNP A

COBL 23242 37 7 5115295451152954 + Silent SNP C

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POTEC 388468 37 18 1454264814542648 + Missense_MutationSNP C

ARHGEF2864283 37 5 7320569773205697 + Missense_MutationSNP C

KMT2D 8085 37 12 4943141349431413 + Silent SNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

ARHGEF2864283 37 5 7320571773205717 + Missense_MutationSNP C

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C



ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PRAMEF2 65122 37 1 1291908112919081 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

PAF1 54623 37 19 3988001139880011 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

CCNT1 904 37 12 4908732549087325 + Missense_MutationSNP T

ATXN2 6311 37 12 1.12E+08 1.12E+08 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Missense_MutationSNP T



SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

RP11-683L23.10 37 18 48030 48030 + Missense_MutationSNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PBRM1 55193 37 3 5266863852668638 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

KCNA5 3741 37 12 5153694 5153694 + Silent SNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Splice_Site SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

RPL14 9045 37 3 4050350640503506 + Missense_MutationSNP C

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

MTOR 2475 37 1 1119944411199444 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

PAF1 54623 37 19 3987655639876556 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

PTPN13 0 37 4 8768414887684148 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEH 23784 37 22 1628766116287661 + Silent SNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

MTOR 2475 37 1 1119064611190646 + Silent SNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

TSC2 7249 37 16 2110795 2110795 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C



ARID1B 57492 37 6 1.57E+08 1.57E+08 + Silent SNP G

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

CCNT1 904 37 12 4908789949087899 + Silent SNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

TPTE 7179 37 21 1092193410921934 + Splice_Site SNP C

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

PBRM1 55193 37 3 5266877652668776 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

SLTM 79811 37 15 5917596559175965 + Silent SNP A

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

POTEH 23784 37 22 1628737216287372 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

APOBR 55911 37 16 2850950928509509 + Silent SNP G

RAG1 5896 37 11 3659773436597734 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6366 6366 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP T

ALPK2 115701 37 18 5620448956204489 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

DLC1 10395 37 8 1335680713356807 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G



AKT1 207 37 14 1.05E+08 1.05E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

TUBB4A 10382 37 19 6495223 6495223 + Silent SNP C

PRAMEF4 400735 37 1 1293949512939495 + Missense_MutationSNP A

PRAMEF18391003 37 1 1347497413474974 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND5 4540 37 MT 13104 13104 + Silent SNP A

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

CRIPAK 285464 37 4 1388347 1388347 + Silent SNP C

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360653223606532 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP C

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

NBEA 26960 37 13 3564495235644952 + Silent SNP A

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A



ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PAK1 5058 37 11 7709093977090939 + Splice_Site SNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Missense_MutationSNP A

MT-ND5 4540 37 MT 13422 13422 + Silent SNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ERBB2 2064 37 17 3786635837866358 + Silent SNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

NBEA 26960 37 13 3573597635735976 + Silent SNP A

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

TUBB8 347688 37 10 93978 93978 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

FGFR3 2261 37 4 1807478 1807478 + Splice_Site SNP G



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP C

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

CTNND2 1501 37 5 1139718811397188 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

NBEA 26960 37 13 3574768135747681 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

MT-ND1 4535 37 MT 3591 3591 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293950412939504 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

NF2 4771 37 22 3003507830035078 + Splice_Site SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

CTAGE9 643854 37 6 1.32E+08 1.32E+08 + Missense_MutationSNP A



GOLGA8M 653720 37 15 2895036228950362 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND2 4536 37 MT 4991 4991 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

SLTM 79811 37 15 5917596559175965 + Silent SNP A

RGPD2 729857 37 2 8812521288125212 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6026 6026 + Silent SNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

MT-CYB 4519 37 MT 15148 15148 + Silent SNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MT-ND5 4540 37 MT 14070 14070 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

COBL 23242 37 7 5126118851261188 + Missense_MutationSNP G

MT-ND6 4541 37 MT 14364 14364 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293953512939535 + Missense_MutationSNP C



EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15804 15804 + Missense_MutationSNP T

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

MT-CO1 4512 37 MT 7430 7430 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

APOBR 55911 37 16 2850950928509509 + Silent SNP G

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

MT-ND5 4540 37 MT 12879 12879 + Silent SNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

NBEA 26960 37 13 3564410435644104 + Silent SNP G

CDC27 996 37 17 4521614945216149 + Missense_MutationSNP C

CDC27 996 37 17 4524930645249306 + Silent SNP T

POTEH 23784 37 22 1626703316267033 + Silent SNP G

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Missense_MutationSNP A

CDC27 996 37 17 4521936445219364 + Missense_MutationSNP A

POTEC 388468 37 18 1452231014522310 + Missense_MutationSNP C

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

GOLGA8H 728498 37 15 3090068330900683 + Missense_MutationSNP C

CDC27 996 37 17 4524933045249330 + Silent SNP T

POTEI 653269 37 2 1.31E+08 1.31E+08 + Silent SNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

NF1 4763 37 17 2955458229554582 + Silent SNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C



PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND6 4541 37 MT 14233 14233 + Silent SNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1291960412919604 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10175 10175 + Silent SNP C

MT-CYB 4519 37 MT 15607 15607 + Silent SNP A

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

CLOCK 9575 37 4 5630875656308756 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

TPTE 7179 37 21 1090698910906989 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

DMD 1756 37 X 3250962532509625 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

APOBR 55911 37 16 2850642828506428 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MT-ND5 4540 37 MT 13743 13743 + Silent SNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A



GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PAK1 5058 37 11 7704726077047260 + Silent SNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

RICTOR 253260 37 5 3895782038957820 + Silent SNP A

MT-ND2 4536 37 MT 5147 5147 + Silent SNP G

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

PTPN13 0 37 4 8768900087689000 + Missense_MutationSNP T

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11812 11812 + Silent SNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

PRAMEF1 65121 37 1 1285406812854068 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272767552727675 + Missense_MutationSNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A



MT-CO2 4513 37 MT 8158 8158 + Silent SNP A

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

KDM5C 8242 37 X 5323110853231108 + Silent SNP G

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

BRCA2 675 37 13 3297288232972882 + Missense_MutationSNP C

PRAMEF12390999 37 1 1283747112837471 + Missense_MutationSNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

PRAME 23532 37 22 2289244922892449 + Missense_MutationSNP T

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

MT-ND5 4540 37 MT 13563 13563 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MT-ND5 4540 37 MT 12441 12441 + Silent SNP T

MT-ATP6 4508 37 MT 8697 8697 + Missense_MutationSNP G

NCOA3 8202 37 20 4627986646279866 + Silent SNP A

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G



PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

MT-CO3 4514 37 MT 9947 9947 + Silent SNP G

FGFR3 2261 37 4 1805502 1805502 + Silent SNP C

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 8865 8865 + Silent SNP G

GOLGA8S 0 37 15 2360653223606532 + Missense_MutationSNP C

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

NF2 4771 37 22 3005730230057302 +Nonsense_MutationSNP C

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13933 13933 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

MT-ND4L 4539 37 MT 10685 10685 + Silent SNP G

RABEP1 9135 37 17 5276611 5276611 + Silent SNP G



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PEX1 5189 37 7 9213249392132493 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

PRAME 23532 37 22 2289071522890715 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

GOLGA8S 0 37 15 2360994223609942 + Silent SNP C

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

PAF1 54623 37 19 3988001139880011 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13281 13281 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T



MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ZNF543 125919 37 19 5784007257840072 + Silent SNP A

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

PREX2 80243 37 8 6904640969046409 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP A

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ZNF79 7633 37 9 1.3E+08 1.3E+08 + Silent SNP C

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

GAB2 9846 37 11 7793780077937800 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905873079058730 + Missense_MutationSNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

EGFR 1956 37 7 5523308955233089 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

CCNB1 891 37 5 6847124768471247 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TPTE 7179 37 21 1097000810970008 + Splice_Site SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A



GAB2 9846 37 11 7793142577931425 + Silent SNP G

PAF1 54623 37 19 3987655639876556 + Silent SNP C

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Missense_MutationSNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP C

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

EGFR 1956 37 7 5523887455238874 + Silent SNP T

DMD 1756 37 X 3119607831196078 + Silent SNP A

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

NF2 4771 37 22 3005419930054199 +Nonsense_MutationSNP T

NF1 4763 37 17 2966502729665027 + Missense_MutationSNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

PRAMEF4 400735 37 1 1294320012943200 + Missense_MutationSNP A

BAP1 8314 37 3 5244126952441269 + Silent SNP C

WNK1 65125 37 12 968536 968536 + Missense_MutationSNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

UNC13D 201294 37 17 7382406773824067 + Silent SNP A

PRSS1 5644 37 7 1.42E+08 1.42E+08 + Missense_MutationSNP G

TPTE 7179 37 21 1093498810934988 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

PRDM2 7799 37 1 1410871214108712 + Silent SNP C

BRD7 29117 37 16 5036866350368663 + Silent SNP G

BRCA2 675 37 13 3291481532914815 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ATXN1 6310 37 6 1630686616306866 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

GNL3 26354 37 3 5272471352724713 + Missense_MutationSNP T



PRAME 23532 37 22 2289249022892490 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

COG6 57511 37 13 4027365140273651 + Missense_MutationSNP A

ATRX 546 37 X 7695308576953085 + Silent SNP C

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

ALPK2 115701 37 18 5620383756203837 + Silent SNP G

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ACAN 176 37 15 8939293989392939 + Missense_MutationSNP G

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

BRCA2 675 37 13 3297288432972884 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP G

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

BRCA2 675 37 13 3292930932929309 + Missense_MutationSNP A

CCNB1 891 37 5 6847124768471247 + Silent SNP G

NF1 4763 37 17 2965288429652884 + Silent SNP T

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

GAB2 9846 37 11 7796139477961394 + Silent SNP A

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

PRAMEF4 400735 37 1 1293979412939794 + Silent SNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

WNK1 65125 37 12 971378 971378 + Missense_MutationSNP T

ALPK2 115701 37 18 5620223156202231 + Missense_MutationSNP T

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T



MT-ND3 4537 37 MT 10086 10086 + Missense_MutationSNP A

EGFR 1956 37 7 5523308055233080 + Silent SNP C

MT-CO3 4514 37 MT 9449 9449 + Silent SNP C

ACAN 176 37 15 8938212989382129 + Missense_MutationSNP C

E2F4 1874 37 16 6722982767229827 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11002 11002 + Silent SNP A

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MAML3 55534 37 4 1.41E+08 1.41E+08 + Silent SNP C

POTEG 404785 37 14 1955367719553677 + Silent SNP C

MYL1 4632 37 2 2.11E+08 2.11E+08 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEG 404785 37 14 1955349419553494 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

NBEA 26960 37 13 3564495235644952 + Silent SNP A

PRAMEF12390999 37 1 1283515712835157 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219224462192244 + Silent SNP C

CAST 831 37 5 9607938796079387 + Silent SNP C

EGFR 1956 37 7 5523808755238087 + Silent SNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Silent SNP C

NBEA 26960 37 13 3573597635735976 + Silent SNP A

NEGR1 257194 37 1 7216380672163806 + Silent SNP A

PTPN13 0 37 4 8765385687653856 + Missense_MutationSNP G

MT-CO3 4514 37 MT 9540 9540 + Silent SNP T

APOBR 55911 37 16 2850841328508413 + Missense_MutationSNP A

KDM4E 390245 37 11 9476007594760075 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRRIQ3 127255 37 1 7450716674507166 + Missense_MutationSNP T

MT-ND4 4538 37 MT 10873 10873 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

ZNF135 7694 37 19 5857969758579697 + Silent SNP T



APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP G

MT-CO1 4512 37 MT 6221 6221 + Silent SNP T

PRDM9 56979 37 5 2352342123523421 + Missense_MutationSNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

BRCA2 675 37 13 3290689032906890 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

NBEA 26960 37 13 3573353935733539 + Silent SNP A

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

NBEA 26960 37 13 3563294635632946 + Missense_MutationSNP A

KDM4E 390245 37 11 9476007494760074 + Silent SNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Silent SNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

EGFR 1956 37 7 5523822755238227 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP T

EGFR 1956 37 7 5523814255238142 + Missense_MutationSNP C

NF1 4763 37 17 2949025529490255 + Silent SNP C

SACS 26278 37 13 2390914223909142 + Missense_MutationSNP T

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

CAST 831 37 5 9610361696103616 + Silent SNP T

KMT2D 8085 37 12 4942745149427451 + Silent SNP T

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRDM2 7799 37 1 1410606614106066 + Silent SNP G

PRB4 5545 37 12 1146141711461417 + Missense_MutationSNP G

TUBB8 347688 37 10 94814 94814 + Silent SNP G

ERBB2 2064 37 17 3788401137884011 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

HKR1 284459 37 19 3785404037854040 + Missense_MutationSNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

COBL 23242 37 7 5128754251287542 + Silent SNP C



RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

YAP1 10413 37 11 1.02E+08 1.02E+08 + Missense_MutationSNP A

COBL 23242 37 7 5109699251096992 + Missense_MutationSNP G

WNK1 65125 37 12 968522 968522 + Silent SNP A

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

NRG1 3084 37 8 3262180532621805 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15301 15301 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

THAP11 57215 37 16 6787677867876778 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

CHD2 1106 37 15 9352236793522367 + Silent SNP A

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

NUP155 9631 37 5 3731076537310765 + Silent SNP A

NBEA 26960 37 13 3577015435770154 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

NRG1 3084 37 8 3261775232617752 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Splice_Site SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13914 13914 + Silent SNP C

PRB1 5542 37 12 1150624411506244 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

HELZ2 85441 37 20 6219066062190660 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

ACAN 176 37 15 8939290489392904 + Silent SNP C

PRAMEF13400736 37 1 1344830313448303 + Missense_MutationSNP A

APOBR 55911 37 16 2850687228506872 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ALPK2 115701 37 18 5620483256204832 + Missense_MutationSNP A

DLC1 10395 37 8 1296033512960335 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T



KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

NUP155 9631 37 5 3729900737299007 + Silent SNP G

PRAMEF4 400735 37 1 1293981512939815 + Silent SNP G

GAB4 128954 37 22 1744571017445710 + Silent SNP C

MTOR 2475 37 1 1119944811199448 + Silent SNP C

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

PRDM2 7799 37 1 1410537314105373 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TPTE 7179 37 21 1090698910906989 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

KDM6B 23135 37 17 7750936 7750936 + Missense_MutationSNP A

ALPK2 115701 37 18 5620476856204768 + Missense_MutationSNP G

ARID2 196528 37 12 4624507746245077 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

ACAN 176 37 15 8938890589388905 + Silent SNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

ZFR 51663 37 5 3239529132395291 + Silent SNP T

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

PTPN13 0 37 4 8767175087671750 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 +De_novo_Start_OutOfFrameSNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

TSC2 7249 37 16 2136866 2136866 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

RICTOR 253260 37 5 3896000638960006 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C



PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

FAT3 120114 37 11 9249517492495174 + Silent SNP G

ALPK2 115701 37 18 5620423156204231 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10373 10373 + Silent SNP G

ZNF135 7694 37 19 5857964058579640 + Silent SNP C

MT-ATP6 4508 37 MT 8701 8701 + Missense_MutationSNP A

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

ALPK2 115701 37 18 5624740456247404 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POTEM 641455 37 14 2001996020019960 + Silent SNP G

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

ARID1A 8289 37 1 2710218827102188 + Missense_MutationSNP A

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

RP11-683L23.10 37 18 49531 49531 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

MT-ND5 4540 37 MT 13105 13105 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SIK3 23387 37 11 1.17E+08 1.17E+08 + Missense_MutationSNP G

KDM6B 23135 37 17 7749954 7749954 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRAMEF11440560 37 1 1288740012887400 + Missense_MutationSNP G

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Silent SNP C

POTEC 388468 37 18 1453497414534974 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

GAB4 128954 37 22 1745092917450929 + Missense_MutationSNP C

AC073343.1 0 37 7 6715783 6715783 + Missense_MutationSNP T

GOLGA8F 0 37 15 2863282928632829 + Missense_MutationSNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T



TUBB2A 7280 37 6 3154882 3154882 + Missense_MutationSNP C

NRG1 3084 37 8 3262184432621844 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRAMEF4 400735 37 1 1294320012943200 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

PRAMEF2 65122 37 1 1291896312918963 + Missense_MutationSNP G

SACS 26278 37 13 2391382723913827 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

UTRN 7402 37 6 1.45E+08 1.45E+08 + Silent SNP T

XPC 7508 37 3 1422002314220023 + Missense_MutationSNP G

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

PRAMEF4 400735 37 1 1294172312941723 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

DDR1 780 37 6 3085707230857072 + Silent SNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

BRD7 29117 37 16 5036866350368663 + Silent SNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

PRDM2 7799 37 1 1410716414107164 + Silent SNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MAP3K1 4214 37 5 5616126256161262 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SACS 26278 37 13 2390753323907533 + Silent SNP T

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ACAN 176 37 15 8939290589392905 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

HELZ2 85441 37 20 6219064062190640 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

PRDM2 7799 37 1 1410514214105142 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G



PBRM1 55193 37 3 5258478752584787 + Silent SNP T

ANKRD49 54851 37 11 9423132394231323 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

PRDM2 7799 37 1 1410538214105382 + Silent SNP T

PRDM2 7799 37 1 1410504914105049 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

MAML3 55534 37 4 1.41E+08 1.41E+08 + Silent SNP C

PRAMEF1 65121 37 1 1285414012854140 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291907912919079 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

EGFR 1956 37 7 5523887455238874 + Silent SNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

DLC1 10395 37 8 1335734013357340 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

NF2 4771 37 22 3006443630064436 + Splice_Site SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-ND6 4541 37 MT 14149 14149 + Splice_Site SNP C

HSPH1 10808 37 13 3173567531735675 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ATXN1 6310 37 6 1632789716327897 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRAMEF11440560 37 1 1288852312888523 + Start_Codon_SNPSNP T

PRDM2 7799 37 1 1410585614105856 + Silent SNP A

PRDM2 7799 37 1 1410713514107135 + Missense_MutationSNP C

GAB2 9846 37 11 7793034577930345 + Silent SNP T



WNK1 65125 37 12 993930 993930 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 8614 8614 + Silent SNP T

PRAMEF1 65121 37 1 1285413912854139 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

DLX6 1750 37 7 9663538896635388 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

POTEG 404785 37 14 1955349419553494 + Silent SNP G

SACS 26278 37 13 2391174823911748 + Silent SNP C

MT-CYB 4519 37 MT 15235 15235 + Nonstop_MutationSNP A

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

UNC13D 201294 37 17 7383913773839137 + Silent SNP G

PRAMEF2 65122 37 1 1291962312919623 + Silent SNP C

PRDM2 7799 37 1 1410898814108988 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 8584 8584 + Missense_MutationSNP G

MT-CO3 4514 37 MT 9950 9950 + Silent SNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MT-ND4 4538 37 MT 11151 11151 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

ATXN1 6310 37 6 1632790316327903 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

KLF1 10661 37 19 1299671912996719 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

RABEP1 9135 37 17 5283673 5283673 + Silent SNP A

GAB2 9846 37 11 7793780077937800 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A



PRB2 653247 37 12 1154689911546899 + Missense_MutationSNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

PRDM2 7799 37 1 1410776414107764 + Silent SNP A

MT-CO3 4514 37 MT 9962 9962 + Silent SNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

UNC13D 201294 37 17 7383101673831016 + Silent SNP G

MT-ND5 4540 37 MT 13359 13359 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MT-ND4 4538 37 MT 11149 11149 + Silent SNP G

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

PRDM2 7799 37 1 1410633014106330 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

MT-CYB 4519 37 MT 15046 15046 + Silent SNP A

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

ZNF394 84124 37 7 9909159999091599 + Silent SNP C

PRDM2 7799 37 1 1410563914105639 + Missense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP C

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

HELZ2 85441 37 20 6220001762200017 + Missense_MutationSNP G

RBM34 23029 37 1 2.35E+08 2.35E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

GOLGA8M 653720 37 15 2894742528947425 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MT-ND1 4535 37 MT 3537 3537 + Silent SNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

PRDM2 7799 37 1 1410594614105946 + Silent SNP T

ZNF543 125919 37 19 5783950657839506 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13710 13710 + Silent SNP A

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

ZKSCAN4 387032 37 6 2821323928213239 + Silent SNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

FRG1B 0 37 20 2962840629628406 + Missense_MutationSNP A

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T



HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

PRAMEF4 400735 37 1 1294320012943200 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7905180179051801 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

KMT2D 8085 37 12 4942453449424534 + Silent SNP G

TP53 7157 37 17 7577577 7577577 + Missense_MutationSNP T

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1294172312941723 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

KDM6B 23135 37 17 7750936 7750936 + Missense_MutationSNP A

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

TPTE 7179 37 21 1090698910906989 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

MEGF8 1954 37 19 4286101642861016 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

DDR1 780 37 6 3085885730858857 + Silent SNP C

TSC1 0 37 9 1.36E+08 1.36E+08 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

POTEM 641455 37 14 2002002420020024 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C



PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

PRAMEF2 65122 37 1 1291896312918963 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

TNRC18 84629 37 7 5352635 5352635 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

ALPK2 115701 37 18 5620249256202492 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SLTM 79811 37 15 5918074859180748 + Silent SNP A

GAB4 128954 37 22 1744615717446157 + Splice_Site SNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRAMEF2 65122 37 1 1291907912919079 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

MEGF8 1954 37 19 4283836442838364 + Splice_Site SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

TUBB8 347688 37 10 93987 93987 + Silent SNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

NBEA 26960 37 13 3573597635735976 + Silent SNP A

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

NBEA 26960 37 13 3622987336229873 + Silent SNP C

PEX1 5189 37 7 9214833692148336 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MYBL1 4603 37 8 6747843167478431 + Missense_MutationSNP T

FGFR3 2261 37 4 1803251 1803251 + Silent SNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

NBEA 26960 37 13 3564495235644952 + Silent SNP A

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

TUBB8 347688 37 10 94025 94025 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T



CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

MT-CO1 4512 37 MT 6518 6518 + Silent SNP C

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

MEGF8 1954 37 19 4285717942857179 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

COBL 23242 37 7 5109614751096147 + Silent SNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

NF2 4771 37 22 3005166630051666 + Splice_Site SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

COG6 57511 37 13 4029342840293428 + Missense_MutationSNP T

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

POTEG 404785 37 14 1955361319553613 + Missense_MutationSNP G

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

TSC2 7249 37 16 2110795 2110795 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

GOLGA6C 653641 37 15 7556248475562484 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

MT-CO3 4514 37 MT 9391 9391 + Missense_MutationSNP C

FGFR3 2261 37 4 1801219 1801219 + Silent SNP C

PRAMEF2 65122 37 1 1291962312919623 + Silent SNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A



FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

MT-ND2 4536 37 MT 4823 4823 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

STARD8 9754 37 X 6794191567941915 + Missense_MutationSNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293981512939815 + Silent SNP G

PRAMEF4 400735 37 1 1293979412939794 + Silent SNP G

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

TUBB8 347688 37 10 93416 93416 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

GOLGA8M 653720 37 15 2894742528947425 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

KDM6B 23135 37 17 7749954 7749954 + Missense_MutationSNP C

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

CDKN2B 1030 37 9 2200614722006147 + Missense_MutationSNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TPTE 7179 37 21 1097001710970017 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A



FGFR3 2261 37 4 1807478 1807478 + Splice_Site SNP G

FGFR3 2261 37 4 1803236 1803236 + Silent SNP C

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

KDM6A 7403 37 X 4492198144921981 + Missense_MutationSNP G

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

TERT 0 37 5 1293474 1293474 + Silent SNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

ANKRD30B374860 37 18 1475260114752601 + Silent SNP A

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

PRAMEF11440560 37 1 1288498112884981 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4942453449424534 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ALPK2 115701 37 18 5620313656203136 + Missense_MutationSNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

MLLT3 4300 37 9 2041434920414349 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

PRDM9 56979 37 5 2352747023527470 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP G

NRG1 3084 37 8 3262163032621630 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

NBEA 26960 37 13 3622987336229873 + Silent SNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ZNF133 7692 37 20 1829607618296076 + Missense_MutationSNP G

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

PREX2 80243 37 8 6886472868864728 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1294299012942990 + Missense_MutationSNP A

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T



KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

TUBB8 347688 37 10 93978 93978 + Silent SNP G

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

HKR1 284459 37 19 3785404037854040 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

GOLGA8M 653720 37 15 2895036228950362 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

PRAMEF17391004 37 1 1371685513716855 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

POTEM 641455 37 14 2000229320002293 + Missense_MutationSNP G

MTOR 2475 37 1 1119064611190646 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850889228508892 + Missense_MutationSNP G

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP C

MTOR 2475 37 1 1118132711181327 + Silent SNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T



ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C

POTEH 23784 37 22 1627929216279292 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

RPL14 9045 37 3 4050350640503506 + Missense_MutationSNP C

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

MT-ATP8 4509 37 MT 8473 8473 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

CDC27 996 37 17 4519834345198343 + Silent SNP C

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

CDC27 996 37 17 4521468545214685 + Silent SNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

MAP3K1 4214 37 5 5617784356177843 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

CHEK2 11200 37 22 2909184129091841 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

PRB2 653247 37 12 1154638011546380 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

PBRM1 55193 37 3 5263763152637631 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C



TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154664711546647 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

ATXN1 6310 37 6 1632789716327897 + Missense_MutationSNP C

POTEG 404785 37 14 1957313419573134 + Missense_MutationSNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

NCOA3 8202 37 20 4627986046279860 + Silent SNP G

MEGF8 1954 37 19 4286156742861567 + Silent SNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

POTEG 404785 37 14 1955371219553712 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-CYB 4519 37 MT 15607 15607 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND6 4541 37 MT 14233 14233 + Silent SNP A

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

CHD2 1106 37 15 9354548893545488 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A



LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

KDM6B 23135 37 17 7752523 7752523 + Missense_MutationSNP A

MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

NRG1 3084 37 8 3261197032611970 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

NUP155 9631 37 5 3733179537331795 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

FGFR3 2261 37 4 1808929 1808929 + Missense_MutationSNP C

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MT-ND5 4540 37 MT 13488 13488 + Silent SNP T

GOLGA8S 0 37 15 2360889723608897 + Missense_MutationSNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LST3 0 37 12 2124300121243001 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

TPTE 7179 37 21 1090698910906989 + Silent SNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP G

NBEA 26960 37 13 3622987336229873 + Silent SNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T



POLR2B 5431 37 4 5787695557876955 + Silent SNP G

SMARCA4 6597 37 19 1110199311101993 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523213745232137 + Silent SNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

POTEC 388468 37 18 1453498014534980 + Silent SNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

HKR1 284459 37 19 3785444037854440 + Silent SNP C

NFKBIZ 64332 37 3 1.02E+08 1.02E+08 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

MT-CO1 4512 37 MT 6261 6261 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

MT-ND4 4538 37 MT 11812 11812 + Silent SNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PRB4 5545 37 12 1146164711461647 + Missense_MutationSNP T



APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEM 641455 37 14 2001998420019984 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

PREX2 80243 37 8 6904640969046409 + Silent SNP G

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

APOBR 55911 37 16 2850850028508500 + Missense_MutationSNP C

MTOR 2475 37 1 1118132711181327 + Silent SNP C

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

FGFR3 2261 37 4 1806131 1806131 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-ATP6 4508 37 MT 8697 8697 + Missense_MutationSNP G

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

DMD 1756 37 X 3259193132591931 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

MKL1 57591 37 22 4080785340807853 + Missense_MutationSNP C

POTEH 23784 37 22 1628764916287649 + Silent SNP G

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

RGPD2 729857 37 2 8812521288125212 + Missense_MutationSNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP T

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A



GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TERT 0 37 5 1294166 1294166 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

TP53 7157 37 17 7569542 7569542 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

MT-ND4 4538 37 MT 10822 10822 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

ERBB2 2064 37 17 3787154737871547 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

MT-ND5 4540 37 MT 13973 13973 + Missense_MutationSNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TPTE 7179 37 21 1097001710970017 + Silent SNP C

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

CCDC30 728621 37 1 4300487343004873 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GAB2 9846 37 11 7793044777930447 + Silent SNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ZNF774 342132 37 15 9090398290903982 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7905854179058541 + Missense_MutationSNP A

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

LZTR1 8216 37 22 2135036921350369 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

ZNF248 57209 37 10 3812064238120642 + Silent SNP C



PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

NF1 4763 37 17 2965480129654801 + Silent SNP T

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

TPTE 7179 37 21 1093393810933938 + Missense_MutationSNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

NCOA3 8202 37 20 4627986046279860 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

ALPK2 115701 37 18 5620448956204489 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND6 4541 37 MT 14233 14233 + Silent SNP A

PTPN13 0 37 4 8772497087724970 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15607 15607 + Silent SNP A

TPTE 7179 37 21 1093407910934079 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

HELZ2 85441 37 20 6219353362193533 + Missense_MutationSNP G

NF1 4763 37 17 2955055029550550 + Silent SNP T

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

CHD2 1106 37 15 9354548893545488 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ZSCAN5C 649137 37 19 5672036256720362 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

ZNF264 0 37 19 5772369657723696 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP G



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

BMP2K 55589 37 4 7979216379792163 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

GOLGA6L2283685 37 15 2368920423689204 + Missense_MutationSNP A

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

MT-ND4 4538 37 MT 11812 11812 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

CDC27 996 37 17 4519834345198343 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

TNRC18 84629 37 7 5352949 5352949 + Missense_MutationSNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1294299012942990 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TMIGD1 388364 37 17 2865184028651840 + Missense_MutationSNP C

POTEC 388468 37 18 1453498014534980 + Silent SNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

KDM4D 55693 37 11 9473137694731376 + Silent SNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G



ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

POTEH 23784 37 22 1628778416287784 +Nonsense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

DDR1 780 37 6 3086783030867830 + Missense_MutationSNP T

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

CRIPAK 285464 37 4 1389125 1389125 + Missense_MutationSNP T

CAST 831 37 5 9603156996031569 + Silent SNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

TSC2 7249 37 16 2110805 2110805 + Silent SNP G

CLOCK 9575 37 4 5631627756316277 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905798979057989 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11899 11899 + Silent SNP T

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

POTEG 404785 37 14 1955349419553494 + Silent SNP G



HELZ2 85441 37 20 6219155862191558 + Silent SNP G

TUBB8 347688 37 10 93635 93635 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

HELZ2 85441 37 20 6219451062194510 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

PREX2 80243 37 8 6900926869009268 + Silent SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

DLC1 10395 37 8 1295814512958145 + Silent SNP T

GAB2 9846 37 11 7793780077937800 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

CDC27 996 37 17 4521468545214685 + Silent SNP T

EGFR 1956 37 7 5523308955233089 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

NF2 4771 37 22 3005069730050697 +Nonsense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

HELZ2 85441 37 20 6219572662195726 + Silent SNP G

PREX2 80243 37 8 6886472868864728 + Silent SNP G

EGFR 1956 37 7 5523814755238147 + Silent SNP G



GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP C

CHD2 1106 37 15 9355795493557954 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

SLTM 79811 37 15 5917596559175965 + Silent SNP A

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

ERBB3 2065 37 12 5648732356487323 + Missense_MutationSNP G

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

MT-ATP6 4508 37 MT 8697 8697 + Missense_MutationSNP G

FRG1B 0 37 20 2962590529625905 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

PRB4 5545 37 12 1146164711461647 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

MEGF8 1954 37 19 4287490142874901 + Missense_MutationSNP G

HELZ2 85441 37 20 6219756862197568 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

HSPH1 10808 37 13 3173622431736224 + Missense_MutationSNP G

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CCNB1 891 37 5 6847124768471247 + Silent SNP G

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

TUBB2B 347733 37 6 3225021 3225021 + Silent SNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

SMARCA2 6595 37 9 2186224 2186224 + Silent SNP C

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

HELZ2 85441 37 20 6219756862197568 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

NBEA 26960 37 13 3564495235644952 + Silent SNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Missense_MutationSNP C

CHEK2 11200 37 22 2912108329121083 + Silent SNP T

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G



MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

NEGR1 257194 37 1 7274808472748084 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

TRAF7 84231 37 16 2225556 2225556 + Missense_MutationSNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

NBEA 26960 37 13 3573597635735976 + Silent SNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

ARHGEF2864283 37 5 7318175673181756 + Missense_MutationSNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

HELZ2 85441 37 20 6219572662195726 + Silent SNP G

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

CDC27 996 37 17 4522127345221273 + Missense_MutationSNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

GOLGA8H 728498 37 15 3090068330900683 + Missense_MutationSNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T



TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

GOLGA8N1.01E+08 37 15 3289028232890282 + Silent SNP C

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

CDC27 996 37 17 4524940845249408 + Silent SNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

ARHGEF2864283 37 5 7304886773048867 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

DDR1 780 37 6 3086783030867830 + Missense_MutationSNP T

NRG1 3084 37 8 3262163032621630 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

POTEH 23784 37 22 1628766116287661 + Silent SNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

ARHGEF2864283 37 5 7310948873109488 + Silent SNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

FBXL3 26224 37 13 7758168177581681 + Missense_MutationSNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

WNK1 65125 37 12 988894 988894 + Silent SNP G

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

ALPK2 115701 37 18 5620313656203136 + Missense_MutationSNP T

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

FGFR1 2260 37 8 3827146638271466 + Silent SNP C

PRDM2 7799 37 1 1407588014075880 + Silent SNP C

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP T

DMD 1756 37 X 3149639831496398 + Missense_MutationSNP T

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

KDM4E 390245 37 11 9475986394759863 + Missense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

KMT2D 8085 37 12 4942791949427919 + Silent SNP T

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

PRB4 5545 37 12 1146164711461647 + Missense_MutationSNP T

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP G

DLC1 10395 37 8 1295814512958145 + Silent SNP T

TSC2 7249 37 16 2135016 2135016 + Silent SNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

KDM4E 390245 37 11 9475883894758838 + Silent SNP C



ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

TPTE 7179 37 21 1094295510942955 + Missense_MutationSNP T

MEGF8 1954 37 19 4286101642861016 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

EGFR 1956 37 7 5523808755238087 + Silent SNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

MT-ND5 4540 37 MT 13827 13827 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

SMARCA4 6597 37 19 1110199311101993 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MAP3K1 4214 37 5 5615567256155672 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

BBS2 583 37 16 5653380456533804 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

ALPK2 115701 37 18 5624613956246139 + Silent SNP G

SMARCA4 6597 37 19 1112373811123738 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP A

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

NF2 4771 37 22 3005165230051652 +Nonsense_MutationSNP C

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

KMT2D 8085 37 12 4943388349433883 + Missense_MutationSNP G



SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

ADAMTS7 11173 37 15 7905873079058730 + Missense_MutationSNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

MT-ND5 4540 37 MT 13928 13928 + Missense_MutationSNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

PRDM9 56979 37 5 2352277923522779 + Missense_MutationSNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G



FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

CDC27 996 37 17 4522127345221273 + Missense_MutationSNP A

TPTE2 93492 37 13 2002442920024429 + Silent SNP A

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

PRB4 5545 37 12 1146164711461647 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP G

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRDM9 56979 37 5 2352277923522779 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TSC2 7249 37 16 2135016 2135016 + Silent SNP C

GOLGA8H 728498 37 15 3090073030900730 + Missense_MutationSNP A

PRAMEF11440560 37 1 1288757912887579 + Missense_MutationSNP G

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP G

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

PRAMEF10343071 37 1 1295496712954967 + Silent SNP G

NBEA 26960 37 13 3562446035624460 + Missense_MutationSNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T



ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CDC27 996 37 17 4523561645235616 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

POTEF 728378 37 2 1.31E+08 1.31E+08 + Silent SNP A

EGFR 1956 37 7 5523808755238087 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

MAML3 55534 37 4 1.41E+08 1.41E+08 + Silent SNP T

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13827 13827 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521467345214673 + Silent SNP T

GAGE10 643832 37 X 4916141849161418 + Splice_Site SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POTEC 388468 37 18 1453794514537945 + Missense_MutationSNP A

CDC27 996 37 17 4521458245214582 + Silent SNP A

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MAP3K1 4214 37 5 5615567256155672 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

BBS2 583 37 16 5653380456533804 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

CDC27 996 37 17 4524933045249330 + Silent SNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

CDC27 996 37 17 4521968845219688 + Missense_MutationSNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A



GOLGA8M 653720 37 15 2894711428947114 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

POTEH 23784 37 22 1626705916267059 + Missense_MutationSNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

AGGF1 55109 37 5 7633253976332539 +Nonsense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

NF2 4771 37 22 3005165230051652 +Nonsense_MutationSNP C

CDC27 996 37 17 4523563545235635 + Missense_MutationSNP A

CDC27 996 37 17 4524736845247368 + Missense_MutationSNP T

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP T

KDM4E 390245 37 11 9475883894758838 + Silent SNP C

GOLGA8H 728498 37 15 3090068330900683 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

GOLGA8Q 0 37 15 3084609030846090 + Silent SNP C

NF1 4763 37 17 2955638329556383 + Missense_MutationSNP T

CDC27 996 37 17 4522129845221298 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

CDC27 996 37 17 4523559845235598 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13617 13617 + Silent SNP T

GOLGA8I 0 37 15 2325839323258393 + Missense_MutationSNP C

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

NF1 4763 37 17 2954608329546083 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

CDC27 996 37 17 4521454445214544 + Silent SNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

CDC27 996 37 17 4521975045219750 + Missense_MutationSNP T

CDC27 996 37 17 4521614145216141 + Silent SNP T

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

CDC27 996 37 17 4521974645219746 + Silent SNP T

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G



RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

CDC27 996 37 17 4521466945214669 + Missense_MutationSNP T

NF1 4763 37 17 2955639029556390 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

CDC27 996 37 17 4525897145258971 + Silent SNP A

ADAMTS7 11173 37 15 7905873079058730 + Missense_MutationSNP A

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

CDC27 996 37 17 4522130345221303 + Silent SNP G

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

MT-CYB 4519 37 MT 14793 14793 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

CDC27 996 37 17 4521452345214523 + Missense_MutationSNP A

CCNB1 891 37 5 6847124768471247 + Silent SNP G

CDC27 996 37 17 4521972345219723 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

C2orf27A 29798 37 2 1.32E+08 1.32E+08 +De_novo_Start_OutOfFrameSNP T

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

CDC27 996 37 17 4521938745219387 + Splice_Site SNP A

CDC27 996 37 17 4523562045235620 + Missense_MutationSNP T

CDC27 996 37 17 4521923945219239 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13928 13928 + Missense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

NBEA 26960 37 13 3562452935624529 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

MAGI1 9223 37 3 6542559165425591 + Silent SNP T

DLC1 10395 37 8 1295814512958145 + Silent SNP T

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

GOLGA8H 728498 37 15 3089812130898121 + Missense_MutationSNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

CDC27 996 37 17 4521924145219241 + Missense_MutationSNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MLLT3 4300 37 9 2041429820414298 + Silent SNP A



TPTE 7179 37 21 1095126710951267 + Splice_Site SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

WNK1 65125 37 12 988894 988894 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

CDC27 996 37 17 4522131745221317 + Missense_MutationSNP T

TPTE 7179 37 21 1094295510942955 + Missense_MutationSNP T

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

NBEA 26960 37 13 3563292335632923 + Missense_MutationSNP G

POTEJ 653781 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

DLC1 10395 37 8 1335680713356807 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2002430320024303 + Splice_Site SNP C

NF1 4763 37 17 2955458229554582 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

CDC27 996 37 17 4524739345247393 + Missense_MutationSNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

SACS 26278 37 13 2392984223929842 + Silent SNP T

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15585 15585 + Missense_MutationSNP T

PTPN13 0 37 4 8762262487622624 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1291896312918963 + Missense_MutationSNP G

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6045 6045 + Silent SNP C

POTEH 23784 37 22 1628764916287649 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A



ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

BMP2K 55589 37 4 7979216379792163 + Missense_MutationSNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

TPTE 7179 37 21 1090698910906989 + Silent SNP C

NBEA 26960 37 13 3622987336229873 + Silent SNP C

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

TERT 0 37 5 1254594 1254594 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MT-ND1 4535 37 MT 3720 3720 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

PRAMEF4 400735 37 1 1293981512939815 + Silent SNP G

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

CHEK2 11200 37 22 2913045829130458 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP A

ATXN1 6310 37 6 1632790316327903 + Missense_MutationSNP C

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523808755238087 + Silent SNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA6A 342096 37 15 7436826474368264 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G



SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293942612939426 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GOLGA8S 0 37 15 2360653223606532 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

NCOA3 8202 37 20 4627983646279836 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PAF1 54623 37 19 3988036439880364 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

MT-ND2 4536 37 MT 5390 5390 + Missense_MutationSNP A

AC087645.1 0 37 17 7621994576219945 + Missense_MutationSNP T

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15514 15514 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

MTOR 2475 37 1 1119064611190646 + Silent SNP G

MT-ND5 4540 37 MT 13401 13401 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T



ZNF133 7692 37 20 1829719318297193 + Silent SNP T

MT-ND5 4540 37 MT 13734 13734 + Silent SNP T

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1294172312941723 + Missense_MutationSNP T

MT-ND2 4536 37 MT 5426 5426 + Silent SNP T

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

RGPD1 400966 37 2 8721412387214123 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

ERBB3 2065 37 12 5647897556478975 + Missense_MutationSNP C

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

XPC 7508 37 3 1421452414214524 + Missense_MutationSNP G

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

POTEC 388468 37 18 1454279814542798 + Silent SNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

TUBB8 347688 37 10 93930 93930 + Missense_MutationSNP C



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

NF2 4771 37 22 3006100030061000 +Nonsense_MutationSNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

UNC13D 201294 37 17 7382649173826491 + Missense_MutationSNP G

FGFR3 2261 37 4 1801487 1801487 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

EGFR 1956 37 7 5525945055259450 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

MT-CO1 4512 37 MT 6152 6152 + Silent SNP T

AC087645.1 0 37 17 7621973976219739 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MT-ND4 4538 37 MT 10876 10876 + Silent SNP A

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

MT-CYB 4519 37 MT 15661 15661 + Silent SNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

MT-ND5 4540 37 MT 13020 13020 + Silent SNP T

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C



SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

SACS 26278 37 13 2392984223929842 + Silent SNP T

ATXN1 6310 37 6 1632777016327770 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

APOBR 55911 37 16 2850889228508892 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

MT-ND4 4538 37 MT 12027 12027 + Missense_MutationSNP T

LRRIQ3 127255 37 1 7464840874648408 + Missense_MutationSNP C

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

KDM6B 23135 37 17 7750010 7750010 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

POTEG 404785 37 14 1955349419553494 + Silent SNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

YAP1 10413 37 11 1.02E+08 1.02E+08 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

LZTR1 8216 37 22 2134825421348254 + Silent SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP G

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A



PEX1 5189 37 7 9213249392132493 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

KDM6B 23135 37 17 7750936 7750936 + Missense_MutationSNP A

MT-CO1 4512 37 MT 6164 6164 + Silent SNP C

WNK1 65125 37 12 988855 988855 + Silent SNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

CLOCK 9575 37 4 5632536556325365 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Silent SNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP G

GOLGA8J 653073 37 15 3038536430385364 + Missense_MutationSNP G

RIPK3 11035 37 14 2480690224806902 + Splice_Site SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

CACNA1A 773 37 19 1336603213366032 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

RIPK3 11035 37 14 2480722124807221 + Silent SNP G

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

COBL 23242 37 7 5109614751096147 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T



KDM4E 390245 37 11 9475883894758838 + Silent SNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

PAF1 54623 37 19 3988001139880011 + Silent SNP G

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7450731574507315 + Missense_MutationSNP C

CTNND2 1501 37 5 1139718811397188 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

DLC1 10395 37 8 1295767812957678 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

TPTE2 93492 37 13 2002429720024297 + Missense_MutationSNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

CDC27 996 37 17 4521935445219354 + Silent SNP A

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

DMD 1756 37 X 3259193132591931 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

TERT 0 37 5 1253918 1253918 + Silent SNP C

RAG1 5896 37 11 3659773436597734 + Silent SNP A

KLF7 8609 37 2 2.08E+08 2.08E+08 + Silent SNP G

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

TPTE 7179 37 21 1095137810951378 + Missense_MutationSNP C

RIPK3 11035 37 14 2480838824808388 + Silent SNP A

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

LRRIQ3 127255 37 1 7450694274506942 + Missense_MutationSNP G



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

GOLGA8M 653720 37 15 2894787028947870 + Missense_MutationSNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

ADAMTS7 11173 37 15 7905933379059333 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

CLOCK 9575 37 4 5630167556301675 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

KDM6B 23135 37 17 7749954 7749954 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

CACNA1C 775 37 12 2774833 2774833 + Silent SNP T

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13117 13117 + Missense_MutationSNP A

ALPK2 115701 37 18 5620313656203136 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

CHD2 1106 37 15 9355795493557954 + Missense_MutationSNP G

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

MT-CO1 4512 37 MT 6300 6300 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

MEGF8 1954 37 19 4287490142874901 + Missense_MutationSNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T



FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3398 3398 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13818 13818 + Silent SNP T

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

BRCA2 675 37 13 3290716032907160 + Silent SNP T

PRAMEF4 400735 37 1 1294320012943200 + Missense_MutationSNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291896312918963 + Missense_MutationSNP G

WNK1 65125 37 12 974498 974498 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1294172312941723 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

GOLGA8S 0 37 15 2360889723608897 + Missense_MutationSNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Splice_Site SNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G



PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

NBEA 26960 37 13 3622987336229873 + Silent SNP C

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

TNRC18 84629 37 7 5352949 5352949 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SLTM 79811 37 15 5917596559175965 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

FGFR3 2261 37 4 1807564 1807564 + Missense_MutationSNP C

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

PRAMEF2 65122 37 1 1291907912919079 + Missense_MutationSNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MAML2 84441 37 11 9582536295825362 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CCND1 595 37 11 6946285669462856 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PRAMEF4 400735 37 1 1293942612939426 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

TUBB8 347688 37 10 94025 94025 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G



MAML2 84441 37 11 9582541095825410 + Silent SNP C

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

MT-ND3 4537 37 MT 10115 10115 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ARID1A 8289 37 1 2710697527106975 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

PREX2 80243 37 8 6904640969046409 + Silent SNP G

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

PRAMEF2 65122 37 1 1291962312919623 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11428 11428 + Silent SNP C

GOLGA8K 653125 37 15 3268507232685072 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

TUBB8 347688 37 10 94823 94823 + Silent SNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

AC074212.3 0 37 19 4626496346264963 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

ALPK2 115701 37 18 5620479456204794 + Silent SNP C

PRAMEF4 400735 37 1 1293981512939815 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C



LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

TUBB8 347688 37 10 93416 93416 + Missense_MutationSNP G

BRD7 29117 37 16 5040211250402112 + Missense_MutationSNP G

TUBB6 84617 37 18 1232537012325370 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

MEGF8 1954 37 19 4287998142879981 + Missense_MutationSNP C

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

PREX2 80243 37 8 6895681668956816 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MT-ND4L 4539 37 MT 10632 10632 + Silent SNP T

BRCA2 675 37 13 3290712932907129 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

TERT 0 37 5 1294166 1294166 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TPTE2 93492 37 13 2002533620025336 + Silent SNP A

KMT2D 8085 37 12 4942453449424534 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

PBRM1 55193 37 3 5263773352637733 + Missense_MutationSNP T

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KDM6B 23135 37 17 7750936 7750936 + Missense_MutationSNP A

POTEG 404785 37 14 1955349419553494 + Silent SNP G

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G



KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

GLTSCR1 29998 37 19 4819831748198317 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

SACS 26278 37 13 2392867123928671 + Missense_MutationSNP C

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

TPTE 7179 37 21 1090694710906947 + Silent SNP G

TPTE 7179 37 21 1090698910906989 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

NBEA 26960 37 13 3622987336229873 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PAK1 5058 37 11 7709093977090939 + Splice_Site SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

BRCA2 675 37 13 3291256032912560 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ZNF343 79175 37 20 2464353 2464353 + Silent SNP A

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

TUBB8 347688 37 10 93987 93987 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

ZNF774 342132 37 15 9090361890903618 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T



NF1 4763 37 17 2948310829483108 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRDM2 7799 37 1 1410913514109135 + Silent SNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

ZFP41 286128 37 8 1.44E+08 1.44E+08 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ATXN1 6310 37 6 1630685816306858 + Missense_MutationSNP G

TUBB8 347688 37 10 94025 94025 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

COBL 23242 37 7 5109614751096147 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

BRD7 29117 37 16 5035392850353928 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

ADAMTS7 11173 37 15 7905798979057989 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C



PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219451362194513 + Missense_MutationSNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

DMD 1756 37 X 3259193132591931 + Silent SNP T

SMARCA2 6595 37 9 2170451 2170451 + Missense_MutationSNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

AC087645.1 0 37 17 7621973976219739 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

TERT 0 37 5 1280374 1280374 + Silent SNP G

PRAMEF4 400735 37 1 1294299212942992 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

TP53 7157 37 17 7569542 7569542 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

MT-ND5 4540 37 MT 12795 12795 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

WNK1 65125 37 12 988894 988894 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KDM6B 23135 37 17 7749954 7749954 + Missense_MutationSNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C



GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

TPTE 7179 37 21 1097001710970017 + Silent SNP C

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

GNL3 26354 37 3 5272697652726976 + Missense_MutationSNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

POTEG 404785 37 14 1955352419553524 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PRSS1 5644 37 7 1.42E+08 1.42E+08 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4942791949427919 + Silent SNP T

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

TUBB8 347688 37 10 93416 93416 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

DLC1 10395 37 8 1295263912952639 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

GOLGA8S 0 37 15 2360889023608890 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360653223606532 + Missense_MutationSNP C

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

NF2 4771 37 22 3003273830032738 + Splice_Site SNP A

CHD2 1106 37 15 9354548893545488 + Missense_MutationSNP T

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C



SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

TPTE 7179 37 21 1090698910906989 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360641023606410 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

POTEC 388468 37 18 1453498014534980 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

MT-CO2 4513 37 MT 8185 8185 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

RICTOR 253260 37 5 3894244938942449 + Missense_MutationSNP G

MT-ATP6 4508 37 MT 8802 8802 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

ZNF79 7633 37 9 1.3E+08 1.3E+08 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ARID2 196528 37 12 4624336546243365 + Missense_MutationSNP C

GOLGA8S 0 37 15 2361013023610130 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

MT-CO3 4514 37 MT 9293 9293 + Silent SNP C

GAB2 9846 37 11 7793032777930327 + Silent SNP G

PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T



NF1 4763 37 17 2948310829483108 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

APOBR 55911 37 16 2850841328508413 + Missense_MutationSNP A

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

GOLGA8M 653720 37 15 2895036228950362 + Silent SNP G

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

MT-ND1 4535 37 MT 3471 3471 + Silent SNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

GOLGA8F 0 37 15 2863277628632776 + Missense_MutationSNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

TNRC18 84629 37 7 5352935 5352935 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

MT-ND4 4538 37 MT 11025 11025 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

POTEH 23784 37 22 1628764916287649 + Silent SNP G

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

GOLGA8K 653125 37 15 3268507232685072 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SLTM 79811 37 15 5917596559175965 + Silent SNP A

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

ZNF12 7559 37 7 6731672 6731672 + Missense_MutationSNP G

MT-CO2 4513 37 MT 8005 8005 + Silent SNP T

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

MAP3K1 4214 37 5 5617784356177843 + Missense_MutationSNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

KMT2D 8085 37 12 4943199549431995 + Silent SNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

DLC1 10395 37 8 1295814512958145 + Silent SNP T

APOBR 55911 37 16 2850661128506611 + Silent SNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

PBRM1 55193 37 3 5263763152637631 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

EGFR 1956 37 7 5525945055259450 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A



ADAMTS7 11173 37 15 7905873079058730 + Missense_MutationSNP A

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

MEGF8 1954 37 19 4284045142840451 + Silent SNP C

GOLGA6A 342096 37 15 7436510174365101 + Missense_MutationSNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ZNF394 84124 37 7 9909159999091599 + Silent SNP C

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

NCOA3 8202 37 20 4627986646279866 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

PTPN13 0 37 4 8762262487622624 + Missense_MutationSNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

KMT2D 8085 37 12 4941843549418435 + Silent SNP A

MT-ND6 4541 37 MT 14386 14386 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP G

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

POTEG 404785 37 14 1955349419553494 + Silent SNP G

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C



RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP T

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

TPTE 7179 37 21 1090698910906989 + Silent SNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

CDC27 996 37 17 4519834345198343 + Silent SNP C

GOLGA8M 653720 37 15 2894742528947425 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP G

FMN2 56776 37 1 2.4E+08 2.4E+08 + Silent SNP T

POTEC 388468 37 18 1453498014534980 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

CAST 831 37 5 9610182296101822 + Silent SNP C

PTPN13 0 37 4 8762250387622503 + Missense_MutationSNP T

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

TPTE2 93492 37 13 2002533620025336 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

ALPK2 115701 37 18 5620479456204794 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

GOLGA8J 653073 37 15 3038536430385364 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

GOLGA6A 342096 37 15 7436463974364639 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

RIPK3 11035 37 14 2480544224805442 + Missense_MutationSNP C



ALPK2 115701 37 18 5620239456202394 + Silent SNP C

NF2 4771 37 22 3003825930038259 +Nonsense_MutationSNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1130776211307762 + Missense_MutationSNP T

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

CTNND2 1501 37 5 1139718811397188 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ZNF554 115196 37 19 2834442 2834442 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MT-CO1 4512 37 MT 7098 7098 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

TSC2 7249 37 16 2110795 2110795 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

AP3S1 1176 37 5 1.15E+08 1.15E+08 + Missense_MutationSNP G

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

KDM5C 8242 37 X 5323110853231108 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C



CDC27 996 37 17 4521468545214685 + Silent SNP T

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

MT-ND2 4536 37 MT 5024 5024 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

SACS 26278 37 13 2390916223909162 + Silent SNP A

TSC2 7249 37 16 2112998 2112998 + Missense_MutationSNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

TPTE 7179 37 21 1097001710970017 + Silent SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

KMT2D 8085 37 12 4944846349448463 + Missense_MutationSNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

CCNB1 891 37 5 6847124768471247 + Silent SNP G

KMT2D 8085 37 12 4942646049426460 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

LZTR1 8216 37 22 2133732521337325 + Silent SNP G



NCOA3 8202 37 20 4627986046279860 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

APOBR 55911 37 16 2850889228508892 + Missense_MutationSNP G

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

HSPH1 10808 37 13 3172512031725120 + Missense_MutationSNP A

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

BRCA2 675 37 13 3291146332911463 + Missense_MutationSNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

CDC27 996 37 17 4521621645216216 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

APOBR 55911 37 16 2850702928507029 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A



OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3089807230898072 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

CDC27 996 37 17 4524930645249306 + Silent SNP T

NRG1 3084 37 8 3250577532505775 + Missense_MutationSNP C

CDC27 996 37 17 4523561645235616 +Nonsense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

CDC27 996 37 17 4519834345198343 + Silent SNP C

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

MT-CYB 4519 37 MT 15496 15496 + Silent SNP A

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

GAGE10 643832 37 X 4916136949161369 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

BRCA2 675 37 13 3290698032906980 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

GAGE10 643832 37 X 4916141849161418 + Splice_Site SNP T

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

CDC27 996 37 17 4524933045249330 + Silent SNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

MT-CO2 4513 37 MT 7930 7930 + Silent SNP A



FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ZNF248 57209 37 10 3812088238120882 + Silent SNP A

RIPK3 11035 37 14 2480722124807221 + Silent SNP G

COBL 23242 37 7 5109614751096147 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

GOLGA8H 728498 37 15 3089809230898092 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

NDRG2 57447 37 14 2149105421491054 +Nonsense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

NDRG2 57447 37 14 2148638721486387 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

GCC2 9648 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

LRRIQ3 127255 37 1 7450731574507315 + Missense_MutationSNP C

BRCA2 675 37 13 3291072132910721 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

GOLGA8N1.01E+08 37 15 3289028232890282 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

POTEJ 653781 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

NBEA 26960 37 13 3568495235684952 + Silent SNP G

NF1 4763 37 17 2955976229559762 + Missense_MutationSNP T

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP T

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

GOLGA8K 653125 37 15 3268507232685072 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521466945214669 + Missense_MutationSNP T



MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

MT-ND5 4540 37 MT 13050 13050 + Silent SNP A

CDC27 996 37 17 4525897145258971 + Silent SNP A

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP T

CDC27 996 37 17 4521468545214685 + Silent SNP T

EGFR 1956 37 7 5525945055259450 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

MT-CYB 4519 37 MT 15394 15394 + Silent SNP T

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

LRRIQ3 127255 37 1 7450694274506942 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP G

BRCA2 675 37 13 3290648032906480 + Missense_MutationSNP A

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

NBEA 26960 37 13 3568496435684964 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

GOLGA8H 728498 37 15 3090222330902223 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

PBRM1 55193 37 3 5263763152637631 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

LRRIQ3 127255 37 1 7464840874648408 + Missense_MutationSNP C

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C



MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

CDC27 996 37 17 4521467345214673 + Silent SNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

NF1 4763 37 17 2955974729559747 + Missense_MutationSNP A

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

NRG1 3084 37 8 3250577432505774 + Missense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

PRDM7 11105 37 16 9012691290126912 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

GAGE10 643832 37 X 4916136649161366 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2002430320024303 + Splice_Site SNP C

NF1 4763 37 17 2955458229554582 + Silent SNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRAMEF11440560 37 1 1288498112884981 + Missense_MutationSNP T

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

KCNA5 3741 37 12 5154172 5154172 + Missense_MutationSNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

MT-ND4 4538 37 MT 10819 10819 + Silent SNP A

CDC27 996 37 17 4523471245234712 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

MT-ND2 4536 37 MT 4529 4529 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T



MEGF8 1954 37 19 4283828642838286 + Missense_MutationSNP G

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

TPTE 7179 37 21 1090698910906989 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

TPTE2 93492 37 13 2004819720048197 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MEGF8 1954 37 19 4286156742861567 + Silent SNP C

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

TUBB3 10381 37 16 9000207490002074 + Silent SNP G

MT-ND5 4540 37 MT 13780 13780 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-CYB 4519 37 MT 15043 15043 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MT-ND3 4537 37 MT 10238 10238 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12501 12501 + Missense_MutationSNP G

NUP155 9631 37 5 3733372737333727 + Silent SNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP T

APOBR 55911 37 16 2850809428508094 + Missense_MutationSNP G

UNC13D 201294 37 17 7383932673839326 + Missense_MutationSNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

CCNT1 904 37 12 4908732549087325 + Missense_MutationSNP T

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A



KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KCNA5 3741 37 12 5154173 5154173 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

BRCA2 675 37 13 3297288432972884 + Missense_MutationSNP A

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

NBEA 26960 37 13 3622000536220005 + Splice_Site SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

EGFR 1956 37 7 5523142655231426 + Splice_Site SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MN1 4330 37 22 2819493328194933 + Silent SNP T

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

MT-ATP8 4509 37 MT 8519 8519 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP T

PRDM9 56979 37 5 2352752823527528 + Silent SNP C

PRAMEF12390999 37 1 1283723912837239 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A



SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

MT-ND4L 4539 37 MT 10742 10742 + Silent SNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

WNK1 65125 37 12 988894 988894 + Silent SNP G

KCNA5 3741 37 12 5154333 5154333 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

MT-CO3 4514 37 MT 9254 9254 + Nonstop_MutationSNP A

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

CCNT1 904 37 12 4908789949087899 + Silent SNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

NBEA 26960 37 13 3622046136220461 + Silent SNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

CDC27 996 37 17 4523563545235635 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

MT-ND5 4540 37 MT 13780 13780 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

MT-ND4 4538 37 MT 10819 10819 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A



DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

CDC27 996 37 17 4524930645249306 + Silent SNP T

CDC27 996 37 17 4523561645235616 +Nonsense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-CYB 4519 37 MT 15043 15043 + Silent SNP G

MT-ND2 4536 37 MT 4529 4529 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

CDC27 996 37 17 4524933045249330 + Silent SNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MT-ND3 4537 37 MT 10238 10238 + Silent SNP T

MT-ND5 4540 37 MT 12501 12501 + Missense_MutationSNP G

NUP155 9631 37 5 3733372737333727 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

CCNT1 904 37 12 4908732549087325 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

BRCA2 675 37 13 3297288432972884 + Missense_MutationSNP A

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

NBEA 26960 37 13 3622000536220005 + Splice_Site SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

CDC27 996 37 17 4521614145216141 + Silent SNP T

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

MT-ATP8 4509 37 MT 8519 8519 + Missense_MutationSNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP G



BRCA2 675 37 13 3291229932912299 + Silent SNP T

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

MT-ND4L 4539 37 MT 10742 10742 + Silent SNP T

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CDC27 996 37 17 4523562045235620 + Missense_MutationSNP T

MT-CO3 4514 37 MT 9254 9254 + Nonstop_MutationSNP A

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

APOBR 55911 37 16 2850700428507004 + Silent SNP G

HELZ2 85441 37 20 6219296962192969 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

OLFM4 10562 37 13 5360307753603077 + Missense_MutationSNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LST3 0 37 12 2124300121243001 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

EGFR 1956 37 7 5523808755238087 + Silent SNP C

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

RP11-683L23.10 37 18 47790 47790 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

CHD2 1106 37 15 9355795493557954 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

PAK1 5058 37 11 7710344677103446 + Silent SNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

DLC1 10395 37 8 1335686013356860 + Missense_MutationSNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

PRAMEF11440560 37 1 1288531812885318 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP T

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

PRAMEF1 65121 37 1 1285406812854068 + Missense_MutationSNP T

KCNA5 3741 37 12 5154232 5154232 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T



TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

FGFR3 2261 37 4 1807478 1807478 + Splice_Site SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

PRAME 23532 37 22 2289225522892255 + Silent SNP C

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

MTOR 2475 37 1 1118132711181327 + Silent SNP C

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

EGFR 1956 37 7 5523308955233089 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

ACAN 176 37 15 8941474989414749 + Silent SNP C

UNC13D 201294 37 17 7382617073826170 + Missense_MutationSNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

SACS 26278 37 13 2390916223909162 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

HELZ2 85441 37 20 6219581462195814 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

HELZ2 85441 37 20 6219429862194298 + Silent SNP G



PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

PTEN 5728 37 10 8971193889711938 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

SMARCE1 6605 37 17 3878707238787072 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

LST3 0 37 12 2120512321205123 + Silent SNP A

GCC2 9648 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

GAGE10 643832 37 X 4916138649161386 + Silent SNP T

NF1 4763 37 17 2955788629557886 + Missense_MutationSNP A

CDC27 996 37 17 4523558345235583 +Nonsense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP G

NBEA 26960 37 13 3561529635615296 + Missense_MutationSNP T

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP C

POTEC 388468 37 18 1453781514537815 + Silent SNP A

POTEC 388468 37 18 1453497114534971 + Silent SNP T

GCC2 9648 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

NBEA 26960 37 13 3561515035615150 + Silent SNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

NBEA 26960 37 13 3569154935691549 + Splice_Site SNP A

POTEC 388468 37 18 1453792214537922 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

NBEA 26960 37 13 3562449135624491 + Missense_MutationSNP G



RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

GOLGA8H 728498 37 15 3090073030900730 + Missense_MutationSNP A

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

NF1 4763 37 17 2959231429592314 + Missense_MutationSNP A

POTEC 388468 37 18 1452347414523474 + Silent SNP G

POTEJ 653781 37 2 1.31E+08 1.31E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

NBEA 26960 37 13 3567244335672443 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

NF1 4763 37 17 2955793629557936 + Missense_MutationSNP C

PTEN 5728 37 10 8971191389711913 + Silent SNP T

POTEH 23784 37 22 1627920916279209 + Silent SNP C

AGGF1 55109 37 5 7633253376332533 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP G

LST3 0 37 12 2124300121243001 + Silent SNP C

CDC27 996 37 17 4523463245234632 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

SMARCE1 6605 37 17 3879224138792241 + Silent SNP T

NF1 4763 37 17 2955786929557869 + Missense_MutationSNP G

CDC27 996 37 17 4521966745219667 + Missense_MutationSNP T

NBEA 26960 37 13 3564410435644104 + Silent SNP G

NBEA 26960 37 13 3562446035624460 + Missense_MutationSNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

NF1 4763 37 17 2955639029556390 + Silent SNP T

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

NF1 4763 37 17 2952809029528090 + Silent SNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

NBEA 26960 37 13 3568502235685022 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A



RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

SMARCE1 6605 37 17 3879272438792724 +Nonsense_MutationSNP T

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP G

NF1 4763 37 17 2955914629559146 + Missense_MutationSNP C

LST3 0 37 12 2120511421205114 + Silent SNP C

GOLGA8S 0 37 15 2361026623610266 + Silent SNP A

NF1 4763 37 17 2955688829556888 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

CDC27 996 37 17 4522131745221317 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2103387321033873 + Silent SNP A

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7635550576355505 + Missense_MutationSNP G

NF1 4763 37 17 2955644229556442 + Silent SNP T

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

CDC27 996 37 17 4521467345214673 + Silent SNP T

PAK1 5058 37 11 7710344677103446 + Silent SNP A

TPTE2 93492 37 13 2001223520012235 + Silent SNP G

NF1 4763 37 17 2955632329556323 + Missense_MutationSNP G

GAGE10 643832 37 X 4916141849161418 + Splice_Site SNP T

CDC27 996 37 17 4522922145229221 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1453794514537945 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

CDC27 996 37 17 4521458245214582 + Silent SNP A

DLC1 10395 37 8 1335686013356860 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

SMARCE1 6605 37 17 3879270238792702 + Missense_MutationSNP C

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP G

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

GAGE10 643832 37 X 4916136949161369 + Missense_MutationSNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A



RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

RGPD4 285190 37 2 1.09E+08 1.09E+08 + Nonstop_MutationSNP T

NF1 4763 37 17 2955627929556279 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

NF1 4763 37 17 2952756929527569 + Missense_MutationSNP T

NBEA 26960 37 13 3564495235644952 + Missense_MutationSNP A

AGGF1 55109 37 5 7635892476358924 + Missense_MutationSNP A

NF1 4763 37 17 2955728529557285 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1956605819566058 + Missense_MutationSNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP G

TPTE2 93492 37 13 2003961420039614 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

NBEA 26960 37 13 3561518435615184 + Missense_MutationSNP T

POTEC 388468 37 18 1453791614537916 + Missense_MutationSNP G

CDC27 996 37 17 4522129845221298 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

WI2-3308P17.20 37 1 1305289513052895 + Missense_MutationSNP C

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

TPTE2 93492 37 13 2004142520041425 + Missense_MutationSNP G

PRAMEF11440560 37 1 1288531812885318 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Nonstop_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP T

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

AP3S1 1176 37 5 1.15E+08 1.15E+08 + Silent SNP T

NUP155 9631 37 5 3733372737333727 + Silent SNP A

NF1 4763 37 17 2955695329556953 + Missense_MutationSNP G

WNK1 65125 37 12 988894 988894 + Silent SNP G

TPTE2 93492 37 13 1999722919997229 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

NF1 4763 37 17 2955637629556376 + Missense_MutationSNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP A

TPTE 7179 37 21 1093410710934107 + Silent SNP G

CDC27 996 37 17 4523433145234331 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

CDC27 996 37 17 4523561645235616 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

CDC27 996 37 17 4522127345221273 + Missense_MutationSNP A

NF1 4763 37 17 2955054929550549 + Silent SNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP T

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

CHEK2 11200 37 22 2909114229091142 + Missense_MutationSNP C



FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523563545235635 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

CDC27 996 37 17 4521621645216216 + Silent SNP A

GOLGA8H 728498 37 15 3090068330900683 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

NF1 4763 37 17 2955460729554607 + Missense_MutationSNP A

AP3S1 1176 37 5 1.15E+08 1.15E+08 + Missense_MutationSNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

GCC2 9648 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP G

POTEI 653269 37 2 1.31E+08 1.31E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

ANKRD49 54851 37 11 9422994694229946 + Missense_MutationSNP G

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

GCC2 9648 37 2 1.09E+08 1.09E+08 +Nonsense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

SMARCE1 6605 37 17 3879272138792721 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

CDC27 996 37 17 4521454445214544 + Silent SNP T

NBEA 26960 37 13 3561525635615256 + Missense_MutationSNP G

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

GAGE10 643832 37 X 4917375649173756 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

POTEB2 1E+08 37 15 2105122721051227 + Silent SNP T

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2103643621036436 + Missense_MutationSNP A

GAGE10 643832 37 X 4917368349173683 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2895317728953177 + Missense_MutationSNP G

NF1 4763 37 17 2955787229557872 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521614145216141 + Silent SNP T



BRD7 29117 37 16 5036024750360247 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

POTEB2 1E+08 37 15 2105120021051200 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521466945214669 + Missense_MutationSNP T

AGGF1 55109 37 5 7633542176335421 + Silent SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP C

CDC27 996 37 17 4525897145258971 + Silent SNP A

NF1 4763 37 17 2958609429586094 + Silent SNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

NF1 4763 37 17 2955631429556314 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

CDC27 996 37 17 4522130345221303 + Silent SNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1453492914534929 + Silent SNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

POTEC 388468 37 18 1452493414524934 + Missense_MutationSNP A

GOLGA8I 0 37 15 2326552323265523 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

BRD7 29117 37 16 5036751250367512 + Silent SNP C

NF1 4763 37 17 2955738529557385 + Missense_MutationSNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

NF1 4763 37 17 2955369029553690 + Missense_MutationSNP A

TPTE2 93492 37 13 2001043820010438 + Silent SNP T

CDC27 996 37 17 4521452345214523 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

NBEA 26960 37 13 3568496435684964 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

NBEA 26960 37 13 3567249535672495 + Missense_MutationSNP A

SCN8A 6334 37 12 5208282952082829 + Silent SNP C

PTEN 5728 37 10 8971192689711926 + Missense_MutationSNP T

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

KDM6A 7403 37 X 4494906644949066 + Silent SNP G

SACS 26278 37 13 2390916223909162 + Silent SNP A

CDC27 996 37 17 4521923945219239 + Missense_MutationSNP C

NF1 4763 37 17 2958549529585495 + Missense_MutationSNP A

SMARCE1 6605 37 17 3879272938792729 + Missense_MutationSNP A

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP T

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

NF1 4763 37 17 2952849029528490 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

NF1 4763 37 17 2955733829557338 + Silent SNP A



FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

NF1 4763 37 17 2955915729559157 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293954812939548 + Silent SNP G

NF1 4763 37 17 2955458929554589 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

AGGF1 55109 37 5 7633542676335426 + Missense_MutationSNP A

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP T

SMARCE1 6605 37 17 3878854338788543 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Splice_Site SNP C

TPTE 7179 37 21 1092011610920116 + Missense_MutationSNP C

CDC27 996 37 17 4521925545219255 + Silent SNP A

POTEH 23784 37 22 1627926616279266 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

NF1 4763 37 17 2954147629541476 + Missense_MutationSNP C

NF1 4763 37 17 2955054229550542 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

CDC27 996 37 17 4521924145219241 + Missense_MutationSNP A

TPTE2 93492 37 13 2000663620006636 + Missense_MutationSNP C

BRD7 29117 37 16 5036753350367533 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

NF1 4763 37 17 2959227229592272 + Missense_MutationSNP T

POTEC 388468 37 18 1453491414534914 + Silent SNP A

PTEN 5728 37 10 8971769589717695 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

NBEA 26960 37 13 3569253035692530 + Missense_MutationSNP A

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP C

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C

CDC27 996 37 17 4523562045235620 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

EGFR 1956 37 7 5523887455238874 + Silent SNP T

BRD7 29117 37 16 5038878050388780 + Silent SNP A

NBEA 26960 37 13 3563292335632923 + Missense_MutationSNP G

NBEA 26960 37 13 3568495235684952 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2002430320024303 + Splice_Site SNP C

NBEA 26960 37 13 3569256135692561 + Silent SNP G

NF1 4763 37 17 2955458229554582 + Silent SNP G



TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

GOLGA8I 0 37 15 2326551923265519 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

PTEN 5728 37 10 8972074989720749 + Silent SNP C

MT-ND5 4540 37 MT 13230 13230 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PREX2 80243 37 8 6905853669058536 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

BRCA2 675 37 13 3291146332911463 + Missense_MutationSNP A

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KCNA10 3744 37 1 1.11E+08 1.11E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HELZ2 85441 37 20 6219855362198553 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

POTEC 388468 37 18 1452496614524966 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5523808755238087 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

GAB4 128954 37 22 1744615717446157 + Splice_Site SNP G

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C



POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

BRCA2 675 37 13 3290698032906980 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12499 12499 + Missense_MutationSNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP A

KDM6B 23135 37 17 7752440 7752440 + Missense_MutationSNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

MT-ND5 4540 37 MT 13768 13768 + Missense_MutationSNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

TUBB8 347688 37 10 93978 93978 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

TPRXL 0 37 3 1410627214106272 + Missense_MutationSNP G

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

HELZ2 85441 37 20 6219423862194238 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T



GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

AC073343.1 0 37 7 6715548 6715548 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

BRCA2 675 37 13 3291072132910721 + Silent SNP T

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

POTEG 404785 37 14 1955349419553494 + Silent SNP G

PREX2 80243 37 8 6904640969046409 + Silent SNP G

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP A

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

DMD 1756 37 X 3259193132591931 + Silent SNP T

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

DMD 1756 37 X 3261396332613963 + Missense_MutationSNP C

PEX1 5189 37 7 9213096292130962 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A



RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PREX2 80243 37 8 6900926869009268 + Silent SNP C

BRCA2 675 37 13 3290648032906480 + Missense_MutationSNP A

SACS 26278 37 13 2390967623909676 + Missense_MutationSNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

FGFR3 2261 37 4 1801487 1801487 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

SACS 26278 37 13 2390916223909162 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

POTEH 23784 37 22 1628764916287649 + Silent SNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CBL 867 37 11 1.19E+08 1.19E+08 + Missense_MutationSNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

GAB2 9846 37 11 7793044777930447 + Silent SNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C



SACS 26278 37 13 2390571123905711 + Silent SNP A

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

NCOA3 8202 37 20 4627986046279860 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

MT-ND4 4538 37 MT 11596 11596 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

SMARCA4 6597 37 19 1109859611098596 + Missense_MutationSNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Splice_Site SNP A

POTEG 404785 37 14 1955352419553524 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

EGFR 1956 37 7 5525945055259450 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

TERT 0 37 5 1255520 1255520 + Silent SNP G

KDM6B 23135 37 17 7750010 7750010 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C



MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

POTEC 388468 37 18 1452496614524966 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP T

NUP155 9631 37 5 3736403837364038 + Missense_MutationSNP G

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

HELZ2 85441 37 20 6220366362203663 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

ADAMTS7 11173 37 15 7906701779067017 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

MEGF8 1954 37 19 4285879342858793 + Silent SNP T



FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

DMD 1756 37 X 3198660731986607 + Missense_MutationSNP G

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MT-ATP8 4509 37 MT 8448 8448 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

GOLGA8I 0 37 15 2326503923265039 + Missense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-ATP6 4508 37 MT 9000 9000 + Silent SNP A

MEGF8 1954 37 19 4285717942857179 + Silent SNP C

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

ATP6V1C2 245973 37 2 1090452410904524 + Silent SNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C



FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

MT-CYB 4519 37 MT 15831 15831 + Missense_MutationSNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

ADAMTS7 11173 37 15 7905873079058730 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

GAB2 9846 37 11 7796141077961410 + Missense_MutationSNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Splice_Site SNP C

MT-ND5 4540 37 MT 13759 13759 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5624668256246682 + Silent SNP T

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818291948182919 + Silent SNP C

PRAME 23532 37 22 2289244922892449 + Missense_MutationSNP T

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G



ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

TUBB8 347688 37 10 93635 93635 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

NF2 4771 37 22 3005419430054194 +Nonsense_MutationSNP G

LRRIQ3 127255 37 1 7464840874648408 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

MT-CO3 4514 37 MT 9621 9621 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

PRAMEF12390999 37 1 1283747512837475 + Missense_MutationSNP C

RP11-407N17.30 37 14 3981812839818128 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TPTE2 93492 37 13 2002533620025336 + Silent SNP A

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291896312918963 + Missense_MutationSNP G

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

KMT2D 8085 37 12 4941843549418435 + Silent SNP A

OLFM4 10562 37 13 5360307753603077 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1955349419553494 + Silent SNP G

AC073343.1 0 37 7 6715548 6715548 + Missense_MutationSNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

PRAMEF4 400735 37 1 1293983212939832 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

BRD7 29117 37 16 5036866350368663 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

EGFR 1956 37 7 5526891655268916 + Silent SNP C

SMARCA4 6597 37 19 1111859811118598 + Silent SNP G

TSC2 7249 37 16 2136842 2136842 + Silent SNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G



PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6776 6776 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1452496614524966 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

TPTE 7179 37 21 1090694710906947 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP G

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

EGFR 1956 37 7 5523808755238087 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

KMT2D 8085 37 12 4944846349448463 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

PRAMEF12390999 37 1 1283516812835168 + Missense_MutationSNP C

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

PRDM2 7799 37 1 1410586714105867 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T



ZNF394 84124 37 7 9909159999091599 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

MT-ND2 4536 37 MT 4703 4703 + Silent SNP T

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

KCNA10 3744 37 1 1.11E+08 1.11E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

CRIPAK 285464 37 4 1389026 1389026 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

PRDM9 56979 37 5 2352710423527104 + Missense_MutationSNP A

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

LRRIQ3 127255 37 1 7450731574507315 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ARID1A 8289 37 1 2710158727101587 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C

PRAMEF2 65122 37 1 1291962312919623 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Missense_MutationSNP G

DMD 1756 37 X 3259193132591931 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1294315612943156 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A



POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

GOLGA8G 0 37 15 2876910828769108 + Missense_MutationSNP A

LRRIQ3 127255 37 1 7450694274506942 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

PRAMEF4 400735 37 1 1293942612939426 + Missense_MutationSNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293979412939794 + Silent SNP G

PRAMEF11440560 37 1 1288759312887593 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

KCNA5 3741 37 12 5153883 5153883 + Silent SNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

PRAMEF12390999 37 1 1283747112837471 + Missense_MutationSNP A

PRAMEF2 65122 37 1 1291907912919079 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

TPTE 7179 37 21 1097001710970017 + Silent SNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

KMT2D 8085 37 12 4942646049426460 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293981512939815 + Silent SNP G

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A



PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

TUBB8 347688 37 10 93635 93635 + Missense_MutationSNP T

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 +Nonsense_MutationSNP G

NF2 4771 37 22 3005730230057302 +Nonsense_MutationSNP C

MT-CYB 4519 37 MT 14972 14972 + Missense_MutationSNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

SACS 26278 37 13 2392867123928671 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

APOBR 55911 37 16 2850642828506428 + Silent SNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ZNF248 57209 37 10 3812072038120720 + Silent SNP C



CTNND2 1501 37 5 1097372710973727 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

PRB1 5542 37 12 1150683011506830 + Silent SNP T

MT-ND2 4536 37 MT 5147 5147 + Silent SNP G

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

COBL 23242 37 7 5109725551097255 + Missense_MutationSNP G

ZNF285 26974 37 19 4489101044891010 + Missense_MutationSNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

EGFR 1956 37 7 5523808755238087 + Silent SNP C

PREX2 80243 37 8 6886472868864728 + Silent SNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219868662198686 + Silent SNP G



KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

MT-ND4 4538 37 MT 11812 11812 + Silent SNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

MT-CO3 4514 37 MT 9254 9254 + Nonstop_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

SCN10A 6336 37 3 3874000138740001 + Silent SNP C

MT-ATP6 4508 37 MT 8697 8697 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

NRG1 3084 37 8 3250582032505820 + Missense_MutationSNP C

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15607 15607 + Silent SNP A

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

ZNF285 26974 37 19 4489100344891003 + Silent SNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G



ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

ZNF285 26974 37 19 4489104344891043 + Missense_MutationSNP G

ATXN1 6310 37 6 1632790316327903 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

CCNB1 891 37 5 6847124768471247 + Silent SNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7906912079069120 + Missense_MutationSNP C

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND6 4541 37 MT 14233 14233 + Silent SNP A

ZNF133 7692 37 20 1829699118296991 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T



PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP T

SMARCA4 6597 37 19 1110199311101993 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

CCND1 595 37 11 6946285669462856 + Silent SNP C

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP A

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

CHD2 1106 37 15 9355248893552488 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

PRDM2 7799 37 1 1410793214107932 + Silent SNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

MT-CYB 4519 37 MT 15129 15129 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

DMD 1756 37 X 3259193132591931 + Silent SNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T



TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2894905828949058 + Silent SNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

PRB1 5542 37 12 1150683011506830 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

SACS 26278 37 13 2392984223929842 + Silent SNP T



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ERBB3 2065 37 12 5649533956495339 + Missense_MutationSNP C

COBL 23242 37 7 5109725551097255 + Missense_MutationSNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

LZTR1 8216 37 22 2134714221347142 + Silent SNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PREX2 80243 37 8 6886472868864728 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

PAF1 54623 37 19 3988001139880011 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

NUP155 9631 37 5 3733372737333727 + Silent SNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

ATXN2 6311 37 12 1.12E+08 1.12E+08 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

RP13-996F3.50 37 15 8293480882934808 + Missense_MutationSNP G

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

MT-CO1 4512 37 MT 7238 7238 + Silent SNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

NBEA 26960 37 13 3578293835782938 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

MT-CYB 4519 37 MT 14769 14769 + Missense_MutationSNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G



GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1452496614524966 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

ZNF285 26974 37 19 4489104344891043 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

CTAGE1 64693 37 18 1999571119995711 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP C

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

GCC2 9648 37 2 1.09E+08 1.09E+08 + Silent SNP G

POTEJ 653781 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G



NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

NBEA 26960 37 13 3622381536223815 + Silent SNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

PAF1 54623 37 19 3987655639876556 + Silent SNP C

ZNF285 26974 37 19 4489101044891010 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TPTE 7179 37 21 1090698910906989 + Silent SNP C

POTEH 23784 37 22 1628764916287649 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

AP3S1 1176 37 5 1.15E+08 1.15E+08 + Silent SNP A

HKR1 284459 37 19 3785444037854440 + Silent SNP C

PRAMEF26645359 37 1 1321943813219438 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2894905928949059 + Missense_MutationSNP T

ZFP41 286128 37 8 1.44E+08 1.44E+08 + Missense_MutationSNP A

MEGF8 1954 37 19 4284898242848982 + Missense_MutationSNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C



ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

CTNND2 1501 37 5 1139718811397188 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP G

SLTM 79811 37 15 5917596559175965 + Silent SNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

AC074212.3 0 37 19 4626496346264963 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

ZNF285 26974 37 19 4489108944891089 + Missense_MutationSNP A

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP A

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

PBRM1 55193 37 3 5266135152661351 + Silent SNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

POTEH 23784 37 22 1628764916287649 + Silent SNP G

ALPK2 115701 37 18 5620476856204768 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

NUP155 9631 37 5 3733372737333727 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MT-ND1 4535 37 MT 3921 3921 + Silent SNP C

CTNNA2 1496 37 2 8080135580801355 + Silent SNP G

ACAN 176 37 15 8939051389390513 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

MT-ND5 4540 37 MT 12822 12822 + Silent SNP A



PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

ZNF852 285346 37 3 4454166944541669 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ZNF229 7772 37 19 4493326944933269 +Nonsense_MutationSNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MT-ATP8 4509 37 MT 8472 8472 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

ACAN 176 37 15 8938890589388905 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ALPK2 115701 37 18 5620223156202231 + Missense_MutationSNP T

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

GOLGA6B 55889 37 15 7295366372953663 + Missense_MutationSNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

POTEC 388468 37 18 1452496614524966 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

CCNB1 891 37 5 6847124768471247 + Silent SNP G

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

TERT 0 37 5 1254594 1254594 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

PRAMEF12390999 37 1 1283518612835186 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7450731574507315 + Missense_MutationSNP C

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G



HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

MT-CO3 4514 37 MT 9266 9266 + Silent SNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Missense_MutationSNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

NBEA 26960 37 13 3622987336229873 + Silent SNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

ALPK2 115701 37 18 5620383756203837 + Silent SNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

PRAMEF2 65122 37 1 1291908112919081 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10238 10238 + Silent SNP T

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP A

NRG1 3084 37 8 3261788832617888 + Missense_MutationSNP C

MT-ND5 4540 37 MT 12501 12501 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

UNC13D 201294 37 17 7382649173826491 + Missense_MutationSNP G

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

GAB2 9846 37 11 7793034577930345 + Silent SNP T

MT-CYB 4519 37 MT 15514 15514 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

MT-ND2 4536 37 MT 4960 4960 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

KCNA6 3742 37 12 4920767 4920767 + Silent SNP T

FAT3 120114 37 11 9249503692495036 + Silent SNP T

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

DDR1 780 37 6 3086535730865357 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SCN4A 6329 37 17 6203455762034557 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7450694274506942 + Missense_MutationSNP G

GOLGA8K 653125 37 15 3268507232685072 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9335 9335 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP A

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

GAB2 9846 37 11 7793780077937800 + Silent SNP G

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

PRAMEF4 400735 37 1 1294204612942046 +Nonsense_MutationSNP G

GOLGA6B 55889 37 15 7295680072956800 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A



GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MT-ATP6 4508 37 MT 8836 8836 + Missense_MutationSNP A

LRRIQ3 127255 37 1 7464840874648408 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MT-ND4 4538 37 MT 11362 11362 + Missense_MutationSNP A

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

MT-ND2 4536 37 MT 5471 5471 + Silent SNP G

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ZNF394 84124 37 7 9909159999091599 + Silent SNP C

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9957 9957 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

APOBR 55911 37 16 2850889228508892 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP C

DMD 1756 37 X 3248675632486756 + Silent SNP C

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MT-ND4 4538 37 MT 11059 11059 + Silent SNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T



HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

LST3 0 37 12 2124300121243001 + Silent SNP C

MT-ND5 4540 37 MT 13934 13934 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

NBEA 26960 37 13 3564495235644952 + Silent SNP A

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

MT-ND4L 4539 37 MT 10506 10506 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

MT-CO3 4514 37 MT 9266 9266 + Silent SNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

NBEA 26960 37 13 3573597635735976 + Silent SNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PRAMEF4 400735 37 1 1294299012942990 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

TUBB8 347688 37 10 93978 93978 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CDC27 996 37 17 4524933045249330 + Silent SNP T

GOLGA8N1.01E+08 37 15 3289028232890282 + Silent SNP C

MT-ND2 4536 37 MT 4703 4703 + Silent SNP T

COBL 23242 37 7 5111134051111340 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

MT-CO1 4512 37 MT 6518 6518 + Silent SNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP A

TERT 0 37 5 1294166 1294166 + Missense_MutationSNP C

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

KCNA10 3744 37 1 1.11E+08 1.11E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

HKR1 284459 37 19 3785444037854440 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

TERT 0 37 5 1279505 1279505 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219602062196020 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

MT-CO1 4512 37 MT 7262 7262 + Silent SNP A

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

NBEA 26960 37 13 3624251336242513 + Silent SNP C

KDM4D 55693 37 11 9473137694731376 + Silent SNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

POTEC 388468 37 18 1454309814543098 + Silent SNP C

PTPN13 0 37 4 8767223587672235 + Missense_MutationSNP G

NBEA 26960 37 13 3574768135747681 + Missense_MutationSNP A

MT-CYB 4519 37 MT 15454 15454 + Silent SNP T

PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G



ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

CDC27 996 37 17 4525897145258971 + Silent SNP A

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

APOBR 55911 37 16 2850844728508447 + Silent SNP A

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

DLC1 10395 37 8 1335750213357502 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090225830902258 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389076 1389076 + Silent SNP C

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

MT-ND5 4540 37 MT 14139 14139 + Silent SNP A

CDC27 996 37 17 4522131745221317 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G



ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

RP11-683L23.10 37 18 48396 48396 + Missense_MutationSNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1294320012943200 + Missense_MutationSNP A

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRAMEF11440560 37 1 1288498112884981 + Missense_MutationSNP T

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

MT-ND5 4540 37 MT 13780 13780 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291907912919079 + Missense_MutationSNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

KMT2D 8085 37 12 4943451849434518 + Silent SNP C

ADAMTS7 11173 37 15 7905842879058428 + Silent SNP G

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

PRB1 5542 37 12 1150683011506830 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C



ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 9148 9148 + Silent SNP T

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293979412939794 + Silent SNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

KMT2D 8085 37 12 4942453449424534 + Silent SNP G

ZNF852 285346 37 3 4454166944541669 + Silent SNP G

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

TNRC18 84629 37 7 5352949 5352949 + Missense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

YAP1 10413 37 11 1.02E+08 1.02E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PRAMEF1 65121 37 1 1285572012855720 + Missense_MutationSNP C

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

TUBB8 347688 37 10 93978 93978 + Silent SNP G

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

ARID1A 8289 37 1 2710715927107159 + Missense_MutationSNP G

TPTE 7179 37 21 1102672211026722 + Splice_Site SNP C

MT-ND5 4540 37 MT 12501 12501 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T



APOBR 55911 37 16 2850804828508048 + Silent SNP A

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

POTEH 23784 37 22 1628777216287772 + Silent SNP G

MAML2 84441 37 11 9582554195825541 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

ZNF782 158431 37 9 9958083599580835 + Missense_MutationSNP C

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

TRAF7 84231 37 16 2223814 2223814 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

ERBB2 2064 37 17 3787607037876070 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

POTEC 388468 37 18 1452496614524966 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

MT-CYB 4519 37 MT 15043 15043 + Silent SNP G

PRAMEF4 400735 37 1 1293942612939426 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ADAMTS7 11173 37 15 7905180179051801 + Missense_MutationSNP C



ADAMTS7 11173 37 15 7905184679051846 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

MT-CO2 4513 37 MT 8260 8260 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP A

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1294315612943156 + Silent SNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

AP3S1 1176 37 5 1.15E+08 1.15E+08 + Missense_MutationSNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293981512939815 + Silent SNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

BRD7 29117 37 16 5040211250402112 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1294172312941723 + Missense_MutationSNP T

TUBB6 84617 37 18 1232537012325370 + Silent SNP G

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP A

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

POTEH 23784 37 22 1628764916287649 + Silent SNP G

POTEH 23784 37 22 1628737216287372 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ABL2 27 37 1 1.79E+08 1.79E+08 + Missense_MutationSNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

PRAMEF2 65122 37 1 1291896312918963 + Missense_MutationSNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

BBS2 583 37 16 5653380456533804 + Silent SNP T

MT-ND2 4536 37 MT 4529 4529 + Silent SNP A



HELZ2 85441 37 20 6219871362198713 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

MT-ND3 4537 37 MT 10238 10238 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

POTEH 23784 37 22 1628766116287661 + Silent SNP G

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

MT-ND6 4541 37 MT 14299 14299 + Missense_MutationSNP T

DLC1 10395 37 8 1295814512958145 + Silent SNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

ZNF135 7694 37 19 5857967958579679 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

POLR2B 5431 37 4 5787178857871788 + Silent SNP C

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

EGFR 1956 37 7 5522794755227947 + Missense_MutationSNP G

BMP2K 55589 37 4 7979216379792163 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G



POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

TPTE 7179 37 21 1090698910906989 + Silent SNP C

PTPN13 0 37 4 8773100887731008 + Silent SNP T

MLLT3 4300 37 9 2041391820413918 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

SLTM 79811 37 15 5917596559175965 + Silent SNP A

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

POTEM 641455 37 14 2000224620002246 + Silent SNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Missense_MutationSNP T

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP T

POTEG 404785 37 14 1956353719563537 + Missense_MutationSNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

CDC27 996 37 17 4524933045249330 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

GAGE12H 729442 37 X 4934631149346311 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

FRG1B 0 37 20 2962408129624081 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

CDC27 996 37 17 4521935445219354 + Silent SNP A

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

RICTOR 253260 37 5 3896493038964930 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MN1 4330 37 22 2819493328194933 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 9183 9183 + Silent SNP C

CTNNB1 1499 37 3 4126688941266889 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CDC27 996 37 17 4525897145258971 + Silent SNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

TSC2 7249 37 16 2111885 2111885 + Missense_MutationSNP C

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

BRCA2 675 37 13 3291154732911547 + Missense_MutationSNP C

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

NF2 4771 37 22 3003822330038223 +Nonsense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T



CAST 831 37 5 9603156996031569 + Silent SNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

DLC1 10395 37 8 1335680713356807 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

PRAMEF4 400735 37 1 1294320012943200 + Missense_MutationSNP A

ATP6V1C2 245973 37 2 1086665410866654 + Silent SNP C

CRIPAK 285464 37 4 1389399 1389399 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MT-CYB 4519 37 MT 15217 15217 + Silent SNP G

ZNF33A 7581 37 10 3834489538344895 + Missense_MutationSNP G

BRD7 29117 37 16 5036866350368663 + Silent SNP G

MT-ND1 4535 37 MT 4104 4104 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

E2F4 1874 37 16 6722982767229827 + Silent SNP C

MLLT3 4300 37 9 2041405620414056 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11150 11150 + Missense_MutationSNP G

RABEP1 9135 37 17 5276643 5276643 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9221 9221 + Silent SNP A

COQ6 51004 37 14 7442973074429730 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

POTEG 404785 37 14 1956602319566023 + Missense_MutationSNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Missense_MutationSNP T

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

PPP1R3F 89801 37 X 4913791649137916 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-CYB 4519 37 MT 15110 15110 + Missense_MutationSNP G

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

PRSS1 5644 37 7 1.42E+08 1.42E+08 + Missense_MutationSNP G



MT-ND2 4536 37 MT 5331 5331 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13590 13590 + Silent SNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP C

OLFM4 10562 37 13 5360307753603077 + Missense_MutationSNP T

CDC27 996 37 17 4521979245219792 + Missense_MutationSNP T

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP G

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

SIK3 23387 37 11 1.17E+08 1.17E+08 + Missense_MutationSNP C

CAST 831 37 5 9607190896071908 + Silent SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

DLC1 10395 37 8 1295033312950333 + Splice_Site SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

MT-ATP6 4508 37 MT 8856 8856 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP C

DLC1 10395 37 8 1325112613251126 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15764 15764 + Missense_MutationSNP G

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

MEGF8 1954 37 19 4285874842858748 + Silent SNP C

KDM5C 8242 37 X 5323110853231108 + Silent SNP G

PRDM7 11105 37 16 9012883490128834 + Silent SNP G

EGFR 1956 37 7 5523308955233089 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C

DLC1 10395 37 8 1335665513356655 + Missense_MutationSNP T

PRAMEF12390999 37 1 1283514412835144 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

TUBB8 347688 37 10 93635 93635 + Missense_MutationSNP T

MT-CO1 4512 37 MT 6713 6713 + Silent SNP C

TNRC18 84629 37 7 5352737 5352737 + Silent SNP G



PRAMEF10343071 37 1 1295552512955525 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3089811930898119 + Missense_MutationSNP G

POTEH 23784 37 22 1628766016287660 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

SLCO1B1 10599 37 12 2135892221358922 + Silent SNP C

GOLGA6C 653641 37 15 7555771475557714 + Missense_MutationSNP A

APOBR 55911 37 16 2850725828507258 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

GOLGA6A 342096 37 15 7437304074373040 + Missense_MutationSNP G

KMT2D 8085 37 12 4943436549434365 + Silent SNP A

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

POTEH 23784 37 22 1628773916287739 + Silent SNP G

SACS 26278 37 13 2391418723914187 + Silent SNP T

DDR1 780 37 6 3086520430865204 + Silent SNP A

POTEG 404785 37 14 1955377119553771 + Missense_MutationSNP C

SLCO1B1 10599 37 12 2135553721355537 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CLOCK 9575 37 4 5631924456319244 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

RAG1 5896 37 11 3659504336595043 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

TNRC18 84629 37 7 5352949 5352949 + Missense_MutationSNP G

KMT2D 8085 37 12 4943474649434746 + Silent SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CDC27 996 37 17 4519834345198343 + Silent SNP C

MT-ND4 4538 37 MT 10828 10828 + Silent SNP T

MT-ND5 4540 37 MT 14059 14059 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9540 9540 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

TUBB8 347688 37 10 93978 93978 + Silent SNP G

PRAMEF2 65122 37 1 1291908112919081 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

MT-CO1 4512 37 MT 7256 7256 + Silent SNP C

MT-ND4 4538 37 MT 10873 10873 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP T

GLTSCR1 29998 37 19 4820557748205577 + Missense_MutationSNP G

NUP155 9631 37 5 3733372737333727 + Silent SNP A

MT-ND2 4536 37 MT 5027 5027 + Silent SNP C

WNK1 65125 37 12 988894 988894 + Silent SNP G



PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

MT-CO2 4513 37 MT 8080 8080 + Silent SNP C

FRG1B 0 37 20 2962408129624081 + Missense_MutationSNP A

MTOR 2475 37 1 1119064611190646 + Silent SNP G

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

GOLGA8I 0 37 15 2326189923261899 + Silent SNP G

GOLGA8N1.01E+08 37 15 3289028232890282 + Silent SNP C

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MAP3K1 4214 37 5 5617108956171089 + Silent SNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3594 3594 + Silent SNP C

SLCO1B3 28234 37 12 2103653321036533 + Missense_MutationSNP T

LST3 0 37 12 2124303521243035 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP C

MT-CO1 4512 37 MT 6026 6026 + Silent SNP G

GOLGA8J 653073 37 15 3038214530382145 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

CTNNB1 1499 37 3 4127535041275350 + Silent SNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11944 11944 + Silent SNP T

CHEK2 11200 37 22 2909184129091841 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PREX2 80243 37 8 6898967168989671 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CAST 831 37 5 9609800396098003 + Missense_MutationSNP C

FAM161B 145483 37 14 7441669874416698 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

SACS 26278 37 13 2390904623909046 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Missense_MutationSNP A

PRSS1 5644 37 7 1.42E+08 1.42E+08 + Silent SNP C

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1090704110907041 + Splice_Site SNP C



SMARCA2 6595 37 9 2029196 2029196 + Silent SNP G

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

TUBB8 347688 37 10 93345 93345 + Silent SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP T

ALPK2 115701 37 18 5620448756204487 + Missense_MutationSNP A

ARID1A 8289 37 1 2710218827102188 + Missense_MutationSNP A

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

GOLGA8T 0 37 15 3043705830437058 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7906417079064170 + Splice_Site SNP C

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

KMT2D 8085 37 12 4944521649445216 + Silent SNP C

AP3S1 1176 37 5 1.15E+08 1.15E+08 + Splice_Site SNP G

COBL 23242 37 7 5109699251096992 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP C

MT-ND5 4540 37 MT 13650 13650 + Silent SNP C

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP G

NRG1 3084 37 8 3262180532621805 + Missense_MutationSNP C

MT-CO2 4513 37 MT 8206 8206 + Missense_MutationSNP G

ACAN 176 37 15 8938331089383310 + Silent SNP C

MT-CYB 4519 37 MT 15301 15301 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

THAP11 57215 37 16 6787677867876778 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

PRAMEF4 400735 37 1 1294170112941701 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MT-CO2 4513 37 MT 7624 7624 + Silent SNP T

PPP1R3F 89801 37 X 4912671449126714 + Silent SNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

CDRT1 374286 37 17 1546939215469392 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

ACAN 176 37 15 8939525789395257 + Silent SNP G

MT-ND2 4536 37 MT 4767 4767 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP G

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

TRAF7 84231 37 16 2221593 2221593 + Silent SNP C

ADAMTS7 11173 37 15 7905477379054773 + Silent SNP G



NRG1 3084 37 8 3261775232617752 + Missense_MutationSNP G

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

GOLGA8M 653720 37 15 2895036228950362 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP A

NFKBIZ 64332 37 3 1.02E+08 1.02E+08 + Silent SNP G

POTEG 404785 37 14 1956353219563532 + Missense_MutationSNP A

NOTCH3 4854 37 19 1527233715272337 + Silent SNP G

DMD 1756 37 X 3179214331792143 + Silent SNP A

MT-ND3 4537 37 MT 10115 10115 + Silent SNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP G

SLCO1B1 10599 37 12 2135003421350034 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

TSC2 7249 37 16 2130190 2130190 + Missense_MutationSNP C

SATB1 6304 37 3 1839105218391052 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

MT-ATP8 4509 37 MT 8387 8387 + Missense_MutationSNP G

SLCO1B1 10599 37 12 2135896521358965 + Missense_MutationSNP A

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

SLCO1B1 10599 37 12 2134988521349885 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7906864979068649 + Silent SNP G

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

MT-CO2 4513 37 MT 7936 7936 + Silent SNP C

ALPK2 115701 37 18 5624741256247412 + Missense_MutationSNP G

TSC2 7249 37 16 2133727 2133727 + Silent SNP G

TPTE 7179 37 21 1094298110942981 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SCN5A 6331 37 3 3859301538593015 + Silent SNP G

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

LST3 0 37 12 2119641121196411 + Missense_MutationSNP A

MEGF8 1954 37 19 4286338142863381 + Silent SNP G

CRIPAK 285464 37 4 1389433 1389433 +Nonsense_MutationSNP C



PRAMEF2 65122 37 1 1292139112921391 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

DDR1 780 37 6 3085885730858857 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TPTE 7179 37 21 1090698910906989 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Splice_Site SNP T

KDM6B 23135 37 17 7750936 7750936 + Missense_MutationSNP A

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

PRDM7 11105 37 16 9012837690128376 +Nonsense_MutationSNP G

ARID2 196528 37 12 4624507746245077 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

GOLGA8K 653125 37 15 3268945532689455 + Silent SNP T

POTEC 388468 37 18 1452496614524966 + Silent SNP T

DMD 1756 37 X 3271611032716110 + Silent SNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

ZNF554 115196 37 19 2834595 2834595 + Silent SNP C

MEGF8 1954 37 19 4287308942873089 + Silent SNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

COBL 23242 37 7 5125872351258723 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905801779058017 + Silent SNP G

ARID2 196528 37 12 4624639846246398 + Missense_MutationSNP G

MAML2 84441 37 11 9582534495825344 + Silent SNP T

WI2-3308P17.20 37 1 1305289513052895 + Missense_MutationSNP C

KMT2D 8085 37 12 4942687849426878 + Missense_MutationSNP C

TUBB4B 10383 37 9 1.4E+08 1.4E+08 + Silent SNP C

CHEK2 11200 37 22 2909184029091840 + Missense_MutationSNP T

GOLGA8S 0 37 15 2360970723609707 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13924 13924 + Missense_MutationSNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

NEGR1 257194 37 1 7205854372058543 + Silent SNP A

CDC27 996 37 17 4523559845235598 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND5 4540 37 MT 12948 12948 + Silent SNP A

DDR1 780 37 6 3086590430865904 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

FAT3 120114 37 11 9249517492495174 + Silent SNP G



TAB3 257397 37 X 3086110530861105 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

MT-ATP6 4508 37 MT 8701 8701 + Missense_MutationSNP A

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

WI2-3308P17.20 37 1 1305290313052903 + Silent SNP C

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP C

PRDM2 7799 37 1 1410512114105121 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

TERT 0 37 5 1279505 1279505 + Silent SNP G

ERBB2 2064 37 17 3787205037872050 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

DLC1 10395 37 8 1295764712957647 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CTNNB1 1499 37 3 4126662341266623 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

MT-ND1 4535 37 MT 4158 4158 + Silent SNP A

COBL 23242 37 7 5109612151096121 + Missense_MutationSNP T

KDM4D 55693 37 11 9473164694731646 + Silent SNP A

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

CDC27 996 37 17 4521468545214685 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TUBB6 84617 37 18 1232529312325293 + Missense_MutationSNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

DMD 1756 37 X 3259193132591931 + Silent SNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

KDM6B 23135 37 17 7749954 7749954 + Missense_MutationSNP C

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

CACNA1C 775 37 12 2774833 2774833 + Silent SNP T

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

PAGE1 8712 37 X 4945405649454056 + Missense_MutationSNP A

GOLGA8S 0 37 15 2360957523609575 + Missense_MutationSNP A

FRG1B 0 37 20 2962590529625905 + Missense_MutationSNP T

CCNT1 904 37 12 4908791249087912 + Missense_MutationSNP T

FRG1B 0 37 20 2962320129623201 + Missense_MutationSNP A

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

KDM5C 8242 37 X 5323090953230909 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

MEGF8 1954 37 19 4287490042874900 + Silent SNP C

DLC1 10395 37 8 1335663013356630 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

PBRM1 55193 37 3 5266135152661351 + Silent SNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

POTEH 23784 37 22 1628764916287649 + Silent SNP G

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRB1 5542 37 12 1150678311506783 + Missense_MutationSNP T

CCNB1 891 37 5 6847124768471247 + Silent SNP G

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Splice_Site SNP G

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

LST3 0 37 12 2124300121243001 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A



RP11-683L23.10 37 18 48371 48371 + Silent SNP G

NBEA 26960 37 13 3622987336229873 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ZNF33B 7582 37 10 4308897943088979 + Missense_MutationSNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

PRAMEF2 65122 37 1 1291907912919079 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

TUBB3 10381 37 16 9000207490002074 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

RIPK3 11035 37 14 2480690224806902 + Splice_Site SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

PRAMEF4 400735 37 1 1293942612939426 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

NBEA 26960 37 13 3564495235644952 + Silent SNP A

TUBB8 347688 37 10 93978 93978 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

MT-ND2 4536 37 MT 4561 4561 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

RIPK3 11035 37 14 2480722124807221 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2101148121011481 + Missense_MutationSNP C



TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

GOLGA8J 653073 37 15 3038544330385443 + Splice_Site SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

CDC27 996 37 17 4524933045249330 + Silent SNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

ATXN2 6311 37 12 1.12E+08 1.12E+08 + Silent SNP C

HKR1 284459 37 19 3785444037854440 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

DLC1 10395 37 8 1335753013357530 + Missense_MutationSNP C

PRB4 5545 37 12 1146164711461647 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

PRAMEF12390999 37 1 1283610112836101 + Missense_MutationSNP C

CHEK2 11200 37 22 2909184029091840 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RABEP1 9135 37 17 5253780 5253780 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1291962312919623 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

DDR1 780 37 6 3086537230865372 + Silent SNP C

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G



LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

WNT1 7471 37 12 4937341049373410 + Missense_MutationSNP T

POTED 317754 37 21 1501372115013721 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

GOLGA8K 653125 37 15 3268507232685072 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

TPTE2 93492 37 13 2000060920000609 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

COBL 23242 37 7 5111134051111340 + Silent SNP C

TMIGD1 388364 37 17 2865184028651840 + Missense_MutationSNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

CHEK2 11200 37 22 2909184129091841 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

DLC1 10395 37 8 1295814512958145 + Silent SNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

MT-CO3 4514 37 MT 9716 9716 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

ARHGEF2864283 37 5 7307250473072504 + Silent SNP A

PRDM2 7799 37 1 1407588014075880 + Silent SNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

NF1 4763 37 17 2954147629541476 + Missense_MutationSNP C

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G



PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

RIPK3 11035 37 14 2480838824808388 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

ACAN 176 37 15 8938212989382129 + Missense_MutationSNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

NRG1 3084 37 8 3250561532505615 + Missense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

POTEM 641455 37 14 2001998420019984 + Silent SNP G

NBEA 26960 37 13 3573597635735976 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

NF1 4763 37 17 2955458229554582 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MT-ND4 4538 37 MT 10948 10948 + Silent SNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

CHD2 1106 37 15 9349666693496666 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

NF1 4763 37 17 2955610629556106 + Missense_MutationSNP T

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

BMP2K 55589 37 4 7979216379792163 + Missense_MutationSNP G

MEGF8 1954 37 19 4286101642861016 + Silent SNP C

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

HMGB1 3146 37 13 3103556331035563 + Silent SNP A

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C



RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP A

FRG1B 0 37 20 2962595529625955 +Nonsense_MutationSNP A

NBEA 26960 37 13 3564486635644866 + Missense_MutationSNP C

CBL 867 37 11 1.19E+08 1.19E+08 + Silent SNP A

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

NBEA 26960 37 13 3568345135683451 + Missense_MutationSNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

NF1 4763 37 17 2955632329556323 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

MEGF8 1954 37 19 4285717942857179 + Silent SNP C

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP C

CDC27 996 37 17 4523563545235635 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

POTEH 23784 37 22 1626696416266964 + Silent SNP C

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

NF1 4763 37 17 2955915729559157 + Silent SNP A

NBEA 26960 37 13 3561525635615256 + Missense_MutationSNP G

DMD 1756 37 X 3259193132591931 + Silent SNP T

GOLGA8A 23015 37 15 3467364934673649 + Missense_MutationSNP C

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

NUP155 9631 37 5 3733798137337981 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

CDC27 996 37 17 4525897145258971 + Silent SNP A

NBEA 26960 37 13 3561509135615091 + Silent SNP T

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

MAP3K1 4214 37 5 5617784356177843 + Missense_MutationSNP C



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRDM9 56979 37 5 2352743023527430 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

NF1 4763 37 17 2958549529585495 + Missense_MutationSNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

GOLGA8I 0 37 15 2326103623261036 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

POTED 317754 37 21 1501373615013736 + Missense_MutationSNP T

PAGE1 8712 37 X 4945402549454025 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

RAG1 5896 37 11 3659773436597734 + Silent SNP A

TPTE2 93492 37 13 2000060920000609 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

TPTE2 93492 37 13 2002430320024303 + Splice_Site SNP C

NBEA 26960 37 13 3562449135624491 + Missense_MutationSNP G

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

CDC27 996 37 17 4522127345221273 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1955349419553494 + Silent SNP G

POTEC 388468 37 18 1453792214537922 + Missense_MutationSNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

NBEA 26960 37 13 3564495235644952 + Missense_MutationSNP A

KLF1 10661 37 19 1299692912996929 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523561645235616 +Nonsense_MutationSNP A

ERBB2 2064 37 17 3788109537881095 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

YAP1 10413 37 11 1.02E+08 1.02E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CDC27 996 37 17 4522131745221317 + Missense_MutationSNP T

CHEK2 11200 37 22 2913045829130458 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

NBEA 26960 37 13 3622987336229873 + Silent SNP C



CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

WNK1 65125 37 12 978008 978008 + Missense_MutationSNP G

POTEH 23784 37 22 1628753716287537 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

POTEF 728378 37 2 1.31E+08 1.31E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

POTEG 404785 37 14 1955347919553479 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ATXN2 6311 37 12 1.12E+08 1.12E+08 + Silent SNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

GAGE10 643832 37 X 4917370249173702 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

ACAN 176 37 15 8940002289400022 + Silent SNP T

NF1 4763 37 17 2958882329588823 + Missense_MutationSNP C

GOLGA8I 0 37 15 2326552323265523 + Missense_MutationSNP T

ZNF285 26974 37 19 4489104344891043 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

NF1 4763 37 17 2955458929554589 + Missense_MutationSNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

GOLGA8I 0 37 15 2326103923261039 + Silent SNP A

NF1 4763 37 17 2955458229554582 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

SCN10A 6336 37 3 3874000138740001 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MAP3K1 4214 37 5 5617861556178615 + Silent SNP A

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C



RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP C

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

POTEB2 1E+08 37 15 2105122721051227 + Silent SNP T

NF1 4763 37 17 2955972829559728 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

NBEA 26960 37 13 3562446035624460 + Missense_MutationSNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

GOLGA8I 0 37 15 2326104023261040 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

NF1 4763 37 17 2955627929556279 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1956605819566058 + Missense_MutationSNP G

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

GOLGA8H 728498 37 15 3090068330900683 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

CDC27 996 37 17 4523559845235598 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

PREX2 80243 37 8 6904640969046409 + Silent SNP G

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C



TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

PAGE1 8712 37 X 4945403149454031 + Silent SNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

NF1 4763 37 17 2955974729559747 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

PRDM2 7799 37 1 1407588014075880 + Silent SNP C

GAGE10 643832 37 X 4916136649161366 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

GOLGA8S 0 37 15 2360889723608897 + Missense_MutationSNP T

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

KMT2D 8085 37 12 4942684749426847 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

APOBR 55911 37 16 2850889228508892 + Missense_MutationSNP G

TPTE 7179 37 21 1090698910906989 + Silent SNP C

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

NBEA 26960 37 13 3561509035615090 + Missense_MutationSNP C

POTEH 23784 37 22 1628764916287649 + Silent SNP G

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

POTEC 388468 37 18 1453786814537868 + Missense_MutationSNP G

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

NF1 4763 37 17 2955626129556261 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

NF1 4763 37 17 2955360729553607 + Missense_MutationSNP T

NF1 4763 37 17 2956277929562779 + Missense_MutationSNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

GAB2 9846 37 11 7793034577930345 + Silent SNP T

HKR1 284459 37 19 3785444037854440 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

NF1 4763 37 17 2955914629559146 + Missense_MutationSNP C

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

NBEA 26960 37 13 3564410435644104 + Silent SNP G

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

CDC27 996 37 17 4524933045249330 + Silent SNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C



CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

NF1 4763 37 17 2955695329556953 + Missense_MutationSNP G

GAB2 9846 37 11 7793621577936215 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP A

PRDM9 56979 37 5 2352124323521243 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RP11-683L23.10 37 18 47609 47609 + Silent SNP C



KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

MT-ND1 4535 37 MT 3834 3834 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

POTEC 388468 37 18 1454264814542648 + Missense_MutationSNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP T

TSC2 7249 37 16 2136842 2136842 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

NBEA 26960 37 13 3564495235644952 + Silent SNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

GOLGA8S 0 37 15 2360954123609541 + Missense_MutationSNP A

ACAN 176 37 15 8940182589401825 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

NBEA 26960 37 13 3573597635735976 + Silent SNP A

EGFR 1956 37 7 5523887455238874 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T



PRAMEF4 400735 37 1 1294299012942990 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

HKR1 284459 37 19 3785404037854040 + Missense_MutationSNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

MT-CO2 4513 37 MT 7785 7785 + Missense_MutationSNP T

MEGF8 1954 37 19 4285717942857179 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

COBL 23242 37 7 5109614751096147 + Silent SNP A

PREX2 80243 37 8 6904640969046409 + Silent SNP G

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14484 14484 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

PRAMEF26645359 37 1 1321956513219565 + Missense_MutationSNP C

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

ARID1A 8289 37 1 2709991327099913 + Silent SNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

ZNF133 7692 37 20 1829719318297193 + Silent SNP T



TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

HELZ2 85441 37 20 6219065062190650 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C

KLF4 9314 37 9 1.1E+08 1.1E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MEGF8 1954 37 19 4286507242865072 + Silent SNP C

DMD 1756 37 X 3259193132591931 + Silent SNP T

ACAN 176 37 15 8938190789381907 + Silent SNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

KDM5C 8242 37 X 5324641853246418 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

ZNF793 390927 37 19 3802857938028579 + Missense_MutationSNP G

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

EGFR 1956 37 7 5523308955233089 + Silent SNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

DMD 1756 37 X 3271611032716110 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

EGFR 1956 37 7 5523814755238147 + Silent SNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

DLC1 10395 37 8 1335750213357502 + Missense_MutationSNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A



CTNNB1 1499 37 3 4127818641278186 + Missense_MutationSNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

NF2 4771 37 22 3003279430032794 +Nonsense_MutationSNP C

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

DLC1 10395 37 8 1307215813072158 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

MEGF8 1954 37 19 4287490142874901 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

ALPK2 115701 37 18 5620448956204489 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

ZNF133 7692 37 20 1829729818297298 + Silent SNP G

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A



XPC 7508 37 3 1420020614200206 + Missense_MutationSNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

KDM6B 23135 37 17 7752523 7752523 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

DDR1 780 37 6 3085707230857072 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219064162190641 + Silent SNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

HELZ2 85441 37 20 6219421262194212 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PAK1 5058 37 11 7709093977090939 + Splice_Site SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

EGFR 1956 37 7 5524899155248991 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G



ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

SMARCA4 6597 37 19 1110199311101993 + Silent SNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

MT-ND5 4540 37 MT 14037 14037 + Silent SNP A

NBEA 26960 37 13 3622987336229873 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

ACAN 176 37 15 8939297089392970 + Missense_MutationSNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9812 9812 + Silent SNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

ARID2 196528 37 12 4624066446240664 + Silent SNP T

COBL 23242 37 7 5109614751096147 + Silent SNP A

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

EGFR 1956 37 7 5522920255229202 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

CTNND2 1501 37 5 1139718811397188 + Silent SNP C

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

FGFR3 2261 37 4 1807478 1807478 + Splice_Site SNP G

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

MT-ND5 4540 37 MT 13135 13135 + Missense_MutationSNP G

KDM4E 390245 37 11 9475994094759940 + Missense_MutationSNP T

CCND1 595 37 11 6946285669462856 + Silent SNP C

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13722 13722 + Silent SNP A

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

MT-ND4 4538 37 MT 11869 11869 + Silent SNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

CAST 831 37 5 9603156996031569 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A



FBXW10 10517 37 17 1865327618653276 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

MT-ND2 4536 37 MT 5231 5231 + Silent SNP G

PRDM9 56979 37 5 2352752823527528 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

SACS 26278 37 13 2390916223909162 + Silent SNP A

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

TAB3 257397 37 X 3087324530873245 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MT-CO3 4514 37 MT 9716 9716 + Silent SNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

BBS2 583 37 16 5653478356534783 + Silent SNP G

PRAMEF18391003 37 1 1347504313475043 + Silent SNP C

DMD 1756 37 X 3149639831496398 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

POTED 317754 37 21 1501381515013815 + Silent SNP G

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

DRP2 1821 37 X 1.01E+08 1.01E+08 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

KMT2D 8085 37 12 4942791949427919 + Silent SNP T

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C



GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ALPK2 115701 37 18 5620476856204768 + Missense_MutationSNP G

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

GNL3 26354 37 3 5272773652727736 + Silent SNP A

PBRM1 55193 37 3 5266863852668638 + Silent SNP G

DMD 1756 37 X 3113999831139998 + Silent SNP C

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6776 6776 + Silent SNP T

FGFR3 2261 37 4 1807505 1807505 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Missense_MutationSNP A

SMARCA4 6597 37 19 1117080011170800 + Silent SNP G

MT-ND1 4535 37 MT 3613 3613 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PRKAR1A 5573 37 17 6651162766511627 + Silent SNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2004819720048197 + Silent SNP C

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

ALPK2 115701 37 18 5620223156202231 + Missense_MutationSNP T



ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

MT-ATP6 4508 37 MT 9081 9081 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP G

MT-CO1 4512 37 MT 7231 7231 + Missense_MutationSNP A

PRB3 5544 37 12 1142020611420206 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

NBEA 26960 37 13 3573597635735976 + Silent SNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

BAP1 8314 37 3 5243681652436816 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

NBEA 26960 37 13 3564495235644952 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

ALPK2 115701 37 18 5620383756203837 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MAP3K1 4214 37 5 5616057256160572 + Silent SNP C



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4943388349433883 + Missense_MutationSNP G

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

POTEH 23784 37 22 1628736916287369 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

ATXN1 6310 37 6 1632786716327867 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905931379059313 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-ND1 4535 37 MT 3360 3360 + Silent SNP A

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

CTNNB1 1499 37 3 4126662341266623 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

KMT2D 8085 37 12 4942660649426606 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP T

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

FRMPD3 84443 37 X 1.07E+08 1.07E+08 + Silent SNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PRDM7 11105 37 16 9012834590128345 + Missense_MutationSNP C

PRB3 5544 37 12 1142086611420866 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T



APOBR 55911 37 16 2850804828508048 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP G

NF1 4763 37 17 2950964129509641 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

PRDM9 56979 37 5 2352752823527528 + Silent SNP C

TRAF7 84231 37 16 2226176 2226176 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

DMD 1756 37 X 3266317132663171 + Silent SNP C

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

POTEH 23784 37 22 1628764916287649 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

PRB3 5544 37 12 1142038711420387 + Missense_MutationSNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

BRCA2 675 37 13 3290740732907407 + Missense_MutationSNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523438745234387 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

CTNNB1 1499 37 3 4127535041275350 + Silent SNP C

PBRM1 55193 37 3 5266877652668776 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

POTEM 641455 37 14 2001998420019984 + Silent SNP G

ALPK2 115701 37 18 5620247056202470 + Missense_MutationSNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T



APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

PRAMEF11440560 37 1 1288498112884981 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

CCNB1 891 37 5 6847124768471247 + Silent SNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

NRG1 3084 37 8 3261197032611970 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12630 12630 +Nonsense_MutationSNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

NBEA 26960 37 13 3564495235644952 + Silent SNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G



PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

MT-ND6 4541 37 MT 14193 14193 + Missense_MutationSNP A

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

CDC27 996 37 17 4522125145221251 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

EGFR 1956 37 7 5524080355240803 + Silent SNP C

APOBR 55911 37 16 2850642828506428 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

NBEA 26960 37 13 3573597635735976 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1294222212942222 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

KMT2D 8085 37 12 4942187149421871 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

DMD 1756 37 X 3246662532466625 + Missense_MutationSNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

CAST 831 37 5 9607938796079387 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T



CAST 831 37 5 9603156996031569 + Silent SNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

CTNND2 1501 37 5 1098192110981921 + Silent SNP A

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

RAG1 5896 37 11 3659515736595157 + Silent SNP G

TNRC18 84629 37 7 5352769 5352769 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

CDC27 996 37 17 4521614145216141 + Silent SNP T

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TPTE 7179 37 21 1102672211026722 + Splice_Site SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905873079058730 + Missense_MutationSNP A

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SMARCA4 6597 37 19 1112373811123738 + Silent SNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

POTEH 23784 37 22 1628737216287372 + Missense_MutationSNP C



BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

POTEH 23784 37 22 1628766116287661 + Silent SNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

DMD 1756 37 X 3259193132591931 + Silent SNP T

GAB2 9846 37 11 7793616677936166 + Silent SNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

HELZ2 85441 37 20 6219423862194238 + Silent SNP C

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

EGFR 1956 37 7 5525945055259450 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Silent SNP A

AGGF1 55109 37 5 7632667576326675 + Silent SNP G

GOLGA8O 728047 37 15 3273870132738701 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

PRDM2 7799 37 1 1407588014075880 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T



NRG1 3084 37 8 3262184432621844 + Missense_MutationSNP G

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND6 4541 37 MT 14233 14233 + Silent SNP A

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

KDM6B 23135 37 17 7750936 7750936 + Missense_MutationSNP A

MT-CYB 4519 37 MT 15607 15607 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

RAG1 5896 37 11 3659515736595157 + Silent SNP G

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

ZNF436 80818 37 1 2368908323689083 + Silent SNP G

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

CDC27 996 37 17 4524930645249306 + Silent SNP T

HKR1 284459 37 19 3785446637854466 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A



COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15860 15860 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1294222212942222 + Missense_MutationSNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CDC27 996 37 17 4524933045249330 + Silent SNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

CTNNB1 1499 37 3 4128082741280827 + Silent SNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11812 11812 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

PREX2 80243 37 8 6904640969046409 + Silent SNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

DMD 1756 37 X 3259193132591931 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

NBEA 26960 37 13 3564493135644931 + Missense_MutationSNP C

MT-CO2 4513 37 MT 7588 7588 + Start_Codon_SNPSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

ZKSCAN4 387032 37 6 2821323928213239 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP C

PRAMEF11440560 37 1 1288736312887363 + Missense_MutationSNP T

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T



ERBB3 2065 37 12 5649499156494991 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP G

CDC27 996 37 17 4525897145258971 + Silent SNP A

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

KDM6B 23135 37 17 7749954 7749954 + Missense_MutationSNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

MT-ATP6 4508 37 MT 8697 8697 + Missense_MutationSNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

TRAF7 84231 37 16 2226308 2226308 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C



TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

MYBL1 4603 37 8 6747846767478467 + Missense_MutationSNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

SCN4A 6329 37 17 6203455762034557 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TUBB8 347688 37 10 93257 93257 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRDM2 7799 37 1 1410716414107164 + Silent SNP C

GOLGA8I 0 37 15 2326484323264843 + Missense_MutationSNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

PRDM2 7799 37 1 1410594614105946 + Silent SNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

PRDM2 7799 37 1 1410514214105142 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KDM6B 23135 37 17 7750936 7750936 + Missense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

PRDM2 7799 37 1 1410538214105382 + Silent SNP T

PRDM2 7799 37 1 1410504914105049 + Missense_MutationSNP C

CLOCK 9575 37 4 5632536556325365 + Missense_MutationSNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP T

TUBB8 347688 37 10 93987 93987 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G



MTOR 2475 37 1 1130791111307911 + Missense_MutationSNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

BRCA2 675 37 13 3291275032912750 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

ACAN 176 37 15 8939297089392970 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

HELZ2 85441 37 20 6219662562196625 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

COL6A2 0 37 21 4754608047546080 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

UNC13D 201294 37 17 7382415973824159 + Missense_MutationSNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

PRDM2 7799 37 1 1410585614105856 + Silent SNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

GAB2 9846 37 11 7793034577930345 + Silent SNP T

SLTM 79811 37 15 5917926459179264 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

COG6 57511 37 13 4030165040301650 + Silent SNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

KDM4E 390245 37 11 9475883894758838 + Silent SNP C

CTNND2 1501 37 5 1139718811397188 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A



LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

GLTSCR1 29998 37 19 4818287648182876 + Missense_MutationSNP C

MTOR 2475 37 1 1118132711181327 + Silent SNP C

PTEN 5728 37 10 8972068089720680 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

KLF4 9314 37 9 1.1E+08 1.1E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

CRIPAK 285464 37 4 1388428 1388428 + Silent SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

EGFR 1956 37 7 5525945055259450 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

PRDM2 7799 37 1 1410713514107135 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

PRDM2 7799 37 1 1410898814108988 + Silent SNP A

CLOCK 9575 37 4 5630167556301675 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

KDM6B 23135 37 17 7749954 7749954 + Missense_MutationSNP C

LZTR1 8216 37 22 2135101821351018 + Silent SNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

CHD2 1106 37 15 9352761993527619 + Silent SNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G



ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Missense_MutationSNP C

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

PRDM2 7799 37 1 1410633014106330 + Silent SNP C

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

PRDM2 7799 37 1 1410563914105639 + Missense_MutationSNP G

TPTE2 93492 37 13 2003862220038622 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

APOBR 55911 37 16 2850687228506872 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

ERBB3 2065 37 12 5648166456481664 + Silent SNP G

PTEN 5728 37 10 8971193889711938 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

NCOR2 9612 37 12 1.25E+08 1.25E+08 + Silent SNP T

NCOR2 9612 37 12 1.25E+08 1.25E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CDC27 996 37 17 4526653545266535 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

APOBR 55911 37 16 2850889228508892 + Missense_MutationSNP G

NBEA 26960 37 13 3561529635615296 + Missense_MutationSNP T

PTEN 5728 37 10 8971768089717680 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP C

NBEA 26960 37 13 3569763135697631 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP G

NBEA 26960 37 13 3568511335685113 +Nonsense_MutationSNP T

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

TERT 0 37 5 1255520 1255520 + Silent SNP G



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

POTEB2 1E+08 37 15 2105122721051227 + Silent SNP T

RAG1 5896 37 11 3659515736595157 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

NBEA 26960 37 13 3561522035615220 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MT-ND5 4540 37 MT 13680 13680 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

NBEA 26960 37 13 3567244335672443 + Silent SNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

NF1 4763 37 17 2958604929586049 + Splice_Site SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP C

CDC27 996 37 17 4524739345247393 + Missense_MutationSNP T

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

NBEA 26960 37 13 3561520835615208 +Nonsense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

NF1 4763 37 17 2955360729553607 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

CDC27 996 37 17 4524930645249306 + Silent SNP T

CDC27 996 37 17 4523561645235616 +Nonsense_MutationSNP A

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

NRG1 3084 37 8 3262163032621630 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360954123609541 + Missense_MutationSNP A



POTEC 388468 37 18 1453498014534980 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PRAMEF6 440561 37 1 1300119613001196 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Splice_Site SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

GOLGA8S 0 37 15 2360954723609547 + Missense_MutationSNP C

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

POTEH 23784 37 22 1626705916267059 + Missense_MutationSNP T

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP T

CDC27 996 37 17 4521467345214673 + Silent SNP T

NF1 4763 37 17 2955632329556323 + Missense_MutationSNP G

GAGE10 643832 37 X 4916141849161418 + Splice_Site SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

CDC27 996 37 17 4521458245214582 + Silent SNP A

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

GOLGA6C 653641 37 15 7555769175557691 + Silent SNP C

POTEF 728378 37 2 1.31E+08 1.31E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

NBEA 26960 37 13 3568345735683457 + Silent SNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T



RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

CDC27 996 37 17 4524933045249330 + Silent SNP T

AGGF1 55109 37 5 7633253976332539 +Nonsense_MutationSNP T

CDC27 996 37 17 4524738145247381 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

NBEA 26960 37 13 3561518435615184 + Missense_MutationSNP T

POTEH 23784 37 22 1628757716287577 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

CDC27 996 37 17 4523565345235653 + Missense_MutationSNP C

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

NF1 4763 37 17 2956298829562988 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

CDC27 996 37 17 4524735145247351 + Silent SNP A

NF1 4763 37 17 2955695329556953 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP C

CDC27 996 37 17 4523433145234331 + Missense_MutationSNP T

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Silent SNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP A

MT-ATP8 4509 37 MT 8381 8381 + Missense_MutationSNP A

CDC27 996 37 17 4523563545235635 + Missense_MutationSNP A

CDC27 996 37 17 4524736845247368 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP C

PRDM2 7799 37 1 1410793214107932 + Silent SNP C

TUBB4B 10383 37 9 1.4E+08 1.4E+08 + Silent SNP G

GOLGA8H 728498 37 15 3090068330900683 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

CDC27 996 37 17 4522129845221298 + Missense_MutationSNP A



CHEK2 11200 37 22 2909178829091788 + Missense_MutationSNP T

CHEK2 11200 37 22 2909184029091840 + Missense_MutationSNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CCDC30 728621 37 1 4298692942986929 + Splice_Site SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

NUP155 9631 37 5 3733372737333727 + Silent SNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP G

POTEH 23784 37 22 1626703316267033 + Silent SNP G

GOLGA8M 653720 37 15 2894766028947660 + Silent SNP C

NBEA 26960 37 13 3567244535672445 + Missense_MutationSNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

NF1 4763 37 17 2955915729559157 + Silent SNP A

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

NBEA 26960 37 13 3561525635615256 + Missense_MutationSNP G

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

ACAN 176 37 15 8940002289400022 + Silent SNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

NF1 4763 37 17 2955050529550505 +Nonsense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

NBEA 26960 37 13 3568495235684952 + Silent SNP G

NF1 4763 37 17 2955914629559146 + Missense_MutationSNP C

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

CDC27 996 37 17 4521614145216141 + Silent SNP T

PTEN 5728 37 10 8962422889624228 + Start_Codon_SNPSNP T

NBEA 26960 37 13 3561522635615226 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Splice_Site SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

CDC27 996 37 17 4521466945214669 + Missense_MutationSNP T

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

SLTM 79811 37 15 5917596559175965 + Silent SNP A

NBEA 26960 37 13 3564419835644198 + Missense_MutationSNP A

CDC27 996 37 17 4522127345221273 + Missense_MutationSNP A

NBEA 26960 37 13 3561509135615091 + Silent SNP T

ARID1A 8289 37 1 2710572527105725 + Missense_MutationSNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A



SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

CDC27 996 37 17 4522130345221303 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

GOLGA8H 728498 37 15 3089807630898076 + Missense_MutationSNP A

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105121021051210 + Missense_MutationSNP T

SMARCE1 6605 37 17 3878522438785224 + Missense_MutationSNP G

PAGE1 8712 37 X 4945597249455972 + Missense_MutationSNP C

MT-ND2 4536 37 MT 4745 4745 + Silent SNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3089807830898078 + Missense_MutationSNP A

NBEA 26960 37 13 3568345135683451 + Missense_MutationSNP G

CHEK2 11200 37 22 2909184129091841 + Silent SNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

PTEN 5728 37 10 8971192689711926 + Missense_MutationSNP T

NBEA 26960 37 13 3568496435684964 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

PBRM1 55193 37 3 5264945352649453 + Missense_MutationSNP A

GOLGA8H 728498 37 15 3090222330902223 + Missense_MutationSNP G

NF1 4763 37 17 2958549529585495 + Missense_MutationSNP A

SMARCE1 6605 37 17 3878854338788543 + Silent SNP A

POTEH 23784 37 22 1628766116287661 + Silent SNP G

NBEA 26960 37 13 3564422335644223 + Missense_MutationSNP C

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CDC27 996 37 17 4523562045235620 + Missense_MutationSNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

NF1 4763 37 17 2955458929554589 + Missense_MutationSNP C

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14872 14872 + Silent SNP C

POTEG 404785 37 14 1957310019573100 + Splice_Site SNP G

PRAME 23532 37 22 2289244922892449 + Missense_MutationSNP T

NF1 4763 37 17 2955620129556201 + Silent SNP C



TPTE 7179 37 21 1092011610920116 + Missense_MutationSNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

GOLGA8K 653125 37 15 3268969532689695 + Missense_MutationSNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

NBEA 26960 37 13 3561509035615090 + Missense_MutationSNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

SMARCE1 6605 37 17 3878522338785223 + Silent SNP T

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

CHEK2 11200 37 22 2909120029091200 + Silent SNP A

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

POTEC 388468 37 18 1453491414534914 + Silent SNP A

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

CDC27 996 37 17 4522131745221317 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

POTEC 388468 37 18 1453781514537815 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

NF1 4763 37 17 2955793629557936 + Missense_MutationSNP C

MT-ND5 4540 37 MT 12455 12455 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP T

CDC27 996 37 17 4526652245266522 + Missense_MutationSNP T

PAGE1 8712 37 X 4945597449455974 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2002430320024303 + Splice_Site SNP C

NF1 4763 37 17 2955458229554582 + Silent SNP G

NF1 4763 37 17 2955639029556390 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

POTED 317754 37 21 1501381515013815 + Silent SNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP G

CCDC30 728621 37 1 4300846743008467 + Missense_MutationSNP A

BRD7 29117 37 16 5037390550373905 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

ADAMTS7 11173 37 15 7905180179051801 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SCN8A 6334 37 12 5218060152180601 + Silent SNP T

LRRIQ3 127255 37 1 7464840874648408 + Missense_MutationSNP C

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

CDKN1A 1026 37 6 3665212936652129 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

OLFM4 10562 37 13 5360307753603077 + Missense_MutationSNP T



SACS 26278 37 13 2391182023911820 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

PRDM2 7799 37 1 1410793214107932 + Silent SNP C

UNC13D 201294 37 17 7383932673839326 + Missense_MutationSNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

SACS 26278 37 13 2392867123928671 + Missense_MutationSNP C

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

POTEC 388468 37 18 1454264814542648 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

TNRC18 84629 37 7 5352949 5352949 + Missense_MutationSNP G

POTEC 388468 37 18 1453498014534980 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

KMT2D 8085 37 12 4941871749418717 + Missense_MutationSNP C

CLOCK 9575 37 4 5632536556325365 + Missense_MutationSNP G

EGFR 1956 37 7 5523814755238147 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A



PRAMEF1 65121 37 1 1285572012855720 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

POTEJ 653781 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CHD2 1106 37 15 9355248893552488 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

PTPN13 0 37 4 8768587087685870 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

LRRIQ3 127255 37 1 7450694274506942 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7450731574507315 + Missense_MutationSNP C

CTNND2 1501 37 5 1139718811397188 + Silent SNP C



POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP G

FBXW10 10517 37 17 1865426318654263 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

TUBB8 347688 37 10 93635 93635 + Missense_MutationSNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C

UNC13D 201294 37 17 7383913773839137 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

MT-CO2 4513 37 MT 7805 7805 + Missense_MutationSNP G

SMARCA2 6595 37 9 2191370 2191370 + Missense_MutationSNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

WNK1 65125 37 12 999638 999638 + Missense_MutationSNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

COBL 23242 37 7 5109304951093049 + Silent SNP C

CLOCK 9575 37 4 5630167556301675 + Silent SNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

EGFR 1956 37 7 5523308955233089 + Silent SNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

MT-CYB 4519 37 MT 15784 15784 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A



SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905798979057989 + Missense_MutationSNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP C

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

MT-ND1 4535 37 MT 3505 3505 + Missense_MutationSNP A

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

DMD 1756 37 X 3266313532663135 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7906912079069120 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

MT-CO2 4513 37 MT 7689 7689 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

EGFR 1956 37 7 5523887455238874 + Silent SNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293949512939495 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP C

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

KMT2D 8085 37 12 4942453449424534 + Silent SNP G



FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

CHD2 1106 37 15 9354548893545488 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP G

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

MT-CO1 4512 37 MT 6776 6776 + Silent SNP T

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

POTEC 388468 37 18 1452496614524966 + Silent SNP T

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1453498014534980 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

TUBB8 347688 37 10 93778 93778 + Missense_MutationSNP G

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

PRAMEF26645359 37 1 1321956513219565 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CDC27 996 37 17 4522131745221317 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

BRCA2 675 37 13 3291129532911295 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293985112939851 + Silent SNP G

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

GOLGA8I 0 37 15 2326086523260865 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

COBL 23242 37 7 5109614751096147 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

PBRM1 55193 37 3 5266305352663053 + Splice_Site SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

ADAMTS7 11173 37 15 7908903779089037 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7905180179051801 + Missense_MutationSNP C

MTOR 2475 37 1 1119064611190646 + Silent SNP G



SMARCA2 6595 37 9 2191388 2191388 + Missense_MutationSNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

TUBB 203068 37 6 3069112330691123 + Missense_MutationSNP C

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

COG6 57511 37 13 4029342840293428 + Missense_MutationSNP T

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

CTNND2 1501 37 5 1139718811397188 + Silent SNP C

CDC27 996 37 17 4523559845235598 + Missense_MutationSNP G

CDC27 996 37 17 4524930645249306 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

MT-CO1 4512 37 MT 6721 6721 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

HELZ2 85441 37 20 6219065062190650 + Silent SNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

CDC27 996 37 17 4521614145216141 + Silent SNP T

POTED 317754 37 21 1501372115013721 + Missense_MutationSNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

CDC27 996 37 17 4521974645219746 + Silent SNP T

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

FRMPD3 84443 37 X 1.07E+08 1.07E+08 + Silent SNP A

TUBB 203068 37 6 3069113330691133 + Silent SNP T

CDC27 996 37 17 4525897145258971 + Silent SNP A

TUBB 203068 37 6 3069113030691130 + Silent SNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NBEA 26960 37 13 3561509135615091 + Silent SNP T

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

CDC27 996 37 17 4522130345221303 + Silent SNP G

GOLGA8I 0 37 15 2325989323259893 + Missense_MutationSNP T

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C



PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C

GOLGA8S 0 37 15 2360641123606411 + Silent SNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

TP53 7157 37 17 7569542 7569542 + Silent SNP G

GOLGA8I 0 37 15 2326177123261771 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PRAMEF4 400735 37 1 1293942612939426 + Missense_MutationSNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

GOLGA8I 0 37 15 2325989423259894 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

CDC27 996 37 17 4521616245216162 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

ATXN1 6310 37 6 1632790316327903 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14364 14364 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 +De_novo_Start_OutOfFrameSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293953512939535 + Missense_MutationSNP C

CDC27 996 37 17 4521617245216172 + Missense_MutationSNP A

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

NCOA3 8202 37 20 4627986646279866 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

CDC27 996 37 17 4521975045219750 + Missense_MutationSNP T

GOLGA8I 0 37 15 2326177023261770 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15607 15607 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

SCN4A 6329 37 17 6203455762034557 + Missense_MutationSNP C

DMD 1756 37 X 3149642631496426 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ACAN 176 37 15 8938890589388905 + Silent SNP C

HELZ2 85441 37 20 6219728562197285 + Missense_MutationSNP G

DMD 1756 37 X 3149643131496431 + Missense_MutationSNP T

MT-ND6 4541 37 MT 14233 14233 + Silent SNP A

WNT1 7471 37 12 4937528549375285 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

BRCA2 675 37 13 3291043032910430 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

NBEA 26960 37 13 3564495235644952 + Silent SNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

MT-CO1 4512 37 MT 7022 7022 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818366048183660 + Silent SNP G



ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ANKRD49 54851 37 11 9423017694230176 + Missense_MutationSNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

PREX2 80243 37 8 6886472868864728 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

NBEA 26960 37 13 3573597635735976 + Silent SNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

WNK1 65125 37 12 988894 988894 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

AGGF1 55109 37 5 7633253976332539 +Nonsense_MutationSNP T

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

MT-ND4 4538 37 MT 11812 11812 + Silent SNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

KDM4E 390245 37 11 9475883894758838 + Silent SNP C

MT-ND5 4540 37 MT 13965 13965 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

ZNF133 7692 37 20 1829719318297193 + Silent SNP T



CAST 831 37 5 9610627896106278 + Missense_MutationSNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

RICTOR 253260 37 5 3895363438953634 + Missense_MutationSNP G

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

WI2-3308P17.20 37 1 1305289513052895 + Missense_MutationSNP C

ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

BRD7 29117 37 16 5036866350368663 + Silent SNP G

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

PPP1R3F 89801 37 X 4912673049126730 + Missense_MutationSNP G

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

MEGF8 1954 37 19 4286156742861567 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KDM6B 23135 37 17 7751531 7751531 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G



APOBR 55911 37 16 2850806928508069 + Silent SNP C

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

KCNA5 3741 37 12 5153694 5153694 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

AC073343.1 0 37 7 6715548 6715548 + Missense_MutationSNP A

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

PRAMEF18391003 37 1 1347504313475043 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

TERT 0 37 5 1293462 1293462 + Silent SNP G

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

MT-ATP6 4508 37 MT 8697 8697 + Missense_MutationSNP G

APOBR 55911 37 16 2850950928509509 + Silent SNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11566 11566 + Missense_MutationSNP A

NCOA3 8202 37 20 4627986046279860 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 8680 8680 + Silent SNP C

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

PAGE1 8712 37 X 4945405649454056 + Missense_MutationSNP A

POTEF 728378 37 2 1.31E+08 1.31E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Splice_Site SNP T

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

PRDM7 11105 37 16 9012837690128376 +Nonsense_MutationSNP G



ALPK2 115701 37 18 5620476856204768 + Missense_MutationSNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C

ATRX 546 37 X 7693911576939115 + Missense_MutationSNP G

HKR1 284459 37 19 3785404037854040 + Missense_MutationSNP G

TPTE2 93492 37 13 2004821420048214 + Splice_Site SNP T

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Missense_MutationSNP C

COQ6 51004 37 14 7442025274420252 + Missense_MutationSNP G

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

RIPK3 11035 37 14 2480838824808388 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RP11-385D13.10 37 17 1550857415508574 + Missense_MutationSNP T

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

DMD 1756 37 X 3149642631496426 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRD7 29117 37 16 5036866350368663 + Silent SNP G

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

DMD 1756 37 X 3271611032716110 + Silent SNP C

TMIGD1 388364 37 17 2865202728652027 + Silent SNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ALPK2 115701 37 18 5620223156202231 + Missense_MutationSNP T

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

CLOCK 9575 37 4 5631924456319244 + Missense_MutationSNP G

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MEGF8 1954 37 19 4287308942873089 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C



POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

RABEP1 9135 37 17 5264910 5264910 + Silent SNP T

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

TPTE 7179 37 21 1090698910906989 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP G

GAB2 9846 37 11 7793467277934672 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

NF1 4763 37 17 2955347329553473 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP G

RIPK3 11035 37 14 2480722124807221 + Silent SNP G

TMIGD1 388364 37 17 2865630028656300 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CDC27 996 37 17 4522131745221317 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

POTEG 404785 37 14 1956602319566023 + Missense_MutationSNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

PTPN13 0 37 4 8767175087671750 + Silent SNP A

CTC-554D6.1 0 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP A

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

RIPK3 11035 37 14 2480690224806902 + Splice_Site SNP G

NEGR1 257194 37 1 7205854372058543 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ZNF135 7694 37 19 5857913858579138 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

CDC27 996 37 17 4524933045249330 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

ALPK2 115701 37 18 5620383756203837 + Silent SNP G

NF1 4763 37 17 2955617729556177 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

CCDC30 728621 37 1 4305514043055140 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

ARID2 196528 37 12 4624507746245077 + Silent SNP G



CADM1 23705 37 11 1.15E+08 1.15E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523563545235635 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

FRG1B 0 37 20 2962408129624081 + Missense_MutationSNP A

ZNF544 27300 37 19 5877312958773129 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

AGGF1 55109 37 5 7634990076349900 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

ARHGEF2864283 37 5 7319031273190312 + Silent SNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

CTNNB1 1499 37 3 4127535041275350 + Silent SNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

COQ6 51004 37 14 7442973074429730 + Missense_MutationSNP T

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CDC27 996 37 17 4521454445214544 + Silent SNP T

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

CTNNB1 1499 37 3 4126662341266623 + Silent SNP T

DMD 1756 37 X 3259193132591931 + Silent SNP T

NF1 4763 37 17 2965288429652884 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP A

APOBR 55911 37 16 2850687228506872 + Silent SNP A

CCDC30 728621 37 1 4307665443076654 + Silent SNP C

CCNB1 891 37 5 6847124768471247 + Silent SNP G

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

PRDM7 11105 37 16 9012883490128834 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

CDC27 996 37 17 4525897145258971 + Silent SNP A

TPTE2 93492 37 13 2000060920000609 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7318346873183468 + Silent SNP A

CDC27 996 37 17 4523562045235620 + Missense_MutationSNP T

KDM4C 23081 37 9 6849689 6849689 + Missense_MutationSNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

PRB4 5545 37 12 1146332211463322 + Missense_MutationSNP A

MEGF8 1954 37 19 4287490042874900 + Silent SNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

GLTSCR1 29998 37 19 4818366048183660 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP G

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

AGGF1 55109 37 5 7633237976332379 + Splice_Site SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

ACAN 176 37 15 8940173789401737 + Missense_MutationSNP T



ACAN 176 37 15 8938212989382129 + Missense_MutationSNP C

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

DMD 1756 37 X 3256344732563447 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

NBEA 26960 37 13 3622987336229873 + Silent SNP C

DMD 1756 37 X 3149643131496431 + Missense_MutationSNP T

NBEA 26960 37 13 3578290535782905 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP A

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521459245214592 + Missense_MutationSNP T

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

NBEA 26960 37 13 3564419835644198 + Missense_MutationSNP A

NBEA 26960 37 13 3561529635615296 + Missense_MutationSNP T

YAP1 10413 37 11 1.02E+08 1.02E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1453781514537815 + Silent SNP A

TPTE 7179 37 21 1095979210959792 + Missense_MutationSNP G

CDC27 996 37 17 4523565345235653 + Missense_MutationSNP C

NF1 4763 37 17 2955054929550549 + Silent SNP A

NBEA 26960 37 13 3561515035615150 + Silent SNP G

POTEC 388468 37 18 1453792214537922 + Missense_MutationSNP C

NF1 4763 37 17 2955735229557352 + Missense_MutationSNP T

NF1 4763 37 17 2955224329552243 + Missense_MutationSNP G

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

NF1 4763 37 17 2959231429592314 + Missense_MutationSNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

NBEA 26960 37 13 3567244335672443 + Silent SNP G

CDC27 996 37 17 4521936445219364 + Missense_MutationSNP A

NF1 4763 37 17 2955793629557936 + Missense_MutationSNP C

POTEC 388468 37 18 1453791514537915 + Missense_MutationSNP T

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

NF1 4763 37 17 2955786929557869 + Missense_MutationSNP G

NF1 4763 37 17 2954154229541542 + Missense_MutationSNP A

NBEA 26960 37 13 3562446035624460 + Missense_MutationSNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

CDC27 996 37 17 4523561645235616 +Nonsense_MutationSNP A

NBEA 26960 37 13 3561518435615184 + Missense_MutationSNP T

NF1 4763 37 17 2956008329560083 + Missense_MutationSNP T

NBEA 26960 37 13 3564486635644866 + Missense_MutationSNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP G

NBEA 26960 37 13 3564424135644241 + Splice_Site SNP A

NF1 4763 37 17 2955688829556888 + Silent SNP A

NF1 4763 37 17 2955981529559815 + Silent SNP C

NF1 4763 37 17 2956007529560075 + Silent SNP A



NBEA 26960 37 13 3568345135683451 + Missense_MutationSNP G

POTEC 388468 37 18 1453794514537945 + Missense_MutationSNP A

NBEA 26960 37 13 3564491135644911 + Missense_MutationSNP G

NBEA 26960 37 13 3564410435644104 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

NBEA 26960 37 13 3564491035644910 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

NF1 4763 37 17 2955627929556279 + Silent SNP T

NF1 4763 37 17 2955647529556475 +Nonsense_MutationSNP C

POTEG 404785 37 14 1956605819566058 + Missense_MutationSNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

TPTE 7179 37 21 1093410710934107 + Silent SNP G

MT-ND1 4535 37 MT 4001 4001 + Missense_MutationSNP T

CDC27 996 37 17 4522129845221298 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

NF1 4763 37 17 2955695329556953 + Missense_MutationSNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP A

CDC27 996 37 17 4523433145234331 + Missense_MutationSNP T

NBEA 26960 37 13 3564406635644066 + Missense_MutationSNP G

CDC27 996 37 17 4523563545235635 + Missense_MutationSNP A

CDC27 996 37 17 4524736845247368 + Missense_MutationSNP T

NBEA 26960 37 13 3561509035615090 + Missense_MutationSNP C

NBEA 26960 37 13 3562447435624474 + Missense_MutationSNP T

CDC27 996 37 17 4521621645216216 + Silent SNP A

GOLGA8H 728498 37 15 3090068330900683 + Missense_MutationSNP C

NF1 4763 37 17 2955460729554607 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

NF1 4763 37 17 2955638329556383 + Missense_MutationSNP T

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP G

NF1 4763 37 17 2955454129554541 + Splice_Site SNP G

CDC27 996 37 17 4521454445214544 + Silent SNP T

NBEA 26960 37 13 3561525635615256 + Missense_MutationSNP G

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

NBEA 26960 37 13 3568495235684952 + Silent SNP G

CDC27 996 37 17 4521623145216231 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP C

NF1 4763 37 17 2955050529550505 +Nonsense_MutationSNP C

NBEA 26960 37 13 3561522635615226 + Missense_MutationSNP T

PBRM1 55193 37 3 5264368952643689 + Missense_MutationSNP C

NF1 4763 37 17 2955639029556390 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

NBEA 26960 37 13 3561509135615091 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G



CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

CDC27 996 37 17 4522130345221303 + Silent SNP G

NF1 4763 37 17 2956007429560074 + Missense_MutationSNP C

POTEJ 653781 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

CCDC30 728621 37 1 4298689642986896 + Missense_MutationSNP C

NBEA 26960 37 13 3568496435684964 + Silent SNP C

POTEG 404785 37 14 1956205319562053 + Silent SNP C

NF1 4763 37 17 2955215429552154 + Silent SNP G

NF1 4763 37 17 2955977829559778 + Silent SNP G

CDC27 996 37 17 4523562045235620 + Missense_MutationSNP T

NBEA 26960 37 13 3564422335644223 + Missense_MutationSNP C

CDC27 996 37 17 4521928345219283 + Missense_MutationSNP T

NF1 4763 37 17 2955458929554589 + Missense_MutationSNP C

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP A

NF1 4763 37 17 2954147629541476 + Missense_MutationSNP C

NF1 4763 37 17 2955054229550542 + Missense_MutationSNP G

CDC27 996 37 17 4521924145219241 + Missense_MutationSNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1453491414534914 + Silent SNP A

POTEG 404785 37 14 1957139719571397 + Silent SNP A

POTEC 388468 37 18 1453497114534971 + Silent SNP T

NF1 4763 37 17 2955215129552151 + Silent SNP C

NF1 4763 37 17 2955458229554582 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRAMEF11440560 37 1 1288498112884981 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

PRDM2 7799 37 1 1407594714075947 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

DMD 1756 37 X 3248675632486756 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

TERT 0 37 5 1255520 1255520 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Missense_MutationSNP G

NRG1 3084 37 8 3261197032611970 + Missense_MutationSNP G

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C



ACAN 176 37 15 8938226789382267 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219064162190641 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

UNC13D 201294 37 17 7382616773826167 + Missense_MutationSNP G

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ACAN 176 37 15 8938879789388797 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15218 15218 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219421262194212 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP G

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

RBM19 9904 37 12 1.14E+08 1.14E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

NFKBIZ 64332 37 3 1.02E+08 1.02E+08 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

PRAMEF4 400735 37 1 1294222212942222 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CTNND2 1501 37 5 1097372710973727 + Silent SNP G



SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

CHD2 1106 37 15 9355248893552488 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

CAST 831 37 5 9603156996031569 + Silent SNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

RBM34 23029 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13617 13617 + Silent SNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C

SACS 26278 37 13 2390698323906983 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

DMD 1756 37 X 3259193132591931 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A



SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

GOLGA8K 653125 37 15 3268507232685072 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

MT-CYB 4519 37 MT 14793 14793 + Missense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

TOX3 27324 37 16 5247344952473449 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

NBEA 26960 37 13 3573326635733266 + Silent SNP T

RAG1 5896 37 11 3659620036596200 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MT-ND2 4536 37 MT 5495 5495 + Silent SNP T

CDC27 996 37 17 4521935445219354 + Silent SNP A

ZNF554 115196 37 19 2834595 2834595 + Silent SNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PRDM7 11105 37 16 9012699390126993 + Missense_MutationSNP A

MAML2 84441 37 11 9582535695825356 + Silent SNP T

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110199311101993 + Silent SNP G

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

DMD 1756 37 X 3116540031165400 + Silent SNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP C



AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

APOBR 55911 37 16 2850889228508892 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TERT 0 37 5 1255520 1255520 + Silent SNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP G

PPP1R3F 89801 37 X 4914230449142304 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1452496614524966 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454268814542688 + Missense_MutationSNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T



CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

COBL 23242 37 7 5115083051150830 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

COBL 23242 37 7 5109614751096147 + Silent SNP A

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

MT-CYB 4519 37 MT 15133 15133 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

POTEH 23784 37 22 1626703216267032 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

NDRG2 57447 37 14 2148638721486387 + Silent SNP G

COG6 57511 37 13 4029342840293428 + Missense_MutationSNP T



COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

MT-ND5 4540 37 MT 12696 12696 + Silent SNP T

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

CDC27 996 37 17 4524930645249306 + Silent SNP T

FBXW10 10517 37 17 1867580218675802 + Missense_MutationSNP C

NCOA6 23054 37 20 3334574733345747 + Silent SNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

GAGE10 643832 37 X 4917375649173756 + Missense_MutationSNP G

GAGE10 643832 37 X 4916137649161376 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

MT-ND1 4535 37 MT 3333 3333 + Silent SNP C

KDM4E 390245 37 11 9475994094759940 + Missense_MutationSNP T

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

CDC27 996 37 17 4525897145258971 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

CAST 831 37 5 9603156996031569 + Silent SNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

POTEF 728378 37 2 1.31E+08 1.31E+08 + Silent SNP G

POTEG 404785 37 14 1956605719566057 + Missense_MutationSNP A

PRB2 653247 37 12 1154680411546804 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

PRAMEF26645359 37 1 1321957513219575 +Nonsense_MutationSNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

KMT2D 8085 37 12 4942477749424777 + Missense_MutationSNP G



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

TPTE2 93492 37 13 2002430320024303 + Splice_Site SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

NCOA3 8202 37 20 4627986646279866 + Silent SNP A

MAML3 55534 37 4 1.41E+08 1.41E+08 + Silent SNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Missense_MutationSNP G

POTEJ 653781 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

NF1 4763 37 17 2955458229554582 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

MT-CO3 4514 37 MT 9380 9380 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MT-CYB 4519 37 MT 15607 15607 + Silent SNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND6 4541 37 MT 14233 14233 + Silent SNP A

DDR1 780 37 6 3085885730858857 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

CDC27 996 37 17 4522127345221273 + Missense_MutationSNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A



TERT 0 37 5 1255520 1255520 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

ARHGEF2864283 37 5 7315394973153949 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

BRD7 29117 37 16 5036866350368663 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

DMD 1756 37 X 3116540031165400 + Silent SNP G

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CDC27 996 37 17 4524930645249306 + Silent SNP T

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

PEX1 5189 37 7 9213249392132493 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SLTM 79811 37 15 5918074859180748 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

BRCA2 675 37 13 3293059832930598 + Missense_MutationSNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T



MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP C

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

GOLGA8N1.01E+08 37 15 3289028232890282 + Silent SNP C

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP A

COBL 23242 37 7 5109614751096147 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

MT-ND4 4538 37 MT 11812 11812 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905915679059156 + Missense_MutationSNP C

ARHGEF2864283 37 5 7315355273153552 + Missense_MutationSNP G

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

POTEJ 653781 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

POTEH 23784 37 22 1628764916287649 + Silent SNP G

PREX2 80243 37 8 6904640969046409 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G



FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

POTEH 23784 37 22 1627929216279292 + Missense_MutationSNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

MT-ND2 4536 37 MT 5147 5147 + Silent SNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

MT-ND1 4535 37 MT 3992 3992 + Missense_MutationSNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

ZNF337 26152 37 20 2565710625657106 + Missense_MutationSNP T

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

CDC27 996 37 17 4521614145216141 + Silent SNP T

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

MT-CO1 4512 37 MT 6293 6293 + Silent SNP T

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP A

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

CDC27 996 37 17 4522125145221251 + Missense_MutationSNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

FBXW10 10517 37 17 1865339418653394 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

TAB3 257397 37 X 3087246830872468 + Silent SNP A

CCNB1 891 37 5 6847124768471247 + Silent SNP G

PRDM9 56979 37 5 2352752823527528 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T



TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PRB2 653247 37 12 1154681711546817 + Silent SNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

MT-CO3 4514 37 MT 9254 9254 + Nonstop_MutationSNP A

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

MT-ND2 4536 37 MT 4561 4561 + Missense_MutationSNP T

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1957313419573134 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

MT-CO2 4513 37 MT 8022 8022 + Missense_MutationSNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

MT-ATP6 4508 37 MT 8697 8697 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

PRB3 5544 37 12 1142059711420597 + Missense_MutationSNP C

MEGF8 1954 37 19 4287490142874901 + Missense_MutationSNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Silent SNP C

WNK1 65125 37 12 971378 971378 + Missense_MutationSNP T

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

FGFR3 2261 37 4 1803385 1803385 + Silent SNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

KDM5C 8242 37 X 5322381953223819 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A



NUP155 9631 37 5 3733372737333727 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP G

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

HSPH1 10808 37 13 3172977631729776 + Missense_MutationSNP T

TSC2 7249 37 16 2111996 2111996 + Missense_MutationSNP C

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2D 8085 37 12 4943335649433356 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND4 4538 37 MT 10819 10819 + Silent SNP A

DDR1 780 37 6 3086520430865204 + Silent SNP A

ACAN 176 37 15 8938890589388905 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Splice_Site SNP C

ARID2 196528 37 12 4624624846246248 + Missense_MutationSNP C

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

TPTE 7179 37 21 1090698910906989 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

WNK1 65125 37 12 968522 968522 + Silent SNP A

ZFR 51663 37 5 3239529132395291 + Silent SNP T

NBEA 26960 37 13 3564495235644952 + Silent SNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

LST3 0 37 12 2124300121243001 + Silent SNP C

WNK1 65125 37 12 968536 968536 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

MT-CYB 4519 37 MT 14869 14869 + Silent SNP G

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

ACAN 176 37 15 8939125689391256 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ATXN1 6310 37 6 1630686616306866 + Silent SNP G

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

MT-CYB 4519 37 MT 15301 15301 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

ACAN 176 37 15 8940181489401814 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ACAN 176 37 15 8939280289392802 + Silent SNP C

TKTL1 8277 37 X 1.54E+08 1.54E+08 + Silent SNP A



ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

SMARCA2 6595 37 9 2029073 2029073 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

CHEK2 11200 37 22 2913045829130458 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

NBEA 26960 37 13 3573597635735976 + Silent SNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

BBS2 583 37 16 5653492556534925 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAME 23532 37 22 2289233522892335 + Silent SNP G

DMD 1756 37 X 3246665432466654 + Silent SNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

APOBR 55911 37 16 2850841328508413 + Missense_MutationSNP A

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

MT-ND6 4541 37 MT 14212 14212 + Silent SNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

MT-ND4 4538 37 MT 10873 10873 + Silent SNP T

DMD 1756 37 X 3198660731986607 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

DDR1 780 37 6 3086590430865904 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

TPTE 7179 37 21 1093497810934978 + Missense_MutationSNP T

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9540 9540 + Silent SNP T



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

COG6 57511 37 13 4029383340293833 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-ATP6 4508 37 MT 8701 8701 + Missense_MutationSNP A

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

PPP1R3F 89801 37 X 4912705849127058 + Silent SNP C

KDM4B 23030 37 19 5082497 5082497 + Silent SNP C

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP G

KMT2D 8085 37 12 4944604049446040 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850654428506544 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

BRCA2 675 37 13 3297288432972884 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

DLC1 10395 37 8 1307228313072283 + Splice_Site SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

NUP155 9631 37 5 3729904937299049 + Silent SNP C

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

DLC1 10395 37 8 1335662113356621 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP C

POTEH 23784 37 22 1627929216279292 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850688228506882 + Missense_MutationSNP A

ATRX 546 37 X 7689144676891446 + Silent SNP A

TPTE 7179 37 21 1092196810921968 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

CADM1 23705 37 11 1.15E+08 1.15E+08 + Silent SNP C

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G



NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Silent SNP G

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

BRD7 29117 37 16 5035756950357569 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP C

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

TUBB1 81027 37 20 5759940157599401 + Missense_MutationSNP C

BRD7 29117 37 16 5036867050368670 + Missense_MutationSNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

MT-CYB 4519 37 MT 14793 14793 + Missense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

MT-CO1 4512 37 MT 6413 6413 + Silent SNP T

MT-ND2 4536 37 MT 4823 4823 + Silent SNP T

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP T

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

APOBR 55911 37 16 2850700628507006 + Missense_MutationSNP C

DMD 1756 37 X 3271611032716110 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

DMD 1756 37 X 3259193132591931 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

PRDM9 56979 37 5 2351005023510050 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GAB2 9846 37 11 7793616677936166 + Silent SNP A

FBXW10 10517 37 17 1868240918682409 + Missense_MutationSNP T

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

CADM1 23705 37 11 1.15E+08 1.15E+08 + Silent SNP T

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A



TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

PRDM2 7799 37 1 1410529114105291 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

MT-ND5 4540 37 MT 13105 13105 + Missense_MutationSNP A

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

SACS 26278 37 13 2390914223909142 + Missense_MutationSNP T

FRG1B 0 37 20 2962590529625905 + Missense_MutationSNP T

ACAN 176 37 15 8940136289401362 + Missense_MutationSNP G

MLLT3 4300 37 9 2041429820414298 + Silent SNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP A

EGFR 1956 37 7 5523308055233080 + Silent SNP C

PRDM2 7799 37 1 1409957414099574 + Splice_Site SNP G

BRCA2 675 37 13 3290740332907403 + Silent SNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5624755156247551 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

NF2 4771 37 22 3005163930051639 +Nonsense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

KMT2D 8085 37 12 4943775349437753 + Silent SNP G

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G



LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7319707973197079 + Silent SNP C

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

GOLGA6A 342096 37 15 7437300874373008 + Silent SNP A

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

GAGE10 643832 37 X 4917365949173659 + Missense_MutationSNP G

NBEA 26960 37 13 3564495235644952 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

CDC27 996 37 17 4524930645249306 + Silent SNP T

POTEC 388468 37 18 1454264814542648 + Missense_MutationSNP C

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

CDC27 996 37 17 4521467345214673 + Silent SNP T

GAGE10 643832 37 X 4916141849161418 + Splice_Site SNP T

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

BRCA2 675 37 13 3291275032912750 + Missense_MutationSNP G



FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ATXN1 6310 37 6 1630697716306977 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

GAGE10 643832 37 X 4917364149173641 + Splice_Site SNP T

POTEG 404785 37 14 1956605819566058 + Missense_MutationSNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

PAF1 54623 37 19 3988001139880011 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

DDR1 780 37 6 3086783030867830 + Missense_MutationSNP T

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

KDM4E 390245 37 11 9475898194758981 + Missense_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CCNT1 904 37 12 4908732549087325 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

AGGF1 55109 37 5 7633027076330270 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7634990076349900 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

TP53 7157 37 17 7569536 7569536 + Silent SNP T

PREX2 80243 37 8 6904640969046409 + Silent SNP G

POTEH 23784 37 22 1626701916267019 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C



LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

GAGE10 643832 37 X 4917375649173756 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

GAGE10 643832 37 X 4917368349173683 + Missense_MutationSNP A

APOBR 55911 37 16 2850687228506872 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

GAB2 9846 37 11 7796139477961394 + Silent SNP A

POTEH 23784 37 22 1628753816287538 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

CDC27 996 37 17 4521466945214669 + Missense_MutationSNP T

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G

NF1 4763 37 17 2955639029556390 + Silent SNP T

CDC27 996 37 17 4525897145258971 + Silent SNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

PAGE1 8712 37 X 4945403149454031 + Silent SNP T

MT-ND3 4537 37 MT 10211 10211 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

CDC27 996 37 17 4522131745221317 + Missense_MutationSNP T

NUP155 9631 37 5 3733372737333727 + Silent SNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

GOLGA8H 728498 37 15 3090222330902223 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

DLC1 10395 37 8 1335750213357502 + Missense_MutationSNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

NF1 4763 37 17 2955458929554589 + Missense_MutationSNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T



ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

CCNT1 904 37 12 4908789949087899 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 48258 48258 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

GAB2 9846 37 11 7793616677936166 + Silent SNP A

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

PAGE1 8712 37 X 4945402549454025 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

KMT2D 8085 37 12 4942274049422740 + Splice_Site SNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

NCOA3 8202 37 20 4627986646279866 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Silent SNP C

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

TP53 7157 37 17 7569529 7569529 + Silent SNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

TP53 7157 37 17 7569535 7569535 + Missense_MutationSNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11227 11227 + Silent SNP C

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

SACS 26278 37 13 2392984223929842 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291896312918963 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13966 13966 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

VHL 7428 37 3 1018377210183772 + Missense_MutationSNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MT-ND5 4540 37 MT 12397 12397 + Missense_MutationSNP A

KMT2D 8085 37 12 4941843549418435 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

MT-ATP6 4508 37 MT 8913 8913 + Silent SNP A

MAP3K1 4214 37 5 5615567256155672 + Missense_MutationSNP A

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C



ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

PRDM2 7799 37 1 1410716414107164 + Silent SNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

ALPK2 115701 37 18 5618434356184343 + Missense_MutationSNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

MT-CO1 4512 37 MT 6221 6221 + Silent SNP T

PRDM2 7799 37 1 1410563914105639 + Missense_MutationSNP G

PRDM2 7799 37 1 1410538214105382 + Silent SNP T

PRDM2 7799 37 1 1410504914105049 + Missense_MutationSNP C

CDC27 996 37 17 4522125145221251 + Missense_MutationSNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MT-ND5 4540 37 MT 12392 12392 + Missense_MutationSNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

MT-CO1 4512 37 MT 6680 6680 + Silent SNP T



SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF12390999 37 1 1283592612835926 + Silent SNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293942612939426 + Missense_MutationSNP T

CCDC30 728621 37 1 4305503643055036 + Missense_MutationSNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

GAGE10 643832 37 X 4917364149173641 + Splice_Site SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CDC27 996 37 17 4524933045249330 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

MT-ND1 4535 37 MT 3552 3552 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

MEGF8 1954 37 19 4285717942857179 + Silent SNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

HELZ2 85441 37 20 6219423862194238 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

PRDM2 7799 37 1 1410585614105856 + Silent SNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

CDC27 996 37 17 4523433145234331 + Missense_MutationSNP T

PRDM2 7799 37 1 1410713514107135 + Missense_MutationSNP C

GAB2 9846 37 11 7793034577930345 + Silent SNP T

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

MT-CO1 4512 37 MT 6371 6371 + Silent SNP C

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

MT-ATP8 4509 37 MT 8422 8422 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MT-CO1 4512 37 MT 7299 7299 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP G

POTEC 388468 37 18 1452231014522310 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

NEGR1 257194 37 1 7274808472748084 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T



CDC27 996 37 17 4523559845235598 + Missense_MutationSNP G

ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

CDC27 996 37 17 4525897145258971 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

WNK1 65125 37 12 987408 987408 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

HKR1 284459 37 19 3785444037854440 + Silent SNP C

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PRDM7 11105 37 16 9012699390126993 + Missense_MutationSNP A

PRDM2 7799 37 1 1410633014106330 + Silent SNP C

KMT2D 8085 37 12 4944846349448463 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14470 14470 + Silent SNP T

SLCO1B3 28234 37 12 2100797621007976 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14502 14502 + Missense_MutationSNP T

RP11-683L23.10 37 18 49515 49515 +Nonsense_MutationSNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

KMT2D 8085 37 12 4942646049426460 + Missense_MutationSNP A

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T



CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

CHEK2 11200 37 22 2910793829107938 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

PRDM2 7799 37 1 1410594614105946 + Silent SNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

PRDM2 7799 37 1 1410898814108988 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

MT-ND1 4535 37 MT 3907 3907 + Missense_MutationSNP G

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

ARHGEF2864283 37 5 7323673973236739 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP G

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4943610749436107 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MTOR 2475 37 1 1119064611190646 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRRIQ3 127255 37 1 7464840874648408 + Missense_MutationSNP C

DDR1 780 37 6 3085707230857072 + Silent SNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TPTE 7179 37 21 1091436410914364 + Splice_Site SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

POTED 317754 37 21 1501372115013721 + Missense_MutationSNP A

MT-ND2 4536 37 MT 4793 4793 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A



DDR1 780 37 6 3085885730858857 + Silent SNP C

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

ATXN1 6310 37 6 1630686616306866 + Silent SNP G

RABEP1 9135 37 17 5276611 5276611 + Silent SNP G

CHD2 1106 37 15 9346757593467575 + Silent SNP G

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

FBXW10 10517 37 17 1868217518682175 + Missense_MutationSNP T

BRCA2 675 37 13 3290698032906980 + Silent SNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

CBL 867 37 11 1.19E+08 1.19E+08 + Silent SNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN10A 6336 37 3 3876386338763863 + Silent SNP G



CDC27 996 37 17 4524933045249330 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

NUP155 9631 37 5 3733372737333727 + Silent SNP A

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

WNK1 65125 37 12 988894 988894 + Silent SNP G

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

GOLGA8I 0 37 15 2326551323265513 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

LRRIQ3 127255 37 1 7450731574507315 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP C

BRCA2 675 37 13 3291072132910721 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

MT-CO2 4513 37 MT 8022 8022 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MT-ND2 4536 37 MT 5348 5348 + Silent SNP C

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Missense_MutationSNP A

NBEA 26960 37 13 3574768135747681 + Missense_MutationSNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

RAG1 5896 37 11 3659515736595157 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

BRCA2 675 37 13 3291146332911463 + Missense_MutationSNP A

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

KDM5C 8242 37 X 5324641853246418 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A



CDC27 996 37 17 4525897145258971 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

PREX2 80243 37 8 6904641969046419 + Missense_MutationSNP A

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7450694274506942 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

MT-CO2 4513 37 MT 7853 7853 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

BRCA2 675 37 13 3290648032906480 + Missense_MutationSNP A

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

ACAN 176 37 15 8938890589388905 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551904515519045 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

PRAMEF4 400735 37 1 1293981512939815 + Silent SNP G

RICTOR 253260 37 5 3895887738958877 + Silent SNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ACAN 176 37 15 8938337089383370 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

PRDM7 11105 37 16 9012699390126993 + Missense_MutationSNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

MEGF8 1954 37 19 4285245942852459 + Silent SNP A

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

ALPK2 115701 37 18 5624668256246682 + Silent SNP T

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C



TUBB 203068 37 6 3069203930692039 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360967823609678 + Missense_MutationSNP T

THAP11 57215 37 16 6787688067876880 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4820505048205050 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13966 13966 + Missense_MutationSNP A

PRAMEF17391004 37 1 1371684213716842 + Missense_MutationSNP G

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

MT-ND5 4540 37 MT 12397 12397 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP T

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

MT-ATP6 4508 37 MT 8913 8913 + Silent SNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

DDR1 780 37 6 3085707230857072 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6221 6221 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

BRD7 29117 37 16 5036866350368663 + Silent SNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C



DDR1 780 37 6 3086520430865204 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2894742528947425 + Missense_MutationSNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

GOLGA8S 0 37 15 2360889723608897 + Missense_MutationSNP T

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

MT-ND2 4536 37 MT 5505 5505 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ATXN1 6310 37 6 1630686616306866 + Silent SNP G

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PRAME 23532 37 22 2289234222892342 + Silent SNP A

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5523808755238087 + Silent SNP C

MT-ND2 4536 37 MT 5201 5201 + Silent SNP T

PRAMEF26645359 37 1 1321943813219438 + Silent SNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

CDC27 996 37 17 4522125145221251 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

MT-ND6 4541 37 MT 14502 14502 + Missense_MutationSNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A



NBEA 26960 37 13 3622987336229873 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

TPTE 7179 37 21 1090691010906910 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

MT-ND1 4535 37 MT 3552 3552 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

ABL2 27 37 1 1.79E+08 1.79E+08 + Silent SNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

GAB2 9846 37 11 7793034577930345 + Silent SNP T

PRAMEF17391004 37 1 1371685513716855 + Silent SNP T

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MT-ATP8 4509 37 MT 8422 8422 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

KDM4E 390245 37 11 9475883894758838 + Silent SNP C

NDRG2 57447 37 14 2148638721486387 + Silent SNP G

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

POTEH 23784 37 22 1628778416287784 +Nonsense_MutationSNP C

PRAMEF1 65121 37 1 1285406812854068 + Missense_MutationSNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G



ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

MEGF8 1954 37 19 4285563542855635 + Silent SNP G

CTNND2 1501 37 5 1139718811397188 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

DLC1 10395 37 8 1335683813356838 + Missense_MutationSNP C

POTEC 388468 37 18 1454289514542895 + Missense_MutationSNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

RAG1 5896 37 11 3659773436597734 + Silent SNP A

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

CDC27 996 37 17 4521614145216141 + Silent SNP T

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

CDC27 996 37 17 4525897145258971 + Silent SNP A

KCNA5 3741 37 12 5153694 5153694 + Silent SNP C

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ACAN 176 37 15 8938890589388905 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T



SACS 26278 37 13 2390916223909162 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PREX2 80243 37 8 6886472868864728 + Silent SNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

LZTR1 8216 37 22 2135101821351018 + Silent SNP C

WNK1 65125 37 12 988894 988894 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

POTEG 404785 37 14 1955353019553530 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MT-CO1 4512 37 MT 6371 6371 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

MT-ND6 4541 37 MT 14470 14470 + Silent SNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

GAB2 9846 37 11 7793616677936166 + Silent SNP A

PRDM7 11105 37 16 9013013990130139 + Missense_MutationSNP A

POTEH 23784 37 22 1628737216287372 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

PRB2 653247 37 12 1154664511546645 + Missense_MutationSNP G

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

FBXW10 10517 37 17 1867014518670145 + Silent SNP G

ALPK2 115701 37 18 5620448956204489 + Missense_MutationSNP C



ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

SMARCA2 6595 37 9 2039791 2039791 + Silent SNP G

SACS 26278 37 13 2391354923913549 + Missense_MutationSNP T

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

MT-ND4L 4539 37 MT 10715 10715 + Silent SNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

MT-CO1 4512 37 MT 6480 6480 + Missense_MutationSNP G

CDC27 996 37 17 4521621645216216 + Silent SNP A

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

GAB2 9846 37 11 7793780077937800 + Silent SNP G

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

MT-ND2 4536 37 MT 5046 5046 + Missense_MutationSNP G

PRAME 23532 37 22 2289339422893394 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP G



HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-ND4 4538 37 MT 11674 11674 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7450731574507315 + Missense_MutationSNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP A

APOBR 55911 37 16 2850844728508447 + Silent SNP A

COG6 57511 37 13 4030161940301619 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND1 4535 37 MT 3505 3505 + Missense_MutationSNP A

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ATXN2 6311 37 12 1.12E+08 1.12E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T



KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

RGPD2 729857 37 2 8812521288125212 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

NF1 4763 37 17 2955695329556953 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

CDC27 996 37 17 4522127345221273 + Missense_MutationSNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

PTPN13 0 37 4 8773220687732206 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 +Nonsense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15884 15884 + Missense_MutationSNP G

PAF1 54623 37 19 3988001139880011 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11226 11226 + Missense_MutationSNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP C

POTEH 23784 37 22 1628764916287649 + Silent SNP G

MT-ND1 4535 37 MT 3421 3421 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2894766028947660 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP G

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G



POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

MEGF8 1954 37 19 4286173242861732 + Silent SNP C

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

LRRIQ3 127255 37 1 7450694274506942 + Missense_MutationSNP G

AC087645.1 0 37 17 7621973976219739 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP C

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

MT-ND5 4540 37 MT 13263 13263 + Silent SNP A

SUFU 51684 37 10 1.04E+08 1.04E+08 + Splice_Site SNP G

BRCA2 675 37 13 3291229932912299 + Silent SNP T

MT-CYB 4519 37 MT 15784 15784 + Silent SNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

ARHGEF2864283 37 5 7310948873109488 + Silent SNP G

CDC27 996 37 17 4525897145258971 + Silent SNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

NF2 4771 37 22 3007093130070931 + Splice_Site SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TUBB2B 347733 37 6 3225657 3225657 + Silent SNP G

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

LRRIQ3 127255 37 1 7464840874648408 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 8994 8994 + Silent SNP G

MT-ND4 4538 37 MT 11947 11947 + Silent SNP A

PAF1 54623 37 19 3987655639876556 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

BRCA2 675 37 13 3291200832912008 + Silent SNP G

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G



MT-CO1 4512 37 MT 7151 7151 + Silent SNP C

MT-ND2 4536 37 MT 5460 5460 + Missense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

CDC27 996 37 17 4521924145219241 + Missense_MutationSNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

GAB2 9846 37 11 7793616677936166 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

MT-ND5 4540 37 MT 12414 12414 + Silent SNP T

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ERBB2 2064 37 17 3786330937863309 + Missense_MutationSNP G

NUP155 9631 37 5 3731437937314379 + Missense_MutationSNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

FUBP1 8880 37 1 7843039178430391 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

BRCA2 675 37 13 3290712932907129 + Missense_MutationSNP T

NF1 4763 37 17 2955915729559157 + Silent SNP A

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

MT-CO2 4513 37 MT 8110 8110 + Silent SNP T

MT-CO2 4513 37 MT 7652 7652 + Missense_MutationSNP T

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

NF2 4771 37 22 3005419930054199 +Nonsense_MutationSNP T

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

WNK1 65125 37 12 998338 998338 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

PRSS1 5644 37 7 1.42E+08 1.42E+08 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2895289228952892 + Splice_Site SNP A

GOLGA8M 653720 37 15 2895029428950294 + Missense_MutationSNP G

BRD7 29117 37 16 5036866350368663 + Silent SNP G

GNL3 26354 37 3 5272773652727736 + Silent SNP A

MT-ND1 4535 37 MT 4104 4104 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP T

SLTM 79811 37 15 5918171259181712 + Missense_MutationSNP C



ZNF567 163081 37 19 3721052937210529 + Silent SNP A

MT-ND4 4538 37 MT 10903 10903 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

TNRC6A 27327 37 16 2478838924788389 + Missense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

ZNF33A 7581 37 10 3834413838344138 + Silent SNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9221 9221 + Silent SNP A

PRAME 23532 37 22 2289249022892490 + Missense_MutationSNP T

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ACAN 176 37 15 8939297089392970 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NF1 4763 37 17 2955790629557906 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620383756203837 + Silent SNP G

MT-ND5 4540 37 MT 13590 13590 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GNL3 26354 37 3 5272751152727511 + Silent SNP C

TPTE2 93492 37 13 2002530920025309 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

CHEK2 11200 37 22 2909184029091840 + Missense_MutationSNP T

COBL 23242 37 7 5109601451096014 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP A

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

BRCA2 675 37 13 3292930932929309 + Missense_MutationSNP A

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13803 13803 + Silent SNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

POTEC 388468 37 18 1451378014513780 + Missense_MutationSNP C

SACS 26278 37 13 2390988823909888 + Missense_MutationSNP T

ARHGEF2864283 37 5 7310942873109428 + Silent SNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T



TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

CDC27 996 37 17 4525897145258971 + Silent SNP A

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

PAGE1 8712 37 X 4945878149458781 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

NUP155 9631 37 5 3733372737333727 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

XPC 7508 37 3 1422002314220023 + Missense_MutationSNP G

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620223156202231 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C

MT-CO1 4512 37 MT 7175 7175 + Silent SNP T

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP T

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GOLGA8H 728498 37 15 3089811930898119 + Missense_MutationSNP G

POTEG 404785 37 14 1955367719553677 + Silent SNP C

MYL1 4632 37 2 2.11E+08 2.11E+08 + Missense_MutationSNP A

APOBR 55911 37 16 2850725828507258 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

KMT2D 8085 37 12 4943436549434365 + Silent SNP A

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP G

THAP11 57215 37 16 6787682367876823 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

PBRM1 55193 37 3 5266863852668638 + Silent SNP G

HELZ2 85441 37 20 6219756862197568 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

HELZ2 85441 37 20 6219635162196351 + Missense_MutationSNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

NBEA 26960 37 13 3564495235644952 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

AC073343.1 0 37 7 6715661 6715661 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

COBL 23242 37 7 5109575051095750 + Missense_MutationSNP C



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219224462192244 + Silent SNP C

KMT2D 8085 37 12 4943474649434746 + Silent SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

NBEA 26960 37 13 3573597635735976 + Silent SNP A

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

MT-CO1 4512 37 MT 7274 7274 + Silent SNP C

MT-CO3 4514 37 MT 9540 9540 + Silent SNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

MT-CO1 4512 37 MT 7256 7256 + Silent SNP C

MT-ND4 4538 37 MT 10873 10873 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

RIPK3 11035 37 14 2480722124807221 + Silent SNP G

MT-CO2 4513 37 MT 7771 7771 + Silent SNP A

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

WNK1 65125 37 12 988894 988894 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MTOR 2475 37 1 1119064611190646 + Silent SNP G

HELZ2 85441 37 20 6219881962198819 + Missense_MutationSNP C

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

KMT2D 8085 37 12 4944604049446040 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

PTPN13 0 37 4 8767418387674183 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

NBEA 26960 37 13 3573353935733539 + Silent SNP A

MT-ND4 4538 37 MT 11914 11914 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MT-ND1 4535 37 MT 3594 3594 + Silent SNP C

MT-CO2 4513 37 MT 8206 8206 + Missense_MutationSNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP T

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP T

ACAN 176 37 15 8938200989382009 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CTNNB1 1499 37 3 4127535041275350 + Silent SNP C

MT-ND4 4538 37 MT 11944 11944 + Silent SNP T

CHEK2 11200 37 22 2909184129091841 + Silent SNP G



BAP1 8314 37 3 5243725852437258 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Splice_Site SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

GAGE2A 729447 37 X 4935584049355840 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

DLC1 10395 37 8 1335734013357340 + Missense_MutationSNP G

PRAMEF11440560 37 1 1288481212884812 + Silent SNP T

BRCA2 675 37 13 3292900732929007 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP C

RIPK3 11035 37 14 2480838824808388 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5624751956247519 + Silent SNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

ZNF337 26152 37 20 2565662725656627 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

TUBB2A 7280 37 6 3154882 3154882 + Missense_MutationSNP C

KMT2D 8085 37 12 4944520749445207 + Silent SNP G

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP G

KDM6A 7403 37 X 4493770144937701 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

BRCA2 675 37 13 3291175632911756 + Silent SNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP A

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

COBL 23242 37 7 5109699251096992 + Missense_MutationSNP G

MT-CO3 4514 37 MT 9269 9269 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13650 13650 + Silent SNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C



CDRT1 374286 37 17 1552239115522391 + Missense_MutationSNP G

POTEH 23784 37 22 1626705916267059 + Missense_MutationSNP T

MT-CYB 4519 37 MT 15301 15301 + Silent SNP G

POTEF 728378 37 2 1.31E+08 1.31E+08 + Silent SNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

KCNA10 3744 37 1 1.11E+08 1.11E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

ALPK2 115701 37 18 5620476856204768 + Missense_MutationSNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

TNRC18 84629 37 7 5352860 5352860 + Silent SNP G

RIPK3 11035 37 14 2480690224806902 + Splice_Site SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

FGFR3 2261 37 4 1803251 1803251 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

TSC2 7249 37 16 2110805 2110805 + Silent SNP G

GAB2 9846 37 11 7796144577961445 + Splice_Site SNP G

MT-CYB 4519 37 MT 15784 15784 + Silent SNP T

MT-ND3 4537 37 MT 10115 10115 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP G

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP G

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

DLC1 10395 37 8 1296033512960335 + Silent SNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

MYBL1 4603 37 8 6750536367505363 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

MT-CO1 4512 37 MT 6663 6663 + Missense_MutationSNP A

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

CCNB1 891 37 5 6847124768471247 + Silent SNP G

FRG1B 0 37 20 2962597529625975 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

LZTR1 8216 37 22 2135101821351018 + Silent SNP C



GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

COG6 57511 37 13 4023500740235007 + Missense_MutationSNP A

MT-ND5 4540 37 MT 12693 12693 + Silent SNP A

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

CCNT1 904 37 12 4908791249087912 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MYBL1 4603 37 8 6750477767504777 + Silent SNP T

TPTE 7179 37 21 1090698910906989 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

POTEH 23784 37 22 1628764916287649 + Silent SNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

ARID2 196528 37 12 4624507746245077 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

EGFR 1956 37 7 5521440555214405 + Silent SNP G

MT-ND6 4541 37 MT 14566 14566 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP G

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

WNK1 65125 37 12 999651 999651 + Silent SNP A

PTPN13 0 37 4 8767175087671750 + Silent SNP A

KMT2D 8085 37 12 4942687849426878 + Missense_MutationSNP C

SLCO1B3 28234 37 12 2096868320968683 + Missense_MutationSNP A

GAB2 9846 37 11 7793034577930345 + Silent SNP T

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

CBL 867 37 11 1.19E+08 1.19E+08 + Silent SNP C

ACAN 176 37 15 8938334089383340 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

GAB2 9846 37 11 7793621577936215 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MT-ATP6 4508 37 MT 8701 8701 + Missense_MutationSNP A

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

COG6 57511 37 13 4029342840293428 + Missense_MutationSNP T



POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP C

WNK1 65125 37 12 974450 974450 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

POTEM 641455 37 14 2001996020019960 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

BRCA2 675 37 13 3297238032972380 + Missense_MutationSNP G

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

PRSS3 5646 37 9 3379806433798064 + Silent SNP C

FRG1B 0 37 20 2962826829628268 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

RP11-683L23.10 37 18 48004 48004 + Missense_MutationSNP G

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PBRM1 55193 37 3 5259743452597434 + Silent SNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

POTEC 388468 37 18 1453497414534974 + Silent SNP A

KMT2D 8085 37 12 4942285749422857 + Silent SNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905854179058541 + Missense_MutationSNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRB3 5544 37 12 1142102911421029 + Missense_MutationSNP G

ABL2 27 37 1 1.79E+08 1.79E+08 + Silent SNP A

BRCA2 675 37 13 3291391032913910 + Silent SNP A

NCOA3 8202 37 20 4627986646279866 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-CO1 4512 37 MT 7337 7337 + Silent SNP G

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

TUBB8 347688 37 10 93778 93778 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G



FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

TERT 0 37 5 1255520 1255520 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

KDM6B 23135 37 17 7752523 7752523 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

DDR1 780 37 6 3086520430865204 + Silent SNP A

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

DDR1 780 37 6 3085885730858857 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

MAML2 84441 37 11 9582534495825344 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

CDC27 996 37 17 4519834345198343 + Silent SNP C

XPC 7508 37 3 1421452414214524 + Missense_MutationSNP G

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T



CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

EGFR 1956 37 7 5523887455238874 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15758 15758 + Missense_MutationSNP A

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

TUBB8 347688 37 10 94025 94025 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

MT-CO1 4512 37 MT 6176 6176 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

CHD2 1106 37 15 9355248893552488 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PAGE1 8712 37 X 4945402649454026 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

CADM1 23705 37 11 1.15E+08 1.15E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C



CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

ADAMTS7 11173 37 15 7905897479058974 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CDC27 996 37 17 4521468545214685 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

ESRP1 54845 37 8 9569057395690573 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

KMT2D 8085 37 12 4943094749430947 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TUBB8 347688 37 10 93416 93416 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

MT-CO3 4514 37 MT 9311 9311 + Silent SNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T



PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

CAST 831 37 5 9603156996031569 + Silent SNP A

MT-ATP6 4508 37 MT 8863 8863 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

NRG1 3084 37 8 3262184432621844 + Missense_MutationSNP G

CREBBP 1387 37 16 3778337 3778337 + Silent SNP G

EGFR 1956 37 7 5526891655268916 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

ALPK2 115701 37 18 5620479456204794 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

KDM4E 390245 37 11 9475891094758910 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

ADAMTS7 11173 37 15 7905821379058213 + Missense_MutationSNP A

DDR1 780 37 6 3086527930865279 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ZNF33B 7582 37 10 4308867043088670 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEC 388468 37 18 1452231014522310 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

CHEK2 11200 37 22 2909184029091840 + Missense_MutationSNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP C

CCNB1 891 37 5 6847124768471247 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP G



PRAMEF12390999 37 1 1283599412835994 + Missense_MutationSNP C

CDC27 996 37 17 4525897145258971 + Silent SNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

LRRIQ3 127255 37 1 7450694274506942 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

PRDM9 56979 37 5 2352768423527684 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908210879082108 + Silent SNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

PTPN13 0 37 4 8769405487694054 + Silent SNP A

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

THAP11 57215 37 16 6787673167876731 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRDM9 56979 37 5 2352713523527135 + Missense_MutationSNP C

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

MT-CO1 4512 37 MT 5964 5964 + Silent SNP T

DDR1 780 37 6 3086520430865204 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MT-ND4 4538 37 MT 12007 12007 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

MT-ND2 4536 37 MT 4824 4824 + Missense_MutationSNP A

LRRIQ3 127255 37 1 7450731574507315 + Missense_MutationSNP C

COBL 23242 37 7 5109289051092890 + Silent SNP C

CDC27 996 37 17 4522125145221251 + Missense_MutationSNP T

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

RAG1 5896 37 11 3659749236597492 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T



SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

ATXN2 6311 37 12 1.12E+08 1.12E+08 + Silent SNP C

ARHGEF2864283 37 5 7319031273190312 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

POTEC 388468 37 18 1454309814543098 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

MT-ATP6 4508 37 MT 8572 8572 + Missense_MutationSNP G

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

PRB3 5544 37 12 1142086611420866 + Missense_MutationSNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

CHEK2 11200 37 22 2909184129091841 + Silent SNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

FRMPD3 84443 37 X 1.07E+08 1.07E+08 + Silent SNP G

LRRIQ3 127255 37 1 7464840874648408 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

BRCA2 675 37 13 3293059832930598 + Missense_MutationSNP T

ACAN 176 37 15 8940232289402322 + Missense_MutationSNP G

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Missense_MutationSNP C

PRDM9 56979 37 5 2350959923509599 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Missense_MutationSNP A

KMT2D 8085 37 12 4944531049445310 + Missense_MutationSNP G

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905844579058445 + Missense_MutationSNP G

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13879 13879 + Missense_MutationSNP T

HKR1 284459 37 19 3785404037854040 + Missense_MutationSNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

SACS 26278 37 13 2390643923906439 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

POTEC 388468 37 18 1452496614524966 + Silent SNP T

PRDM9 56979 37 5 2352760023527600 + Missense_MutationSNP G

CDC27 996 37 17 4524930645249306 + Silent SNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454264814542648 + Missense_MutationSNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G



ALPK2 115701 37 18 5620479656204796 + Missense_MutationSNP T

PRDM7 11105 37 16 9013016290130162 + Silent SNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

ARID2 196528 37 12 4624507746245077 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP G

FAM161B 145483 37 14 7441678274416782 + Missense_MutationSNP T

PREX2 80243 37 8 6904640969046409 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

NF2 4771 37 22 3005425430054254 + Splice_Site SNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

MT-ND1 4535 37 MT 4248 4248 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

MT-CO2 4513 37 MT 8027 8027 + Missense_MutationSNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ARHGEF2864283 37 5 7310948873109488 + Silent SNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

ARHGEF2864283 37 5 7320569773205697 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905837979058379 + Missense_MutationSNP G

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

POTEM 641455 37 14 2001998420019984 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T



RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

POTEH 23784 37 22 1628764916287649 + Silent SNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

RP13-996F3.50 37 15 8293484982934849 + Missense_MutationSNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

MT-CO3 4514 37 MT 9782 9782 + Silent SNP C

MTOR 2475 37 1 1127246811272468 + Silent SNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

WNT1 7471 37 12 4937531749375317 + Missense_MutationSNP C

NEGR1 257194 37 1 7205854372058543 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP C

CDC27 996 37 17 4524933045249330 + Silent SNP T

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP A

MTOR 2475 37 1 1119073011190730 + Silent SNP G

FAT3 120114 37 11 9249517492495174 + Silent SNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

KDM6B 23135 37 17 7750436 7750436 + Missense_MutationSNP C

CTNNB1 1499 37 3 4128082741280827 + Silent SNP C

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

PRDM9 56979 37 5 2352647523526475 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ADAMTS7 11173 37 15 7906658179066581 + Silent SNP G

WNK1 65125 37 12 974450 974450 + Silent SNP T

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905841379058413 + Silent SNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

POTEJ 653781 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

ZNF793 390927 37 19 3802857938028579 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

PRDM9 56979 37 5 2352720523527205 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G



POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

MT-ATP6 4508 37 MT 8794 8794 + Missense_MutationSNP C

GOLGA8F 0 37 15 2863282928632829 + Missense_MutationSNP G

SACS 26278 37 13 2392984223929842 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP G

SLCO1B3 28234 37 12 2101534821015348 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

TNRC6A 27327 37 16 2478838924788389 + Missense_MutationSNP A

ARHGEF2864283 37 5 7319707973197079 + Silent SNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

KMT2D 8085 37 12 4942453449424534 + Silent SNP G

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

GOLGA8S 0 37 15 2360545223605452 + Missense_MutationSNP C

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

OLFM4 10562 37 13 5360307753603077 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

MAP3K1 4214 37 5 5615567256155672 + Missense_MutationSNP A

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

NRG1 3084 37 8 3261197032611970 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360538823605388 + Missense_MutationSNP C

KLF4 9314 37 9 1.1E+08 1.1E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G



ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

FBXW10 10517 37 17 1865425318654253 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

EGFR 1956 37 7 5523808755238087 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

TMEM63B 55362 37 6 4411761944117619 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

NBEA 26960 37 13 3622987336229873 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

RIPK3 11035 37 14 2480690224806902 + Splice_Site SNP G

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RAG1 5896 37 11 3659749236597492 + Missense_MutationSNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G



DDR1 780 37 6 3086527930865279 + Silent SNP C

PRAMEF2 65122 37 1 1291908112919081 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Splice_Site SNP C

SMARCB1 6598 37 22 2417632924176329 + Splice_Site SNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

RIPK3 11035 37 14 2480722124807221 + Silent SNP G

TPTE 7179 37 21 1094274210942742 + Silent SNP A

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

TUBB 203068 37 6 3069149030691490 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

MT-ND5 4540 37 MT 13617 13617 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A



LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

GOLGA8J 653073 37 15 3038429030384290 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

SLTM 79811 37 15 5917596559175965 + Silent SNP A

ARID1A 8289 37 1 2702321227023212 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14793 14793 + Missense_MutationSNP A

EGFR 1956 37 7 5523308955233089 + Silent SNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

NF1 4763 37 17 2950964129509641 + Silent SNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

HELZ2 85441 37 20 6219534362195343 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRAMEF4 400735 37 1 1294308812943088 + Missense_MutationSNP A

GOLGA8S 0 37 15 2360994223609942 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

NUP155 9631 37 5 3733372737333727 + Silent SNP A

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389046 1389046 + Silent SNP C

MEGF8 1954 37 19 4286233442862334 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

XPC 7508 37 3 1419041014190410 + Silent SNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

FRG1B 0 37 20 2962589229625892 + Missense_MutationSNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T



GOLGA8S 0 37 15 2360652823606528 + Silent SNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

RIPK3 11035 37 14 2480838824808388 + Silent SNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ALPK2 115701 37 18 5620327956203279 + Silent SNP T

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

VHLL 391104 37 1 1.56E+08 1.56E+08 + Missense_MutationSNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

COG6 57511 37 13 4025417440254174 +Nonsense_MutationSNP G

ADAMTS7 11173 37 15 7905606879056068 + Silent SNP C

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

LST3 0 37 12 2120166121201661 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

POLR2B 5431 37 4 5787178857871788 + Silent SNP C

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

TPTE 7179 37 21 1097001710970017 + Silent SNP C

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G



GOLGA8N1.01E+08 37 15 3289030132890301 + Missense_MutationSNP C

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

CTNNB1 1499 37 3 4126688941266889 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

HELZ2 85441 37 20 6219756862197568 + Silent SNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

TPTE 7179 37 21 1090698910906989 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

EGFR 1956 37 7 5522794755227947 + Missense_MutationSNP G

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

CREBBP 1387 37 16 3778427 3778427 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4285380642853806 + Silent SNP C

PTPN13 0 37 4 8773100887731008 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SLTM 79811 37 15 5917596559175965 + Silent SNP A

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

ZNF79 7633 37 9 1.3E+08 1.3E+08 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP G



EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ZNF48 197407 37 16 3040924130409241 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PREX2 80243 37 8 6900926869009268 + Silent SNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

GAGE12H 729442 37 X 4934631149346311 + Missense_MutationSNP C

PRB1 5542 37 12 1150683011506830 + Silent SNP T

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

GAB2 9846 37 11 7793034577930345 + Silent SNP T

FBXW10 10517 37 17 1867334518673345 + Silent SNP A

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CAST 831 37 5 9603156996031569 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

FRG1B 0 37 20 2962408129624081 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

SUFU 51684 37 10 1.04E+08 1.04E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A



MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

CDC27 996 37 17 4521923245219232 +Nonsense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

FGFR4 2264 37 5 1.77E+08 1.77E+08 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

CDC27 996 37 17 4521935445219354 + Silent SNP A

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

HELZ2 85441 37 20 6219451062194510 + Missense_MutationSNP T

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

BRCA2 675 37 13 3291154732911547 + Missense_MutationSNP C

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MN1 4330 37 22 2819493328194933 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 9183 9183 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905897479058974 + Silent SNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

RICTOR 253260 37 5 3896493038964930 + Missense_MutationSNP A

MLLT3 4300 37 9 2041391820413918 + Missense_MutationSNP C

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

TERT 0 37 5 1294166 1294166 + Missense_MutationSNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

NRG1 3084 37 8 3262163032621630 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G



GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

AC074212.3 0 37 19 4626496346264963 + Silent SNP C

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

NF2 4771 37 22 3003822330038223 +Nonsense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219572662195726 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

SACS 26278 37 13 2390916223909162 + Silent SNP A

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

TERT 0 37 5 1279505 1279505 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

SMARCA4 6597 37 19 1110199311101993 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

DLC1 10395 37 8 1295763312957633 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A



GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

SLTM 79811 37 15 5917926459179264 + Silent SNP G

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

ZNF71 58491 37 19 5713363357133633 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

ALPK2 115701 37 18 5620448956204489 + Missense_MutationSNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ATP8 4509 37 MT 8373 8373 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

MT-CO1 4512 37 MT 7022 7022 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

POTEH 23784 37 22 1628778416287784 +Nonsense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

PRB1 5542 37 12 1150683011506830 + Silent SNP T

KCNA7 3743 37 19 4957351849573518 + Silent SNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

NBEA 26960 37 13 3574768135747681 + Missense_MutationSNP A

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A



HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

TUBB1 81027 37 20 5759930357599303 + Missense_MutationSNP C

PTPN13 0 37 4 8767225187672251 + Missense_MutationSNP A

PRAMEF18391003 37 1 1347504313475043 + Silent SNP C

PRAME 23532 37 22 2289244922892449 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

POTEG 404785 37 14 1955349419553494 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

NBEA 26960 37 13 3564495235644952 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1453498014534980 + Silent SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

NBEA 26960 37 13 3573597635735976 + Silent SNP A

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Missense_MutationSNP A

CAST 831 37 5 9603156996031569 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7315355273153552 + Missense_MutationSNP G

MT-ATP8 4509 37 MT 8448 8448 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

POTEC 388468 37 18 1454309814543098 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G



TERT 0 37 5 1253918 1253918 + Silent SNP C

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13759 13759 + Missense_MutationSNP G

MT-CO1 4512 37 MT 7278 7278 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

SUFU 51684 37 10 1.04E+08 1.04E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MT-CO2 4513 37 MT 8227 8227 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1452496614524966 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

TP53 7157 37 17 7579579 7579579 + Silent SNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 47973 47973 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G



POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6956 6956 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

KLF1 10661 37 19 1299652412996524 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

CCNB1 891 37 5 6847124768471247 + Silent SNP G

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MT-ND3 4537 37 MT 10068 10068 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T



ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ZFP41 286128 37 8 1.44E+08 1.44E+08 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 +Nonsense_MutationSNP G

COBL 23242 37 7 5109614751096147 + Silent SNP A

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

NF2 4771 37 22 3005425530054255 + Splice_Site SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

DLC1 10395 37 8 1335750213357502 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

TAB3 257397 37 X 3087779630877796 + Splice_Site SNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

MT-ND5 4540 37 MT 13052 13052 + Missense_MutationSNP G

CADM1 23705 37 11 1.15E+08 1.15E+08 + Silent SNP G

NF2 4771 37 22 3006439430064394 +Nonsense_MutationSNP C

AGGF1 55109 37 5 7635890276358902 + Missense_MutationSNP A

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP T

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C



RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15218 15218 + Missense_MutationSNP A

LST3 0 37 12 2124300121243001 + Silent SNP C

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

CDC27 996 37 17 4522127345221273 + Missense_MutationSNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

RICTOR 253260 37 5 3894244938942449 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15133 15133 + Missense_MutationSNP A

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

NBEA 26960 37 13 3564486635644866 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

ARHGEF2864283 37 5 7307250473072504 + Silent SNP A

CDC27 996 37 17 4521467345214673 + Silent SNP T

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POTEC 388468 37 18 1453794514537945 + Missense_MutationSNP A

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

PRAMEF12390999 37 1 1283625012836250 + Silent SNP C



POLR2B 5431 37 4 5788171557881715 + Silent SNP G

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

NBEA 26960 37 13 3622987336229873 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

POTEH 23784 37 22 1628753716287537 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

CDC27 996 37 17 4524933045249330 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

CDC27 996 37 17 4522129845221298 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

MT-ND2 4536 37 MT 4553 4553 + Silent SNP T

NUP155 9631 37 5 3733372737333727 + Silent SNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP T

CTNND2 1501 37 5 1108286311082863 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

POTEH 23784 37 22 1627926616279266 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523563545235635 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Missense_MutationSNP C

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

CDC27 996 37 17 4523433145234331 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13617 13617 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

CDC27 996 37 17 4521454445214544 + Silent SNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

RAG1 5896 37 11 3659773436597734 + Silent SNP A



ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

CDC27 996 37 17 4525897145258971 + Silent SNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

CDC27 996 37 17 4522130345221303 + Silent SNP G

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14793 14793 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MT-CO3 4514 37 MT 9667 9667 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

FRG1B 0 37 20 2962590529625905 + Missense_MutationSNP T

PRDM2 7799 37 1 1410862014108620 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

KDM4E 390245 37 11 9475986394759863 + Missense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C



MAP3K1 4214 37 5 5618184556181845 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15883 15883 +Nonsense_MutationSNP G

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

NCOR2 9612 37 12 1.25E+08 1.25E+08 + Silent SNP T

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

BRCA2 675 37 13 3291406732914067 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

TPTE 7179 37 21 1093407910934079 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP C

NF1 4763 37 17 2955642629556426 + Silent SNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP C

NF1 4763 37 17 2955735229557352 + Missense_MutationSNP T

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

NBEA 26960 37 13 3567244335672443 + Silent SNP G

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

CDC27 996 37 17 4522127345221273 + Missense_MutationSNP A

NF1 4763 37 17 2958604929586049 + Splice_Site SNP G

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

NBEA 26960 37 13 3562446035624460 + Missense_MutationSNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

POTEH 23784 37 22 1626705916267059 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

POTEC 388468 37 18 1454264814542648 + Missense_MutationSNP C

ALPK2 115701 37 18 5624668256246682 + Silent SNP T

GOLGA8S 0 37 15 2360954123609541 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G



CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

GAB2 9846 37 11 7793034577930345 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

GAGE10 643832 37 X 4916136949161369 + Missense_MutationSNP T

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

CDC27 996 37 17 4522131745221317 + Missense_MutationSNP T

ZNF12 7559 37 7 6731672 6731672 + Missense_MutationSNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

CDC27 996 37 17 4521467345214673 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

NF1 4763 37 17 2959234829592348 + Missense_MutationSNP T

APOBR 55911 37 16 2851021828510218 + Silent SNP G

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

SACS 26278 37 13 2391208923912089 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

NBEA 26960 37 13 3567249535672495 + Missense_MutationSNP A

CDC27 996 37 17 4524933045249330 + Silent SNP T

RAI1 10743 37 17 1769709917697099 + Silent SNP G

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

GOLGA8M 653720 37 15 2895312328953123 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

NF1 4763 37 17 2955737629557376 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

NBEA 26960 37 13 3592332635923326 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

NUP155 9631 37 5 3733372737333727 + Silent SNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

CDC27 996 37 17 4524736845247368 + Missense_MutationSNP T

RP13-996F3.50 37 15 8293484982934849 + Missense_MutationSNP C



CDC27 996 37 17 4522129845221298 + Missense_MutationSNP A

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

DLX6 1750 37 7 9663538896635388 + Silent SNP A

MT-ND2 4536 37 MT 4580 4580 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP A

POTEH 23784 37 22 1626703316267033 + Silent SNP G

POTEH 23784 37 22 1626701916267019 + Missense_MutationSNP T

NF1 4763 37 17 2955915729559157 + Silent SNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

GOLGA8N1.01E+08 37 15 3289028232890282 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

MT-CO3 4514 37 MT 9210 9210 + Missense_MutationSNP A

NF1 4763 37 17 2955642529556425 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

CDC27 996 37 17 4521614145216141 + Silent SNP T

PREX2 80243 37 8 6905853769058537 + Missense_MutationSNP G

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

CDC27 996 37 17 4521466945214669 + Missense_MutationSNP T

GOLGA6B 55889 37 15 7295367672953676 + Silent SNP C

CDC27 996 37 17 4525897145258971 + Silent SNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Missense_MutationSNP T

CDC27 996 37 17 4522130345221303 + Silent SNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

MT-ND5 4540 37 MT 13105 13105 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

CDC27 996 37 17 4521923945219239 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G



ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA6D 653643 37 15 7558614275586142 + Missense_MutationSNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

CDC27 996 37 17 4521924145219241 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

NF1 4763 37 17 2959231429592314 + Missense_MutationSNP A

CHEK2 11200 37 22 2909120029091200 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRB4 5545 37 12 1146133811461338 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND1 4535 37 MT 4222 4222 + Missense_MutationSNP T

DDR1 780 37 6 3085885730858857 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

BRCA2 675 37 13 3291146332911463 + Missense_MutationSNP A

LRRIQ3 127255 37 1 7464840874648408 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CDC27 996 37 17 4523565345235653 + Missense_MutationSNP C

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Silent SNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

NF1 4763 37 17 2955360729553607 + Missense_MutationSNP T

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MT-ND2 4536 37 MT 5004 5004 + Silent SNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T



MT-CYB 4519 37 MT 15053 15053 + Missense_MutationSNP T

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

NF1 4763 37 17 2958604929586049 + Splice_Site SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524930645249306 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

CDC27 996 37 17 4523561645235616 +Nonsense_MutationSNP A

RAG1 5896 37 11 3659504336595043 + Silent SNP A

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

GAB2 9846 37 11 7793034577930345 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

PRAMEF12390999 37 1 1283622612836226 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

CDC27 996 37 17 4522125145221251 + Missense_MutationSNP T

CLOCK 9575 37 4 5632536556325365 + Missense_MutationSNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

CDC27 996 37 17 4521467345214673 + Silent SNP T

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

EGFR 1956 37 7 5523887455238874 + Silent SNP T

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP C

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C



GOLGA8I 0 37 15 2326104023261040 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

CTNND2 1501 37 5 1102291911022919 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

DRP2 1821 37 X 1.01E+08 1.01E+08 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MT-ATP6 4508 37 MT 9123 9123 + Silent SNP G

TUBB8 347688 37 10 93978 93978 + Silent SNP G

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Silent SNP G

GAGE10 643832 37 X 4917364149173641 + Splice_Site SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

CDC27 996 37 17 4524933045249330 + Silent SNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

MT-ND6 4541 37 MT 14582 14582 + Missense_MutationSNP A

CDC27 996 37 17 4522129845221298 + Missense_MutationSNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MT-ND6 4541 37 MT 14569 14569 + Silent SNP G

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

WNK1 65125 37 12 988894 988894 + Silent SNP G

CDC27 996 37 17 4523447745234477 + Missense_MutationSNP A

CCDC30 728621 37 1 4300850343008503 + Splice_Site SNP C

CTNNB1 1499 37 3 4128080741280807 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CAST 831 37 5 9603156996031569 + Silent SNP A

CDC27 996 37 17 4524736845247368 + Missense_MutationSNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

MT-CYB 4519 37 MT 15884 15884 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7450731574507315 + Missense_MutationSNP C

BRCA2 675 37 13 3291072132910721 + Silent SNP T

CCDC30 728621 37 1 4298692942986929 + Splice_Site SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP G



MTOR 2475 37 1 1118132711181327 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

GAGE10 643832 37 X 4917375649173756 + Missense_MutationSNP G

BRCA2 675 37 13 3290648032906480 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14365 14365 + Silent SNP C

MT-ND1 4535 37 MT 3992 3992 + Missense_MutationSNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

MT-ND5 4540 37 MT 12642 12642 + Silent SNP A

CDC27 996 37 17 4521614145216141 + Silent SNP T

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

NF1 4763 37 17 2955639029556390 + Silent SNP T

CDC27 996 37 17 4525897145258971 + Silent SNP A

MT-CO2 4513 37 MT 8269 8269 + Splice_Site SNP G

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

CDC27 996 37 17 4522130345221303 + Silent SNP G

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

NBEA 26960 37 13 3561525635615256 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

CLOCK 9575 37 4 5630167556301675 + Silent SNP T

GAB2 9846 37 11 7793780077937800 + Silent SNP G

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

CDC27 996 37 17 4523562045235620 + Missense_MutationSNP T



HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

BRCA2 675 37 13 3290698032906980 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PRB2 653247 37 12 1154668711546687 +Nonsense_MutationSNP G

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Missense_MutationSNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

MT-ND1 4535 37 MT 4024 4024 + Missense_MutationSNP A

CHEK2 11200 37 22 2909010429090104 + Splice_Site SNP A

LST3 0 37 12 2124285421242854 + Silent SNP C

SACS 26278 37 13 2391260223912602 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4942791949427919 + Silent SNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

CDC27 996 37 17 4523558345235583 +Nonsense_MutationSNP A

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND6 4541 37 MT 14233 14233 + Silent SNP A

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15607 15607 + Silent SNP A

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MTOR 2475 37 1 1118459311184593 + Silent SNP A

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

CDC27 996 37 17 4523565345235653 + Missense_MutationSNP C



ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

CDC27 996 37 17 4521621645216216 + Silent SNP A

MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

TSC2 7249 37 16 2111996 2111996 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

BRD7 29117 37 16 5036866350368663 + Silent SNP G

FRG1B 0 37 20 2962587229625872 + Splice_Site SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

PTPN13 0 37 4 8769395187693951 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

NRG1 3084 37 8 3250563332505633 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524930645249306 + Silent SNP T

CDC27 996 37 17 4523561645235616 +Nonsense_MutationSNP A

POTEH 23784 37 22 1626705916267059 + Missense_MutationSNP T

MT-ND2 4536 37 MT 4502 4502 + Silent SNP T

GAGE10 643832 37 X 4916139549161395 + Silent SNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

MEGF8 1954 37 19 4283053842830538 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP A

CDC27 996 37 17 4525897145258971 + Silent SNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Missense_MutationSNP T

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

XAGE3 170626 37 X 5289616052896160 + Missense_MutationSNP A

GAGE10 643832 37 X 4916141849161418 + Splice_Site SNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

MT-CO1 4512 37 MT 6359 6359 + Silent SNP A

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G



NCOA3 8202 37 20 4627982746279827 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

TUBB8 347688 37 10 93978 93978 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CDC27 996 37 17 4524933045249330 + Silent SNP T

AGGF1 55109 37 5 7633253976332539 +Nonsense_MutationSNP T

CDC27 996 37 17 4524738145247381 + Silent SNP A

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

MT-ND5 4540 37 MT 13896 13896 + Silent SNP T

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

SMARCA2 6595 37 9 2086960 2086960 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

NF1 4763 37 17 2955695329556953 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6557 6557 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11812 11812 + Silent SNP A

CDC27 996 37 17 4523563545235635 + Missense_MutationSNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

HELZ2 85441 37 20 6219217862192178 + Silent SNP G

DLC1 10395 37 8 1335737013357370 + Missense_MutationSNP T

FRG1B 0 37 20 2962322029623220 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

CDC27 996 37 17 4522129845221298 + Missense_MutationSNP A

CDC27 996 37 17 4521624845216248 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

FRG1 2483 37 4 1.91E+08 1.91E+08 + Silent SNP T

FBXW10 10517 37 17 1867580218675802 + Missense_MutationSNP C

CRIPAK 285464 37 4 1388836 1388836 +Nonsense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Missense_MutationSNP A

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C



MTOR 2475 37 1 1118132711181327 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

CDC27 996 37 17 4521623145216231 + Silent SNP T

RAG1 5896 37 11 3659515736595157 + Silent SNP G

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

TSC2 7249 37 16 2106752 2106752 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521624745216247 + Missense_MutationSNP A

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

CDC27 996 37 17 4522130345221303 + Silent SNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

EGFR 1956 37 7 5523308955233089 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

CDC27 996 37 17 4522131745221317 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

CDC27 996 37 17 4523562045235620 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

XPC 7508 37 3 1422002314220023 + Missense_MutationSNP G

HSPH1 10808 37 13 3172977631729776 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T



NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

NF1 4763 37 17 2954147629541476 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

GOLGA6L2283685 37 15 2368964623689646 + Splice_Site SNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

MT-ATP6 4508 37 MT 8697 8697 + Missense_MutationSNP G

POTED 317754 37 21 1501381515013815 + Silent SNP G

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

UNC13D 201294 37 17 7383073873830738 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

BRCA2 675 37 13 3291146332911463 + Missense_MutationSNP A

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

MT-ND2 4536 37 MT 4639 4639 + Missense_MutationSNP T

CHD2 1106 37 15 9354548893545488 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PTPN13 0 37 4 8772497087724970 + Missense_MutationSNP G

POTEH 23784 37 22 1628737216287372 + Missense_MutationSNP C

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A



KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

ZNF778 197320 37 16 8929428089294280 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

GAB2 9846 37 11 7793044777930447 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

GOLGA8I 0 37 15 2326177123261771 + Silent SNP T

MT-CO1 4512 37 MT 6365 6365 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

DDR1 780 37 6 3086031330860313 + Missense_MutationSNP A

NEGR1 257194 37 1 7274808472748084 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

KDM6B 23135 37 17 7751531 7751531 + Missense_MutationSNP C

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G



MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7905896779058967 + Missense_MutationSNP G

NBEA 26960 37 13 3622987336229873 + Silent SNP C

PRKAR1A 5573 37 17 6651162766511627 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Missense_MutationSNP C

BBS2 583 37 16 5653380456533804 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

CDC27 996 37 17 4524933045249330 + Silent SNP T

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

TUBB8 347688 37 10 93978 93978 + Silent SNP G

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

NBEA 26960 37 13 3624251336242513 + Silent SNP C

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

FRG1B 0 37 20 2962408129624081 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

BRCA2 675 37 13 3291072132910721 + Silent SNP T



RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

MT-ND4 4538 37 MT 10993 10993 + Missense_MutationSNP G

CDC27 996 37 17 4524930645249306 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4285717942857179 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

RAG1 5896 37 11 3659515736595157 + Silent SNP G

TERT 0 37 5 1253918 1253918 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

GOLGA8I 0 37 15 2325989323259893 + Missense_MutationSNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Missense_MutationSNP A

WNK1 65125 37 12 999638 999638 + Missense_MutationSNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEH 23784 37 22 1628766116287661 + Silent SNP G

BRCA2 675 37 13 3290648032906480 + Missense_MutationSNP A

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A



BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

WNK1 65125 37 12 993829 993829 + Missense_MutationSNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

GOLGA8I 0 37 15 2325989423259894 + Missense_MutationSNP G

SACS 26278 37 13 2390916223909162 + Silent SNP A

BRCA2 675 37 13 3290698032906980 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

PTPN13 0 37 4 8755641587556415 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

POTEG 404785 37 14 1955353019553530 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

POTEH 23784 37 22 1628777216287772 + Silent SNP G

KDM6B 23135 37 17 7754659 7754659 + Silent SNP G

GOLGA8I 0 37 15 2326177023261770 + Silent SNP C

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

MT-ATP6 4508 37 MT 9047 9047 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP C



TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

BAP1 8314 37 3 5244126952441269 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

MT-CO1 4512 37 MT 6929 6929 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP C

DDR1 780 37 6 3085707230857072 + Silent SNP G

NRG1 3084 37 8 3261197032611970 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1956603619566036 + Silent SNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

DMD 1756 37 X 3136674331366743 + Silent SNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP C

DDR1 780 37 6 3085917530859175 + Missense_MutationSNP C

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

PAK1 5058 37 11 7709093977090939 + Splice_Site SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G



GAB2 9846 37 11 7793034577930345 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

PRDM2 7799 37 1 1406861414068614 + Silent SNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

CHEK2 11200 37 22 2913045829130458 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POTEC 388468 37 18 1453794514537945 + Missense_MutationSNP A

NBEA 26960 37 13 3622987336229873 + Silent SNP C

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

MT-ND4 4538 37 MT 12085 12085 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CDC27 996 37 17 4524933045249330 + Silent SNP T

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

NF1 4763 37 17 2965323729653237 + Silent SNP G

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

CDC27 996 37 17 4523565345235653 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

ALPK2 115701 37 18 5620479456204794 + Silent SNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

HELZ2 85441 37 20 6219690862196908 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C



PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MAP3K1 4214 37 5 5617848456178484 + Missense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1093393910933939 + Splice_Site SNP G

SLTM 79811 37 15 5917926459179264 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-ND4 4538 37 MT 11471 11471 + Silent SNP C

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

PRDM9 56979 37 5 2352742923527429 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

TUBB8 347688 37 10 93240 93240 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

ARID1A 8289 37 1 2705778227057782 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

NF1 4763 37 17 2955915729559157 + Silent SNP A

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

DMD 1756 37 X 3259193132591931 + Silent SNP T

SMARCA2 6595 37 9 2191370 2191370 + Missense_MutationSNP G

GOLGA8I 0 37 15 2326553023265530 + Missense_MutationSNP G



DLC1 10395 37 8 1335731613357316 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11914 11914 + Silent SNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

SLTM 79811 37 15 5917596559175965 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

CDC27 996 37 17 4525897145258971 + Silent SNP A

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

KMT2D 8085 37 12 4943799049437990 + Silent SNP G

KMT2D 8085 37 12 4943156049431560 + Silent SNP A

TUBB8 347688 37 10 93258 93258 + Silent SNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

DLC1 10395 37 8 1335750213357502 + Missense_MutationSNP G

LZTR1 8216 37 22 2135101821351018 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

CDC27 996 37 17 4523447745234477 + Missense_MutationSNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C



BRCA2 675 37 13 3290647132906471 + Missense_MutationSNP T

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

SLTM 79811 37 15 5917597659175976 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

GOLGA8H 728498 37 15 3089811930898119 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

NBEA 26960 37 13 3564495235644952 + Silent SNP A

DMD 1756 37 X 3113999831139998 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

TPTE2 93492 37 13 2002533620025336 + Silent SNP A

PREX2 80243 37 8 6903321269033212 + Missense_MutationSNP A

MT-ND5 4540 37 MT 13105 13105 + Missense_MutationSNP A

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620476856204768 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP C



KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

COQ6 51004 37 14 7442025274420252 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

KDM6B 23135 37 17 7750936 7750936 + Missense_MutationSNP A

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP G

SLTM 79811 37 15 5917926459179264 + Silent SNP G

SACS 26278 37 13 2390541823905418 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

TPTE 7179 37 21 1090704110907041 + Splice_Site SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

NRG1 3084 37 8 3261775232617752 + Missense_MutationSNP G

MT-ND4 4538 37 MT 10819 10819 + Silent SNP A

GOLGA6A 342096 37 15 7437301074373010 + Missense_MutationSNP T

DMD 1756 37 X 3271611032716110 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

GOLGA8G 0 37 15 2876911728769117 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

PTPN13 0 37 4 8769399287693992 + Missense_MutationSNP T

TPTE 7179 37 21 1090698910906989 + Silent SNP C

CLOCK 9575 37 4 5631924456319244 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

POTEC 388468 37 18 1453497414534974 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

NF1 4763 37 17 2955360729553607 + Missense_MutationSNP T

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

PRDM9 56979 37 5 2352760023527600 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14869 14869 + Silent SNP G

RAG1 5896 37 11 3659545536595455 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T



GOLGA8N1.01E+08 37 15 3289035632890356 + Missense_MutationSNP C

MAML2 84441 37 11 9582534495825344 + Silent SNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

PCDHGA12 0 37 5 1.41E+08 1.41E+08 + Silent SNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SLCO1B3 28234 37 12 2096868320968683 + Missense_MutationSNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP T

EGFR 1956 37 7 5523808755238087 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620223156202231 + Missense_MutationSNP T

MT-ND6 4541 37 MT 14212 14212 + Silent SNP T

GOLGA8S 0 37 15 2360954723609547 + Missense_MutationSNP C

CDC27 996 37 17 4522125145221251 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1956602319566023 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

MT-CYB 4519 37 MT 15223 15223 + Silent SNP C

CDC27 996 37 17 4521467345214673 + Silent SNP T

NUP155 9631 37 5 3731076537310765 + Silent SNP A

ESRP1 54845 37 8 9565840795658407 + Silent SNP A

LST3 0 37 12 2124300121243001 + Silent SNP C

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15301 15301 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

TPTE 7179 37 21 1094193810941938 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

NF1 4763 37 17 2955627929556279 + Silent SNP T

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP A

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C



MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

NBEA 26960 37 13 3567249535672495 + Missense_MutationSNP A

LRRIQ3 127255 37 1 7450704274507042 + Missense_MutationSNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP G

CDC27 996 37 17 4522129845221298 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

MT-ND4 4538 37 MT 10873 10873 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

GOLGA8I 0 37 15 2325833723258337 +Nonsense_MutationSNP C

CTNND2 1501 37 5 1123691411236914 + Silent SNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ARID2 196528 37 12 4624467046244670 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620513456205134 + Missense_MutationSNP T

TUBB4B 10383 37 9 1.4E+08 1.4E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

NF1 4763 37 17 2956020929560209 + Missense_MutationSNP A

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

CTNND2 1501 37 5 1108285111082851 + Silent SNP C

XPC 7508 37 3 1421205014212050 + Splice_Site SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2002530920025309 + Silent SNP T

GOLGA8H 728498 37 15 3090068330900683 + Missense_MutationSNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

PRAMEF26645359 37 1 1321930813219308 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

PRAMEF1 65121 37 1 1285406812854068 + Missense_MutationSNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

KMT2D 8085 37 12 4944604049446040 + Missense_MutationSNP C

NUP155 9631 37 5 3729900737299007 + Silent SNP G

NEGR1 257194 37 1 7187321971873219 + Silent SNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

NF1 4763 37 17 2956018329560183 + Silent SNP A

SACS 26278 37 13 2390719423907194 + Silent SNP G



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KDM6A 7403 37 X 4494911744949117 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

ALPK2 115701 37 18 5624774456247744 + Silent SNP C

MT-ATP6 4508 37 MT 8701 8701 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP A

NUP155 9631 37 5 3729904937299049 + Silent SNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

TUBB8 347688 37 10 94004 94004 + Missense_MutationSNP C

POTEH 23784 37 22 1628756816287568 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

NF1 4763 37 17 2954147629541476 + Missense_MutationSNP C

RP11-683L23.10 37 18 48266 48266 + Silent SNP A

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Silent SNP G

FUBP1 8880 37 1 7842859678428596 + Silent SNP G

PREX2 80243 37 8 6900281669002816 + Missense_MutationSNP A

ARID2 196528 37 12 4624507746245077 + Silent SNP G

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

CAST 831 37 5 9607193896071938 + Silent SNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

ATP6V1C2 245973 37 2 1089418810894188 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CDC27 996 37 17 4521466945214669 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

SLTM 79811 37 15 5917596559175965 + Silent SNP A

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

MT-CO3 4514 37 MT 9540 9540 + Silent SNP T

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

PEX1 5189 37 7 9214701792147017 + Missense_MutationSNP T

CDC27 996 37 17 4522130345221303 + Silent SNP G

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

MT-CO1 4512 37 MT 6413 6413 + Silent SNP T

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

ALPK2 115701 37 18 5624674856246748 + Silent SNP G



MT-ND2 4536 37 MT 4823 4823 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CTNNB1 1499 37 3 4127535041275350 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

PREX2 80243 37 8 6900926869009268 + Silent SNP C

MTOR 2475 37 1 1119064611190646 + Silent SNP G

NUP155 9631 37 5 3733372737333727 + Silent SNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

CDC27 996 37 17 4521938745219387 + Splice_Site SNP A

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

NF1 4763 37 17 2955614029556140 + Missense_MutationSNP A

COBL 23242 37 7 5109683051096830 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

CDC27 996 37 17 4521924145219241 + Missense_MutationSNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP T

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

NDRG2 57447 37 14 2149106321491063 + Splice_Site SNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

GAB2 9846 37 11 7793621577936215 + Missense_MutationSNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP T

TPTE 7179 37 21 1097001710970017 + Silent SNP C

CDC27 996 37 17 4523433145234331 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307250473072504 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

ALPK2 115701 37 18 5624684456246844 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5624668256246682 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

SLCO1B3 28234 37 12 2100803121008031 + Missense_MutationSNP A

RP11-683L23.10 37 18 47610 47610 + Missense_MutationSNP G

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

NBEA 26960 37 13 3573597635735976 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

NFKBIZ 64332 37 3 1.02E+08 1.02E+08 + Silent SNP C

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP C

NF1 4763 37 17 2955458229554582 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KDM6B 23135 37 17 7750217 7750217 + Silent SNP C

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A

EGFR 1956 37 7 5526891655268916 + Silent SNP C

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

APOBR 55911 37 16 2850889228508892 + Missense_MutationSNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C



CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

NBEA 26960 37 13 3622987336229873 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5523808755238087 + Silent SNP C

POTEC 388468 37 18 1454268814542688 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

MYL4 4635 37 17 4529913945299139 + Silent SNP C

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

CDC27 996 37 17 4523443445234434 + Silent SNP A

WNK1 65125 37 12 936349 936349 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CDC27 996 37 17 4524933045249330 + Silent SNP T

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

CDC27 996 37 17 4523447745234477 + Missense_MutationSNP A

CAST 831 37 5 9603156996031569 + Silent SNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

CDC27 996 37 17 4523433145234331 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

WNK1 65125 37 12 1005803 1005803 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T



NBEA 26960 37 13 3561518435615184 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

FGFR3 2261 37 4 1807478 1807478 + Splice_Site SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13934 13934 + Missense_MutationSNP C

GAGE10 643832 37 X 4917371849173718 + Silent SNP C

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

PEX1 5189 37 7 9213096292130962 + Silent SNP G

GOLGA8K 653125 37 15 3268507232685072 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

CDC27 996 37 17 4525897145258971 + Silent SNP A

ZNF12 7559 37 7 6731672 6731672 + Missense_MutationSNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

NF1 4763 37 17 2955738529557385 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PREX2 80243 37 8 6900926869009268 + Silent SNP C

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

PRDM9 56979 37 5 2352752823527528 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

DMD 1756 37 X 3259193132591931 + Silent SNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Missense_MutationSNP A

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C



SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

HELZ2 85441 37 20 6219602862196028 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

NFKBIZ 64332 37 3 1.02E+08 1.02E+08 + Missense_MutationSNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

GOLGA8S 0 37 15 2360889723608897 + Missense_MutationSNP T

CDC27 996 37 17 4521979445219794 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

TPTE 7179 37 21 1090698910906989 + Silent SNP C

POTEH 23784 37 22 1626705916267059 + Missense_MutationSNP T

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

WI2-3308P17.20 37 1 1305289513052895 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

NF1 4763 37 17 2949695729496957 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

BRCA2 675 37 13 3290698032906980 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

BRCA2 675 37 13 3291146332911463 + Missense_MutationSNP A

TP53 7157 37 17 7574013 7574013 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

MAP3K1 4214 37 5 5617791356177913 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G



RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

CDC27 996 37 17 4523565345235653 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

CDC27 996 37 17 4524940845249408 + Silent SNP A

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

PTPN13 0 37 4 8772497087724970 + Missense_MutationSNP G

WNK1 65125 37 12 988894 988894 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GOLGA8H 728498 37 15 3090068330900683 + Missense_MutationSNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

BRCA2 675 37 13 3291072132910721 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

CDC27 996 37 17 4523559845235598 + Missense_MutationSNP G

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

GOLGA8N1.01E+08 37 15 3289028232890282 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTEH 23784 37 22 1628753116287531 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A



CDC27 996 37 17 4521935445219354 + Silent SNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CDC27 996 37 17 4521454445214544 + Silent SNP T

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

ARHGEF2864283 37 5 7317835373178353 + Silent SNP T

CDC27 996 37 17 4521614145216141 + Silent SNP T

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

CDC27 996 37 17 4522130345221303 + Silent SNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP G

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

BRCA2 675 37 13 3290648032906480 + Missense_MutationSNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A



ZNF133 7692 37 20 1829647318296473 + Silent SNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

CDC27 996 37 17 4521924145219241 + Missense_MutationSNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRAMEF11440560 37 1 1288498112884981 + Missense_MutationSNP T

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

CDC27 996 37 17 4523471245234712 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

KCNA5 3741 37 12 5154172 5154172 + Missense_MutationSNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-ND4 4538 37 MT 10819 10819 + Silent SNP A



PBRM1 55193 37 3 5261065152610651 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CAST 831 37 5 9610094296100942 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524930645249306 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

TPTE 7179 37 21 1090698910906989 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

TUBB3 10381 37 16 9000207490002074 + Silent SNP G

CDC27 996 37 17 4521922645219226 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13780 13780 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-CYB 4519 37 MT 15043 15043 + Silent SNP G

MT-ND2 4536 37 MT 4529 4529 + Silent SNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

BRCA2 675 37 13 3291229932912299 + Silent SNP T

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

CDK1 983 37 10 6254453762544537 + Missense_MutationSNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

EGFR 1956 37 7 5522785055227850 + Silent SNP A

WI2-3308P17.20 37 1 1305289513052895 + Missense_MutationSNP C



ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

KCNA10 3744 37 1 1.11E+08 1.11E+08 + Silent SNP C

MT-ND3 4537 37 MT 10238 10238 + Silent SNP T

MT-ND5 4540 37 MT 12501 12501 + Missense_MutationSNP G

NUP155 9631 37 5 3733372737333727 + Silent SNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP T

WNK1 65125 37 12 988894 988894 + Silent SNP G

APOBR 55911 37 16 2850809428508094 + Missense_MutationSNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

UNC13D 201294 37 17 7383932673839326 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

CDC27 996 37 17 4523433145234331 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CCNT1 904 37 12 4908732549087325 + Missense_MutationSNP T

SLCO1B1 10599 37 12 2137528921375289 +Nonsense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

KCNA5 3741 37 12 5154173 5154173 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

BRCA2 675 37 13 3297288432972884 + Missense_MutationSNP A

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Silent SNP C

MT-ND4 4538 37 MT 11651 11651 + Missense_MutationSNP G

POTEH 23784 37 22 1626703316267033 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

NBEA 26960 37 13 3622000536220005 + Splice_Site SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

EGFR 1956 37 7 5523142655231426 + Splice_Site SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T



ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

MN1 4330 37 22 2819493328194933 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CDC27 996 37 17 4521975045219750 + Missense_MutationSNP T

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

EGFR 1956 37 7 5523303855233038 + Silent SNP G

UNC13D 201294 37 17 7383913773839137 + Silent SNP G

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP C

MT-ATP8 4509 37 MT 8519 8519 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

CDC27 996 37 17 4525897145258971 + Silent SNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

CDK1 983 37 10 6254456362544563 + Missense_MutationSNP T

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

PRDM9 56979 37 5 2352752823527528 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

HELZ2 85441 37 20 6219858362198583 + Missense_MutationSNP G

MT-ND4L 4539 37 MT 10742 10742 + Silent SNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP C

KCNA5 3741 37 12 5154333 5154333 + Silent SNP C



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524933045249330 + Silent SNP T

MT-CO3 4514 37 MT 9254 9254 + Nonstop_MutationSNP A

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

CCNT1 904 37 12 4908789949087899 + Silent SNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

NBEA 26960 37 13 3622046136220461 + Silent SNP G

CDC27 996 37 17 4521623145216231 + Silent SNP T

PRDM2 7799 37 1 1409957414099574 + Splice_Site SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

SCN8A 6334 37 12 5218034052180340 + Silent SNP C

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

MEGF8 1954 37 19 4286156742861567 + Silent SNP C

CDC27 996 37 17 4521624745216247 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

FRG1B 0 37 20 2962589229625892 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

DMD 1756 37 X 3248675632486756 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

NF1 4763 37 17 2955735229557352 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

NRG1 3084 37 8 3261197032611970 + Missense_MutationSNP G



KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

AP3S1 1176 37 5 1.15E+08 1.15E+08 + Splice_Site SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

DLC1 10395 37 8 1335738813357388 + Missense_MutationSNP A

KCNA5 3741 37 12 5153857 5153857 + Missense_MutationSNP G

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

BRD7 29117 37 16 5036866350368663 + Silent SNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP G

NBEA 26960 37 13 3562446035624460 + Missense_MutationSNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

PRDM9 56979 37 5 2352726023527260 + Missense_MutationSNP G

RAG1 5896 37 11 3659504336595043 + Silent SNP A

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

MAML2 84441 37 11 9582534495825344 + Silent SNP T

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5523808755238087 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

PTPN13 0 37 4 8769646587696465 + Missense_MutationSNP A

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

KMT2D 8085 37 12 4942453449424534 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

SUFU 51684 37 10 1.04E+08 1.04E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

GAGE10 643832 37 X 4916141849161418 + Splice_Site SNP T



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

POTEC 388468 37 18 1453794514537945 + Missense_MutationSNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

NBEA 26960 37 13 3622987336229873 + Silent SNP C

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

ARHGEF2864283 37 5 7320571773205717 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CCDC30 728621 37 1 4305503643055036 + Missense_MutationSNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

TERT 0 37 5 1255520 1255520 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

FRG1B 0 37 20 2962408129624081 + Missense_MutationSNP A

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G



SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

CDRT1 374286 37 17 1546952115469521 + Missense_MutationSNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP C

PRB4 5545 37 12 1146115411461154 + Splice_Site SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTED 317754 37 21 1501371415013714 + Missense_MutationSNP G

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

CRIPAK 285464 37 4 1388428 1388428 + Silent SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

GOLGA6D 653643 37 15 7558062075580620 + Missense_MutationSNP G

MT-ND2 4536 37 MT 5460 5460 + Missense_MutationSNP G

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

CDC27 996 37 17 4525897145258971 + Silent SNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

EGFR 1956 37 7 5523308955233089 + Silent SNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GAGE10 643832 37 X 4917375649173756 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

SACS 26278 37 13 2390916223909162 + Silent SNP A

MEGF8 1954 37 19 4286156742861567 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CDC27 996 37 17 4521935445219354 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

ALPK2 115701 37 18 5620223156202231 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7320569773205697 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

MT-CO1 4512 37 MT 7202 7202 + Silent SNP A

PBRM1 55193 37 3 5263763152637631 + Silent SNP T

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

AP3S1 1176 37 5 1.15E+08 1.15E+08 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP T

ALPK2 115701 37 18 5620309856203098 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP G

GOLGA6L2283685 37 15 2368920223689202 +Nonsense_MutationSNP G



NF1 4763 37 17 2955458229554582 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

PRAMEF4 400735 37 1 1293949512939495 + Missense_MutationSNP A

PRAMEF18391003 37 1 1347497413474974 + Silent SNP G

PRAMEF12390999 37 1 1283516812835168 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRAMEF12390999 37 1 1283747512837475 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

MT-CO1 4512 37 MT 7337 7337 + Silent SNP G

NBEA 26960 37 13 3561529635615296 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

TPTE 7179 37 21 1090704110907041 + Splice_Site SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

SLCO1B1 10599 37 12 2137766721377667 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP T

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G



SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

NF1 4763 37 17 2955914629559146 + Missense_MutationSNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

MT-ND2 4536 37 MT 5460 5460 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818357348183573 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

GOLGA8I 0 37 15 2326104023261040 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

PRAMEF18391003 37 1 1347493413474934 + Missense_MutationSNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MYBL1 4603 37 8 6747843167478431 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

TSC2 7249 37 16 2105506 2105506 + Silent SNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G

GAGE10 643832 37 X 4917364149173641 + Splice_Site SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

CDC27 996 37 17 4524933045249330 + Silent SNP T

RAI1 10743 37 17 1769709917697099 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

NBEA 26960 37 13 3561518435615184 + Missense_MutationSNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PRAMEF12390999 37 1 1283515812835158 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

MT-ND2 4536 37 MT 4621 4621 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

TPTE 7179 37 21 1094298110942981 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

FBXW10 10517 37 17 1864802618648026 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

PAF1 54623 37 19 3988001139880011 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293950412939504 + Missense_MutationSNP A

POTEG 404785 37 14 1955349419553494 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G



POTEG 404785 37 14 1955379419553794 + Silent SNP C

SMARCA2 6595 37 9 2186133 2186133 + Missense_MutationSNP A

KMT2D 8085 37 12 4944505349445053 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C

KLF4 9314 37 9 1.1E+08 1.1E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

POTEH 23784 37 22 1627929216279292 + Missense_MutationSNP T

PRB4 5545 37 12 1146127211461272 + Silent SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CDC27 996 37 17 4521623145216231 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

CDC27 996 37 17 4521975045219750 + Missense_MutationSNP T

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

CDC27 996 37 17 4521974645219746 + Silent SNP T

MT-ND1 4535 37 MT 3394 3394 + Missense_MutationSNP T

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

PBRM1 55193 37 3 5258463952584639 + Silent SNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

CAST 831 37 5 9603156996031569 + Silent SNP A

PRAMEF12390999 37 1 1283747112837471 + Missense_MutationSNP A

NUP155 9631 37 5 3733372737333727 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

PRAMEF2 65122 37 1 1291889112918891 + Silent SNP A

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A



GOLGA8H 728498 37 15 3090222330902223 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

PRAME 23532 37 22 2289055222890552 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

NF2 4771 37 22 3007082930070829 +Nonsense_MutationSNP A

GOLGA8H 728498 37 15 3089812130898121 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293953512939535 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

AGGF1 55109 37 5 7633248976332489 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4817912548179125 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

MT-ND2 4536 37 MT 4580 4580 + Missense_MutationSNP G

PAF1 54623 37 19 3987655639876556 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MTOR 2475 37 1 1130318211303182 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

ATXN1 6310 37 6 1632792716327927 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A



WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7320546373205463 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Splice_Site SNP T

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GOLGA6A 342096 37 15 7437300874373008 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

KLF1 10661 37 19 1299692912996929 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

TPTE 7179 37 21 1090698910906989 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

RABEP1 9135 37 17 5276611 5276611 + Silent SNP G

NBEA 26960 37 13 3622987336229873 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

ZNF343 79175 37 20 2464234 2464234 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

WI2-3308P17.20 37 1 1305289513052895 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

ARHGEF2864283 37 5 7320569773205697 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A



FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TRAF7 84231 37 16 2225556 2225556 + Missense_MutationSNP A

CHEK2 11200 37 22 2913045829130458 + Silent SNP T

AKT2 208 37 19 4074198240741982 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

ARHGEF2864283 37 5 7320571773205717 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MT-ND4 4538 37 MT 11152 11152 + Silent SNP T

GOLGA8M 653720 37 15 2895036228950362 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

WNK1 65125 37 12 988894 988894 + Silent SNP G

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

ARHGEF2864283 37 5 7304881973048819 + Silent SNP G

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T



FRG1B 0 37 20 2962408129624081 + Missense_MutationSNP A

MTOR 2475 37 1 1119064611190646 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

PRAMEF26645359 37 1 1321956513219565 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

POTEH 23784 37 22 1628778416287784 +Nonsense_MutationSNP C

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

GCC2 9648 37 2 1.09E+08 1.09E+08 + Silent SNP G

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KLF4 9314 37 9 1.1E+08 1.1E+08 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP T

KMT2D 8085 37 12 4943094749430947 + Missense_MutationSNP T

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

PRAME 23532 37 22 2289055222890552 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

PBRM1 55193 37 3 5263763152637631 + Silent SNP T

MT-ND5 4540 37 MT 13500 13500 + Silent SNP T

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T



FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

TUBB8 347688 37 10 93570 93570 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ARID1A 8289 37 1 2709991327099913 + Silent SNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

PRDM7 11105 37 16 9014179190141791 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ACAN 176 37 15 8938890589388905 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MT-CO3 4514 37 MT 9545 9545 + Silent SNP A

PREX2 80243 37 8 6886472868864728 + Silent SNP G

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

COQ6 51004 37 14 7441683674416836 +Nonsense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP T

MT-ND5 4540 37 MT 13359 13359 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

FGFR1 2260 37 8 3827146638271466 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

TPTE 7179 37 21 1097001710970017 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP A



PBRM1 55193 37 3 5261065152610651 + Silent SNP T

FRG1B 0 37 20 2963390829633908 + Nonstop_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13326 13326 + Silent SNP T

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

ARHGEF2864283 37 5 7310948873109488 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

CCDC30 728621 37 1 4300846043008460 + Start_Codon_SNPSNP A

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

PRDM2 7799 37 1 1405754214057542 + Silent SNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

EGFR 1956 37 7 5521109655211096 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

PRDM2 7799 37 1 1410716414107164 + Silent SNP C

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A



TPTE 7179 37 21 1090694710906947 + Silent SNP G

BRCA2 675 37 13 3291255332912553 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SLTM 79811 37 15 5918074859180748 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

PRDM2 7799 37 1 1410538214105382 + Silent SNP T

PRDM2 7799 37 1 1410504914105049 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

FBXW10 10517 37 17 1868217518682175 + Missense_MutationSNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

TUBB3 10381 37 16 9000207490002074 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP A

STK19 8859 37 6 3194825631948256 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

GOLGA8S 0 37 15 2361014623610146 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G



SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP A

DDR1 780 37 6 3086783030867830 + Missense_MutationSNP T

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

COBL 23242 37 7 5109614751096147 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

CTNND2 1501 37 5 1108286311082863 + Silent SNP C

WNK1 65125 37 12 988894 988894 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ARHGEF2864283 37 5 7320524773205247 + Missense_MutationSNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

PRDM2 7799 37 1 1410585614105856 + Silent SNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

EGFR 1956 37 7 5523887455238874 + Silent SNP T

SLTM 79811 37 15 5917926459179264 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

ARHGEF2864283 37 5 7319031273190312 + Silent SNP C

COG6 57511 37 13 4029342840293428 + Missense_MutationSNP T

PRDM2 7799 37 1 1410713514107135 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CDKN1A 1026 37 6 3665215136652151 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SCN10A 6336 37 3 3873979638739796 + Missense_MutationSNP C

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP T



ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP G

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

PRAMEF11440560 37 1 1288736312887363 + Missense_MutationSNP T

POTEC 388468 37 18 1454309814543098 + Silent SNP C

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SLTM 79811 37 15 5917596559175965 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

MAP3K1 4214 37 5 5617784356177843 + Missense_MutationSNP C

HELZ2 85441 37 20 6219571062195710 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ACAN 176 37 15 8939852589398525 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

PRDM2 7799 37 1 1410633014106330 + Silent SNP C

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A



KDM6B 23135 37 17 7750436 7750436 + Missense_MutationSNP C

TPTE 7179 37 21 1092193410921934 + Splice_Site SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

KDM6B 23135 37 17 7754460 7754460 + Silent SNP C

TMIGD1 388364 37 17 2865187728651877 + Silent SNP T

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

PRDM2 7799 37 1 1410563914105639 + Missense_MutationSNP G

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

GOLGA8S 0 37 15 2360958423609584 + Missense_MutationSNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

PRDM2 7799 37 1 1410594614105946 + Silent SNP T

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ALPK2 115701 37 18 5620247056202470 + Missense_MutationSNP G

PRDM2 7799 37 1 1410898814108988 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

CHEK2 11200 37 22 2913070329130703 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

TERT 0 37 5 1264587 1264587 + Silent SNP G

PLAT 5327 37 8 4203351942033519 +Nonsense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

GNL3 26354 37 3 5272773652727736 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

CHEK2 11200 37 22 2909114729091147 + Missense_MutationSNP A

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

MT-ND5 4540 37 MT 13184 13184 + Missense_MutationSNP T

FRG1B 0 37 20 2962595529625955 +Nonsense_MutationSNP A

COQ6 51004 37 14 7442973074429730 + Missense_MutationSNP T

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G



KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

CCDC30 728621 37 1 4305514043055140 + Silent SNP A

SACS 26278 37 13 2391064823910648 + Missense_MutationSNP G

RP11-385D13.10 37 17 1550857415508574 + Missense_MutationSNP T

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

ADAMTS7 11173 37 15 7906856579068565 + Silent SNP G

ZNF37A 7587 37 10 3840712338407123 + Silent SNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

SCN8A 6334 37 12 5218050552180505 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

CREBBP 1387 37 16 3778484 3778484 + Silent SNP C

GNL3 26354 37 3 5272751152727511 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

SMARCA2 6595 37 9 2077679 2077679 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SACS 26278 37 13 2392915823929158 + Silent SNP G

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

DMD 1756 37 X 3259193132591931 + Silent SNP T

NF1 4763 37 17 2965288429652884 + Silent SNP T

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

CDC27 996 37 17 4525897145258971 + Silent SNP A

BRD7 29117 37 16 5036866350368663 + Silent SNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

MT-ND4 4538 37 MT 10819 10819 + Silent SNP A

DACH1 1602 37 13 7244040772440407 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C



RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

PRAMEF12390999 37 1 1283514412835144 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

GAB2 9846 37 11 7793616677936166 + Silent SNP A

ACAN 176 37 15 8938212989382129 + Missense_MutationSNP C

LZTR1 8216 37 22 2135034221350342 + Silent SNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

TPTE2 93492 37 13 2000060920000609 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

ALPK2 115701 37 18 5620247056202470 + Missense_MutationSNP G

DLC1 10395 37 8 1335680713356807 + Silent SNP C

CDC27 996 37 17 4521469945214699 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

FAM161B 145483 37 14 7441683274416832 + Missense_MutationSNP G

APOBR 55911 37 16 2850725828507258 + Missense_MutationSNP A

FRG1B 0 37 20 2962408129624081 + Missense_MutationSNP A

PBRM1 55193 37 3 5266863852668638 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CLOCK 9575 37 4 5631924456319244 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1109841211098412 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

HELZ2 85441 37 20 6219224462192244 + Silent SNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP G

EGFR 1956 37 7 5523808755238087 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

CDC27 996 37 17 4522125145221251 + Missense_MutationSNP T

CDC27 996 37 17 4522131745221317 + Missense_MutationSNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

CDC27 996 37 17 4522131845221318 + Missense_MutationSNP A

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

APOBR 55911 37 16 2851019128510191 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9540 9540 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

RAG1 5896 37 11 3659749236597492 + Missense_MutationSNP G

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP G

RP11-683L23.10 37 18 47824 47824 + Missense_MutationSNP C

MT-ND4 4538 37 MT 10873 10873 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A



RIPK3 11035 37 14 2480722124807221 + Silent SNP G

NUP155 9631 37 5 3733372737333727 + Silent SNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ATP6V1C2 245973 37 2 1086305610863056 + Silent SNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

HELZ2 85441 37 20 6219881962198819 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

CHD2 1106 37 15 9349665693496656 + Silent SNP C

PRAMEF4 400735 37 1 1294170112941701 + Silent SNP G

KMT2D 8085 37 12 4944604049446040 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

MT-ND6 4541 37 MT 14212 14212 + Silent SNP T

CCDC30 728621 37 1 4307665443076654 + Silent SNP C

MEGF8 1954 37 19 4284870642848706 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

EGFR 1956 37 7 5523822755238227 + Missense_MutationSNP C

CTNNB1 1499 37 3 4127535041275350 + Silent SNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

TUBB8 347688 37 10 93930 93930 + Missense_MutationSNP C

BAP1 8314 37 3 5243725852437258 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

EPHB1 2047 37 3 1.35E+08 1.35E+08 + Splice_Site SNP G

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

RIPK3 11035 37 14 2480838824808388 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

PRB4 5545 37 12 1146141711461417 + Missense_MutationSNP G

SMARCA2 6595 37 9 2029196 2029196 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

ERBB2 2064 37 17 3787203537872035 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C



RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

AP3S1 1176 37 5 1.15E+08 1.15E+08 + Splice_Site SNP G

COBL 23242 37 7 5109699251096992 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1452496614524966 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

MT-CYB 4519 37 MT 15301 15301 + Silent SNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

CAST 831 37 5 9608205296082052 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905475879054758 + Silent SNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

RIPK3 11035 37 14 2480690224806902 + Splice_Site SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

FGFR3 2261 37 4 1803251 1803251 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905180179051801 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905184679051846 + Missense_MutationSNP T

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

CDC27 996 37 17 4523559845235598 + Missense_MutationSNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

PREX2 80243 37 8 6904640969046409 + Silent SNP G

PRB1 5542 37 12 1150624411506244 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905696879056968 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

CDC27 996 37 17 4524936545249365 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP G



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP G

ADAMTS7 11173 37 15 7906864979068649 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1095142610951426 + Splice_Site SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

CDKN2B 1030 37 9 2200604322006043 + Silent SNP G

ALPK2 115701 37 18 5620313656203136 + Missense_MutationSNP T

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP C

SCN5A 6331 37 3 3859301538593015 + Silent SNP G

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

MT-ND1 4535 37 MT 3890 3890 + Missense_MutationSNP G

TPTE 7179 37 21 1090698910906989 + Silent SNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

ARID2 196528 37 12 4624507746245077 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

ACAN 176 37 15 8940173789401737 + Missense_MutationSNP T

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

ERBB2 2064 37 17 3786326837863268 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11101 11101 + Silent SNP A

DMD 1756 37 X 3271611032716110 + Silent SNP C

ADAMTS7 11173 37 15 7905801779058017 + Silent SNP G

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ZNF343 79175 37 20 2464752 2464752 + Missense_MutationSNP G

HKR1 284459 37 19 3785433937854339 + Missense_MutationSNP T



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

SMARCA4 6597 37 19 1110199311101993 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP G

CBL 867 37 11 1.19E+08 1.19E+08 + Silent SNP C

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP G

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

WI2-3308P17.20 37 1 1305289513052895 + Missense_MutationSNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

MT-ATP6 4508 37 MT 8701 8701 + Missense_MutationSNP A

XPC 7508 37 3 1420002114200021 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

TNRC18 84629 37 7 5352731 5352731 + Silent SNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Splice_Site SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CTNNB1 1499 37 3 4126662341266623 + Silent SNP T

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP G

KLF4 9314 37 9 1.1E+08 1.1E+08 + Silent SNP G

BRCA2 675 37 13 3291258232912582 + Missense_MutationSNP A

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

MT-CYB 4519 37 MT 14952 14952 + Missense_MutationSNP T

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

HSPH1 10808 37 13 3172977631729776 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

FRG1B 0 37 20 2962590529625905 + Missense_MutationSNP T

KMT2D 8085 37 12 4942285749422857 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905854179058541 + Missense_MutationSNP A

PLAT 5327 37 8 4204496542044965 + Missense_MutationSNP G



PBRM1 55193 37 3 5261065152610651 + Silent SNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

CADM1 23705 37 11 1.15E+08 1.15E+08 + Silent SNP G

NF2 4771 37 22 3006439430064394 +Nonsense_MutationSNP C

AGGF1 55109 37 5 7635890276358902 + Missense_MutationSNP A

NF2 4771 37 22 3005419430054194 +Nonsense_MutationSNP G

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

GOLGA8S 0 37 15 2360653223606532 + Missense_MutationSNP C

NUMBL 9253 37 19 4117387441173874 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

NUMBL 9253 37 19 4117387141173871 + Silent SNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

HELZ2 85441 37 20 6219276862192768 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

CTNNB1 1499 37 3 4127817541278175 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

MT-ND4 4538 37 MT 12097 12097 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C



PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

GOLGA8H 728498 37 15 3089816030898160 + Missense_MutationSNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

CBL 867 37 11 1.19E+08 1.19E+08 + Missense_MutationSNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

MT-ND5 4540 37 MT 13569 13569 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PEX1 5189 37 7 9214026692140266 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3348 3348 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2895036228950362 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

WI2-3308P17.20 37 1 1305288913052889 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

PRDM2 7799 37 1 1410904114109041 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7634990076349900 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T



KDM6A 7403 37 X 4493856344938563 + Silent SNP G

DLC1 10395 37 8 1295031012950310 + Missense_MutationSNP T

PREX2 80243 37 8 6904640969046409 + Silent SNP G

CTNND2 1501 37 5 1097378110973781 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

FAM9A 171482 37 X 8763340 8763340 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP T

MT-CO2 4513 37 MT 7805 7805 + Missense_MutationSNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

PRAMEF13400736 37 1 1344830313448303 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

TUBB8 347688 37 10 93570 93570 + Silent SNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

TRAF7 84231 37 16 2226320 2226320 + Missense_MutationSNP A

NDRG2 57447 37 14 2148810921488109 + Silent SNP C

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

MT-ND6 4541 37 MT 14179 14179 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13928 13928 + Missense_MutationSNP G

DMD 1756 37 X 3266315432663154 + Missense_MutationSNP T

NUMBL 9253 37 19 4117388641173886 + Silent SNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

MT-ATP6 4508 37 MT 8705 8705 + Missense_MutationSNP T

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C



GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

MT-ND1 4535 37 MT 3337 3337 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

TERT 0 37 5 1255520 1255520 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

HELZ2 85441 37 20 6219276862192768 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

CTNNB1 1499 37 3 4127817541278175 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1452496614524966 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

MT-ND4 4538 37 MT 12097 12097 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

GOLGA8H 728498 37 15 3089816030898160 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

CBL 867 37 11 1.19E+08 1.19E+08 + Missense_MutationSNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

MT-ND5 4540 37 MT 13569 13569 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

PEX1 5189 37 7 9214026692140266 + Missense_MutationSNP T



SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360653223606532 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

MT-ND1 4535 37 MT 3348 3348 + Silent SNP A

GLTSCR1 29998 37 19 4820463848204638 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360954723609547 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

PRB1 5542 37 12 1150683011506830 + Silent SNP T

GOLGA8M 653720 37 15 2895036228950362 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

GOLGA8I 0 37 15 2326363323263633 + Silent SNP A

GOLGA8I 0 37 15 2326086523260865 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

WI2-3308P17.20 37 1 1305288913052889 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

NRG1 3084 37 8 3262163032621630 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

PRDM2 7799 37 1 1410904114109041 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7634990076349900 + Silent SNP T

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

POTEG 404785 37 14 1955349419553494 + Silent SNP G

DLC1 10395 37 8 1295031012950310 + Missense_MutationSNP T

PREX2 80243 37 8 6904640969046409 + Silent SNP G

CTNND2 1501 37 5 1097378110973781 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MT-CYB 4519 37 MT 15790 15790 + Silent SNP C



POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

MT-CO2 4513 37 MT 7805 7805 + Missense_MutationSNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Silent SNP A

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

TUBB8 347688 37 10 93570 93570 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

TRAF7 84231 37 16 2226320 2226320 + Missense_MutationSNP A

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

NDRG2 57447 37 14 2148810921488109 + Silent SNP C

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

MT-ND6 4541 37 MT 14179 14179 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

MT-ND1 4535 37 MT 4021 4021 + Missense_MutationSNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13928 13928 + Missense_MutationSNP G

DMD 1756 37 X 3266315432663154 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

SACS 26278 37 13 2390916223909162 + Silent SNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GOLGA8I 0 37 15 2326364023263640 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

MT-ATP6 4508 37 MT 8705 8705 + Missense_MutationSNP T



PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

MT-ND1 4535 37 MT 3337 3337 + Missense_MutationSNP G

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP T

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

NCOA3 8202 37 20 4627986646279866 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

PRAMEF4 400735 37 1 1293949512939495 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

PRAMEF18391003 37 1 1347497413474974 + Silent SNP G

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905898079058980 + Silent SNP T

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

ALPK2 115701 37 18 5620476856204768 + Missense_MutationSNP G

FGFR3 2261 37 4 1803251 1803251 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRD7 29117 37 16 5036866350368663 + Silent SNP G



CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

EGFR 1956 37 7 5526891655268916 + Silent SNP C

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

MT-ND1 4535 37 MT 4231 4231 + Missense_MutationSNP A

ALPK2 115701 37 18 5620223156202231 + Missense_MutationSNP T

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

ALPK2 115701 37 18 5620383756203837 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

EGFR 1956 37 7 5523808755238087 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1452496614524966 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

GOLGA8I 0 37 15 2326103323261033 + Silent SNP A

POTEC 388468 37 18 1454264814542648 + Missense_MutationSNP C

RABEP1 9135 37 17 5276611 5276611 + Silent SNP G

TUBB8 347688 37 10 93571 93571 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1453498014534980 + Silent SNP G

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

SACS 26278 37 13 2390698323906983 + Missense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Missense_MutationSNP A



SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

RP11-385D13.10 37 17 1550193615501936 +Nonsense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

LRRIQ3 127255 37 1 7464926274649262 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

CDC27 996 37 17 4524933045249330 + Silent SNP T

EGFR 1956 37 7 5523308955233089 + Silent SNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PRAMEF7 441871 37 1 1298011612980116 + Silent SNP G

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP T

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

CCNT1 904 37 12 4908732549087325 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PAF1 54623 37 19 3987664639876646 + Missense_MutationSNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

FGFR3 2261 37 4 1803236 1803236 + Silent SNP C

PRAMEF26645359 37 1 1321956513219565 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T



POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

SACS 26278 37 13 2391354923913549 + Missense_MutationSNP T

PREX2 80243 37 8 6904640969046409 + Silent SNP G

PREX2 80243 37 8 6910464569104645 + Missense_MutationSNP G

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293950412939504 + Missense_MutationSNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

ARHGEF2864283 37 5 7307250173072501 + Missense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

FBXW10 10517 37 17 1865946718659467 + Splice_Site SNP C

NF2 4771 37 22 3005165830051658 +Nonsense_MutationSNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

FGFR3 2261 37 4 1801219 1801219 + Silent SNP C

PRAMEF12390999 37 1 1283610112836101 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

MT-ND3 4537 37 MT 10188 10188 + Missense_MutationSNP A

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

ZNF12 7559 37 7 6731672 6731672 + Missense_MutationSNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

PRAMEF2 65122 37 1 1291889112918891 + Silent SNP A

MT-ND2 4536 37 MT 4745 4745 + Silent SNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-ND4 4538 37 MT 11690 11690 + Missense_MutationSNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MT-CYB 4519 37 MT 15851 15851 + Missense_MutationSNP A

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

MT-CYB 4519 37 MT 14872 14872 + Silent SNP C



CCNT1 904 37 12 4908789949087899 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MT-ND1 4535 37 MT 4047 4047 + Silent SNP T

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

MT-ND4 4538 37 MT 11293 11293 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293953512939535 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PRSS1 5644 37 7 1.42E+08 1.42E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

GOLGA8M 653720 37 15 2894742528947425 + Missense_MutationSNP G

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTED 317754 37 21 1501381515013815 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Missense_MutationSNP T

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRAME 23532 37 22 2289339422893394 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

MT-ND5 4540 37 MT 13780 13780 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PTPN13 0 37 4 8772497087724970 + Missense_MutationSNP G

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T



MAP3K1 4214 37 5 5615567256155672 + Missense_MutationSNP A

FBXW10 10517 37 17 1867013318670133 + Silent SNP G

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP T

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

MT-CO1 4512 37 MT 6227 6227 + Silent SNP T

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

HELZ2 85441 37 20 6219296962192969 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15043 15043 + Silent SNP G

MT-ND2 4536 37 MT 4529 4529 + Silent SNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ESRP1 54845 37 8 9567719795677197 + Silent SNP C

MT-CO3 4514 37 MT 9320 9320 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4284045142840451 + Silent SNP C



TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

MT-CO1 4512 37 MT 6734 6734 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

KDM5B 10765 37 1 2.03E+08 2.03E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

GOLGA8N1.01E+08 37 15 3289028232890282 + Silent SNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

CDRT1 374286 37 17 1546939215469392 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

PRAMEF11440560 37 1 1288531812885318 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10238 10238 + Silent SNP T

MT-ND5 4540 37 MT 12501 12501 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MYL1 4632 37 2 2.11E+08 2.11E+08 + Silent SNP G

MTOR 2475 37 1 1119064611190646 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A



TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

POTEG 404785 37 14 1955349419553494 + Silent SNP G

PREX2 80243 37 8 6904640969046409 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

DMD 1756 37 X 3259193132591931 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905915679059156 + Missense_MutationSNP C

PREX2 80243 37 8 6914357469143574 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

KMT2D 8085 37 12 4942669449426694 + Missense_MutationSNP G

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP T

SLTM 79811 37 15 5917596559175965 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

KDM6B 23135 37 17 7752332 7752332 + Missense_MutationSNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T



POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5264334352643343 + Silent SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TRAF7 84231 37 16 2225603 2225603 + Missense_MutationSNP G

FRG1B 0 37 20 2962322229623222 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ACAN 176 37 15 8939865989398659 + Missense_MutationSNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

TPTE 7179 37 21 1090691010906910 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CCNB1 891 37 5 6847124768471247 + Silent SNP G

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

HELZ2 85441 37 20 6219429862194298 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

MT-CO3 4514 37 MT 9966 9966 + Missense_MutationSNP G

RAG1 5896 37 11 3659773436597734 + Silent SNP A



DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP C

SMARCA4 6597 37 19 1109859611098596 + Missense_MutationSNP T

MT-ND4 4538 37 MT 11812 11812 + Silent SNP A

TPTE 7179 37 21 1090704110907041 + Splice_Site SNP C

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND6 4541 37 MT 14233 14233 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

MT-CYB 4519 37 MT 15607 15607 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

TSC1 0 37 9 1.36E+08 1.36E+08 + Missense_MutationSNP G

MT-ND4L 4539 37 MT 10750 10750 + Missense_MutationSNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

TSC2 7249 37 16 2129045 2129045 + Silent SNP G

PRAMEF2 65122 37 1 1292138612921386 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP T

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

NBEA 26960 37 13 3622987336229873 + Silent SNP C



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP G

PAK1 5058 37 11 7709093977090939 + Splice_Site SNP C

TERT 0 37 5 1254594 1254594 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ARID2 196528 37 12 4624398846243988 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

CLOCK 9575 37 4 5632536556325365 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

STK19 8859 37 6 3194847731948477 + Silent SNP A

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ATXN1 6310 37 6 1632790316327903 + Missense_MutationSNP C

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP G

PRB2 653247 37 12 1154624211546242 + Missense_MutationSNP G

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

TUBB8 347688 37 10 93978 93978 + Silent SNP G

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

MAP3K1 4214 37 5 5617784356177843 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MT-ND2 4536 37 MT 5147 5147 + Silent SNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

TPTE 7179 37 21 1094298110942981 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 +Nonsense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

GOLGA6A 342096 37 15 7436509074365090 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

CTNND2 1501 37 5 1098192110981921 + Silent SNP A

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MT-ND5 4540 37 MT 13722 13722 + Silent SNP A

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

BRD7 29117 37 16 5036866350368663 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

EGFR 1956 37 7 5523308955233089 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C



GOLGA8M 653720 37 15 2894766028947660 + Silent SNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

CLOCK 9575 37 4 5630167556301675 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

MT-ND5 4540 37 MT 13711 13711 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

BRCA2 675 37 13 3290676632906766 + Missense_MutationSNP C

MLLT3 4300 37 9 2041429820414298 + Silent SNP A

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MT-ATP6 4508 37 MT 8697 8697 + Missense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Silent SNP C

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

TUBB2A 7280 37 6 3154882 3154882 + Missense_MutationSNP C

TNRC6A 27327 37 16 2478838924788389 + Missense_MutationSNP A

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

MT-CO1 4512 37 MT 7146 7146 + Missense_MutationSNP A

PLAT 5327 37 8 4203781542037815 + Silent SNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C



GOLGA8M 653720 37 15 2895289228952892 + Splice_Site SNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP C

NBEA 26960 37 13 3614114836141148 + Silent SNP A

PRDM2 7799 37 1 1410871214108712 + Silent SNP C

ZNF33A 7581 37 10 3834489538344895 + Missense_MutationSNP G

GNL3 26354 37 3 5272773652727736 + Silent SNP A

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP G

MT-ND5 4540 37 MT 12519 12519 + Silent SNP T

MT-ND4L 4539 37 MT 10688 10688 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

MT-CO1 4512 37 MT 6179 6179 + Missense_MutationSNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

POTEG 404785 37 14 1956602319566023 + Missense_MutationSNP T

ESRP1 54845 37 8 9565840795658407 + Silent SNP A

EGFR 1956 37 7 5523887455238874 + Silent SNP T

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD1 400966 37 2 8714100187141001 + Missense_MutationSNP G

WNK1 65125 37 12 863415 863415 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

EGFR 1956 37 7 5523308955233089 + Silent SNP C

MAP3K1 4214 37 5 5617784356177843 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895290328952903 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEG 404785 37 14 1955368519553685 + Missense_MutationSNP C

PRAMEF1 65121 37 1 1285590212855902 + Silent SNP G

ATRX 546 37 X 7693806876938068 + Missense_MutationSNP T

MT-ND1 4535 37 MT 3666 3666 + Silent SNP G

GLTSCR1 29998 37 19 4818292848182928 + Silent SNP G

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

TUBB8 347688 37 10 94004 94004 + Missense_MutationSNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

DMD 1756 37 X 3259193132591931 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C



MEGF8 1954 37 19 4285874842858748 + Silent SNP C

PRDM7 11105 37 16 9012883490128834 + Silent SNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

PRDM2 7799 37 1 1410537814105378 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RGPD1 400966 37 2 8714100087141000 + Missense_MutationSNP C

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

LZTR1 8216 37 22 2135005421350054 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

SACS 26278 37 13 2390916223909162 + Silent SNP A

MT-ND1 4535 37 MT 4104 4104 + Silent SNP A

GOLGA8H 728498 37 15 3090225830902258 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

UNC13D 201294 37 17 7383159473831594 + Silent SNP G

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

LRRIQ3 127255 37 1 7457515774575157 + Missense_MutationSNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP C

MT-CYB 4519 37 MT 15734 15734 + Missense_MutationSNP G

RAG1 5896 37 11 3659773436597734 + Silent SNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

TNRC18 84629 37 7 5352737 5352737 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRDM7 11105 37 16 9012837690128376 +Nonsense_MutationSNP G

GOLGA8S 0 37 15 2360886223608862 + Missense_MutationSNP G

BRCA2 675 37 13 3291146332911463 + Missense_MutationSNP A

TUBB2A 7280 37 6 3154112 3154112 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48075 48075 + Missense_MutationSNP A

GOLGA6A 342096 37 15 7437304074373040 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

PBRM1 55193 37 3 5266863852668638 + Silent SNP G

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Splice_Site SNP G



PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

AC073343.1 0 37 7 6715661 6715661 + Missense_MutationSNP C

BRCA2 675 37 13 3291419632914196 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 + Silent SNP G

MT-CO2 4513 37 MT 7867 7867 + Silent SNP C

MT-ND1 4535 37 MT 3693 3693 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6989 6989 + Silent SNP A

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

MT-CO3 4514 37 MT 9540 9540 + Silent SNP T

PLAT 5327 37 8 4203948342039483 + Silent SNP C

APOBR 55911 37 16 2850841328508413 + Missense_MutationSNP A

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

TUBB8 347688 37 10 93978 93978 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

MT-CO1 4512 37 MT 7256 7256 + Silent SNP C

MT-ND4 4538 37 MT 10873 10873 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

NUP155 9631 37 5 3733372737333727 + Silent SNP A

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

MTOR 2475 37 1 1119064611190646 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

KMT2D 8085 37 12 4944604049446040 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

MN1 4330 37 22 2819491228194912 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3594 3594 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP A

ACAN 176 37 15 8939512089395120 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

XPC 7508 37 3 1420635314206353 + Missense_MutationSNP A



ATXN1 6310 37 6 1632790316327903 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

DMD 1756 37 X 3258394232583942 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

MT-ATP6 4508 37 MT 8605 8605 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

ALPK2 115701 37 18 5620448756204487 + Missense_MutationSNP A

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

ERBB2 2064 37 17 3787203537872035 + Missense_MutationSNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4288012642880126 + Silent SNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13650 13650 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SLCO1B3 28234 37 12 2103653321036533 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

MT-ND4 4538 37 MT 10810 10810 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6827 6827 + Silent SNP T

TUBB8 347688 37 10 93987 93987 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP G

ALPK2 115701 37 18 5624638956246389 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

TUBB8 347688 37 10 93943 93943 + Missense_MutationSNP A

TUBB8 347688 37 10 94025 94025 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G



MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

NF1 4763 37 17 2965293129652931 + Silent SNP G

ARID2 196528 37 12 4624507746245077 + Silent SNP G

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

PEX1 5189 37 7 9214668792146687 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13893 13893 + Silent SNP A

TPTE 7179 37 21 1094298110942981 + Silent SNP C

PRAMEF2 65122 37 1 1292139112921391 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905184679051846 + Missense_MutationSNP T

ESRP1 54845 37 8 9568045795680457 + Silent SNP C

COBL 23242 37 7 5109299651092996 + Missense_MutationSNP G

FAM161B 145483 37 14 7441678274416782 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Missense_MutationSNP C

MT-CO1 4512 37 MT 7055 7055 + Silent SNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

HELZ2 85441 37 20 6219066062190660 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

ZKSCAN4 387032 37 6 2821323928213239 + Silent SNP T

POTEM 641455 37 14 2001995220019952 + Missense_MutationSNP G

GOLGA8K 653125 37 15 3268507232685072 + Missense_MutationSNP C

DLC1 10395 37 8 1296033512960335 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP A

MT-ND5 4540 37 MT 12891 12891 + Silent SNP C

ZNF133 7692 37 20 1829673118296731 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15115 15115 + Silent SNP T

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Missense_MutationSNP T

ZNF343 79175 37 20 2464150 2464150 + Missense_MutationSNP G

TNRC18 84629 37 7 5352791 5352791 + Silent SNP G

GAB4 128954 37 22 1744571017445710 + Silent SNP C

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T



SACS 26278 37 13 2390571123905711 + Silent SNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP C

MEGF8 1954 37 19 4285370942853709 + Missense_MutationSNP C

LST3 0 37 12 2119641121196411 + Missense_MutationSNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

MEGF8 1954 37 19 4286338142863381 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MT-CO2 4513 37 MT 8248 8248 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TUBB8 347688 37 10 93827 93827 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TPTE 7179 37 21 1090698910906989 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13506 13506 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

ACAN 176 37 15 8939820689398206 + Missense_MutationSNP A

ERBB2 2064 37 17 3786326837863268 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

DMD 1756 37 X 3271611032716110 + Silent SNP C

EGFR 1956 37 7 5521440555214405 + Silent SNP G

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

ARID2 196528 37 12 4624639846246398 + Missense_MutationSNP G

MAML2 84441 37 11 9582534495825344 + Silent SNP T

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

MT-CO1 4512 37 MT 6548 6548 + Silent SNP C

MT-ND5 4540 37 MT 13789 13789 + Missense_MutationSNP T

PCDHGA12 0 37 5 1.41E+08 1.41E+08 + Silent SNP A

GOLGA8J 653073 37 15 3038539130385391 + Missense_MutationSNP G

MT-CO1 4512 37 MT 7389 7389 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

AC087645.1 0 37 17 7621991476219914 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

NEGR1 257194 37 1 7205854372058543 + Silent SNP A

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

MT-ND6 4541 37 MT 14560 14560 + Silent SNP G



RP11-683L23.10 37 18 48940 48940 + Splice_Site SNP C

MT-ATP6 4508 37 MT 8701 8701 + Missense_MutationSNP A

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MT-CYB 4519 37 MT 14769 14769 + Missense_MutationSNP A

KDM4B 23030 37 19 5082497 5082497 + Silent SNP C

ZNF554 115196 37 19 2834336 2834336 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-ATP8 4509 37 MT 8468 8468 + Silent SNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

RP11-683L23.10 37 18 47670 47670 + Missense_MutationSNP G

ARID1A 8289 37 1 2710218827102188 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14323 14323 + Silent SNP G

MT-CO1 4512 37 MT 5913 5913 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13105 13105 + Missense_MutationSNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRB4 5545 37 12 1146332211463322 + Missense_MutationSNP A

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

TUBB8 347688 37 10 93416 93416 + Missense_MutationSNP G

POTEC 388468 37 18 1453497414534974 + Silent SNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

KMT2D 8085 37 12 4942285749422857 + Silent SNP C

PBRM1 55193 37 3 5266877652668776 + Silent SNP A

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905809779058097 + Missense_MutationSNP G

FRG1B 0 37 20 2962320129623201 + Missense_MutationSNP A

COG6 57511 37 13 4026174940261749 + Missense_MutationSNP C

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

KCNA6 3742 37 12 4919720 4919720 + Silent SNP G

KCNA3 3738 37 1 1.11E+08 1.11E+08 + Silent SNP G

MT-ND6 4541 37 MT 14178 14178 + Missense_MutationSNP T

ANKRD62 342850 37 18 1209551012095510 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP T

MT-ND1 4535 37 MT 3308 3308 + Splice_Site SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

TERT 0 37 5 1266593 1266593 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C



ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

HKR1 284459 37 19 3785404037854040 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

GLTSCR1 29998 37 19 4820538948205389 + Missense_MutationSNP C

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

NBEA 26960 37 13 3564495235644952 + Silent SNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15218 15218 + Missense_MutationSNP A

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

MT-ND1 4535 37 MT 4224 4224 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP G

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

MEGF8 1954 37 19 4288028242880282 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T



ZNF133 7692 37 20 1829647318296473 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

AKT1 207 37 14 1.05E+08 1.05E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

ACAN 176 37 15 8940195889401958 + Missense_MutationSNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

NBEA 26960 37 13 3573597635735976 + Silent SNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

PRAMEF12390999 37 1 1283625012836250 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659748036597480 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

BBS2 583 37 16 5653380456533804 + Silent SNP T

NF1 4763 37 17 2948310829483108 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

KCNA5 3741 37 12 5154242 5154242 + Missense_MutationSNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G



HKR1 284459 37 19 3785444037854440 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

WNK1 65125 37 12 988894 988894 + Silent SNP G

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

KMT2D 8085 37 12 4942189449421894 + Missense_MutationSNP C

CCNT1 904 37 12 4908732549087325 + Missense_MutationSNP T

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

CRIPAK 285464 37 4 1388596 1388596 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

BRCA2 675 37 13 3297288432972884 + Missense_MutationSNP A

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

COG6 57511 37 13 4029342840293428 + Missense_MutationSNP T

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ZNF543 125919 37 19 5784007257840072 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13617 13617 + Silent SNP T

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

POTEG 404785 37 14 1955349419553494 + Silent SNP G



CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C

NBEA 26960 37 13 3574768135747681 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

CTNND2 1501 37 5 1098192110981921 + Silent SNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

PLAT 5327 37 8 4203948442039484 + Missense_MutationSNP G

RAG1 5896 37 11 3659515736595157 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14793 14793 + Missense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PRKAR1A 5573 37 17 6651133066511330 +De_novo_Start_InFrameSNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HELZ2 85441 37 20 6219423862194238 + Silent SNP C



CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP G

MT-ND2 4536 37 MT 5495 5495 + Silent SNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

CCNT1 904 37 12 4908789949087899 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

PRAMEF1 65121 37 1 1285413312854133 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

COBL 23242 37 7 5109284551092845 + Silent SNP G

GOLGA8H 728498 37 15 3090225830902258 + Silent SNP A

ZNF394 84124 37 7 9909159999091599 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

POTEH 23784 37 22 1628775916287759 + Missense_MutationSNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

TRAF7 84231 37 16 2223957 2223957 + Missense_MutationSNP A

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MAP3K1 4214 37 5 5617861556178615 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TUBB 203068 37 6 3069149030691490 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

SACS 26278 37 13 2391354923913549 + Missense_MutationSNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

AGGF1 55109 37 5 7635757376357573 + Missense_MutationSNP G

MT-CO2 4513 37 MT 7854 7854 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G



ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

POTEG 404785 37 14 1956603619566036 + Silent SNP C

RICTOR 253260 37 5 3894561538945615 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

MT-ND1 4535 37 MT 3847 3847 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

FGFR4 2264 37 5 1.77E+08 1.77E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

MT-ND5 4540 37 MT 13188 13188 + Silent SNP C

NF1 4763 37 17 2967941229679412 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

MT-ND2 4536 37 MT 5170 5170 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

TUBB8 347688 37 10 93987 93987 + Silent SNP T

MT-CYB 4519 37 MT 15674 15674 + Missense_MutationSNP T

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

GOLGA8F 0 37 15 2863279328632793 + Missense_MutationSNP G

PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C



GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

NBEA 26960 37 13 3622987336229873 + Silent SNP C

MT-ND2 4536 37 MT 4767 4767 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RP11-683L23.10 37 18 47809 47809 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Missense_MutationSNP C

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

TUBB8 347688 37 10 94025 94025 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

GOLGA8K 653125 37 15 3268640932686409 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

SPTBN5 51332 37 15 4217148342171483 + Missense_MutationSNP G

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

NRG1 3084 37 8 3262163032621630 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

HELZ2 85441 37 20 6220000562200005 + Missense_MutationSNP C

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

FBXW10 10517 37 17 1868217518682175 + Missense_MutationSNP T

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

PAF1 54623 37 19 3988001139880011 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

FAT3 120114 37 11 9249503692495036 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T



RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

PEX1 5189 37 7 9212388592123885 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

GOLGA6C 653641 37 15 7556249575562495 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

DMD 1756 37 X 3259193132591931 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP G

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GOLGA6A 342096 37 15 7436460374364603 + Missense_MutationSNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

ZFHX3 463 37 16 7282196072821960 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

PREX2 80243 37 8 6886472868864728 + Silent SNP G

FRG1B 0 37 20 2962408229624082 + Missense_MutationSNP T

WNK1 65125 37 12 988894 988894 + Silent SNP G

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

SACS 26278 37 13 2390916223909162 + Silent SNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

ALPK2 115701 37 18 5624731256247312 + Silent SNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T



TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

PRDM7 11105 37 16 9012699390126993 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

GOLGA6B 55889 37 15 7295680072956800 + Missense_MutationSNP G

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

POTEG 404785 37 14 1955349419553494 + Silent SNP G

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

KCNA5 3741 37 12 5153767 5153767 + Missense_MutationSNP C

FRG1B 0 37 20 2962408329624083 + Missense_MutationSNP C

PRDM2 7799 37 1 1409957414099574 + Splice_Site SNP G

STK19 8859 37 6 3194675131946751 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

GOLGA8S 0 37 15 2361026723610267 + Missense_MutationSNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

NCOA3 8202 37 20 4627986046279860 + Silent SNP G

PRDM2 7799 37 1 1410592214105922 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRDM2 7799 37 1 1410529114105291 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

EGFR 1956 37 7 5526891655268916 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

PRAMEF17391004 37 1 1371684213716842 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

KCNA5 3741 37 12 5154064 5154064 + Missense_MutationSNP G

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Missense_MutationSNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G



FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ZNF343 79175 37 20 2464353 2464353 + Silent SNP A

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

CBLC 23624 37 19 4528754745287547 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

ALPK2 115701 37 18 5620383756203837 + Silent SNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

MT-ND4 4538 37 MT 11299 11299 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7304881973048819 + Silent SNP G

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PBRM1 55193 37 3 5259734552597345 + Missense_MutationSNP G

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

WNK1 65125 37 12 992725 992725 + Silent SNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

POTEM 641455 37 14 2000229320002293 + Missense_MutationSNP G

ALPK2 115701 37 18 5620223156202231 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

KDM5C 8242 37 X 5324641853246418 + Silent SNP C

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T



AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP T

BRCA2 675 37 13 3291146332911463 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MUC6 4588 37 11 1016819 1016819 + Silent SNP G

GOLGA8M 653720 37 15 2894761728947617 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291908112919081 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

UNC13D 201294 37 17 7383932673839326 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11914 11914 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP C

BRCA2 675 37 13 3290648032906480 + Missense_MutationSNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

CREBBP 1387 37 16 3778427 3778427 + Silent SNP T

BRCA2 675 37 13 3290698032906980 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

GAGE2A 729447 37 X 4935584049355840 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C



KMT2D 8085 37 12 4942791949427919 + Silent SNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND3 4537 37 MT 10289 10289 + Nonstop_MutationSNP A

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

LST3 0 37 12 2124300121243001 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

TPTE2 93492 37 13 2004819720048197 + Silent SNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PREX2 80243 37 8 6902055869020558 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

MT-ND4L 4539 37 MT 10550 10550 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

EPN1 29924 37 19 5620069056200690 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

MT-ATP6 4508 37 MT 9055 9055 + Missense_MutationSNP G

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

POTEH 23784 37 22 1627929216279292 + Missense_MutationSNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

NRG2 9542 37 5 1.39E+08 1.39E+08 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Silent SNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

HELZ2 85441 37 20 6219423862194238 + Silent SNP C

MT-ND1 4535 37 MT 3337 3337 + Missense_MutationSNP G

TRAF7 84231 37 16 2225886 2225886 + Missense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Silent SNP T



DDR1 780 37 6 3085885730858857 + Silent SNP C

SACS 26278 37 13 2390812223908122 + Missense_MutationSNP C

KDM6B 23135 37 17 7750936 7750936 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

ALPK2 115701 37 18 5620476856204768 + Missense_MutationSNP G

GOLGA6B 55889 37 15 7295366372953663 + Missense_MutationSNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

ALPK2 115701 37 18 5624668256246682 + Silent SNP T

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

GAB2 9846 37 11 7793034577930345 + Silent SNP T

BRCA2 675 37 13 3291072132910721 + Silent SNP T

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

PRAMEF17391004 37 1 1371685513716855 + Silent SNP T

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

WNK1 65125 37 12 993829 993829 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-ND1 4535 37 MT 3480 3480 + Silent SNP A

UNC13D 201294 37 17 7383913773839137 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9698 9698 + Silent SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

MT-CO1 4512 37 MT 5913 5913 + Missense_MutationSNP G



GAB2 9846 37 11 7793780077937800 + Silent SNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

KDM6B 23135 37 17 7749954 7749954 + Missense_MutationSNP C

MT-CO3 4514 37 MT 9962 9962 + Silent SNP G

PREX2 80243 37 8 6886472868864728 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

DLC1 10395 37 8 1295814512958145 + Silent SNP T

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

POTEG 404785 37 14 1955375219553752 + Silent SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

MT-ND6 4541 37 MT 14167 14167 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

TUBB8 347688 37 10 93778 93778 + Missense_MutationSNP G

WNK1 65125 37 12 989029 989029 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

EGFR 1956 37 7 5523308955233089 + Silent SNP C

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

ZNF248 57209 37 10 3812064238120642 + Silent SNP C



ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

RPL14 9045 37 3 4050350640503506 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

TERT 0 37 5 1294166 1294166 + Missense_MutationSNP C

ARHGEF2864283 37 5 7320538273205382 + Missense_MutationSNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MT-CO1 4512 37 MT 6371 6371 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PTPN13 0 37 4 8768414887684148 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CHERP 10523 37 19 1664054416640544 + Silent SNP C

SACS 26278 37 13 2390962223909622 + Missense_MutationSNP G

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

ALPK2 115701 37 18 5620313656203136 + Missense_MutationSNP T

DDR1 780 37 6 3086520430865204 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

PAF1 54623 37 19 3987676639876766 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

KLF10 7071 37 8 1.04E+08 1.04E+08 + Silent SNP C

PREX2 80243 37 8 6886472868864728 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

TUBB4A 10382 37 19 6496168 6496168 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

DMD 1756 37 X 3198660731986607 + Missense_MutationSNP G

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G



MTOR 2475 37 1 1119064611190646 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6221 6221 + Silent SNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

MT-ATP6 4508 37 MT 8705 8705 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

PLAT 5327 37 8 4203816542038165 + Missense_MutationSNP G

KLF1 10661 37 19 1299655112996551 + Missense_MutationSNP C

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13966 13966 + Missense_MutationSNP A

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

POTEC 388468 37 18 1452496614524966 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

TUBB8 347688 37 10 93987 93987 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T



HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

TUBB8 347688 37 10 94025 94025 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

HELZ2 85441 37 20 6219749662197496 + Silent SNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

GCC2 9648 37 2 1.09E+08 1.09E+08 + Silent SNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

MAP3K1 4214 37 5 5617745856177458 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14470 14470 + Silent SNP T

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

DDR1 780 37 6 3085885730858857 + Silent SNP C

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7320546373205463 + Missense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

GOLGA6B 55889 37 15 7295366372953663 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G



SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

PLAT 5327 37 8 4203747942037479 + Missense_MutationSNP T

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP T

DMD 1756 37 X 3238104932381049 + Silent SNP T

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ZFP41 286128 37 8 1.44E+08 1.44E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

GAGE10 643832 37 X 4917369149173691 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

TPTE 7179 37 21 1094271710942717 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

TERT 0 37 5 1279505 1279505 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

SLTM 79811 37 15 5917596559175965 + Silent SNP A

MT-ND1 4535 37 MT 3460 3460 + Missense_MutationSNP G

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2894783828947838 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

TUBB8 347688 37 10 93416 93416 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

AJUBA 84962 37 14 2345097223450972 + Silent SNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

AJUBA 84962 37 14 2345097323450973 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

APOBR 55911 37 16 2850950928509509 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRAMEF11440560 37 1 1288498112884981 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP C



PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP C

POTEH 23784 37 22 1628764916287649 + Silent SNP G

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

KDM6B 23135 37 17 7750010 7750010 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

TPTE 7179 37 21 1094295510942955 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

FRG1B 0 37 20 2963389929633899 + Splice_Site SNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

PRAMEF10343071 37 1 1295496712954967 + Silent SNP G

TNRC18 84629 37 7 5352635 5352635 + Silent SNP T

PRKAR1A 5573 37 17 6651162766511627 + Silent SNP G

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

GOLGA6A 342096 37 15 7436509374365093 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

NRG1 3084 37 8 3149801031498010 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

AGGF1 55109 37 5 7633545176335451 + Silent SNP A

CLOCK 9575 37 4 5632536556325365 + Missense_MutationSNP G

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C



CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

ARHGEF2864283 37 5 7307250473072504 + Silent SNP A

ZNF774 342132 37 15 9090361890903618 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7320546373205463 + Missense_MutationSNP G

HTT 3064 37 4 3076657 3076657 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

ARHGEF2864283 37 5 7320571773205717 + Missense_MutationSNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1294222212942222 + Missense_MutationSNP C

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

PRAMEF11440560 37 1 1288498312884983 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

TSC2 7249 37 16 2138546 2138546 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP C



ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

NF2 4771 37 22 3005421230054212 +Nonsense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Splice_Site SNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

NUP155 9631 37 5 3733798137337981 + Missense_MutationSNP T

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

KCNA7 3743 37 19 4957351849573518 + Silent SNP G

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

CLOCK 9575 37 4 5630167556301675 + Silent SNP T



GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

MT-ND1 4535 37 MT 4057 4057 + Missense_MutationSNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

SACS 26278 37 13 2390916223909162 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

NBEA 26960 37 13 3573864935738649 + Splice_Site SNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

UNC13D 201294 37 17 7382733573827335 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

ARHGEF2864283 37 5 7320569773205697 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10094 10094 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

PRDM2 7799 37 1 1407588014075880 + Silent SNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

UNC13D 201294 37 17 7382503673825036 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

CAST 831 37 5 9603156996031569 + Silent SNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

XPC 7508 37 3 1421447814214478 + Missense_MutationSNP G

SACS 26278 37 13 2392984223929842 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TPTE 7179 37 21 1090704110907041 + Splice_Site SNP C



EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

SACS 26278 37 13 2391382723913827 + Silent SNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Splice_Site SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4942453449424534 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

SACS 26278 37 13 2391174823911748 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

HKR1 284459 37 19 3785404037854040 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

GCC2 9648 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

MT-CO1 4512 37 MT 6962 6962 + Silent SNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

ATXN1 6310 37 6 1632768416327684 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

BRD7 29117 37 16 5036866350368663 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

MT-ND5 4540 37 MT 12406 12406 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP T

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

TPTE 7179 37 21 1090698910906989 + Silent SNP C

MT-ND5 4540 37 MT 13422 13422 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MT-CO1 4512 37 MT 7337 7337 + Silent SNP G

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

MTOR 2475 37 1 1127246811272468 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C



SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

NBEA 26960 37 13 3564495235644952 + Silent SNP A

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

LST3 0 37 12 2124300121243001 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

NDRG2 57447 37 14 2149063321490633 +De_novo_Start_OutOfFrameSNP G

POTEC 388468 37 18 1452496614524966 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

UNC13D 201294 37 17 7383596173835961 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454264814542648 + Missense_MutationSNP C

BRCA2 675 37 13 3291146332911463 + Missense_MutationSNP A

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

MT-CO1 4512 37 MT 5985 5985 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

PLAT 5327 37 8 4203366142033661 + Silent SNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

BRCA2 675 37 13 3290698032906980 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905844579058445 + Missense_MutationSNP G

RABEP1 9135 37 17 5284689 5284689 + Silent SNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ANKRD49 54851 37 11 9423132394231323 + Silent SNP A

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MT-ATP6 4508 37 MT 9053 9053 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G



LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

MTOR 2475 37 1 1119073011190730 + Silent SNP G

GAB2 9846 37 11 7793041677930416 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

KDM6B 23135 37 17 7750436 7750436 + Missense_MutationSNP C

GAB2 9846 37 11 7793034577930345 + Silent SNP T

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP C

POTEH 23784 37 22 1628737216287372 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

TPTE 7179 37 21 1094298110942981 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

MT-CO3 4514 37 MT 9548 9548 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

TUBB 203068 37 6 3069149030691490 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KDM4E 390245 37 11 9475883894758838 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

BRCA2 675 37 13 3291072132910721 + Silent SNP T

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MT-ND4L 4539 37 MT 10609 10609 + Missense_MutationSNP T

NUP155 9631 37 5 3733372737333727 + Silent SNP A

ADAMTS7 11173 37 15 7906658179066581 + Silent SNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

NBEA 26960 37 13 3574768135747681 + Missense_MutationSNP A

MT-ND5 4540 37 MT 12810 12810 + Nonstop_MutationSNP A

UNC13D 201294 37 17 7383913773839137 + Silent SNP G

GOLGA8N1.01E+08 37 15 3289028232890282 + Silent SNP C

NBEA 26960 37 13 3573597635735976 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905841379058413 + Silent SNP G



ACAN 176 37 15 8940182589401825 + Silent SNP T

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

MTOR 2475 37 1 1128872811288728 + Silent SNP C

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

MT-ND1 4535 37 MT 4086 4086 + Silent SNP C

ARHGEF2864283 37 5 7323668073236680 + Missense_MutationSNP T

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP A

POTEJ 653781 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

ADAMTS7 11173 37 15 7905897479058974 + Silent SNP G

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MT-CYB 4519 37 MT 15445 15445 + Silent SNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

ARID2 196528 37 12 4624433446244334 + Missense_MutationSNP G

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ADAMTS7 11173 37 15 7905701179057011 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP A

POTEH 23784 37 22 1628766116287661 + Silent SNP G

BRCA2 675 37 13 3290648032906480 + Missense_MutationSNP A

ZNF543 125919 37 19 5783950657839506 + Missense_MutationSNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PREX2 80243 37 8 6895675768956757 + Missense_MutationSNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

MT-ND5 4540 37 MT 12882 12882 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13928 13928 + Missense_MutationSNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ADAMTS7 11173 37 15 7908210879082108 + Silent SNP C

ATXN1 6310 37 6 1632806816328068 + Silent SNP T



UNC13D 201294 37 17 7383101673831016 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GOLGA8M 653720 37 15 2894742528947425 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

NOTCH3 4854 37 19 1530237115302371 + Silent SNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

MT-ND5 4540 37 MT 13759 13759 + Missense_MutationSNP G

POTEG 404785 37 14 1955353019553530 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905896079058960 + Missense_MutationSNP G

DLC1 10395 37 8 1335734013357340 + Missense_MutationSNP G

TPTE 7179 37 21 1097001710970017 + Silent SNP C

POTEH 23784 37 22 1628777216287772 + Silent SNP G

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

MT-ND1 4535 37 MT 3970 3970 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

KDM6B 23135 37 17 7754460 7754460 + Silent SNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

POTEG 404785 37 14 1955349419553494 + Silent SNP G

MT-ND1 4535 37 MT 3456 3456 + Silent SNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Missense_MutationSNP A

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

SCN10A 6336 37 3 3874000138740001 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

NCOA3 8202 37 20 4627986646279866 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MT-CO1 4512 37 MT 6392 6392 + Silent SNP T



TPTE 7179 37 21 1095137810951378 + Missense_MutationSNP C

ADRBK1 156 37 11 6704825067048250 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

CRIPAK 285464 37 4 1388818 1388818 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

MTOR 2475 37 1 1119064611190646 + Silent SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

HELZ2 85441 37 20 6219756862197568 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

TPTE 7179 37 21 1090698910906989 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

ARHGEF2864283 37 5 7320546373205463 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

KCNA5 3741 37 12 5154148 5154148 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

ARHGEF2864283 37 5 7320571773205717 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G



LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

RAG1 5896 37 11 3659533336595333 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

RP11-683L23.10 37 18 47973 47973 + Missense_MutationSNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

HELZ2 85441 37 20 6219896162198961 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

DRP2 1821 37 X 1.01E+08 1.01E+08 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Missense_MutationSNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G



RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

CTNND2 1501 37 5 1139718811397188 + Silent SNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

BRCA2 675 37 13 3293742932937429 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219451062194510 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

EGFR 1956 37 7 5526891655268916 + Silent SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP G

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

PEX1 5189 37 7 9213096292130962 + Silent SNP G

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NBEA 26960 37 13 3592332635923326 + Silent SNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MT-CO1 4512 37 MT 7299 7299 + Missense_MutationSNP A

PAGE1 8712 37 X 4945878149458781 + Silent SNP G

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A



UNC13D 201294 37 17 7382649173826491 + Missense_MutationSNP G

HELZ2 85441 37 20 6219572662195726 + Silent SNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

FRG1B 0 37 20 2962589229625892 + Missense_MutationSNP T

GAGE2A 729447 37 X 4935584049355840 + Missense_MutationSNP A

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

MT-ND6 4541 37 MT 14470 14470 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7320569773205697 + Missense_MutationSNP C

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

MEGF8 1954 37 19 4287490142874901 + Missense_MutationSNP G

KMT2D 8085 37 12 4942660249426602 + Silent SNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TPTE 7179 37 21 1090704110907041 + Splice_Site SNP C

ADAMTS7 11173 37 15 7905180179051801 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

ARID2 196528 37 12 4625467046254670 + Missense_MutationSNP G



AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1093407910934079 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

EGFR 1956 37 7 5525945055259450 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

SMO 6608 37 7 1.29E+08 1.29E+08 + Silent SNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

PTPN13 0 37 4 8766287187662871 + Missense_MutationSNP G

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRDM2 7799 37 1 1410716414107164 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

ERBB2 2064 37 17 3788134437881344 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FGFR4 2264 37 5 1.77E+08 1.77E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962589229625892 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

PRDM2 7799 37 1 1410538214105382 + Silent SNP T

PRDM2 7799 37 1 1410504914105049 + Missense_MutationSNP C



PRDM2 7799 37 1 1410633014106330 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

CDC27 996 37 17 4522125145221251 + Missense_MutationSNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

COBL 23242 37 7 5126111151261111 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

ADAMTS7 11173 37 15 7905798979057989 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

MT-ND4 4538 37 MT 10771 10771 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

PRAMEF11440560 37 1 1288531812885318 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP C

CHD2 1106 37 15 9355248893552488 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

PRDM2 7799 37 1 1410585614105856 + Silent SNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

TPTE 7179 37 21 1091637010916370 + Splice_Site SNP G

TPTE 7179 37 21 1094298110942981 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905184679051846 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

KMT2D 8085 37 12 4943474249434742 + Missense_MutationSNP G

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

PREX2 80243 37 8 6904640969046409 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP A

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

PTPN13 0 37 4 8755643087556430 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-CO2 4513 37 MT 7930 7930 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

CCNB1 891 37 5 6847124768471247 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

DMD 1756 37 X 3259193132591931 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

POTEG 404785 37 14 1955349419553494 + Silent SNP G

FGFR3 2261 37 4 1807478 1807478 + Splice_Site SNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

PRDM2 7799 37 1 1410594614105946 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

AKT2 208 37 19 4074186240741862 + Silent SNP C

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

TERT 0 37 5 1294166 1294166 + Missense_MutationSNP C



TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

PRDM2 7799 37 1 1410713514107135 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

FRG1B 0 37 20 2962829629628296 +Nonsense_MutationSNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

CDC27 996 37 17 4521938745219387 + Splice_Site SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

KCNA5 3741 37 12 5153499 5153499 + Silent SNP G

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

ZNF169 169841 37 9 9706285297062852 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

TERT 0 37 5 1279505 1279505 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRDM2 7799 37 1 1410563914105639 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

PRAMEF13400736 37 1 1344830313448303 + Missense_MutationSNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

BRCA2 675 37 13 3291275032912750 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

PRDM2 7799 37 1 1410898814108988 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C



TAOK2 9344 37 16 2999492229994922 + Silent SNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

XAGE3 170626 37 X 5289608552896085 + Splice_Site SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

DLC1 10395 37 8 1295814512958145 + Silent SNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

MT-ND2 4536 37 MT 5495 5495 + Silent SNP T

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Missense_MutationSNP G

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRD7 29117 37 16 5036866350368663 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

TPTE 7179 37 21 1090698910906989 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T



SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

MT-ND2 4536 37 MT 5046 5046 + Missense_MutationSNP G

TPTE2 93492 37 13 2002533620025336 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MT-ND5 4540 37 MT 12950 12950 + Missense_MutationSNP A

MT-CYB 4519 37 MT 15218 15218 + Missense_MutationSNP A

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

KLF1 10661 37 19 1299692912996929 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TNRC18 84629 37 7 5352949 5352949 + Missense_MutationSNP G

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

RP11-683L23.10 37 18 47882 47882 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

TPTE2 93492 37 13 2004819720048197 + Silent SNP C

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

PRAMEF1 65121 37 1 1285572012855720 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T



ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

TUBB8 347688 37 10 93978 93978 + Silent SNP G

PRAMEF2 65122 37 1 1291908112919081 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

RGPD2 729857 37 2 8812521288125212 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

GOLGA8K 653125 37 15 3268640932686409 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP G

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

LZTR1 8216 37 22 2134855921348559 + Splice_Site SNP G

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KDM4E 390245 37 11 9475883894758838 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13617 13617 + Silent SNP T

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

PREX2 80243 37 8 6900926869009268 + Silent SNP C

POTEH 23784 37 22 1627929216279292 + Missense_MutationSNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

NF2 4771 37 22 3003273830032738 + Splice_Site SNP A

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14793 14793 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TP53 7157 37 17 7569542 7569542 + Silent SNP G

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11377 11377 + Silent SNP G

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP T

POTEH 23784 37 22 1628764916287649 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

TPTE 7179 37 21 1097001710970017 + Silent SNP C



COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

MEGF8 1954 37 19 4288067342880673 + Missense_MutationSNP G

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

PRSS3 5646 37 9 3379852833798528 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRAMEF11440560 37 1 1288498112884981 + Missense_MutationSNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

MTOR 2475 37 1 1118459311184593 + Silent SNP A

POTEH 23784 37 22 1628764916287649 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP A



TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

KDM6B 23135 37 17 7752523 7752523 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

MT-CO3 4514 37 MT 9964 9964 + Missense_MutationSNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

MT-ND4 4538 37 MT 12127 12127 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

GOLGA6A 342096 37 15 7436509374365093 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

APOBR 55911 37 16 2850642828506428 + Silent SNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T



MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

SACS 26278 37 13 2394937823949378 + Silent SNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

HTT 3064 37 4 3076657 3076657 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8S 0 37 15 2360587523605875 + Splice_Site SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908907479089074 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP T

TUBB8 347688 37 10 93635 93635 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

KMT2D 8085 37 12 4943610749436107 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

WNK1 65125 37 12 988894 988894 + Silent SNP G

APOBR 55911 37 16 2850809428508094 + Missense_MutationSNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905180179051801 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

DMD 1756 37 X 3146264931462649 + Silent SNP C

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

PRAMEF1 65121 37 1 1285406812854068 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T



MT-ND3 4537 37 MT 10237 10237 + Missense_MutationSNP T

TP53 7157 37 17 7578210 7578210 + Silent SNP T

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

PRB4 5545 37 12 1146115411461154 + Splice_Site SNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

MT-CO1 4512 37 MT 6464 6464 + Silent SNP C

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SMARCA2 6595 37 9 2039844 2039844 + Missense_MutationSNP A

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MT-ND5 4540 37 MT 13681 13681 + Missense_MutationSNP A

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

BRCA2 675 37 13 3291229932912299 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CCNB1 891 37 5 6847124768471247 + Silent SNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G



PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

ALPK2 115701 37 18 5620313656203136 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1955377119553771 + Missense_MutationSNP C

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

ACAN 176 37 15 8941714989417149 + Silent SNP C

ZNF793 390927 37 19 3802850838028508 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

MT-CO1 4512 37 MT 6554 6554 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

ZSCAN2 54993 37 15 8516445585164455 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

PRAMEF4 400735 37 1 1294222212942222 + Missense_MutationSNP C

DLC1 10395 37 8 1335680713356807 + Silent SNP C

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

CDC27 996 37 17 4522127345221273 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRD7 29117 37 16 5036866350368663 + Silent SNP G

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CCNT1 904 37 12 4908715049087150 + Missense_MutationSNP T

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C



ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

CDC27 996 37 17 4524930645249306 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Silent SNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

POTEH 23784 37 22 1626705916267059 + Missense_MutationSNP T

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

FRG1B 0 37 20 2962589129625891 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

COG6 57511 37 13 4029342840293428 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MT-ATP6 4508 37 MT 8802 8802 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CDC27 996 37 17 4522125145221251 + Missense_MutationSNP T

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

CDC27 996 37 17 4522131745221317 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

MT-ND5 4540 37 MT 12406 12406 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

TUBB8 347688 37 10 93978 93978 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1956605819566058 + Missense_MutationSNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

MT-CYB 4519 37 MT 15497 15497 + Missense_MutationSNP G

CDC27 996 37 17 4522129845221298 + Missense_MutationSNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

CDC27 996 37 17 4524940845249408 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A



PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CDC27 996 37 17 4521624845216248 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

CDRT1 374286 37 17 1546952215469522 + Silent SNP G

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

CDC27 996 37 17 4521454445214544 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

GOLGA8M 653720 37 15 2895317428953174 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

CDC27 996 37 17 4521974645219746 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

CDC27 996 37 17 4525897145258971 + Silent SNP A

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

CDC27 996 37 17 4522130345221303 + Silent SNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

BRCA2 675 37 13 3291229932912299 + Silent SNP T

CDC27 996 37 17 4521938745219387 + Splice_Site SNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2895317328953173 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

NUP155 9631 37 5 3733372737333727 + Silent SNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

FRG1B 0 37 20 2962589229625892 + Missense_MutationSNP T

CHD2 1106 37 15 9352761993527619 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CDC27 996 37 17 4523562045235620 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

CDC27 996 37 17 4524739345247393 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C



TPTE 7179 37 21 1097001710970017 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Missense_MutationSNP C

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15289 15289 + Silent SNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP C

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

CDC27 996 37 17 4521624745216247 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

CDC27 996 37 17 4521614145216141 + Silent SNP T

CDC27 996 37 17 4521458245214582 + Silent SNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

APOBR 55911 37 16 2850889228508892 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

BRCA2 675 37 13 3291200732912007 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

VHL 7428 37 3 1018827710188277 + Silent SNP C

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

RIPK3 11035 37 14 2480838824808388 + Silent SNP A

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

PREX2 80243 37 8 6904640969046409 + Silent SNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ERBB3 2065 37 12 5649499156494991 + Silent SNP G



TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

NF2 4771 37 22 3003286730032867 + Splice_Site SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

NBEA 26960 37 13 3564495235644952 + Silent SNP A

ATXN1 6310 37 6 1632827516328275 + Silent SNP C

MT-CO1 4512 37 MT 5964 5964 + Silent SNP T

ADAMTS7 11173 37 15 7905801779058017 + Silent SNP G

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

PRDM7 11105 37 16 9014186190141861 + Missense_MutationSNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Missense_MutationSNP G

NBEA 26960 37 13 3622987336229873 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP G

TERT 0 37 5 1254594 1254594 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

DLC1 10395 37 8 1335734013357340 + Missense_MutationSNP G

MT-CO1 4512 37 MT 6173 6173 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

TPTE 7179 37 21 1093407910934079 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

SMARCA4 6597 37 19 1110199311101993 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

NBEA 26960 37 13 3573597635735976 + Silent SNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

TSHZ3 57616 37 19 3177021331770213 + Silent SNP G



RIPK3 11035 37 14 2480690224806902 + Splice_Site SNP G

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

DRP2 1821 37 X 1.01E+08 1.01E+08 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

KMT2D 8085 37 12 4944539249445392 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1294222212942222 + Missense_MutationSNP C

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

RIPK3 11035 37 14 2480722124807221 + Silent SNP G

ZNF774 342132 37 15 9090394790903947 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MTOR 2475 37 1 1119064611190646 + Silent SNP G

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

NBEA 26960 37 13 3592332635923326 + Silent SNP G

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Missense_MutationSNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15806 15806 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T



DLC1 10395 37 8 1295814912958149 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

NUP155 9631 37 5 3733372737333727 + Silent SNP A

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

TPTE2 93492 37 13 1999721119997211 + Silent SNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DMD 1756 37 X 3259193132591931 + Silent SNP T

MEGF8 1954 37 19 4285717942857179 + Silent SNP C

TSC2 7249 37 16 2133701 2133701 + Missense_MutationSNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11914 11914 + Silent SNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP C

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

FBXL3 26224 37 13 7759574177595741 + Missense_MutationSNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

LRRIQ3 127255 37 1 7464840374648403 + Missense_MutationSNP T

SLTM 79811 37 15 5917596559175965 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

ADAMTS7 11173 37 15 7905873079058730 + Missense_MutationSNP A

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TUBB3 10381 37 16 9000207490002074 + Silent SNP G

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 9182 9182 + Missense_MutationSNP G

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T



LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

MEGF8 1954 37 19 4288006242880062 + Missense_MutationSNP C

FRG1B 0 37 20 2962322029623220 + Missense_MutationSNP T

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

CAST 831 37 5 9603156996031569 + Silent SNP A

MT-ND5 4540 37 MT 13095 13095 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

DMD 1756 37 X 3149639831496398 + Missense_MutationSNP T

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

NCOA3 8202 37 20 4627986046279860 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

DDR1 780 37 6 3086238430862384 + Missense_MutationSNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

CCNT1 904 37 12 4908732549087325 + Missense_MutationSNP T

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

ALPK2 115701 37 18 5620476856204768 + Missense_MutationSNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

TERT 0 37 5 1255520 1255520 + Silent SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP T



FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

GNL3 26354 37 3 5272773652727736 + Silent SNP A

PBRM1 55193 37 3 5266863852668638 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

POTEJ 653781 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PEX1 5189 37 7 9213638692136386 + Silent SNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

MT-CYB 4519 37 MT 15218 15218 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

TPTE 7179 37 21 1090694710906947 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

KMT2D 8085 37 12 4943610749436107 + Silent SNP G

WI2-3308P17.20 37 1 1305289513052895 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

TUBB8 347688 37 10 93987 93987 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G



CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF1 65121 37 1 1285406812854068 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

TSC2 7249 37 16 2104425 2104425 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

TUBB8 347688 37 10 94025 94025 + Missense_MutationSNP T

MEGF8 1954 37 19 4285717942857179 + Silent SNP C

DDR1 780 37 6 3086783030867830 + Missense_MutationSNP T

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

MT-CO2 4513 37 MT 8014 8014 + Silent SNP A

ALPK2 115701 37 18 5620383756203837 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MT-ND1 4535 37 MT 3547 3547 + Missense_MutationSNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

PRDM2 7799 37 1 1410719514107195 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND5 4540 37 MT 12696 12696 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ZNF543 125919 37 19 5784007257840072 + Silent SNP A



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Splice_Site SNP G

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP C

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP G

HELZ2 85441 37 20 6219451062194510 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

TUBB8 347688 37 10 93978 93978 + Silent SNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

TSC2 7249 37 16 2136794 2136794 + Silent SNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

TRAF7 84231 37 16 2215915 2215915 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

TRAF7 84231 37 16 2221351 2221351 + Silent SNP G

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP A

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C



CBL 867 37 11 1.19E+08 1.19E+08 + Silent SNP G

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

SACS 26278 37 13 2390916223909162 + Silent SNP A

PREX2 80243 37 8 6886472868864728 + Silent SNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

CDKN2A 1029 37 9 2197091621970916 + Missense_MutationSNP C

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MT-CO1 4512 37 MT 6023 6023 + Silent SNP G

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

ALPK2 115701 37 18 5620223156202231 + Missense_MutationSNP T

POTEG 404785 37 14 1955353019553530 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

CCNT1 904 37 12 4908789949087899 + Silent SNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP C

TSC2 7249 37 16 2138518 2138518 + Silent SNP T

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP A

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

TPTE 7179 37 21 1092193410921934 + Splice_Site SNP C

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

PBRM1 55193 37 3 5266877652668776 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

HELZ2 85441 37 20 6219619062196190 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

EGFR 1956 37 7 5523887455238874 + Silent SNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

MEGF8 1954 37 19 4286101642861016 + Silent SNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C



ESRP1 54845 37 8 9565849595658495 + Missense_MutationSNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

PRAMEF11440560 37 1 1288498112884981 + Missense_MutationSNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

SACS 26278 37 13 2391123423911234 + Missense_MutationSNP G

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

ARHGEF2864283 37 5 7320546373205463 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LST3 0 37 12 2124300121243001 + Silent SNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

PRAMEF10343071 37 1 1295496712954967 + Silent SNP G

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP G



EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

TPTE 7179 37 21 1095127310951273 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

ARHGEF2864283 37 5 7320571773205717 + Missense_MutationSNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POTEC 388468 37 18 1454264814542648 + Missense_MutationSNP C

ARHGEF2864283 37 5 7320569773205697 + Missense_MutationSNP C

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CCDC30 728621 37 1 4305503643055036 + Missense_MutationSNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C



ALPK2 115701 37 18 5620239456202394 + Silent SNP C

COBL 23242 37 7 5111134051111340 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G

SCN4A 6329 37 17 6201921362019213 + Missense_MutationSNP T

PRB1 5542 37 12 1150683011506830 + Silent SNP T

GOLGA8I 0 37 15 2326363323263633 + Silent SNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP A

NUP155 9631 37 5 3733372737333727 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

HELZ2 85441 37 20 6219572662195726 + Silent SNP G

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP T

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

GOLGA6B 55889 37 15 7295684572956845 + Silent SNP G

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

HELZ2 85441 37 20 6219451062194510 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905801779058017 + Silent SNP G

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A



SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

MT-ND4L 4539 37 MT 10569 10569 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

TRAF7 84231 37 16 2222307 2222307 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

AC074212.3 0 37 19 4626496346264963 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

PREX2 80243 37 8 6886472868864728 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ZNF774 342132 37 15 9090378190903781 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

HELZ2 85441 37 20 6219756862197568 + Silent SNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP C

SLCO1B3 28234 37 12 2103254321032543 + Missense_MutationSNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

HELZ2 85441 37 20 6219305362193053 + Missense_MutationSNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C



GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ERBB2 2064 37 17 3788417637884176 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

MT-ND2 4536 37 MT 4580 4580 + Missense_MutationSNP G

SCN10A 6336 37 3 3874000138740001 + Silent SNP C

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1294320012943200 + Missense_MutationSNP A

PREX2 80243 37 8 6903321269033212 + Missense_MutationSNP A

MT-CO1 4512 37 MT 7146 7146 + Missense_MutationSNP A

PREX2 80243 37 8 6900293869002938 + Missense_MutationSNP G

NF2 4771 37 22 3000010330000103 + Splice_Site SNP T

GNL3 26354 37 3 5272773652727736 + Silent SNP A

MT-ND1 4535 37 MT 4104 4104 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

MT-CO1 4512 37 MT 6071 6071 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

COQ6 51004 37 14 7442973074429730 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G



PRAMEF2 65122 37 1 1291907912919079 + Missense_MutationSNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

MT-ND1 4535 37 MT 3434 3434 + Missense_MutationSNP A

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

MT-CYB 4519 37 MT 15226 15226 + Silent SNP A

PPP1R3F 89801 37 X 4913791649137916 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7906856579068565 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

ATRX 546 37 X 7695308576953085 + Silent SNP C

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

NF1 4763 37 17 2955617729556177 + Silent SNP G

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

COG6 57511 37 13 4032521940325219 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

HELZ2 85441 37 20 6219572662195726 + Silent SNP G

MT-ND5 4540 37 MT 12400 12400 + Missense_MutationSNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Silent SNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

ZNF33B 7582 37 10 4308933143089331 + Missense_MutationSNP T

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP G

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

LZTR1 8216 37 22 2134468921344689 + Silent SNP C

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

MT-ND1 4535 37 MT 3666 3666 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

CCNB1 891 37 5 6847124768471247 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

WNK1 65125 37 12 992725 992725 + Silent SNP A

MT-ND5 4540 37 MT 12542 12542 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13981 13981 + Missense_MutationSNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PRDM9 56979 37 5 2352768423527684 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A



PRAMEF4 400735 37 1 1293979412939794 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ZNF33A 7581 37 10 3834478038344780 + Silent SNP A

MT-ND4 4538 37 MT 11302 11302 + Silent SNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ZNF343 79175 37 20 2464112 2464112 + Missense_MutationSNP T

SMARCA2 6595 37 9 2039827 2039827 + Silent SNP G

AMOT 154796 37 X 1.12E+08 1.12E+08 + Missense_MutationSNP T

MYBL1 4603 37 8 6748829267488292 + Missense_MutationSNP T

NBEA 26960 37 13 3622387536223875 + Silent SNP T

KMT2D 8085 37 12 4943600549436005 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219993762199937 + Missense_MutationSNP C

ACAN 176 37 15 8938212989382129 + Missense_MutationSNP C

LZTR1 8216 37 22 2135034221350342 + Silent SNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

CREBBP 1387 37 16 3778439 3778439 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-CO1 4512 37 MT 6917 6917 + Silent SNP G

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

LRRIQ3 127255 37 1 7462144574621445 + Missense_MutationSNP G

FAM161B 145483 37 14 7441683274416832 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

APOBR 55911 37 16 2850729528507295 + Silent SNP G

MT-ND4L 4539 37 MT 10586 10586 + Silent SNP G

PREX2 80243 37 8 6893428468934284 + Missense_MutationSNP G

NBEA 26960 37 13 3616753736167537 +De_novo_Start_OutOfFrameSNP G

PBRM1 55193 37 3 5266863852668638 + Silent SNP G

SLCO1B1 10599 37 12 2135553721355537 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP G

KMT2D 8085 37 12 4943825349438253 + Silent SNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

MT-ND4L 4539 37 MT 10688 10688 + Silent SNP G

CHEK2 11200 37 22 2913045629130456 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

MT-ND5 4540 37 MT 14000 14000 + Missense_MutationSNP T

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

MT-CO3 4514 37 MT 9540 9540 + Silent SNP T



RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850841328508413 + Missense_MutationSNP A

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

BBS2 583 37 16 5653370656533706 + Missense_MutationSNP G

MT-CO1 4512 37 MT 7256 7256 + Silent SNP C

LRRIQ3 127255 37 1 7450716674507166 + Missense_MutationSNP T

MT-ND4 4538 37 MT 10873 10873 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

CAST 831 37 5 9603156996031569 + Silent SNP A

KIAA1462 57608 37 10 3031649430316494 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908062479080624 + Missense_MutationSNP G

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

FRG1B 0 37 20 2962408129624081 + Missense_MutationSNP A

PRB2 653247 37 12 1154649111546491 + Missense_MutationSNP C

SACS 26278 37 13 2390967023909670 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

POTEC 388468 37 18 1454309814543098 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

KDM4E 390245 37 11 9475986394759863 + Missense_MutationSNP G

BRD7 29117 37 16 5035756950357569 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3594 3594 + Silent SNP C

UNC13D 201294 37 17 7383614673836146 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

MT-CO3 4514 37 MT 9958 9958 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

MEGF8 1954 37 19 4285716242857162 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

PRDM9 56979 37 5 2350959923509599 + Silent SNP C

MT-CO1 4512 37 MT 5951 5951 + Silent SNP A

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

RIPK3 11035 37 14 2480838824808388 + Silent SNP A



NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14178 14178 + Missense_MutationSNP T

TUBB2A 7280 37 6 3154882 3154882 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

TPTE 7179 37 21 1090704110907041 + Splice_Site SNP C

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

POTEF 728378 37 2 1.31E+08 1.31E+08 + Silent SNP C

HELZ2 85441 37 20 6220100762201007 + Silent SNP T

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

HKR1 284459 37 19 3785404037854040 + Missense_MutationSNP G

COBL 23242 37 7 5128754251287542 + Silent SNP C

MT-ATP8 4509 37 MT 8417 8417 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13485 13485 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7906417079064170 + Splice_Site SNP C

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

RP11-683L23.10 37 18 49167 49167 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13650 13650 + Silent SNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

PRDM9 56979 37 5 2352760023527600 + Missense_MutationSNP G

NRG1 3084 37 8 3262180532621805 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

SMARCA2 6595 37 9 2115920 2115920 + Silent SNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

MT-CYB 4519 37 MT 14794 14794 + Silent SNP C

MT-CYB 4519 37 MT 14911 14911 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

PPP1R3F 89801 37 X 4912671449126714 + Silent SNP C

MT-ND4 4538 37 MT 10810 10810 + Silent SNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

TUBB8 347688 37 10 93987 93987 + Silent SNP T



NUP155 9631 37 5 3731076537310765 + Silent SNP A

PEX1 5189 37 7 9212382692123826 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

PRAMEF4 400735 37 1 1293942612939426 + Missense_MutationSNP T

TUBB8 347688 37 10 94025 94025 + Missense_MutationSNP T

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

ADAMTS7 11173 37 15 7905477379054773 + Silent SNP G

NRG1 3084 37 8 3261775232617752 + Missense_MutationSNP G

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

GOLGA8M 653720 37 15 2895036228950362 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

TPTE 7179 37 21 1094298110942981 + Silent SNP C

GOLGA8M 653720 37 15 2894739228947392 + Missense_MutationSNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

FAM161B 145483 37 14 7441678274416782 + Missense_MutationSNP T

PRB1 5542 37 12 1150624411506244 + Missense_MutationSNP C

GOLGA6A 342096 37 15 7436463374364633 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1291962312919623 + Silent SNP C

HSPH1 10808 37 13 3171970031719700 + Splice_Site SNP A

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1294315612943156 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7905897479058974 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

PEX1 5189 37 7 9214032492140324 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

NDRG2 57447 37 14 2149064121490641 + Missense_MutationSNP T

SACS 26278 37 13 2390967123909671 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7906864979068649 + Silent SNP G

HELZ2 85441 37 20 6219591062195910 + Missense_MutationSNP C

PLAT 5327 37 8 4204656842046568 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

NUP155 9631 37 5 3729900737299007 + Silent SNP G

PRAMEF4 400735 37 1 1293981512939815 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ZNF133 7692 37 20 1829712018297120 + Missense_MutationSNP G

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G



MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP C

SLCO1B1 10599 37 12 2135548921355489 + Missense_MutationSNP C

CACNA1C 775 37 12 2774833 2774833 + Silent SNP T

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-CO1 4512 37 MT 6221 6221 + Silent SNP T

MT-ND5 4540 37 MT 13506 13506 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Missense_MutationSNP C

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

MT-CO2 4513 37 MT 8027 8027 + Missense_MutationSNP G

RTEL1 51750 37 20 6231935662319356 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

ADAMTS7 11173 37 15 7905801779058017 + Silent SNP G

PRAMEF26645359 37 1 1321930813219308 + Missense_MutationSNP A

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

MT-ND5 4540 37 MT 13789 13789 + Missense_MutationSNP T

MT-CO1 4512 37 MT 7389 7389 + Missense_MutationSNP T

KMT2D 8085 37 12 4943590549435905 + Missense_MutationSNP T

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

PRAMEF2 65122 37 1 1291896312918963 + Missense_MutationSNP G

ZNF33B 7582 37 10 4308873743088737 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

ZFP41 286128 37 8 1.44E+08 1.44E+08 + Missense_MutationSNP A

MT-ND6 4541 37 MT 14560 14560 + Silent SNP G

TSC2 7249 37 16 2133726 2133726 + Missense_MutationSNP C

FRG1B 0 37 20 2962320129623201 + Missense_MutationSNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

MT-ATP6 4508 37 MT 8701 8701 + Missense_MutationSNP A

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

COG6 57511 37 13 4029342840293428 + Missense_MutationSNP T

SLCO1B1 10599 37 12 2135355721353557 + Silent SNP C

MT-ATP6 4508 37 MT 9072 9072 + Silent SNP A

MT-ND5 4540 37 MT 12810 12810 + Nonstop_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T



PRAMEF6 440561 37 1 1300124813001248 + Missense_MutationSNP C

MT-ATP8 4509 37 MT 8468 8468 + Silent SNP C

SACS 26278 37 13 2390536623905366 + Missense_MutationSNP T

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

BRD7 29117 37 16 5036866350368663 + Silent SNP G

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

MT-ND5 4540 37 MT 13105 13105 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

KDM6B 23135 37 17 7749954 7749954 + Missense_MutationSNP C

TUBB8 347688 37 10 93416 93416 + Missense_MutationSNP G

PRB3 5544 37 12 1142089911420899 + Missense_MutationSNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

PBRM1 55193 37 3 5266877652668776 + Silent SNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

MT-ND2 4536 37 MT 4755 4755 + Silent SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905832979058329 + Silent SNP A

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G



SACS 26278 37 13 2391182023911820 + Silent SNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP C

POTEG 404785 37 14 1955349419553494 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

DDR1 780 37 6 3085707230857072 + Silent SNP G

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

BRD7 29117 37 16 5036866350368663 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP A

DDR1 780 37 6 3086520430865204 + Silent SNP A

ACAN 176 37 15 8938890589388905 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PRAMEF2 65122 37 1 1292138612921386 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LST3 0 37 12 2124300121243001 + Silent SNP C

KLF1 10661 37 19 1299692912996929 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

TUBB8 347688 37 10 95170 95170 + Silent SNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

PEX1 5189 37 7 9213249392132493 + Missense_MutationSNP T

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T



HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

TERT 0 37 5 1280411 1280411 + Silent SNP T

NF2 4771 37 22 3005161930051619 +Nonsense_MutationSNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

CHEK2 11200 37 22 2913045829130458 + Silent SNP T

ALPK2 115701 37 18 5620479456204794 + Silent SNP C

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Missense_MutationSNP C

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

WNK1 65125 37 12 989949 989949 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-CO3 4514 37 MT 9497 9497 + Silent SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

CDC27 996 37 17 4521613245216132 + Missense_MutationSNP T

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

GOLGA8K 653125 37 15 3268640932686409 + Missense_MutationSNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

TERT 0 37 5 1255520 1255520 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C



CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

CDC27 996 37 17 4524933045249330 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

ALPK2 115701 37 18 5620479656204796 + Missense_MutationSNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

ARHGEF2864283 37 5 7304881973048819 + Silent SNP G

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

FRG1B 0 37 20 2963158029631580 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KDM4E 390245 37 11 9475928294759282 + Silent SNP C

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

ADAMTS7 11173 37 15 7905933379059333 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

DMD 1756 37 X 3259193132591931 + Silent SNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

DDR1 780 37 6 3086537230865372 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

THOC2 57187 37 X 1.23E+08 1.23E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

MT-CO2 4513 37 MT 7966 7966 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MT-ND1 4535 37 MT 3394 3394 + Missense_MutationSNP T



ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CDC27 996 37 17 4525897145258971 + Silent SNP A

MT-ND6 4541 37 MT 14332 14332 + Silent SNP A

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

GOLGA6B 55889 37 15 7295680072956800 + Missense_MutationSNP G

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

GOLGA8H 728498 37 15 3090222330902223 + Missense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ATXN1 6310 37 6 1632790316327903 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

APOBR 55911 37 16 2850806928508069 + Silent SNP C

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

POTEG 404785 37 14 1955353019553530 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14198 14198 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C



TPTE 7179 37 21 1097001710970017 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

SACS 26278 37 13 2390571123905711 + Silent SNP A

TSC1 0 37 9 1.36E+08 1.36E+08 + Missense_MutationSNP C

GAB2 9846 37 11 7793616677936166 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

RP11-683L23.10 37 18 49516 49516 + Silent SNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

RICTOR 253260 37 5 3895072938950729 + Missense_MutationSNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

RP11-683L23.10 37 18 49532 49532 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TNRC6A 27327 37 16 2478838924788389 + Missense_MutationSNP A

PRAMEF2 65122 37 1 1291896312918963 + Missense_MutationSNP G

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

KDM6B 23135 37 17 7750936 7750936 + Missense_MutationSNP A

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

MTOR 2475 37 1 1119064611190646 + Silent SNP G

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

ZNF554 115196 37 19 2834595 2834595 + Silent SNP C



PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905829379058293 + Silent SNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

RICTOR 253260 37 5 3894244938942449 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

GLTSCR1 29998 37 19 4818291948182919 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

PRAMEF26645359 37 1 1321943813219438 + Silent SNP C

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

TRAF7 84231 37 16 2226298 2226298 + Missense_MutationSNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

GOLGA6A 342096 37 15 7436463974364639 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T



ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

WNK1 65125 37 12 989091 989091 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

PRDM9 56979 37 5 2352710423527104 + Missense_MutationSNP A

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

MT-CO1 4512 37 MT 7269 7269 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

SACS 26278 37 13 2390698323906983 + Missense_MutationSNP G

SPTBN5 51332 37 15 4217148342171483 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

NUP155 9631 37 5 3733372737333727 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

SACS 26278 37 13 2392796323927963 + Missense_MutationSNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

CTNNB1 1499 37 3 4128082741280827 + Silent SNP C

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

TP53 7157 37 17 7579579 7579579 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

FRG1B 0 37 20 2962408129624081 + Missense_MutationSNP A

KDM4E 390245 37 11 9475883894758838 + Silent SNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

MTOR 2475 37 1 1118132711181327 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

DMD 1756 37 X 3259193132591931 + Silent SNP T

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

ZNF248 57209 37 10 3812064238120642 + Silent SNP C



NRG2 9542 37 5 1.39E+08 1.39E+08 + Missense_MutationSNP C

TPRXL 0 37 3 1410588114105881 + Missense_MutationSNP C

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

PRAMEF2 65122 37 1 1291962312919623 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293942612939426 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2894787028947870 + Missense_MutationSNP C

PREX2 80243 37 8 6900926869009268 + Silent SNP C

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

PRDM9 56979 37 5 2352752823527528 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

KDM6B 23135 37 17 7749954 7749954 + Missense_MutationSNP C

SMARCA2 6595 37 9 2039593 2039593 + Silent SNP G

PRAMEF4 400735 37 1 1293981512939815 + Silent SNP G

PRAMEF4 400735 37 1 1293979412939794 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TPTE 7179 37 21 1097000810970008 + Splice_Site SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

KLF4 9314 37 9 1.1E+08 1.1E+08 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

FAM161B 145483 37 14 7441669874416698 + Missense_MutationSNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

RIPK3 11035 37 14 2480556024805560 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A



CLOCK 9575 37 4 5631090856310908 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

PTPN13 0 37 4 8762262487622624 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

LRRIQ3 127255 37 1 7464840874648408 + Missense_MutationSNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

HELZ2 85441 37 20 6219489062194890 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

KLF1 10661 37 19 1299692912996929 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1452496614524966 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

POTEC 388468 37 18 1454264814542648 + Missense_MutationSNP C

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360954123609541 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T



RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

LRRIQ3 127255 37 1 7450731574507315 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10394 10394 + Silent SNP C

COBL 23242 37 7 5109611751096117 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

CHD2 1106 37 15 9355795493557954 + Missense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

SMARCA4 6597 37 19 1110199311101993 + Silent SNP G

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

EGFR 1956 37 7 5523887455238874 + Silent SNP T

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

PRB2 653247 37 12 1154639511546395 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

NF1 4763 37 17 2948310829483108 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF18391003 37 1 1347493413474934 + Missense_MutationSNP G

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TUBB8 347688 37 10 93978 93978 + Silent SNP G

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

DDR1 780 37 6 3086488330864883 + Silent SNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

COBL 23242 37 7 5109614751096147 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G



TPTE2 93492 37 13 2003865820038658 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PRDM2 7799 37 1 1410793214107932 + Silent SNP C

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP T

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

PREX2 80243 37 8 6904640969046409 + Silent SNP G

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

PTPN13 0 37 4 8767418387674183 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

APOBR 55911 37 16 2850950928509509 + Silent SNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Silent SNP A

ALPK2 115701 37 18 5624681856246818 + Missense_MutationSNP G

CDC27 996 37 17 4519834345198343 + Silent SNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

CDC27 996 37 17 4521468545214685 + Silent SNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G



AC074212.3 0 37 19 4626496346264963 + Silent SNP C

MEGF8 1954 37 19 4287489442874894 + Silent SNP C

FGFR3 2261 37 4 1806629 1806629 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

LRRIQ3 127255 37 1 7450694274506942 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

ATXN1 6310 37 6 1632790316327903 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TUBB4B 10383 37 9 1.4E+08 1.4E+08 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

GOLGA8S 0 37 15 2361013023610130 + Missense_MutationSNP C

ERBB2 2064 37 17 3788417637884176 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

NRG1 3084 37 8 3260025532600255 + Missense_MutationSNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEH 23784 37 22 1627922216279222 + Missense_MutationSNP T

GAB2 9846 37 11 7793616677936166 + Silent SNP A

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

APC 324 37 5 1.12E+08 1.12E+08 + Splice_Site SNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905606879056068 + Silent SNP C

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T



TUBB4A 10382 37 19 6495223 6495223 + Silent SNP C

ZNF48 197407 37 16 3040896130408961 + Silent SNP C

MT-ATP6 4508 37 MT 9196 9196 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KCNA6 3742 37 12 4919359 4919359 + Missense_MutationSNP G

OLFM4 10562 37 13 5360307753603077 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7905931879059318 + Missense_MutationSNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4286101642861016 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-CYB 4519 37 MT 15511 15511 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

ALPK2 115701 37 18 5620383756203837 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

MEGF8 1954 37 19 4285717942857179 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

KCNA7 3743 37 19 4957351849573518 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

CTNND2 1501 37 5 1098192110981921 + Silent SNP A

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

PAGE1 8712 37 X 4945878149458781 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G



PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP T

PRDM9 56979 37 5 2352752823527528 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

SACS 26278 37 13 2390916223909162 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ALPK2 115701 37 18 5620223156202231 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A

KDM6B 23135 37 17 7752523 7752523 + Missense_MutationSNP A

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

MT-ND1 4535 37 MT 3483 3483 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

MT-ND2 4536 37 MT 4732 4732 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1956603619566036 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

TNRC18 84629 37 7 5352949 5352949 + Missense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CCNT1 904 37 12 4911037849110378 + Silent SNP A

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

EGFR 1956 37 7 5523808755238087 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14182 14182 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

PRAMEF2 65122 37 1 1291908112919081 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

PRAMEF11440560 37 1 1288531812885318 + Missense_MutationSNP C



NBEA 26960 37 13 3624251336242513 + Silent SNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

NCOA3 8202 37 20 4627986046279860 + Silent SNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SCN10A 6336 37 3 3876386338763863 + Silent SNP G



LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

DENND4B 9909 37 1 1.54E+08 1.54E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TRAF7 84231 37 16 2226146 2226146 + Missense_MutationSNP A

PREX2 80243 37 8 6904640969046409 + Silent SNP G

MT-CO2 4513 37 MT 7768 7768 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

PRAMEF13400736 37 1 1344830313448303 + Missense_MutationSNP A

APOBR 55911 37 16 2850687228506872 + Silent SNP A

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

CCNB1 891 37 5 6847124768471247 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

POTEH 23784 37 22 1628764916287649 + Silent SNP G

ALPK2 115701 37 18 5620476856204768 + Missense_MutationSNP G

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

GOLGA6B 55889 37 15 7295680072956800 + Missense_MutationSNP G

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

MED12 9968 37 X 7036116370361163 + Missense_MutationSNP G



MEGF8 1954 37 19 4285254942852549 + Silent SNP C

SMARCA4 6597 37 19 1110199311101993 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

BBS2 583 37 16 5653380456533804 + Silent SNP T

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

KMT2D 8085 37 12 4943390649433906 + Silent SNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

MT-ND5 4540 37 MT 13637 13637 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MT-ND5 4540 37 MT 13617 13617 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CDC27 996 37 17 4521935445219354 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

BRCA2 675 37 13 3291229932912299 + Silent SNP T

PRB1 5542 37 12 1150630311506303 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

CACNA1C 775 37 12 2774833 2774833 + Silent SNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ZNF79 7633 37 9 1.3E+08 1.3E+08 + Missense_MutationSNP A

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

CHD5 26038 37 1 6190315 6190315 + Silent SNP C

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRAMEF4 400735 37 1 1293949512939495 + Missense_MutationSNP A



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRAMEF18391003 37 1 1347497413474974 + Silent SNP G

PRAMEF12390999 37 1 1283516812835168 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

POTEG 404785 37 14 1955352419553524 + Silent SNP G

PRAMEF12390999 37 1 1283747512837475 + Missense_MutationSNP C

CHERP 10523 37 19 1664054416640544 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP A

DMD 1756 37 X 3248675632486756 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360653223606532 + Missense_MutationSNP C

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

RP13-996F3.50 37 15 8293480882934808 + Missense_MutationSNP G

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

PTPN13 0 37 4 8773098087730980 + Missense_MutationSNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

WNK1 65125 37 12 987470 987470 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

ZNF436 80818 37 1 2368908323689083 + Silent SNP G

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

CRIPAK 285464 37 4 1389076 1389076 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A



PRAMEF18391003 37 1 1347493413474934 + Missense_MutationSNP G

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

GOLGA6B 55889 37 15 7295680072956800 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

APOBR 55911 37 16 2850642828506428 + Silent SNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

TRAF7 84231 37 16 2225556 2225556 + Missense_MutationSNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4285879342858793 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PRAMEF12390999 37 1 1283515812835158 + Missense_MutationSNP G

DMD 1756 37 X 3198660731986607 + Missense_MutationSNP G

MEGF8 1954 37 19 4285717942857179 + Silent SNP C

HAX1 10456 37 1 1.54E+08 1.54E+08 +Nonsense_MutationSNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

ZNF71 58491 37 19 5713363357133633 + Silent SNP C

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

TSC2 7249 37 16 2126141 2126141 + Missense_MutationSNP C

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A



ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

PRAMEF2 65122 37 1 1291909512919095 + Silent SNP A

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

AKT1 207 37 14 1.05E+08 1.05E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

RABEP1 9135 37 17 5271763 5271763 + Splice_Site SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

NF1 4763 37 17 2949695729496957 + Missense_MutationSNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293950412939504 + Missense_MutationSNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

TNRC18 84629 37 7 5352949 5352949 + Missense_MutationSNP G

CRIPAK 285464 37 4 1388428 1388428 + Silent SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

POTEG 404785 37 14 1955349419553494 + Silent SNP G

ALPK2 115701 37 18 5620484256204842 + Silent SNP T

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

FAS 355 37 10 9076868090768680 + Silent SNP G

SLTM 79811 37 15 5917596559175965 + Silent SNP A

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

MEGF8 1954 37 19 4285254942852549 + Silent SNP C

SLCO1B1 10599 37 12 2132760121327601 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

PRAMEF12390999 37 1 1283747112837471 + Missense_MutationSNP A

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

PRAMEF2 65122 37 1 1291889112918891 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G



CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

CRIPAK 285464 37 4 1389097 1389097 + Missense_MutationSNP G

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

MYL1 4632 37 2 2.11E+08 2.11E+08 + Missense_MutationSNP T

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

POTEH 23784 37 22 1628764916287649 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

GOLGA8M 653720 37 15 2894739428947394 + Silent SNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

PRDM2 7799 37 1 1407588014075880 + Silent SNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293953512939535 + Missense_MutationSNP C

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

NCOA3 8202 37 20 4627986046279860 + Silent SNP G

POTEM 641455 37 14 2001998420019984 + Silent SNP G

PRAMEF4 400735 37 1 1294224412942244 + Silent SNP A

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

PRAMEF2 65122 37 1 1291911112919111 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

BAP1 8314 37 3 5244126952441269 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

KDM4E 390245 37 11 9476022394760223 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Splice_Site SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1451367514513675 + Missense_MutationSNP T

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

PRAMEF26645359 37 1 1321957513219575 +Nonsense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C

PSD2 84249 37 5 1.39E+08 1.39E+08 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

POTEG 404785 37 14 1955349419553494 + Silent SNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A



POTEG 404785 37 14 1955377119553771 + Missense_MutationSNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

PRAMEF2 65122 37 1 1291908112919081 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

SPTBN5 51332 37 15 4217148342171483 + Missense_MutationSNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

WNK1 65125 37 12 988894 988894 + Silent SNP G

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP C

SLTM 79811 37 15 5917926459179264 + Silent SNP G

MTOR 2475 37 1 1119064611190646 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

RP11-385D13.10 37 17 1551717415517174 + Missense_MutationSNP G

CDC27 996 37 17 4521935445219354 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9527 9527 + Silent SNP C

TPTE 7179 37 21 1092011510920115 + Missense_MutationSNP T

AC074212.3 0 37 19 4626496346264963 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

KDM4E 390245 37 11 9475898194758981 + Missense_MutationSNP A

NUP155 9631 37 5 3733179537331795 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

TPTE 7179 37 21 1097000810970008 + Splice_Site SNP C



APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ZNF394 84124 37 7 9909160899091608 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

PRDM2 7799 37 1 1410897514108975 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

MT-ND2 4536 37 MT 4793 4793 + Missense_MutationSNP A

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

DLC1 10395 37 8 1335717613357176 + Silent SNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

MEGF8 1954 37 19 4284045142840451 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

GOLGA8M 653720 37 15 2895036228950362 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G



DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

SACS 26278 37 13 2390571123905711 + Silent SNP A

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

ESRP1 54845 37 8 9565849595658495 + Missense_MutationSNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Splice_Site SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

DDR1 780 37 6 3085885730858857 + Silent SNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

GOLGA8S 0 37 15 2360653223606532 + Missense_MutationSNP C

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

MYBL1 4603 37 8 6748838867488388 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C



PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

MT-CO2 4513 37 MT 8026 8026 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

NDRG2 57447 37 14 2148638721486387 + Silent SNP G

PRAMEF1 65121 37 1 1285406812854068 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

NCOA6 23054 37 20 3334574733345747 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

SLTM 79811 37 15 5917596559175965 + Silent SNP A

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

AC087645.1 0 37 17 7621973976219739 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

TMCC2 9911 37 1 2.05E+08 2.05E+08 + Silent SNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

SMARCA2 6595 37 9 2110376 2110376 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

CDC27 996 37 17 4525895145258951 + Missense_MutationSNP A

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13780 13780 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

CDC27 996 37 17 4525895445258954 + Missense_MutationSNP A



ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

MT-ND4 4538 37 MT 10819 10819 + Silent SNP A

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MT-ND5 4540 37 MT 12892 12892 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MT-ND2 4536 37 MT 4529 4529 + Silent SNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

NBEA 26960 37 13 3622987336229873 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PEX1 5189 37 7 9213249392132493 + Missense_MutationSNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962589229625892 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

SMARCA4 6597 37 19 1110199311101993 + Silent SNP G

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-CYB 4519 37 MT 15043 15043 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C



SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

CDC27 996 37 17 4524933045249330 + Silent SNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP A

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MT-ND3 4537 37 MT 10238 10238 + Silent SNP T

MT-ND5 4540 37 MT 12501 12501 + Missense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

TUBB6 84617 37 18 1232537012325370 + Silent SNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

TERT 0 37 5 1279505 1279505 + Silent SNP G

PRAMEF26645359 37 1 1321956513219565 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

ALPK2 115701 37 18 5624740456247404 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

PREX2 80243 37 8 6904640969046409 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

SACS 26278 37 13 2391267823912678 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-CO1 4512 37 MT 6323 6323 + Silent SNP A

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

MT-ATP8 4509 37 MT 8519 8519 + Missense_MutationSNP G

CDC27 996 37 17 4525897145258971 + Silent SNP A

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A



CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

TERT 0 37 5 1294166 1294166 + Missense_MutationSNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

CCNB1 891 37 5 6847124768471247 + Silent SNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

MT-CO2 4513 37 MT 8251 8251 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

COBL 23242 37 7 5109681951096819 + Silent SNP C

CHD2 1106 37 15 9344817393448173 + Missense_MutationSNP G

TRAF7 84231 37 16 2226309 2226309 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

DLC1 10395 37 8 1295802512958025 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T



SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

ATXN1 6310 37 6 1632702516327025 + Missense_MutationSNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

PRAMEF4 400735 37 1 1293949512939495 + Missense_MutationSNP A

SMARCA4 6597 37 19 1109859611098596 + Missense_MutationSNP T

PRAMEF12390999 37 1 1283516812835168 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRAMEF12390999 37 1 1283747512837475 + Missense_MutationSNP C

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Silent SNP A

DDR1 780 37 6 3085885730858857 + Silent SNP C

TUBB8 347688 37 10 93778 93778 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1294299012942990 + Missense_MutationSNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

PRAMEF11440560 37 1 1288735912887359 +Nonsense_MutationSNP A

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

ZNF48 197407 37 16 3040896130408961 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1956603619566036 + Silent SNP C

TERT 0 37 5 1293767 1293767 + Missense_MutationSNP G

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

GCC2 9648 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

EGFR 1956 37 7 5523808755238087 + Silent SNP C

TPTE2 93492 37 13 2004819720048197 + Silent SNP C

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

SMARCA4 6597 37 19 1110199311101993 + Silent SNP G

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

PPP1R3F 89801 37 X 4912665649126656 + Silent SNP C

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

BRCA2 675 37 13 3291466432914664 + Missense_MutationSNP T

COBL 23242 37 7 5109608851096088 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551089815510898 + Missense_MutationSNP G

ERBB2 2064 37 17 3787958537879585 + Missense_MutationSNP A

PRAMEF12390999 37 1 1283515812835158 + Missense_MutationSNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

TUBB8 347688 37 10 94025 94025 + Missense_MutationSNP T

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

CAST 831 37 5 9603156996031569 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T



SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

CCDC30 728621 37 1 4305503643055036 + Missense_MutationSNP G

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

COQ6 51004 37 14 7442800074428000 + Missense_MutationSNP A

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

MAP3K1 4214 37 5 5617784356177843 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

PRAMEF12390999 37 1 1283747112837471 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

SACS 26278 37 13 2390916223909162 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

SLCO1B1 10599 37 12 2137008221370082 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

MT-ND2 4536 37 MT 5302 5302 + Missense_MutationSNP T



APOBR 55911 37 16 2850806928508069 + Silent SNP C

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

GOLGA6B 55889 37 15 7295366772953667 + Silent SNP G

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

ATXN2 6311 37 12 1.12E+08 1.12E+08 + Silent SNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

PRSS3 5646 37 9 3379904733799047 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PRAMEF2 65122 37 1 1291889112918891 + Silent SNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850950928509509 + Silent SNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRAMEF4 400735 37 1 1293953512939535 + Missense_MutationSNP C

TPTE 7179 37 21 1094466810944668 + Splice_Site SNP C

MYBL1 4603 37 8 6748850967488509 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293949512939495 + Missense_MutationSNP A

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRAMEF18391003 37 1 1347497413474974 + Silent SNP G

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

PRAMEF12390999 37 1 1283516812835168 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

PRAMEF12390999 37 1 1283747512837475 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

CDC27 996 37 17 4521458245214582 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP T



FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

KDM6B 23135 37 17 7750903 7750903 + Missense_MutationSNP T

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

PTPN13 0 37 4 8773222887732228 + Missense_MutationSNP G

DDR1 780 37 6 3085707230857072 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP C

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

MT-CO1 4512 37 MT 6776 6776 + Silent SNP T

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

BRCA2 675 37 13 3297262632972626 +Nonsense_MutationSNP A

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

CDC27 996 37 17 4524930645249306 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

NBEA 26960 37 13 3622987336229873 + Silent SNP C

PRKAR1A 5573 37 17 6651162766511627 + Silent SNP G

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

CDC27 996 37 17 4522128645221286 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2004819720048197 + Silent SNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP T

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G



ESRP1 54845 37 8 9565559695655596 + Silent SNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

GOLGA8S 0 37 15 2361013023610130 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP C

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

PRAMEF12390999 37 1 1283515812835158 + Missense_MutationSNP G

TERT 0 37 5 1255520 1255520 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MT-CYB 4519 37 MT 15658 15658 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G



ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP A

PREX2 80243 37 8 6904640969046409 + Silent SNP G

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MT-ND3 4537 37 MT 10095 10095 + Silent SNP C

GCC2 9648 37 2 1.09E+08 1.09E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12957 12957 + Silent SNP T

ADAMTS7 11173 37 15 7905897479058974 + Silent SNP G

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13902 13902 + Silent SNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

FBXW10 10517 37 17 1867012818670128 +Nonsense_MutationSNP C

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SIK3 23387 37 11 1.17E+08 1.17E+08 + Silent SNP T

PRAMEF12390999 37 1 1283747112837471 + Missense_MutationSNP A

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

POTEF 728378 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CDC27 996 37 17 4524933045249330 + Silent SNP T

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

CAST 831 37 5 9603156996031569 + Silent SNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A



RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

KMT2D 8085 37 12 4942791949427919 + Silent SNP T

PLAT 5327 37 8 4204496542044965 + Missense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

PBRM1 55193 37 3 5263763152637631 + Silent SNP T

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293953512939535 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293949512939495 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRAMEF18391003 37 1 1347497413474974 + Silent SNP G

ADAMTS7 11173 37 15 7905910279059102 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

KDM6B 23135 37 17 7750936 7750936 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MT-ND5 4540 37 MT 13780 13780 + Missense_MutationSNP A

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

MT-ATP6 4508 37 MT 8848 8848 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

KDM6B 23135 37 17 7749954 7749954 + Missense_MutationSNP C

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T



MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

NBEA 26960 37 13 3564495235644952 + Silent SNP A

ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

PRAMEF1 65121 37 1 1285347512853475 + Silent SNP G

MT-ND5 4540 37 MT 13437 13437 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRAMEF18391003 37 1 1347493413474934 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

DDR1 780 37 6 3086031330860313 + Missense_MutationSNP A

GAB2 9846 37 11 7793034577930345 + Silent SNP T

RP11-683L23.10 37 18 48098 48098 + Silent SNP G

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

KDM4E 390245 37 11 9475940194759401 + Missense_MutationSNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MT-CO2 4513 37 MT 8143 8143 + Silent SNP T

MT-CO2 4513 37 MT 7830 7830 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

NBEA 26960 37 13 3573597635735976 + Silent SNP A

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C



NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SMARCA4 6597 37 19 1114569111145691 + Silent SNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

PRAME 23532 37 22 2289231422892314 + Missense_MutationSNP G

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

MT-ND3 4537 37 MT 10238 10238 + Silent SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

MT-ND5 4540 37 MT 12501 12501 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620479656204796 + Missense_MutationSNP T

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

FGFR3 2261 37 4 1806629 1806629 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

MLLT3 4300 37 9 2041438220414382 + Silent SNP G

MTOR 2475 37 1 1119064611190646 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

TERT 0 37 5 1279505 1279505 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

KDM4D 55693 37 11 9473137694731376 + Silent SNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

TSC1 0 37 9 1.36E+08 1.36E+08 + Silent SNP G

MLLT3 4300 37 9 2041433720414337 + Silent SNP G

CHD3 1107 37 17 7806380 7806380 + Splice_Site SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1293953512939535 + Missense_MutationSNP C

NF2 4771 37 22 3005425430054254 + Splice_Site SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T



SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

SMARCA2 6595 37 9 2186224 2186224 + Silent SNP C

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

MT-ND5 4540 37 MT 12561 12561 + Silent SNP G

NRG1 3084 37 8 3262129532621295 + Missense_MutationSNP G

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

MT-ND5 4540 37 MT 13215 13215 + Silent SNP T

MT-ATP6 4508 37 MT 9169 9169 + Missense_MutationSNP A

RP11-683L23.10 37 18 47973 47973 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

GAB2 9846 37 11 7793780077937800 + Silent SNP G

KDM4E 390245 37 11 9475972694759726 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

FRG1B 0 37 20 2962322029623220 + Missense_MutationSNP T

PREX2 80243 37 8 6900926869009268 + Silent SNP C

ALPK2 115701 37 18 5620479456204794 + Silent SNP C

DLC1 10395 37 8 1335750213357502 + Missense_MutationSNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

XAGE3 170626 37 X 5289608552896085 + Splice_Site SNP A

PRAMEF1 65121 37 1 1285596212855962 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

FRG1B 0 37 20 2962589229625892 + Missense_MutationSNP T

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

APOBR 55911 37 16 2850806928508069 + Silent SNP C

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C



TERT 0 37 5 1294166 1294166 + Missense_MutationSNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

TSC2 7249 37 16 2134446 2134446 + Missense_MutationSNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

RAG1 5896 37 11 3659773436597734 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9947 9947 + Silent SNP G

PRAMEF11440560 37 1 1288854612888546 +De_novo_Start_InFrameSNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

SLTM 79811 37 15 5918255259182552 + Missense_MutationSNP A

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A

POTEE 445582 37 2 1.32E+08 1.32E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C



PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

PRDM2 7799 37 1 1407588014075880 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

ADAMTS7 11173 37 15 7905612279056122 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

SACS 26278 37 13 2391182023911820 + Silent SNP A

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

PREX2 80243 37 8 6886472868864728 + Silent SNP G

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SMARCA4 6597 37 19 1116951411169514 + Silent SNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

POTEC 388468 37 18 1453498014534980 + Silent SNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

DRAXIN 374946 37 1 1176673911766739 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MAP3K1 4214 37 5 5616871256168712 + Silent SNP C

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

LST3 0 37 12 2124300121243001 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

PRAMEF26645359 37 1 1321930813219308 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

TSC2 7249 37 16 2136259 2136259 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

RICTOR 253260 37 5 3894244938942449 + Missense_MutationSNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ACAN 176 37 15 8938226189382261 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

HELZ2 85441 37 20 6219446462194464 + Missense_MutationSNP G

ZNF133 7692 37 20 1829607618296076 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C



CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T

EGFR 1956 37 7 5523814755238147 + Silent SNP G

ARHGEF2864283 37 5 7312816673128166 + Missense_MutationSNP G

LZTR1 8216 37 22 2135154321351543 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

TUBB3 10381 37 16 9000207490002074 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

TSC2 7249 37 16 2134492 2134492 + Silent SNP G

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

GOLGA8O 728047 37 15 3273873232738732 + Silent SNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ZNF394 84124 37 7 9909154399091543 + Missense_MutationSNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TUBB8 347688 37 10 93978 93978 + Silent SNP G

PRAMEF2 65122 37 1 1291908112919081 + Missense_MutationSNP C

PRAME 23532 37 22 2289234222892342 + Silent SNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

ADAMTS7 11173 37 15 7905798979057989 + Missense_MutationSNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T



SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP A

PRB1 5542 37 12 1150683011506830 + Silent SNP T

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15838 15838 + Silent SNP C

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

KMT2D 8085 37 12 4943492449434924 + Missense_MutationSNP G

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

DLC1 10395 37 8 1295814512958145 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

MAP3K1 4214 37 5 5617811156178111 + Silent SNP A

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

CAST 831 37 5 9605838296058382 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

GOLGA8J 653073 37 15 3038427930384279 + Silent SNP G

TSC2 7249 37 16 2110795 2110795 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13934 13934 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP T

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

EGFR 1956 37 7 5523308955233089 + Silent SNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

KMT2B 9757 37 19 3622908736229087 + Missense_MutationSNP G

HELZ2 85441 37 20 6219737062197370 + Silent SNP G



RPL14 9045 37 3 4050350640503506 + Missense_MutationSNP C

ATRX 546 37 X 7685602176856021 + Missense_MutationSNP T

FRMPD3 84443 37 X 1.07E+08 1.07E+08 + Silent SNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP A

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

APOBR 55911 37 16 2850844728508447 + Silent SNP A

PTPN13 0 37 4 8768574987685749 + Missense_MutationSNP T

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

MT-ATP8 4509 37 MT 8460 8460 + Missense_MutationSNP A

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

APOBR 55911 37 16 2850804828508048 + Silent SNP A

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

MEGF8 1954 37 19 4287300142873001 + Missense_MutationSNP C

TPTE 7179 37 21 1094466810944668 + Splice_Site SNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP T

KDM4B 23030 37 19 5047549 5047549 + Silent SNP C

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

TUBB3 10381 37 16 9000156190001561 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

DMD 1756 37 X 3259193132591931 + Silent SNP T

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

PRAMEF26645359 37 1 1321911713219117 + Silent SNP T

WNK1 65125 37 12 988894 988894 + Silent SNP G

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

SLCO1B1 10599 37 12 2133154921331549 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C



LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP T

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

KDM4E 390245 37 11 9476015394760153 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

MTOR 2475 37 1 1118459311184593 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP A

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

ACAN 176 37 15 8939051389390513 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

PRDM2 7799 37 1 1410793214107932 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

TUBB8 347688 37 10 93400 93400 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C



PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

TUBB8 347688 37 10 93287 93287 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

UNC13D 201294 37 17 7384032073840320 + Silent SNP C

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

UNC13D 201294 37 17 7384039573840395 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

FGFR4 2264 37 5 1.77E+08 1.77E+08 + Silent SNP C

POTEC 388468 37 18 1454264814542648 + Missense_MutationSNP C

MTOR 2475 37 1 1119064611190646 + Silent SNP G

POTEG 404785 37 14 1955375219553752 + Silent SNP C

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

TUBB8 347688 37 10 93345 93345 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

LRRIQ3 127255 37 1 7464837974648379 + Missense_MutationSNP C

EGFR 1956 37 7 5523808755238087 + Silent SNP C

SLTM 79811 37 15 5918074859180748 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

WI2-3308P17.20 37 1 1305287613052876 +Nonsense_MutationSNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP C

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP C

CTAGE1 64693 37 18 1999573919995739 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

TUBB8 347688 37 10 93218 93218 + Missense_MutationSNP T

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 9137 9137 + Missense_MutationSNP T

NF2 4771 37 22 3003825930038259 +Nonsense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

EP400 57634 37 12 1.33E+08 1.33E+08 + Silent SNP G

ZNF543 125919 37 19 5784007257840072 + Silent SNP A

WNK1 65125 37 12 988894 988894 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

GOLGA8H 728498 37 15 3090606630906066 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

CTNND2 1501 37 5 1108285111082851 + Silent SNP C

ARID1B 57492 37 6 1.57E+08 1.57E+08 + Missense_MutationSNP A



ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

ACAN 176 37 15 8939524589395245 + Silent SNP G

MTOR 2475 37 1 1118132711181327 + Silent SNP C

MT-ND4 4538 37 MT 11404 11404 + Nonstop_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

PRAMEF2 65122 37 1 1291962312919623 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

MT-CO3 4514 37 MT 9667 9667 + Missense_MutationSNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP T

WNK1 65125 37 12 1005644 1005644 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

TUBB8 347688 37 10 93257 93257 + Missense_MutationSNP G

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291906412919064 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

ATRX 546 37 X 7690776976907769 + Silent SNP T

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

ACAN 176 37 15 8940068089400680 + Missense_MutationSNP A

PRB3 5544 37 12 1142089311420893 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

EGFR 1956 37 7 5523308955233089 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

HELZ2 85441 37 20 6219193762191937 + Silent SNP G

BRCA2 675 37 13 3291229932912299 + Silent SNP T

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

RABEP1 9135 37 17 5264916 5264916 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C



ACAN 176 37 15 8938890589388905 + Silent SNP C

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

DLC1 10395 37 8 1295802512958025 + Silent SNP C

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

RP11-683L23.10 37 18 48112 48112 + Missense_MutationSNP C

PREX2 80243 37 8 6886472868864728 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2894742528947425 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

DLC1 10395 37 8 1335706713357067 + Missense_MutationSNP A

RP11-683L23.10 37 18 48220 48220 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1294172312941723 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

CRIPAK 285464 37 4 1389076 1389076 + Silent SNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

DMD 1756 37 X 3149639831496398 + Missense_MutationSNP T

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

UNC13D 201294 37 17 7383852273838522 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

ATP6V1C2 245973 37 2 1092335310923353 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

FRG1B 0 37 20 2962840629628406 + Missense_MutationSNP A

TUBB4A 10382 37 19 6495589 6495589 + Silent SNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

WNK1 65125 37 12 971291 971291 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP T

PTPN13 0 37 4 8762262487622624 + Missense_MutationSNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G



ARHGEF2864283 37 5 7318191373181913 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

MT-CO2 4513 37 MT 7966 7966 + Silent SNP C

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

GNL3 26354 37 3 5272773652727736 + Silent SNP A

PRAMEF2 65122 37 1 1292138612921386 + Missense_MutationSNP G

PBRM1 55193 37 3 5266863852668638 + Silent SNP G

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

LZTR1 8216 37 22 2134714221347142 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

MTOR 2475 37 1 1119064611190646 + Silent SNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

TUBB8 347688 37 10 93778 93778 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

EGFR 1956 37 7 5523308955233089 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-ND5 4540 37 MT 12612 12612 + Silent SNP A

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14798 14798 + Missense_MutationSNP T



CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP G

TUBB8 347688 37 10 93987 93987 + Silent SNP T

MT-ND6 4541 37 MT 14332 14332 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POTEC 388468 37 18 1454264814542648 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

ZNF169 169841 37 9 9706298197062981 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13708 13708 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-CO3 4514 37 MT 9497 9497 + Silent SNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

TUBB8 347688 37 10 94025 94025 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP G

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

SMARCB1 6598 37 22 2414320024143200 + Silent SNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

APOBR 55911 37 16 2850809428508094 + Missense_MutationSNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

TSC2 7249 37 16 2110805 2110805 + Silent SNP G

ATXN2 6311 37 12 1.12E+08 1.12E+08 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

PRB4 5545 37 12 1146164711461647 + Missense_MutationSNP T



APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

NFKBIZ 64332 37 3 1.02E+08 1.02E+08 + Missense_MutationSNP G

FBXW10 10517 37 17 1867196118671961 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

GAB4 128954 37 22 1745095217450952 + Missense_MutationSNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

SCN10A 6336 37 3 3874000138740001 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

CHEK2 11200 37 22 2913045629130456 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MTOR 2475 37 1 1118132711181327 + Silent SNP C

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

SCN3A 6328 37 2 1.66E+08 1.66E+08 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

PRAMEF13400736 37 1 1344830313448303 + Missense_MutationSNP A

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

MT-ND1 4535 37 MT 3394 3394 + Missense_MutationSNP T

SUFU 51684 37 10 1.04E+08 1.04E+08 + Silent SNP T

ZNF384 0 37 12 6777152 6777152 + Missense_MutationSNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

ZNF12 7559 37 7 6731672 6731672 + Missense_MutationSNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

GOLGA8M 653720 37 15 2894766028947660 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620247056202470 + Missense_MutationSNP G

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C



CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

TPTE 7179 37 21 1094292310942923 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

KDM5C 8242 37 X 5322602653226026 + Silent SNP T

MT-ND6 4541 37 MT 14198 14198 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

PBRM1 55193 37 3 5266877652668776 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP C

FUBP1 8880 37 1 7843039178430391 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

KMT2D 8085 37 12 4942791949427919 + Silent SNP T

GAB4 128954 37 22 1745092917450929 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G



TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RP11-683L23.10 37 18 47629 47629 + Missense_MutationSNP T

MT-CYB 4519 37 MT 15115 15115 + Silent SNP T

ERBB3 2065 37 12 5648261456482614 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

BRCA2 675 37 13 3291146332911463 + Missense_MutationSNP A

MT-ND5 4540 37 MT 14016 14016 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

DDR1 780 37 6 3085707230857072 + Silent SNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP C

ARID2 196528 37 12 4628558546285585 + Missense_MutationSNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1956603619566036 + Silent SNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

MT-ND1 4535 37 MT 4104 4104 + Silent SNP A

KDM4E 390245 37 11 9475884694758846 + Missense_MutationSNP A

HELZ2 85441 37 20 6219756862197568 + Silent SNP G

POTEC 388468 37 18 1453498014534980 + Silent SNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

BRCA2 675 37 13 3291275032912750 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MT-ND5 4540 37 MT 13650 13650 + Silent SNP C

MT-ND2 4536 37 MT 5046 5046 + Missense_MutationSNP G

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

LST3 0 37 12 2124300121243001 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ST6GALNAC581849 37 1 7733426877334268 + Silent SNP G

MT-CO1 4512 37 MT 7146 7146 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T



KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

SLCO1B3 28234 37 12 2103247521032475 + Missense_MutationSNP C

MT-ND5 4540 37 MT 12519 12519 + Silent SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Missense_MutationSNP A

CCNB1 891 37 5 6847124768471247 + Silent SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP G

NBEA 26960 37 13 3622987336229873 + Silent SNP C

COBL 23242 37 7 5109721651097216 + Missense_MutationSNP G

MT-CO1 4512 37 MT 6548 6548 + Silent SNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

ADAMTS7 11173 37 15 7905897479058974 + Silent SNP G

MT-CO2 4513 37 MT 7867 7867 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-ND1 4535 37 MT 3693 3693 + Silent SNP G

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

MT-CO1 4512 37 MT 7389 7389 + Missense_MutationSNP T

ZNF169 169841 37 9 9706362897063628 + Missense_MutationSNP G

MT-ND2 4536 37 MT 5036 5036 + Nonstop_MutationSNP A

MT-ND4L 4539 37 MT 10688 10688 + Silent SNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

MT-ND4 4538 37 MT 10810 10810 + Silent SNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

TRAF7 84231 37 16 2225556 2225556 + Missense_MutationSNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

BRCA2 675 37 13 3290698032906980 + Silent SNP A

MT-CO1 4512 37 MT 6827 6827 + Silent SNP T

KCNA5 3741 37 12 5153694 5153694 + Silent SNP C

MT-CO1 4512 37 MT 6989 6989 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

PRAMEF1 65121 37 1 1285572012855720 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

POTEB2 1E+08 37 15 2105119721051197 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

TSHZ3 57616 37 19 3177021331770213 + Silent SNP G

RP11-683L23.10 37 18 48228 48228 + Missense_MutationSNP G

KLF1 10661 37 19 1299673312996733 + Missense_MutationSNP G



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

TUBB8 347688 37 10 93978 93978 + Silent SNP G

ROS1 6098 37 6 1.18E+08 1.18E+08 + Splice_Site SNP C

MT-ND6 4541 37 MT 14560 14560 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

MT-CO1 4512 37 MT 7256 7256 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MT-ND4 4538 37 MT 10873 10873 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

MT-ND2 4536 37 MT 5393 5393 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

COBL 23242 37 7 5109614751096147 + Silent SNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

MT-ND5 4540 37 MT 13506 13506 + Silent SNP C

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

HELZ2 85441 37 20 6219423862194238 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

CAST 831 37 5 9603156996031569 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

MAP3K1 4214 37 5 5617784356177843 + Missense_MutationSNP C

BRCA2 675 37 13 3291072132910721 + Silent SNP T

CTNND2 1501 37 5 1139718811397188 + Silent SNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

SACS 26278 37 13 2391182023911820 + Silent SNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T



ZNF133 7692 37 20 1829719318297193 + Silent SNP T

SCN10A 6336 37 3 3874000138740001 + Silent SNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MT-ND1 4535 37 MT 3666 3666 + Silent SNP G

PREX2 80243 37 8 6904640969046409 + Silent SNP G

MT-ATP6 4508 37 MT 8701 8701 + Missense_MutationSNP A

MT-CO1 4512 37 MT 7055 7055 + Silent SNP A

CSMD1 64478 37 8 3216779 3216779 + Silent SNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

RP11-683L23.10 37 18 47941 47941 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13789 13789 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

HELZ2 85441 37 20 6219451062194510 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

ATXN1 6310 37 6 1632790316327903 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

MT-ATP8 4509 37 MT 8468 8468 + Silent SNP C

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14203 14203 + Silent SNP A

MT-ND5 4540 37 MT 13880 13880 + Missense_MutationSNP C

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

RPL14 9045 37 3 4050350640503506 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

ATP6V1C2 245973 37 2 1091781510917815 + Silent SNP C

MT-ND1 4535 37 MT 3594 3594 + Silent SNP C

SLTM 79811 37 15 5919178559191785 + Missense_MutationSNP C

PRAMEF1 65121 37 1 1285587812855878 + Missense_MutationSNP A

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

MT-CO3 4514 37 MT 9540 9540 + Silent SNP T

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

PRB4 5545 37 12 1146164711461647 + Missense_MutationSNP T

POTEC 388468 37 18 1451367514513675 + Missense_MutationSNP T

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G



BRCA2 675 37 13 3290648032906480 + Missense_MutationSNP A

AC074212.3 0 37 19 4626496346264963 + Silent SNP C

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

MT-ND5 4540 37 MT 13105 13105 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

HELZ2 85441 37 20 6219572662195726 + Silent SNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5263763152637631 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ALPK2 115701 37 18 5620308456203084 + Silent SNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

NDRG2 57447 37 14 2149027521490275 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

ARHGEF2864283 37 5 7304881973048819 + Silent SNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

KCNA5 3741 37 12 5154174 5154174 + Silent SNP G

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

TUBB8 347688 37 10 93505 93505 + Missense_MutationSNP C

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP G

MT-CYB 4519 37 MT 14769 14769 + Missense_MutationSNP A

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

APOBR 55911 37 16 2850950928509509 + Silent SNP G

NCOA3 8202 37 20 4627986646279866 + Silent SNP A

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

MT-ND5 4540 37 MT 14040 14040 + Silent SNP G

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP C

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

TPTE 7179 37 21 1093498810934988 + Missense_MutationSNP G

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G



RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360889723608897 + Missense_MutationSNP T

GOLGA8N1.01E+08 37 15 3289028832890288 + Silent SNP T

MT-ND6 4541 37 MT 14178 14178 + Missense_MutationSNP T

MT-ND1 4535 37 MT 3308 3308 + Splice_Site SNP T

MT-CO2 4513 37 MT 8248 8248 + Missense_MutationSNP A

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SACS 26278 37 13 2392984223929842 + Silent SNP T

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

MT-ND4 4538 37 MT 11812 11812 + Silent SNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

NBEA 26960 37 13 3564495235644952 + Silent SNP A

MT-ND6 4541 37 MT 14233 14233 + Silent SNP A

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

POTEG 404785 37 14 1956603619566036 + Silent SNP C

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

SMARCB1 6598 37 22 2414314224143142 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 +Nonsense_MutationSNP A

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

MT-ND2 4536 37 MT 4917 4917 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

MET 0 37 7 1.16E+08 1.16E+08 + Missense_MutationSNP G

ZNF852 285346 37 3 4454166944541669 + Silent SNP G

NRG1 3084 37 8 3261197032611970 + Missense_MutationSNP G

MT-ND4L 4539 37 MT 10750 10750 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C



LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP C

KLF1 10661 37 19 1299692912996929 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

CAST 831 37 5 9610182296101822 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

MTOR 2475 37 1 1119064611190646 + Silent SNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

TERT 0 37 5 1254594 1254594 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

LRRIQ3 127255 37 1 7450731574507315 + Missense_MutationSNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

PBRM1 55193 37 3 5263763152637631 + Silent SNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

SMARCA4 6597 37 19 1110199311101993 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

MT-ND4 4538 37 MT 11251 11251 + Silent SNP A

NBEA 26960 37 13 3573597635735976 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 48228 48228 + Missense_MutationSNP G

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MT-ND5 4540 37 MT 13368 13368 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T



SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

MT-ND5 4540 37 MT 13471 13471 + Missense_MutationSNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

ALPK2 115701 37 18 5620479456204794 + Silent SNP C

SMARCA4 6597 37 19 1110559311105593 + Silent SNP A

MT-ND1 4535 37 MT 4216 4216 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

DLC1 10395 37 8 1295814512958145 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

ALPK2 115701 37 18 5620479656204796 + Missense_MutationSNP T

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

EGFR 1956 37 7 5522920255229202 + Silent SNP C

DMD 1756 37 X 3242986732429867 + Splice_Site SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

LRRIQ3 127255 37 1 7450694274506942 + Missense_MutationSNP G

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

FBXW10 10517 37 17 1865318818653188 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

MT-CYB 4519 37 MT 15607 15607 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP A

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

MTOR 2475 37 1 1118132711181327 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

POTEC 388468 37 18 1454309814543098 + Silent SNP C

NBEA 26960 37 13 3574768135747681 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

MT-CYB 4519 37 MT 15452 15452 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T



ZNF16 7564 37 8 1.46E+08 1.46E+08 + Missense_MutationSNP C

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

TPTE 7179 37 21 1102672211026722 + Splice_Site SNP C

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MT-CYB 4519 37 MT 14905 14905 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

NCOA3 8202 37 20 4627982746279827 + Silent SNP G

PRB3 5544 37 12 1142086611420866 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP T

GOLGA6B 55889 37 15 7295680072956800 + Missense_MutationSNP G

EGFR 1956 37 7 5523308955233089 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

FBXW10 10517 37 17 1865327618653276 + Silent SNP C

ZNF169 169841 37 9 9706262297062622 + Missense_MutationSNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

EGFR 1956 37 7 5523814755238147 + Silent SNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

ACAN 176 37 15 8939855389398553 + Missense_MutationSNP C

SACS 26278 37 13 2390840523908405 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

CRIPAK 285464 37 4 1389046 1389046 + Silent SNP C

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

CRIPAK 285464 37 4 1389097 1389097 + Missense_MutationSNP G

ATXN1 6310 37 6 1632806816328068 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

LRRIQ3 127255 37 1 7464840874648408 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

TSC2 7249 37 16 2121869 2121869 + Silent SNP C

ZNF133 7692 37 20 1829607618296076 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

CRIPAK 285464 37 4 1389076 1389076 + Silent SNP C

ESRP1 54845 37 8 9568040395680403 + Silent SNP G



ERBB2 2064 37 17 3788417637884176 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

SMARCA2 6595 37 9 2029199 2029199 + Silent SNP G

GAB2 9846 37 11 7793044777930447 + Silent SNP G

TMIGD1 388364 37 17 2865187728651877 + Silent SNP T

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

MT-ATP6 4508 37 MT 8697 8697 + Missense_MutationSNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

PTEN 5728 37 10 8968528389685283 +Nonsense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

TUBB8 347688 37 10 93635 93635 + Missense_MutationSNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ZNF71 58491 37 19 5713363357133633 + Silent SNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

RAG1 5896 37 11 3659643236596432 + Silent SNP G

DMD 1756 37 X 3113999831139998 + Silent SNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

MT-ND5 4540 37 MT 14000 14000 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

MT-ND5 4540 37 MT 14148 14148 + Splice_Site SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP G

ZSCAN5C 649137 37 19 5672044856720448 + Missense_MutationSNP A

GOLGA8M 653720 37 15 2895289228952892 + Splice_Site SNP A

NOTCH2 4853 37 1 1.21E+08 1.21E+08 +Nonsense_MutationSNP G

MT-CO2 4513 37 MT 7693 7693 + Silent SNP C

COBL 23242 37 7 5109601451096014 + Missense_MutationSNP C

GNL3 26354 37 3 5272773652727736 + Silent SNP A

DMD 1756 37 X 3149643131496431 + Missense_MutationSNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP A

POTEM 641455 37 14 2002001420020014 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 47809 47809 + Missense_MutationSNP G



MT-CO1 4512 37 MT 6071 6071 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

MT-CO3 4514 37 MT 9647 9647 + Silent SNP T

POTEI 653269 37 2 1.31E+08 1.31E+08 + Silent SNP T

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

CTNNA2 1496 37 2 8064666080646660 + Silent SNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

ARHGEF2864283 37 5 7307250473072504 + Silent SNP A

POTEG 404785 37 14 1956602319566023 + Missense_MutationSNP T

EGFR 1956 37 7 5523887455238874 + Silent SNP T

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Missense_MutationSNP T

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP A

MT-ND5 4540 37 MT 12705 12705 + Silent SNP C

POTEG 404785 37 14 1955362319553623 + Silent SNP C

PPP1R3F 89801 37 X 4913791649137916 + Missense_MutationSNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

MT-ND1 4535 37 MT 3843 3843 + Nonstop_MutationSNP A

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G

CTNND2 1501 37 5 1097372710973727 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

PRB1 5542 37 12 1150683011506830 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP T

TKTL1 8277 37 X 1.54E+08 1.54E+08 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP A

WNK1 65125 37 12 974291 974291 + Missense_MutationSNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP A

OLFM4 10562 37 13 5360307753603077 + Missense_MutationSNP T

ZNF544 27300 37 19 5877312958773129 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

BAP1 8314 37 3 5243928252439282 + Silent SNP G

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

ZNF133 7692 37 20 1829719318297193 + Silent SNP T

BRCA2 675 37 13 3291437132914371 + Missense_MutationSNP G

MT-ND1 4535 37 MT 3666 3666 + Silent SNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

CCNB1 891 37 5 6847124768471247 + Silent SNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A



BRD7 29117 37 16 5036866350368663 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP T

PREX2 80243 37 8 6900926869009268 + Silent SNP C

GOLGA8J 653073 37 15 3038541830385418 + Missense_MutationSNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

MT-ND1 4535 37 MT 4104 4104 + Silent SNP A

NF2 4771 37 22 3006942830069428 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

KMT2D 8085 37 12 4943600549436005 + Silent SNP C

TUBB1 81027 37 20 5759930357599303 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

GOLGA8I 0 37 15 2326102423261024 + Missense_MutationSNP A

KIAA1462 57608 37 10 3031649430316494 + Silent SNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP G

MT-ND2 4536 37 MT 4506 4506 + Missense_MutationSNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

RAG1 5896 37 11 3659510536595105 + Missense_MutationSNP A

RP11-683L23.10 37 18 48166 48166 + Missense_MutationSNP G

TKTL2 84076 37 4 1.64E+08 1.64E+08 + Silent SNP A

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MT-CO2 4513 37 MT 7660 7660 + Silent SNP T

TSC2 7249 37 16 2121617 2121617 + Splice_Site SNP T

APOBR 55911 37 16 2850729528507295 + Silent SNP G

MT-ND4L 4539 37 MT 10586 10586 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP T

PBRM1 55193 37 3 5266863852668638 + Silent SNP G

SLCO1B1 10599 37 12 2135553721355537 + Silent SNP G

NBEA 26960 37 13 3564495235644952 + Silent SNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

ACAN 176 37 15 8939125689391256 + Silent SNP A

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

ZNF229 7772 37 19 4493373244933732 + Silent SNP G

PRDM7 11105 37 16 9012487190124871 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

NBEA 26960 37 13 3573597635735976 + Silent SNP A



WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

MT-CO3 4514 37 MT 9540 9540 + Silent SNP T

APOBR 55911 37 16 2850841328508413 + Missense_MutationSNP A

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

MT-ND5 4540 37 MT 12768 12768 + Nonstop_MutationSNP A

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

MT-ND4 4538 37 MT 10873 10873 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

SPTBN5 51332 37 15 4217148342171483 + Missense_MutationSNP G

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

GLTSCR1 29998 37 19 4818366048183660 + Silent SNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP C

ERBB2 2064 37 17 3786472937864729 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3513 3513 + Silent SNP C

KMT2D 8085 37 12 4944604049446040 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

GOLGA8N1.01E+08 37 15 3289028232890282 + Silent SNP C

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

PTPN13 0 37 4 8768423487684234 + Missense_MutationSNP A

NUP155 9631 37 5 3729904937299049 + Silent SNP C

POTEC 388468 37 18 1454309814543098 + Silent SNP C

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

BRD7 29117 37 16 5035756950357569 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3594 3594 + Silent SNP C

MEGF8 1954 37 19 4284870642848706 + Silent SNP C

UNC13D 201294 37 17 7383614673836146 + Missense_MutationSNP G

MT-ND4 4538 37 MT 10810 10810 + Silent SNP T

APOBR 55911 37 16 2850804828508048 + Silent SNP A

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP T

FGFR3 2261 37 4 1803385 1803385 + Silent SNP G

AGGF1 55109 37 5 7635904876359048 + Missense_MutationSNP A

SMARCA2 6595 37 9 2191402 2191402 + Silent SNP T

SLCO1B3 28234 37 12 2101403021014030 + Missense_MutationSNP A

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

DMD 1756 37 X 3256330132563301 + Missense_MutationSNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

DMD 1756 37 X 3258394232583942 + Silent SNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

CAST 831 37 5 9609800396098003 + Missense_MutationSNP C



MT-CO1 4512 37 MT 5951 5951 + Silent SNP A

ACAN 176 37 15 8939278689392786 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

ACAN 176 37 15 8939055989390559 + Silent SNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

TBP 6908 37 6 1.71E+08 1.71E+08 + Silent SNP G

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Silent SNP G

MT-ND6 4541 37 MT 14178 14178 + Missense_MutationSNP T

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

POTEF 728378 37 2 1.31E+08 1.31E+08 + Silent SNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Silent SNP G

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP A

MT-CO1 4512 37 MT 6752 6752 + Silent SNP A

MT-ND5 4540 37 MT 13485 13485 + Missense_MutationSNP A

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

DMD 1756 37 X 3149642631496426 + Missense_MutationSNP T

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

NF1 4763 37 17 2949025529490255 + Silent SNP C

MT-ND5 4540 37 MT 13650 13650 + Silent SNP C

MT-ND4L 4539 37 MT 10688 10688 + Silent SNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 +Nonsense_MutationSNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEC 388468 37 18 1452496614524966 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

FGFR4 2264 37 5 1.77E+08 1.77E+08 + Silent SNP C

POTEC 388468 37 18 1454264814542648 + Missense_MutationSNP C

NBEA 26960 37 13 3622987336229873 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Splice_Site SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP T

RICTOR 253260 37 5 3894244938942449 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14911 14911 + Silent SNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

TPTE2 93492 37 13 2004819720048197 + Silent SNP C

PPP1R3F 89801 37 X 4912671449126714 + Silent SNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T



ROS1 6098 37 6 1.18E+08 1.18E+08 + Missense_MutationSNP C

TUBB8 347688 37 10 93987 93987 + Silent SNP T

NBEA 26960 37 13 3577015435770154 + Missense_MutationSNP G

TNRC18 84629 37 7 5352860 5352860 + Silent SNP G

SACS 26278 37 13 2392891223928912 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

TUBB8 347688 37 10 94025 94025 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

MT-ND3 4537 37 MT 10321 10321 + Missense_MutationSNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

MT-CO3 4514 37 MT 9272 9272 + Silent SNP C

ATRX 546 37 X 7695308576953085 + Silent SNP C

KDM4E 390245 37 11 9475929194759291 + Silent SNP A

SCN1A 6323 37 2 1.67E+08 1.67E+08 + Silent SNP A

DMD 1756 37 X 3179214331792143 + Silent SNP A

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

KDM4D 55693 37 11 9473083094730830 + Silent SNP G

MT-CO1 4512 37 MT 7055 7055 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

SATB1 6304 37 3 1839105218391052 + Silent SNP T

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

GOLGA8M 653720 37 15 2895290328952903 + Silent SNP C

APOBR 55911 37 16 2850687228506872 + Silent SNP A

ZKSCAN4 387032 37 6 2821323928213239 + Silent SNP T

POTEH 23784 37 22 1628772016287720 + Missense_MutationSNP T

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Silent SNP T

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

ADAMTS7 11173 37 15 7905897479058974 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRDM9 56979 37 5 2352121223521212 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

POTEH 23784 37 22 1628760916287609 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RP11-683L23.10 37 18 47722 47722 + Missense_MutationSNP C



ACAN 176 37 15 8940198989401989 + Missense_MutationSNP C

RICTOR 253260 37 5 3895887738958877 + Silent SNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Silent SNP T

ALPK2 115701 37 18 5620347156203471 + Silent SNP G

COBL 23242 37 7 5109575051095750 + Missense_MutationSNP C

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

ERBB2 2064 37 17 3787200537872005 + Silent SNP G

POTEG 404785 37 14 1955355619553556 + Missense_MutationSNP G

PRSS1 5644 37 7 1.42E+08 1.42E+08 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP G

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

SLCO1B1 10599 37 12 2135548921355489 + Missense_MutationSNP C

ALPK2 115701 37 18 5624755156247551 + Missense_MutationSNP T

DMD 1756 37 X 3242994032429940 + Missense_MutationSNP A

TPTE 7179 37 21 1090698910906989 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KDM6B 23135 37 17 7750936 7750936 + Missense_MutationSNP A

ACAN 176 37 15 8939280289392802 + Silent SNP C

POTEH 23784 37 22 1628764916287649 + Silent SNP G

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

ARID2 196528 37 12 4624507746245077 + Silent SNP G

MT-ND5 4540 37 MT 13506 13506 + Silent SNP C

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

MT-CO2 4513 37 MT 8027 8027 + Missense_MutationSNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

MT-ND5 4540 37 MT 14088 14088 + Silent SNP T

DMD 1756 37 X 3271611032716110 + Silent SNP C

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

MT-ND1 4535 37 MT 3796 3796 + Missense_MutationSNP A

ZNF554 115196 37 19 2834595 2834595 + Silent SNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

CDKN2B 1030 37 9 2200873022008730 + Missense_MutationSNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

DDR2 4921 37 1 1.63E+08 1.63E+08 + Silent SNP C

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

KDM4E 390245 37 11 9476020694760206 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

MT-ND5 4540 37 MT 13789 13789 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

MT-CO1 4512 37 MT 7389 7389 + Missense_MutationSNP T

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

BBS2 583 37 16 5653538056535380 + Silent SNP A

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A



PTPN13 0 37 4 8767175087671750 + Silent SNP A

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

DMD 1756 37 X 3246665432466654 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

PBRM1 55193 37 3 5266877652668776 + Silent SNP A

COBL 23242 37 7 5109683051096830 + Missense_MutationSNP C

MT-ND6 4541 37 MT 14560 14560 + Silent SNP G

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

RAPGEF4 11069 37 2 1.74E+08 1.74E+08 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

PTPN13 0 37 4 8773561887735618 + Missense_MutationSNP A

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Silent SNP G

ARHGEF2864283 37 5 7318170873181708 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Silent SNP G

MT-CO2 4513 37 MT 8087 8087 + Silent SNP T

MT-ATP6 4508 37 MT 8701 8701 + Missense_MutationSNP A

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

ACAN 176 37 15 8940181489401814 + Missense_MutationSNP G

PRAMEF1 65121 37 1 1285406812854068 + Missense_MutationSNP T

SLCO1B1 10599 37 12 2135355721353557 + Silent SNP C

MT-ATP6 4508 37 MT 9072 9072 + Silent SNP A

MT-ND3 4537 37 MT 10398 10398 + Missense_MutationSNP A

MT-ND4 4538 37 MT 11899 11899 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

ERBB2 2064 37 17 3787205037872050 + Silent SNP A

MT-ND5 4540 37 MT 12810 12810 + Nonstop_MutationSNP A

DLC1 10395 37 8 1295764712957647 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-ATP8 4509 37 MT 8468 8468 + Silent SNP C

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

NF2 4771 37 22 3006942930069429 +Nonsense_MutationSNP G

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP C

MT-ND1 4535 37 MT 3927 3927 + Silent SNP A

MT-ND5 4540 37 MT 13105 13105 + Missense_MutationSNP A

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP T

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

KDM6B 23135 37 17 7749954 7749954 + Missense_MutationSNP C



HSPH1 10808 37 13 3171803931718039 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

TUBB8 347688 37 10 93416 93416 + Missense_MutationSNP G

CACNA1C 775 37 12 2774833 2774833 + Silent SNP T

ZNF133 7692 37 20 1829647318296473 + Silent SNP C

TERT 0 37 5 1279505 1279505 + Silent SNP G

ACAN 176 37 15 8940136289401362 + Missense_MutationSNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

CCNT1 904 37 12 4908791249087912 + Missense_MutationSNP T

EVPL 2125 37 17 7401778074017780 + Missense_MutationSNP C

SMARCA2 6595 37 9 2073292 2073292 + Silent SNP A

GOLGA8T 0 37 15 3043581230435812 + Missense_MutationSNP C

COG6 57511 37 13 4029339640293396 + Silent SNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ACAN 176 37 15 8939057489390574 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

CSMD3 114788 37 8 1.14E+08 1.14E+08 + Silent SNP A

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

ARID2 196528 37 12 4620520846205208 + Missense_MutationSNP G

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

ARHGEF2864283 37 5 7320546373205463 + Missense_MutationSNP G

KMT2D 8085 37 12 4942453449424534 + Silent SNP G

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

TUBB8 347688 37 10 93425 93425 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

CDC27 996 37 17 4523434345234343 + Missense_MutationSNP T

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

RGPD2 729857 37 2 8812521288125212 + Missense_MutationSNP C

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

PBRM1 55193 37 3 5264368552643685 + Silent SNP T



CDC27 996 37 17 4524931645249316 + Missense_MutationSNP T

RP11-683L23.10 37 18 48171 48171 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SLCO1B3 28234 37 12 2106904921069049 + Silent SNP G

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

DDR1 780 37 6 3085885730858857 + Silent SNP C

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

MT-CYB 4519 37 MT 15218 15218 + Missense_MutationSNP A

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

CDC27 996 37 17 4524930645249306 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

ARID1B 57492 37 6 1.58E+08 1.58E+08 + Silent SNP G

TUBB8 347688 37 10 93778 93778 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

GAB2 9846 37 11 7793034577930345 + Silent SNP T

TUBB8 347688 37 10 93714 93714 + Silent SNP A

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

EGFR 1956 37 7 5523808755238087 + Silent SNP C

UNC13D 201294 37 17 7382617073826170 + Missense_MutationSNP C

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

RAG1 5896 37 11 3659515736595157 + Silent SNP G

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

TUBB8 347688 37 10 93987 93987 + Silent SNP T

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

MT-CO1 4512 37 MT 6629 6629 + Silent SNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

TPTE 7179 37 21 1097132010971320 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T



MEGF8 1954 37 19 4287981042879810 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

ARHGEF2864283 37 5 7320571773205717 + Missense_MutationSNP C

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP G

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

TUBB8 347688 37 10 94025 94025 + Missense_MutationSNP T

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

CDC27 996 37 17 4524933045249330 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

PRAMEF17391004 37 1 1371685513716855 + Silent SNP T

MT-ND2 4536 37 MT 5319 5319 + Missense_MutationSNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Silent SNP A

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

CADM1 23705 37 11 1.15E+08 1.15E+08 + Missense_MutationSNP C

PRDM9 56979 37 5 2352710423527104 + Missense_MutationSNP A

MT-ND4 4538 37 MT 10972 10972 + Nonstop_MutationSNP A

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP A

MEGF8 1954 37 19 4288009442880094 + Missense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

MT-ND5 4540 37 MT 13617 13617 + Silent SNP T

SMARCA2 6595 37 9 2159872 2159872 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

GCC2 9648 37 2 1.09E+08 1.09E+08 + Silent SNP G



ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Missense_MutationSNP A

MT-ND5 4540 37 MT 12346 12346 + Missense_MutationSNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP G

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

PRB4 5545 37 12 1146153311461533 + Silent SNP G

APOBR 55911 37 16 2850687228506872 + Silent SNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

ZNF229 7772 37 19 4493350444933504 + Silent SNP G

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

TERT 0 37 5 1279439 1279439 + Silent SNP G

COBL 23242 37 7 5109426951094269 + Missense_MutationSNP G

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G

NF2 4771 37 22 3003827530038275 + Splice_Site SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

TUBB8 347688 37 10 93416 93416 + Missense_MutationSNP G

HELZ2 85441 37 20 6219063162190631 + Missense_MutationSNP G

CDC27 996 37 17 4523429845234298 + Missense_MutationSNP G

CDC27 996 37 17 4523436045234360 +Nonsense_MutationSNP A

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 +Nonsense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

MT-CYB 4519 37 MT 14793 14793 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850804828508048 + Silent SNP A

MT-ND1 4535 37 MT 3531 3531 + Silent SNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

IL9R 3581 37 X 1.55E+08 1.55E+08 + Missense_MutationSNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

HELZ2 85441 37 20 6219593362195933 + Silent SNP G

PRDM7 11105 37 16 9013013690130136 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6719 6719 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

EGFR 1956 37 7 5525945055259450 + Silent SNP C



LZTR1 8216 37 22 2133732521337325 + Silent SNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

GOLGA8S 0 37 15 2360955023609550 +Nonsense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

SNRNP35 11066 37 12 1.24E+08 1.24E+08 + Missense_MutationSNP A

PRAME 23532 37 22 2289244922892449 + Missense_MutationSNP T

ARHGEF2864283 37 5 7320569773205697 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905809079058090 + Missense_MutationSNP A

GOLGA2 2801 37 9 1.31E+08 1.31E+08 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

MT-ND6 4541 37 MT 14250 14250 + Missense_MutationSNP C

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

ZNF394 84124 37 7 9909159999091599 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

GAB2 9846 37 11 7793616677936166 + Silent SNP A

ADAMTS7 11173 37 15 7906709979067099 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

HELZ2 85441 37 20 6219566662195666 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

ZNF229 7772 37 19 4493370644933706 + Missense_MutationSNP C

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

DLC1 10395 37 8 1335680713356807 + Silent SNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

ACAN 176 37 15 8938892089388920 + Silent SNP G

OLFM4 10562 37 13 5360307753603077 + Missense_MutationSNP T

KMT2D 8085 37 12 4943388349433883 + Missense_MutationSNP G

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

MEGF8 1954 37 19 4286303542863035 + Missense_MutationSNP A

DLC1 10395 37 8 1295802512958025 + Silent SNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G



POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

XPC 7508 37 3 1419988714199887 + Missense_MutationSNP G

NBEA 26960 37 13 3564495235644952 + Silent SNP A

MEGF8 1954 37 19 4287308942873089 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

RAG1 5896 37 11 3659731336597313 + Missense_MutationSNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

ALPK2 115701 37 18 5620479656204796 + Missense_MutationSNP T

TUBB8 347688 37 10 93714 93714 + Silent SNP A

FOXP2 93986 37 7 1.14E+08 1.14E+08 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

SLTM 79811 37 15 5918074859180748 + Silent SNP A

ALPK2 115701 37 18 5620479456204794 + Silent SNP C

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

NUP155 9631 37 5 3730742837307428 + Missense_MutationSNP G

NBEA 26960 37 13 3573597635735976 + Silent SNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

PLAT 5327 37 8 4203657742036577 + Missense_MutationSNP A

PTPN13 0 37 4 8761080987610809 + Missense_MutationSNP G

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

CAST 831 37 5 9607723896077238 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

HELZ2 85441 37 20 6219871362198713 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

HELZ2 85441 37 20 6219868662198686 + Silent SNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

XPC 7508 37 3 1419990814199908 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

SMARCA2 6595 37 9 2116037 2116037 + Silent SNP G



AGGF1 55109 37 5 7634399976343999 + Silent SNP T

GOLGA8S 0 37 15 2360889023608890 + Missense_MutationSNP C

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

CAST 831 37 5 9607938796079387 + Silent SNP C

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

MEGF8 1954 37 19 4285378242853782 + Silent SNP T

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

WNK1 65125 37 12 993930 993930 + Silent SNP C

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

COG6 57511 37 13 4029342840293428 + Missense_MutationSNP T

NBEA 26960 37 13 3574768135747681 + Missense_MutationSNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

PREX2 80243 37 8 6904640969046409 + Silent SNP G

HELZ2 85441 37 20 6220092962200929 + Silent SNP G

SLCO1B3 28234 37 12 2102820821028208 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

EGFR 1956 37 7 5526891655268916 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

NOTCH2 4853 37 1 1.2E+08 1.2E+08 + Silent SNP G

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

HELZ2 85441 37 20 6219737062197370 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

ADAMTS7 11173 37 15 7905873079058730 + Missense_MutationSNP A

BRD7 29117 37 16 5036866350368663 + Silent SNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C



PTPN13 0 37 4 8761079887610798 + Missense_MutationSNP C

PRKAR1A 5573 37 17 6654724966547249 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

AKT1 207 37 14 1.05E+08 1.05E+08 + Silent SNP C

ACAN 176 37 15 8939840789398407 + Missense_MutationSNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

KDM6B 23135 37 17 7751778 7751778 + Silent SNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

CAST 831 37 5 9603156996031569 + Silent SNP A

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

COL1A2 1278 37 7 9402954994029549 + Silent SNP C

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

MT-ND6 4541 37 MT 14470 14470 + Silent SNP T

ATRX 546 37 X 7677878176778781 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP C

MEGF8 1954 37 19 4285248042852480 + Silent SNP G

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

HELZ2 85441 37 20 6220073862200738 + Missense_MutationSNP G

HSPH1 10808 37 13 3173611831736118 + Splice_Site SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

RAG1 5896 37 11 3659515736595157 + Silent SNP G

SACS 26278 37 13 2392867123928671 + Missense_MutationSNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

CDK1 983 37 10 6254787862547878 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

APOBR 55911 37 16 2850844728508447 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G



KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP C

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MT-ND4 4538 37 MT 10907 10907 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP C

POTEC 388468 37 18 1451376414513764 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

EGFR 1956 37 7 5523308955233089 + Silent SNP C

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

PRDM7 11105 37 16 9012699390126993 + Missense_MutationSNP A

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

RAG1 5896 37 11 3659773436597734 + Silent SNP A

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Missense_MutationSNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP T

POTEG 404785 37 14 1955349419553494 + Silent SNP G

RP11-683L23.10 37 18 48107 48107 + Silent SNP C

GOLGA8M 653720 37 15 2894726028947260 + Missense_MutationSNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T



CAST 831 37 5 9607938796079387 + Silent SNP C

TUBB8 347688 37 10 93714 93714 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP G

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

TUBB8 347688 37 10 93978 93978 + Silent SNP G

PRAMEF2 65122 37 1 1291908112919081 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

UNC13D 201294 37 17 7383932673839326 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

MTOR 2475 37 1 1119064611190646 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP C

POLR2B 5431 37 4 5788715057887150 + Silent SNP C

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

MT-CYB 4519 37 MT 14866 14866 + Silent SNP C

FGFR3 2261 37 4 1801511 1801511 + Silent SNP C

ZNF12 7559 37 7 6731672 6731672 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RP11-683L23.10 37 18 47650 47650 + Missense_MutationSNP G

PTPN13 0 37 4 8767986187679861 + Missense_MutationSNP G

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP G

APOBR 55911 37 16 2850806928508069 + Silent SNP C

FCER1A 2205 37 1 1.59E+08 1.59E+08 + Missense_MutationSNP C

CCDC30 728621 37 1 4311963043119630 + Silent SNP A

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

HKR1 284459 37 19 3785458037854580 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

MT-ATP6 4508 37 MT 9070 9070 + Missense_MutationSNP T

ZSCAN5C 649137 37 19 5672036256720362 + Missense_MutationSNP G

CRIPAK 285464 37 4 1389016 1389016 + Silent SNP C

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

ACAN 176 37 15 8941474989414749 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C



OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 47787 47787 + Missense_MutationSNP A

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

RP11-683L23.10 37 18 47882 47882 +Nonsense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

EGFR 1956 37 7 5523814755238147 + Silent SNP G

PRB2 653247 37 12 1154674211546742 + Silent SNP T

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

PRKAR1B 5575 37 7 618938 618938 + Silent SNP A

TPTE 7179 37 21 1094299510942995 +Nonsense_MutationSNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

TSC2 7249 37 16 2110805 2110805 + Silent SNP G

WNK1 65125 37 12 993930 993930 + Silent SNP C

MT-ND4 4538 37 MT 11471 11471 + Silent SNP C

TPTE 7179 37 21 1095977110959771 + Missense_MutationSNP A

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP T

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ITGA2B 3674 37 17 4245176042451760 + Missense_MutationSNP G

ATRX 546 37 X 7693796376937963 + Missense_MutationSNP G

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP A

MT-ND4 4538 37 MT 11009 11009 + Silent SNP T

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

ATXN1 6310 37 6 1632789716327897 + Missense_MutationSNP C

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

LST3 0 37 12 2124285421242854 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ZNF71 58491 37 19 5713363357133633 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G



FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

CRIPAK 285464 37 4 1388786 1388786 + Missense_MutationSNP G

POTEC 388468 37 18 1451373414513734 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SMARCA4 6597 37 19 1109846311098463 + Silent SNP A

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

ZNF79 7633 37 9 1.3E+08 1.3E+08 + Missense_MutationSNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Silent SNP A

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

RP11-683L23.10 37 18 47818 47818 + Missense_MutationSNP A

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

MT-ND2 4536 37 MT 4811 4811 + Nonstop_MutationSNP A

CRIPAK 285464 37 4 1389037 1389037 + Missense_MutationSNP G

HTT 3064 37 4 3076657 3076657 + Silent SNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP A

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

MTOR 2475 37 1 1118132711181327 + Silent SNP C

TSC2 7249 37 16 2110795 2110795 + Missense_MutationSNP G

SMARCB1 6598 37 22 2416751324167513 + Silent SNP G

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

NOTCH2 4853 37 1 1.21E+08 1.21E+08 + Missense_MutationSNP C

MT-CO1 4512 37 MT 6146 6146 + Nonstop_MutationSNP A

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP A

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T



PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

PRAMEF4 400735 37 1 1293944012939440 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Missense_MutationSNP T

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

PRAMEF4 400735 37 1 1293967412939674 + Silent SNP C

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1294320012943200 + Missense_MutationSNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

MT-ND1 4535 37 MT 3847 3847 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP T

TSC2 7249 37 16 2114407 2114407 + Silent SNP C

RABEP1 9135 37 17 5276611 5276611 + Silent SNP G

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

ZNF343 79175 37 20 2464353 2464353 + Silent SNP A

HELZ2 85441 37 20 6219412862194128 + Missense_MutationSNP G

MT-ND4 4538 37 MT 11761 11761 + Silent SNP C

BRCA2 675 37 13 3290698032906980 + Silent SNP A

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

ZNF248 57209 37 10 3812072038120720 + Silent SNP C

SMARCA4 6597 37 19 1110560811105608 + Silent SNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 +Nonsense_MutationSNP C

PCBP1 5093 37 2 7031587770315877 + Silent SNP C

PRAMEF4 400735 37 1 1293966412939664 + Missense_MutationSNP A

PRB1 5542 37 12 1150683011506830 + Silent SNP T

ZNF248 57209 37 10 3812094538120945 + Silent SNP A

TRAF7 84231 37 16 2222286 2222286 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP C

MT-ND2 4536 37 MT 5120 5120 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

ARHGEF2864283 37 5 7314229673142296 + Missense_MutationSNP C

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Silent SNP A



BRCA2 675 37 13 3291072132910721 + Silent SNP T

RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP C

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

ZNF248 57209 37 10 3812064238120642 + Silent SNP C

CCDC30 728621 37 1 4311966143119661 + Missense_MutationSNP C

WNK1 65125 37 12 992725 992725 + Silent SNP A

GOLGA6A 342096 37 15 7436460374364603 + Missense_MutationSNP G

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PREX2 80243 37 8 6900926869009268 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRDM9 56979 37 5 2352752823527528 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

PRAMEF4 400735 37 1 1293979412939794 + Silent SNP G

GAB2 9846 37 11 7793616677936166 + Silent SNP A

GOLGA8F 0 37 15 2863282028632820 + Missense_MutationSNP T

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

PIK3CA 5290 37 3 1.79E+08 1.79E+08 + Missense_MutationSNP A

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

ACAN 176 37 15 8938889989388899 + Silent SNP C

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

NF2 4771 37 22 3005719230057192 + Splice_Site SNP A

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

ZNF572 137209 37 8 1.26E+08 1.26E+08 + Missense_MutationSNP A

ALPK2 115701 37 18 5619105356191053 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A

GOLGA8M 653720 37 15 2895341228953412 + Missense_MutationSNP C

BRCA2 675 37 13 3291146332911463 + Missense_MutationSNP A

ARHGEF2864283 37 5 7316396573163965 + Missense_MutationSNP C

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP G

RGPD8 727851 37 2 1.13E+08 1.13E+08 + Missense_MutationSNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Silent SNP A

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G



ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

CHEK2 11200 37 22 2913045829130458 + Silent SNP T

PREX2 80243 37 8 6886472868864728 + Silent SNP G

SACS 26278 37 13 2390571123905711 + Silent SNP A

WNK1 65125 37 12 974326 974326 + Missense_MutationSNP G

TPTE 7179 37 21 1094196610941966 + Missense_MutationSNP A

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

SLTM 79811 37 15 5917926459179264 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

FBXW10 10517 37 17 1868191318681913 + Missense_MutationSNP G

MT-ND1 4535 37 MT 3865 3865 + Missense_MutationSNP A

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

BRCA2 675 37 13 3290648032906480 + Missense_MutationSNP A

MT-ND2 4536 37 MT 5333 5333 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

GOLGA8M 653720 37 15 2894784428947844 + Silent SNP A

POLR2B 5431 37 4 5787695557876955 + Silent SNP G

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP C

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

FUBP1 8880 37 1 7843039178430391 + Silent SNP G

POTEG 404785 37 14 1955352419553524 + Silent SNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Silent SNP C

CACNA1A 773 37 19 1347052213470522 + Silent SNP T

AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

GOLGA8S 0 37 15 2360992723609927 + Silent SNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

ADAMTS7 11173 37 15 7908312079083120 + Missense_MutationSNP G

ABL1 25 37 9 1.34E+08 1.34E+08 + Silent SNP A

GOLGA8K 653125 37 15 3268506332685063 + Missense_MutationSNP G

CHD2 1106 37 15 9344822293448222 + Missense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

ZNF25 219749 37 10 3824106738241067 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1293946712939467 + Silent SNP C

GOLGA8S 0 37 15 2360641023606410 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

NBEA 26960 37 13 3622987336229873 + Silent SNP C

SLTM 79811 37 15 5917596559175965 + Silent SNP A

PRAME 23532 37 22 2289234222892342 + Silent SNP A



BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

GOLGA6D 653643 37 15 7558668975586689 + Splice_Site SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

FGFR3 2261 37 4 1803251 1803251 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

GOLGA8M 653720 37 15 2895036228950362 + Silent SNP G

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

ARHGEF2864283 37 5 7317967273179672 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP C

KLF4 9314 37 9 1.1E+08 1.1E+08 + Silent SNP C

PRAMEF2 65122 37 1 1291962312919623 + Silent SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

PRAMEF4 400735 37 1 1294315612943156 + Silent SNP T

GOLGA8M 653720 37 15 2894767428947674 + Missense_MutationSNP G

FGFR3 2261 37 4 1801219 1801219 + Silent SNP C

MT-ND5 4540 37 MT 13188 13188 + Silent SNP C

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

GOLGA8M 653720 37 15 2895340328953403 + Missense_MutationSNP G

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

CCNB1 891 37 5 6847124768471247 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LZTR1 8216 37 22 2135101821351018 + Silent SNP C

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

COBL 23242 37 7 5109284551092845 + Silent SNP G

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP G

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

WNK1 65125 37 12 993930 993930 + Silent SNP C

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TPTE 7179 37 21 1090698910906989 + Silent SNP C

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP G

GOLGA8S 0 37 15 2360653223606532 + Missense_MutationSNP C

ARHGEF2864283 37 5 7316383173163831 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

HELZ2 85441 37 20 6219193762191937 + Silent SNP G



EGFR 1956 37 7 5521440555214405 + Silent SNP G

NUP155 9631 37 5 3730518537305185 + Silent SNP G

PRAMEF4 400735 37 1 1294296112942961 + Missense_MutationSNP A

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

ALPK2 115701 37 18 5624668256246682 + Silent SNP T

WNK1 65125 37 12 989934 989934 + Silent SNP T

GAB2 9846 37 11 7793034577930345 + Silent SNP T

PRAMEF26645359 37 1 1321943813219438 + Silent SNP C

ANAPC2 29882 37 9 1.4E+08 1.4E+08 + Silent SNP G

ESRP1 54845 37 8 9565559695655596 + Silent SNP T

CDKN1A 1026 37 6 3665197136651971 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1291962412919624 + Missense_MutationSNP C

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP G

POLR2B 5431 37 4 5788171557881715 + Silent SNP G

AC087645.1 0 37 17 7621991476219914 + Missense_MutationSNP C

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP T

GOLGA8S 0 37 15 2360652423606524 + Missense_MutationSNP G

CCND1 595 37 11 6946285669462856 + Silent SNP C

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

MET 0 37 7 1.16E+08 1.16E+08 + Silent SNP C

GOLGB1 2804 37 3 1.21E+08 1.21E+08 + Missense_MutationSNP T

CTNND2 1501 37 5 1099274510992745 + Silent SNP G

ATXN1 6310 37 6 1630675116306751 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

KDM6A 7403 37 X 4492907744929077 + Missense_MutationSNP C

GOLGA8O 728047 37 15 3273871232738712 + Missense_MutationSNP G

NCOA6 23054 37 20 3334574733345747 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

POTEG 404785 37 14 1955379519553795 + Missense_MutationSNP G

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

MT-ND1 4535 37 MT 3438 3438 + Silent SNP G

GOLGA8S 0 37 15 2360954723609547 + Missense_MutationSNP C

KDM4D 55693 37 11 9473164694731646 + Silent SNP A

GOLGA8I 0 37 15 2326185023261850 + Missense_MutationSNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

GOLGA8K 653125 37 15 3269103932691039 + Silent SNP C

GOLGA8M 653720 37 15 2894783828947838 + Silent SNP C

ARHGEF2864283 37 5 7314848173148481 + Missense_MutationSNP G

GAB2 9846 37 11 7793780077937800 + Silent SNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FGFR3 2261 37 4 1803236 1803236 + Silent SNP C

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T



AGGF1 55109 37 5 7635902476359024 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

PRDM9 56979 37 5 2352755923527559 + Missense_MutationSNP A

DDR1 780 37 6 3085885730858857 + Silent SNP C

HKR1 284459 37 19 3785423537854235 + Missense_MutationSNP G

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

FRG1B 0 37 20 2962323129623231 + Missense_MutationSNP C

RP11-385D13.10 37 17 1551088815510888 + Splice_Site SNP G

BRCA2 675 37 13 3291146332911463 + Missense_MutationSNP A

PIK3C2B 5287 37 1 2.04E+08 2.04E+08 + Missense_MutationSNP G

ZSCAN5C 649137 37 19 5672036256720362 + Missense_MutationSNP G

POTEC 388468 37 18 1454305714543057 + Missense_MutationSNP T

CRIPAK 285464 37 4 1388781 1388781 + Missense_MutationSNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

DDR1 780 37 6 3085707230857072 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

BRD7 29117 37 16 5036866350368663 + Silent SNP G

DDR1 780 37 6 3086520430865204 + Silent SNP A

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP C

TPTE 7179 37 21 1090698910906989 + Silent SNP C

BRCA2 675 37 13 3290648032906480 + Missense_MutationSNP A

MT-CO1 4512 37 MT 7385 7385 + Nonstop_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

MT-CO2 4513 37 MT 7768 7768 + Missense_MutationSNP A

POTEM 641455 37 14 2002002420020024 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1452496614524966 + Silent SNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

GLTSCR1 29998 37 19 4818291948182919 + Silent SNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

DLC1 10395 37 8 1313388113133881 + Missense_MutationSNP G

POTEC 388468 37 18 1454268814542688 + Missense_MutationSNP G

GAB4 128954 37 22 1744615717446157 + Splice_Site SNP G

PRAMEF10343071 37 1 1295492112954921 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4818357348183573 + Silent SNP C

CDKN2C 1031 37 1 5143977751439777 + Silent SNP C

ESRP1 54845 37 8 9565559695655596 + Silent SNP T



BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T

APOBR 55911 37 16 2850642828506428 + Silent SNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

PRB2 653247 37 12 1154674211546742 + Silent SNP T

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

MT-CO3 4514 37 MT 9477 9477 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

CDRT1 374286 37 17 1549672715496727 + Missense_MutationSNP T

MT-ND5 4540 37 MT 12618 12618 + Silent SNP G

CTNNA1 1495 37 5 1.38E+08 1.38E+08 + Silent SNP A

MTOR 2475 37 1 1130776211307762 + Missense_MutationSNP T

CDC27 996 37 17 4523213745232137 + Silent SNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP G

BBS2 583 37 16 5653380456533804 + Silent SNP T

GLTSCR1 29998 37 19 4817912548179125 + Silent SNP C

GOLGA8S 0 37 15 2360883723608837 + Missense_MutationSNP G

ARHGEF2864283 37 5 7314484573144845 + Silent SNP A

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154619211546192 + Missense_MutationSNP G

ARHGEF2864283 37 5 7309026173090261 + Silent SNP T

ERBB2 2064 37 17 3787958537879585 + Missense_MutationSNP A

PRAMEF26645359 37 1 1321909413219094 + Missense_MutationSNP G

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PRB1 5542 37 12 1150683011506830 + Silent SNP T

FRG1 2483 37 4 1.91E+08 1.91E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

RP13-996F3.50 37 15 8293480882934808 + Missense_MutationSNP G

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

PRAMEF17391004 37 1 1371685513716855 + Silent SNP T

CACNA1E 777 37 1 1.82E+08 1.82E+08 + Silent SNP A

WNK1 65125 37 12 993930 993930 + Silent SNP C

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

GLTSCR1 29998 37 19 4820565748205657 + Silent SNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

AC073343.1 0 37 7 6715548 6715548 + Missense_MutationSNP A

LZTR1 8216 37 22 2134891421348914 + Silent SNP C

COQ6 51004 37 14 7441706674417066 + Missense_MutationSNP G

BRCA2 675 37 13 3291072132910721 + Silent SNP T

PRAMEF26645359 37 1 1321956513219565 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C



SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

SACS 26278 37 13 2391182023911820 + Silent SNP A

MT-ND5 4540 37 MT 13617 13617 + Silent SNP T

POTEC 388468 37 18 1454294914542949 + Missense_MutationSNP T

FAT3 120114 37 11 9256515792565157 + Missense_MutationSNP T

HELZ2 85441 37 20 6219155862191558 + Silent SNP G

GOLGA8M 653720 37 15 2894766028947660 + Silent SNP C

SMARCA2 6595 37 9 2086862 2086862 + Missense_MutationSNP C

POTEG 404785 37 14 1955361319553613 + Missense_MutationSNP G

NOTCH1 4851 37 9 1.39E+08 1.39E+08 + Missense_MutationSNP G

KMT2A 4297 37 11 1.18E+08 1.18E+08 + Silent SNP A

POTEC 388468 37 18 1454309814543098 + Silent SNP C

ARHGEF1223365 37 11 1.2E+08 1.2E+08 + Silent SNP T

ZNF589 51385 37 3 4830982848309828 + Missense_MutationSNP C

RIPK3 11035 37 14 2480546324805463 + Missense_MutationSNP G

SMARCA2 6595 37 9 2039793 2039793 + Missense_MutationSNP A

ADAMTS7 11173 37 15 7905896879058968 + Silent SNP T

DMD 1756 37 X 3189330731893307 + Missense_MutationSNP T

RGPD1 400966 37 2 8714103187141031 + Missense_MutationSNP C

POTEI 653269 37 2 1.31E+08 1.31E+08 + Missense_MutationSNP A

PRB2 653247 37 12 1154600611546006 + Missense_MutationSNP G

SPTBN5 51332 37 15 4217146242171462 + Missense_MutationSNP C

TPTE 7179 37 21 1090691510906915 + Missense_MutationSNP C

KCNA3 3738 37 1 1.11E+08 1.11E+08 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

NF2 4771 37 22 3003273930032739 + Splice_Site SNP G

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

LRP1B 53353 37 2 1.43E+08 1.43E+08 + Missense_MutationSNP T

ARHGEF2864283 37 5 7307651173076511 + Missense_MutationSNP C

EGFR 1956 37 7 5523308955233089 + Silent SNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

FRG1B 0 37 20 2962596129625961 + Missense_MutationSNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP G

POTEC 388468 37 18 1454293114542931 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

PRDM9 56979 37 5 2352752823527528 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Silent SNP A

ARHGEF2864283 37 5 7307235473072354 + Missense_MutationSNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Missense_MutationSNP C

SACS 26278 37 13 2390916223909162 + Silent SNP A

POTEC 388468 37 18 1453794914537949 + Missense_MutationSNP A

HAX1 10456 37 1 1.54E+08 1.54E+08 + Silent SNP T

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP C

CTNND2 1501 37 5 1111758311117583 + Silent SNP C

MT-ND6 4541 37 MT 14182 14182 + Silent SNP T

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G



MT-CO3 4514 37 MT 9407 9407 + Silent SNP C

PBRM1 55193 37 3 5263763152637631 + Silent SNP T

BRCA2 675 37 13 3290698032906980 + Silent SNP A

RP11-385D13.10 37 17 1551723715517237 + Missense_MutationSNP G

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

CHD2 1106 37 15 9355795493557954 + Missense_MutationSNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

SCN2A 6326 37 2 1.66E+08 1.66E+08 + Silent SNP T

TPTE 7179 37 21 1097001710970017 + Silent SNP C

RP11-385D13.10 37 17 1551098815510988 + Missense_MutationSNP T

TERT 0 37 5 1268700 1268700 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP A

COBL 23242 37 7 5109603651096036 + Missense_MutationSNP G

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

CDC27 996 37 17 4523432545234325 +Nonsense_MutationSNP G

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

ACAN 176 37 15 8938665289386652 + Missense_MutationSNP G

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

FRG1B 0 37 20 2962590529625905 + Missense_MutationSNP T

RAG1 5896 37 11 3659773436597734 + Silent SNP A

MT-ND4 4538 37 MT 10927 10927 + Silent SNP T

DLC1 10395 37 8 1295802512958025 + Silent SNP C

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP G

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

NCOA3 8202 37 20 4627986046279860 + Silent SNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

FBXW10 10517 37 17 1865314518653145 + Missense_MutationSNP C

RP11-683L23.10 37 18 47948 47948 + Silent SNP C

FRG1B 0 37 20 2962826129628261 + Missense_MutationSNP T

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

TPTE 7179 37 21 1097000810970008 + Splice_Site SNP C

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP A

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

CACNA1B 774 37 9 1.41E+08 1.41E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

EGFR 1956 37 7 5526891655268916 + Silent SNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP C

TRIM58 25893 37 1 2.48E+08 2.48E+08 + Missense_MutationSNP C

PRB1 5542 37 12 1150677411506774 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C



FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP G

PRB2 653247 37 12 1154676411546764 + Missense_MutationSNP G

APC 324 37 5 1.12E+08 1.12E+08 + Silent SNP T

FLG2 388698 37 1 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

TERT 0 37 5 1255520 1255520 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

MYB 4602 37 6 1.36E+08 1.36E+08 + Silent SNP G

RP11-683L23.10 37 18 48121 48121 + Missense_MutationSNP T

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

PRAMEF7 441871 37 1 1298015012980150 + Missense_MutationSNP A

DDR1 780 37 6 3085707230857072 + Silent SNP G

KDM4E 390245 37 11 9475949494759494 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

POTEG 404785 37 14 1955352419553524 + Silent SNP G

RP11-683L23.10 37 18 47898 47898 + Missense_MutationSNP C

DDR1 780 37 6 3086520430865204 + Silent SNP A

COBL 23242 37 7 5109725551097255 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP A

ZNF567 163081 37 19 3721052937210529 + Silent SNP A

TPTE 7179 37 21 1090698910906989 + Silent SNP C

PBRM1 55193 37 3 5264368552643685 + Silent SNP T

PASD1 139135 37 X 1.51E+08 1.51E+08 + Silent SNP C

DDR1 780 37 6 3085885730858857 + Silent SNP C

RP11-683L23.10 37 18 48365 48365 + Silent SNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP A

GOLGA6B 55889 37 15 7295366372953663 + Missense_MutationSNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

OPA1 4976 37 3 1.93E+08 1.93E+08 + Missense_MutationSNP G

POTEG 404785 37 14 1956603619566036 + Silent SNP C

SCN7A 6332 37 2 1.67E+08 1.67E+08 + Missense_MutationSNP C

MEGF8 1954 37 19 4285380642853806 + Silent SNP C

POTEB2 1E+08 37 15 2105120121051201 + Missense_MutationSNP T

OPA1 4976 37 3 1.93E+08 1.93E+08 + Silent SNP T

RP11-683L23.10 37 18 48371 48371 + Silent SNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP C

PRAMEF4 400735 37 1 1293956812939568 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 +Nonsense_MutationSNP G

NF2 4771 37 22 3006941330069413 + Missense_MutationSNP G

PBRM1 55193 37 3 5258478752584787 + Silent SNP T

PRDM9 56979 37 5 2352446023524460 + Missense_MutationSNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP T

LRP1B 53353 37 2 1.42E+08 1.42E+08 + Silent SNP G

AC074212.3 0 37 19 4626503346265033 + Missense_MutationSNP A



MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

EGFR 1956 37 7 5523808755238087 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP G

HSPH1 10808 37 13 3171257231712572 + Missense_MutationSNP C

MAML3 55534 37 4 1.41E+08 1.41E+08 + Missense_MutationSNP G

GLTSCR1 29998 37 19 4818447448184474 + Missense_MutationSNP C

PRAMEF2 65122 37 1 1292133312921333 + Missense_MutationSNP G

KLF10 7071 37 8 1.04E+08 1.04E+08 + Silent SNP C

GLTSCR1 29998 37 19 4818377148183771 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP T

PRB2 653247 37 12 1154674211546742 + Silent SNP T

APOBR 55911 37 16 2850844728508447 + Silent SNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021348 5021348 + Silent SNP G

EGFR 1956 37 7 5523887455238874 + Silent SNP T

HELZ2 85441 37 20 6220366362203663 + Missense_MutationSNP C

GOLGA8K 653125 37 15 3268636532686365 + Missense_MutationSNP A

GLTSCR1 29998 37 19 4819867548198675 + Missense_MutationSNP A

NBEA 26960 37 13 3622987336229873 + Silent SNP C

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

NBEA 26960 37 13 3620226936202269 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP T

RABEP1 9135 37 17 5280440 5280440 + Silent SNP T

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620464456204644 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

GAB2 9846 37 11 7793044777930447 + Silent SNP G

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

KCNA1 3736 37 12 5021228 5021228 + Silent SNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP G

RGPD3 653489 37 2 1.07E+08 1.07E+08 + Missense_MutationSNP C

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP A

SCN10A 6336 37 3 3876386338763863 + Silent SNP G

GCC2 9648 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP A

NOTCH2NL388677 37 1 1.45E+08 1.45E+08 + Silent SNP A

CACNA1E 777 37 1 1.81E+08 1.81E+08 + Missense_MutationSNP T

ALPK2 115701 37 18 5620239456202394 + Silent SNP C

CSMD3 114788 37 8 1.13E+08 1.13E+08 + Splice_Site SNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T



FLG2 388698 37 1 1.52E+08 1.52E+08 + Silent SNP A

SPTBN5 51332 37 15 4217148342171483 + Missense_MutationSNP G

PRB1 5542 37 12 1150683011506830 + Silent SNP T

PRAMEF2 65122 37 1 1291908112919081 + Missense_MutationSNP C

MYB 4602 37 6 1.36E+08 1.36E+08 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP C

KCNA10 3744 37 1 1.11E+08 1.11E+08 + Silent SNP C

KCNA7 3743 37 19 4957351849573518 + Silent SNP G

CHD2 1106 37 15 9355248893552488 + Silent SNP C

PRB1 5542 37 12 1150621111506211 + Missense_MutationSNP A

GOLGA8H 728498 37 15 3090089530900895 + Missense_MutationSNP G

AGGF1 55109 37 5 7634399976343999 + Silent SNP T

ACAN 176 37 15 8941524789415247 + Missense_MutationSNP C

MT-ND2 4536 37 MT 5319 5319 + Missense_MutationSNP A

EGFR 1956 37 7 5522925555229255 + Missense_MutationSNP G

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Silent SNP T

LST3 0 37 12 2122941321229413 + Missense_MutationSNP G

PREX2 80243 37 8 6886472868864728 + Silent SNP G

LRP2 4036 37 2 1.7E+08 1.7E+08 + Silent SNP T

TBC1D31 93594 37 8 1.24E+08 1.24E+08 + Missense_MutationSNP A

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP A

MT-ATP6 4508 37 MT 8563 8563 + Missense_MutationSNP A

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

TUBB1 81027 37 20 5759940257599402 + Missense_MutationSNP G

SMARCA4 6597 37 19 1117083911170839 + Silent SNP T

COG6 57511 37 13 4029342840293428 + Missense_MutationSNP T

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

SACS 26278 37 13 2391182023911820 + Silent SNP A

PBRM1 55193 37 3 5261065152610651 + Silent SNP T

AC073343.1 0 37 7 6715548 6715548 + Missense_MutationSNP A

PRAMEF4 400735 37 1 1294174212941742 + Missense_MutationSNP G

RGPD4 285190 37 2 1.08E+08 1.08E+08 + Missense_MutationSNP G

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

SACS 26278 37 13 2390546623905466 + Silent SNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP G

TERT 0 37 5 1278865 1278865 + Missense_MutationSNP G

SMO 6608 37 7 1.29E+08 1.29E+08 + Missense_MutationSNP G

ANKAR 150709 37 2 1.91E+08 1.91E+08 + Missense_MutationSNP A

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP T

SVEP1 79987 37 9 1.13E+08 1.13E+08 + Missense_MutationSNP T

AC074212.3 0 37 19 4626496346264963 + Silent SNP C

MT-ND2 4536 37 MT 4928 4928 + Silent SNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G



RANBP2 5903 37 2 1.09E+08 1.09E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

ZNF33B 7582 37 10 4308915643089156 + Silent SNP C

TNN 63923 37 1 1.75E+08 1.75E+08 + Missense_MutationSNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

KDM6A 7403 37 X 4493856344938563 + Silent SNP G

ERBB3 2065 37 12 5649499156494991 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP C

LRRIQ3 127255 37 1 7464832974648329 + Missense_MutationSNP G

TMEM63A 9725 37 1 2.26E+08 2.26E+08 + Silent SNP G

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP G

ZNF853 54753 37 7 6661256 6661256 + Missense_MutationSNP C

SACS 26278 37 13 2390790923907909 + Missense_MutationSNP A

GNL3 26354 37 3 5272130552721305 + Missense_MutationSNP G

APOBR 55911 37 16 2850804828508048 + Silent SNP A

MAP3K1 4214 37 5 5617784356177843 + Missense_MutationSNP C

BRCA2 675 37 13 3291229932912299 + Silent SNP T

TPTE2 93492 37 13 2006701120067011 + Missense_MutationSNP A

KMT2C 58508 37 7 1.52E+08 1.52E+08 + Missense_MutationSNP C

POTEC 388468 37 18 1453310514533105 + Missense_MutationSNP G

PCDHGC5 0 37 5 1.41E+08 1.41E+08 + Silent SNP C

NUP155 9631 37 5 3733372737333727 + Silent SNP A

PRDM7 11105 37 16 9012699390126993 + Missense_MutationSNP A

PEX1 5189 37 7 9213087692130876 + Missense_MutationSNP C

FAT1 2195 37 4 1.88E+08 1.88E+08 + Missense_MutationSNP A

LRP1B 53353 37 2 1.41E+08 1.41E+08 + Silent SNP A

SACS 26278 37 13 2390916223909162 + Silent SNP A

NF2 4771 37 22 3006941430069414 +Nonsense_MutationSNP G

TNRC18 84629 37 7 5352659 5352659 + Silent SNP G

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

HRNR 388697 37 1 1.52E+08 1.52E+08 + Silent SNP G

TMCC1 23023 37 3 1.3E+08 1.3E+08 + Silent SNP C

ZNF554 115196 37 19 2834373 2834373 + Silent SNP C

POTEC 388468 37 18 1454289014542890 + Missense_MutationSNP G

GNL3 26354 37 3 5272725752727257 + Missense_MutationSNP G

SCN9A 6335 37 2 1.67E+08 1.67E+08 + Silent SNP C

TNS1 7145 37 2 2.19E+08 2.19E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

LZTR1 8216 37 22 2133732521337325 + Silent SNP G

PRB3 5544 37 12 1142038711420387 + Missense_MutationSNP T

APOBR 55911 37 16 2850806928508069 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP G

RP11-683L23.10 37 18 48125 48125 + Silent SNP G

TAOK2 9344 37 16 2999492229994922 + Silent SNP C

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Silent SNP A

ZNF543 125919 37 19 5783969057839690 + Missense_MutationSNP A

TPTE 7179 37 21 1097001710970017 + Silent SNP C



HRNR 388697 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

SACS 26278 37 13 2390571123905711 + Silent SNP A

CTNNA2 1496 37 2 8080134680801346 + Silent SNP T

PRB2 653247 37 12 1154667711546677 + Missense_MutationSNP C

FLG2 388698 37 1 1.52E+08 1.52E+08 + Missense_MutationSNP C

LRP2 4036 37 2 1.7E+08 1.7E+08 + Missense_MutationSNP C

ALPK2 115701 37 18 5620268356202683 + Missense_MutationSNP T

APOBR 55911 37 16 2850687228506872 + Silent SNP A

GOLGA8H 728498 37 15 3090087330900873 + Missense_MutationSNP T

DMD 1756 37 X 3238099632380996 + Missense_MutationSNP C

GLTSCR1 29998 37 19 4818278748182787 + Silent SNP C

ALPK2 115701 37 18 5620212056202120 + Missense_MutationSNP G

ALPK2 115701 37 18 5620247056202470 + Missense_MutationSNP G

PRAMEF4 400735 37 1 1293965512939655 + Missense_MutationSNP T

ARID4B 51742 37 1 2.35E+08 2.35E+08 + Splice_Site SNP T

MT-CYB 4519 37 MT 14770 14770 + Silent SNP C

ANKRD49 54851 37 11 9423125794231257 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Silent SNP C

MKI67 4288 37 10 1.3E+08 1.3E+08 + Missense_MutationSNP T

PRG4 10216 37 1 1.86E+08 1.86E+08 + Missense_MutationSNP C

TPTE2 93492 37 13 2006699420066994 + Missense_MutationSNP T

POTED 317754 37 21 1501381515013815 + Silent SNP G

APOBR 55911 37 16 2850764428507644 + Missense_MutationSNP C

BBS2 583 37 16 5654517556545175 + Missense_MutationSNP T



Tumor_Seq_Allele1Tumor_Seq_Allele2dbSNP_RSdbSNP_Val_StatusTumor_Sample_BarcodeMatched_Norm_Sample_BarcodeTranscript_StrandTranscript_ExonTranscript_PositioncDNA_Change

- T MG-10-tumorMG-10-normal - 7 1129_1130c.911_912insA

A - MG-10-tumorMG-10-normal - 11 1454 c.1361delT

TAT - MG-10-tumorMG-10-normal - 37 4733_4735c.4702_4704delATA

- TGC MG-100-tumorMG-100-normal - 7 1524_1525c.1370_1371insGCA

- AGCGGC MG-100-tumorMG-100-normal + 1 1194_1195c.660_661insAGCGGC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-100-tumorMG-100-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- CAG MG-100-tumorMG-100-normal + 6 699_700 c.630_631insCAG

TAGG - MG-101-tumorMG-101-normal - 15 1857_1860c.1360_1363delCCTA

TGA - rs11969612by1000genomesMG-101-tumorMG-101-normal - 8 1563_1565c.627_629delTCA

- CGC MG-101-tumorMG-101-normal + 1 1334_1335c.1333_1334insCGC

- CTGCTGCTGCTGCTGCTGrs67474612|rs12895357byFrequency|by1000genomesMG-101-tumorMG-101-normal - 10 1010_1011c.942_943insCAGCAGCAGCAGCAGCAG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-101-tumorMG-101-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CAA - rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-101-tumorMG-101-normal + 20 3994_3996c.3778_3780delCAA

- CAGCAA rs60179124|rs62637703by1000genomesMG-103-tumorMG-103-normal + 2 361_362 c.126_127insCAGCAA

TGCTGTTGCTGC- MG-103-tumorMG-103-normal - 2 2770_2781c.1914_1925delGCAGCAACAGCA

GGCGGCGGCGGCGGCTGC- rs11498192 MG-103-tumorMG-103-normal + 2 574_591 c.216_233delGGCGGCGGCGGCGGCTGC

CTT - MG-103-tumorMG-103-normal - 8 677_679 c.580_582delAAG

- CTG MG-104-tumorMG-104-normal - 1 249_250 c.245_246insCAG

- GCC MG-104-tumorMG-104-normal + 1 561_562 c.131_132insGCC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-104-tumorMG-104-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

C - MG-104-tumorMG-104-normal + 2 1115 c.739delC

CAGCAGCAGCAGCAGCAACAGCAG- rs63117363|rs34213159|rs111586870|rs28647874|rs143185886|rs34138555|rs143101373|rs3982383byFrequency|by1000genomesMG-104-tumorMG-104-normal + 1 594_617 c.349_372delCAGCAGCAGCAGCAGCAACAGCAG

AA - MG-105-tumorMG-105-normal - 6 894_895 c.703_704delTT

C - MG-105-tumorMG-105-normal + 7 1481 c.1001delC

ACTACTC- MG-105-tumorMG-105-normal + 7 1483_1489c.1003_1009delACTACTC

GGCGGCGGCGGCGGCTGC- rs11498192 MG-105-tumorMG-105-normal + 2 574_591 c.216_233delGGCGGCGGCGGCGGCTGC

AG - MG-105-tumorMG-105-normal + 14 2086_2087c.1887_1888delAG

- GCC MG-105-tumorMG-105-normal + 1 561_562 c.131_132insGCC

- GCA MG-105-tumorMG-105-normal + 10 1333_1334c.887_888insGCA

GAG - rs138610757 MG-105-tumorMG-105-normal + 16 3706_3708c.3217_3219delGAG

- CAC rs148191276 MG-105-tumorMG-105-normal + 7 1208_1209c.532_533insCAC

CAA - rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-105-tumorMG-105-normal + 20 3994_3996c.3778_3780delCAA

- ATA MG-107-tumorMG-107-normal - 13 7354_7355c.6979_6980insTAT

- CAG rs56194704 MG-107-tumorMG-107-normal - 2 510_511 c.99_100insCTG

- T MG-107-tumorMG-107-normal - 2 471_472 c.147_148insA

GCTGCTGCTGCT- rs80103752|rs3832903|rs150530962byFrequency|by1000genomesMG-107-tumorMG-107-normal - 1 356_367 c.218_229delAGCAGCAGCAGC

- CAC rs148191276 MG-107-tumorMG-107-normal + 7 1208_1209c.532_533insCAC

- CAG MG-107-tumorMG-107-normal + 2 243_244 c.12_13insCAG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-107-tumorMG-107-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

TC - MG-107-tumorMG-107-normal - 31 4027_4028c.3996_3997delGA

TG - rs4926972by1000genomesMG-109-tumorMG-109-normal - 1 174_175 c.73_74delCA

A - MG-109-tumorMG-109-normal - 1 172 c.71delT

CCA - MG-109-tumorMG-109-normal + 7 1310_1312c.1265_1267delCCA

G - MG-109-tumorMG-109-normal + 21 2182 c.1948delG

CAGCAGCAGCAG- rs17855588 MG-109-tumorMG-109-normal + 11 1598_1609c.1432_1443delCAGCAGCAGCAG

TGA - rs11969612by1000genomesMG-109-tumorMG-109-normal - 8 1563_1565c.627_629delTCA



- A MG-109-tumorMG-109-normal + 1 222_223 c.56_57insA

- CTG MG-109-tumorMG-109-normal - 1 249_250 c.245_246insCAG

- CAC rs148191276 MG-109-tumorMG-109-normal + 7 1208_1209c.532_533insCAC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-109-tumorMG-109-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

TAT - MG-109-tumorMG-109-normal - 37 4733_4735c.4702_4704delATA

GCGCTCCTGGCGCTGCTGGCT- MG-110-tumorMG-110-normal + 1 205_225 c.28_48delGCGCTCCTGGCGCTGCTGGCT

G - MG-110-tumorMG-110-normal - 1 340 c.70delC

CAGGACCAC- MG-110-tumorMG-110-normal + 19 1813_1821c.1813_1821delCAGGACCAC

GT - MG-110-tumorMG-110-normal - 2 244_245 c.245_246delAC

GT - MG-110-tumorMG-110-normal - 2 244_245 c.245_246delAC

ACGGAG - MG-110-tumorMG-110-normal + 37 5344_5349c.4714_4719delACGGAG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-110-tumorMG-110-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- TGT MG-110-tumorMG-110-normal - 5 1125_1126c.1037_1038insACA

- GCC MG-111-tumorMG-111-normal + 1 561_562 c.131_132insGCC

- T MG-111-tumorMG-111-normal - 7 1129_1130c.911_912insA

CGC - MG-111-tumorMG-111-normal - 19 3520_3522c.3310_3312delGCG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-111-tumorMG-111-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- CAGCAACACCAGrs5030620 MG-111-tumorMG-111-normal + 43 6547_6548c.6348_6349insCAGCAACACCAG

CA - rs34051457|rs138768254MG-112-tumorMG-112-normal + 1 3006_3007c.46_47delCA

- CTG rs34594193 MG-112-tumorMG-112-normal - 3 2677_2678c.2576_2577insCAG

C - MG-112-tumorMG-112-normal - 4 444 c.407delG

GC - MG-112-tumorMG-112-normal - 4 441_442 c.404_405delGC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-112-tumorMG-112-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

A - MG-113-tumorMG-113-normal + 6 746 c.524delA

TGA - rs11969612by1000genomesMG-113-tumorMG-113-normal - 8 1563_1565c.627_629delTCA

GTG - MG-113-tumorMG-113-normal - 12 1576_1578c.1483_1485delCAC

A - MG-113-tumorMG-113-normal + 6 700 c.320delA

A - rs67865322 MG-1130-tumorMG-113-normal - 14 1910 c.1817delT

- C rs66544114|rs138264973MG-1130-tumorMG-113-normal - 14 1906_1907c.1813_1814insG

- A MG-114-tumorMG-114-normal + 1 222_223 c.56_57insA

- CTG MG-114-tumorMG-114-normal - 1 249_250 c.245_246insCAG

- TGT MG-114-tumorMG-114-normal - 5 1125_1126c.1037_1038insACA

G - MG-116-tumorMG-116-normal - 8 1445 c.1371delC

T - MG-116-tumorMG-116-normal + 2 121 c.31delT

- CTC MG-116-tumorMG-116-normal - 1 331_332 c.102_103insGAG

- CGC MG-116-tumorMG-116-normal + 1 1334_1335c.1333_1334insCGC

- GCC MG-116-tumorMG-116-normal + 1 561_562 c.131_132insGCC

- AGCGGC MG-116-tumorMG-116-normal + 1 1194_1195c.660_661insAGCGGC

GTGGTGGCGGCA- rs151168559|rs142403193by1000genomesMG-117-tumorMG-117-normal - 39 5566_5577c.5490_5501delTGCCGCCACCAC

C - MG-117-tumorMG-117-normal - 21 4140 c.3169delG

CA - rs71299249 MG-117-tumorMG-117-normal + 1 3623_3624c.663_664delCA

- CGC MG-117-tumorMG-117-normal + 1 1334_1335c.1333_1334insCGC

- GCC MG-117-tumorMG-117-normal + 1 561_562 c.131_132insGCC

- T MG-117-tumorMG-117-normal - 7 1129_1130c.911_912insA

- GCA MG-117-tumorMG-117-normal + 10 1333_1334c.887_888insGCA

GCTCTGGGGCCGGGGGCGGCAGCG- MG-117-tumorMG-117-normal + 1 399_422 c.23_46delGCTCTGGGGCCGGGGGCGGCAGCG

C - MG-117-tumorMG-117-normal - 4 444 c.407delG



GC - MG-117-tumorMG-117-normal - 4 441_442 c.404_405delGC

- A MG-117-tumorMG-117-normal - 19 3442_3443c.3232_3233insT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-117-tumorMG-117-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- TA MG-118-tumorMG-118-normal + 12 2266_2267c.2151_2152insTA

CAGCAA - MG-118-tumorMG-118-normal + 5 1687_1692c.1450_1455delCAGCAA

- CAC rs148191276 MG-118-tumorMG-118-normal + 7 1208_1209c.532_533insCAC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-118-tumorMG-118-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

C - MG-118-tumorMG-118-normal + 8 1167 c.726delC

GGAGCAGCAGCGGCAGCTGCG- MG-118-tumorMG-118-normal + 14 1715_1735c.1470_1490delGGAGCAGCAGCGGCAGCTGCG

- GCC MG-12-tumorMG-12-normal + 1 561_562 c.131_132insGCC

AG - MG-12-tumorMG-12-normal + 6 779

C - MG-12-tumorMG-12-normal + 15 3233 c.3061delC

- CCGCCGrs66568705|rs76533208MG-120-tumorMG-120-normal + 1 265_266 c.120_121insCCGCCG

- GCA rs34265378|rs62519836|rs71561231MG-120-tumorMG-120-normal + 1 1207_1208c.673_674insGCA

C - MG-120-tumorMG-120-normal - 4 444 c.407delG

GC - MG-120-tumorMG-120-normal - 4 441_442 c.404_405delGC

G - MG-120-tumorMG-120-normal + 2 335 c.288delG

GCTGCTGCC- rs141699731|rs3832903byFrequencyMG-120-tumorMG-120-normal - 1 368_376 c.230_238delGGCAGCAGC

GCTGCTGCTGCT- rs80103752|rs3832903|rs150530962byFrequency|by1000genomesMG-120-tumorMG-120-normal - 1 356_367 c.218_229delAGCAGCAGCAGC

A - MG-120-tumorMG-120-normal + 2 679 c.238delA

CTC - MG-121-tumorMG-121-normal + 7 1337_1339c.1292_1294delCTC

- A MG-121-tumorMG-121-normal + 1 222_223 c.56_57insA

- GCC MG-121-tumorMG-121-normal + 1 561_562 c.131_132insGCC

CTT - rs137854239|rs34638836|rs137854395MG-121-tumorMG-121-normal + 35 5154_5156c.4524_4526delCTT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-121-tumorMG-121-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- GCC MG-122-tumorMG-122-normal + 1 561_562 c.131_132insGCC

- GCA MG-122-tumorMG-122-normal + 10 1333_1334c.887_888insGCA

G - MG-122-tumorMG-122-normal + 11 1470 c.1029delG

GAA - MG-124-tumorMG-124-normal + 2 482_484 c.325_327delGAA

TGA - rs11969612by1000genomesMG-124-tumorMG-124-normal - 8 1563_1565c.627_629delTCA

- GCC MG-124-tumorMG-124-normal + 1 561_562 c.131_132insGCC

- CAG rs56194704 MG-124-tumorMG-124-normal - 2 510_511 c.99_100insCTG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-124-tumorMG-124-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- TC MG-125-tumorMG-125-normal + 8 4030_4031c.3174_3175insTC

TGCGT - MG-125-tumorMG-125-normal + 3 2102_2106c.1731_1735delTGCGT

T - MG-125-tumorMG-125-normal + 3 2111 c.1740delT

- T MG-125-tumorMG-125-normal + 3 2116_2117c.1745_1746insT

GT - MG-125-tumorMG-125-normal + 3 2120_2121c.1749_1750delGT

- A MG-125-tumorMG-125-normal + 3 2122_2123c.1751_1752insA

- AGG MG-125-tumorMG-125-normal + 7 1204_1205c.1159_1160insAGG

CCA - MG-125-tumorMG-125-normal + 7 1568_1570c.1523_1525delCCA

CTAC - MG-125-tumorMG-125-normal + 7 2780_2783c.2735_2738delCTAC

- ATG MG-125-tumorMG-125-normal + 7 2832_2833c.2787_2788insATG

AAA - MG-125-tumorMG-125-normal + 13 1974_1976c.1848_1850delAAA

- C MG-125-tumorMG-125-normal + 13 2220_2221c.2220_2221insC

- CGC MG-125-tumorMG-125-normal + 1 1334_1335c.1333_1334insCGC

- ATA MG-125-tumorMG-125-normal - 13 7354_7355c.6979_6980insTAT



- AGA MG-125-tumorMG-125-normal - 3 497_498 c.462_463insTCT

- T MG-125-tumorMG-125-normal - 2 471_472 c.147_148insA

- CAC rs148191276 MG-125-tumorMG-125-normal + 7 1208_1209c.532_533insCAC

TG - MG-125-tumorMG-125-normal + 7 575_576 c.534_535delTG

GT - MG-125-tumorMG-125-normal + 33 5325_5326c.4257_4258delGT

AT - MG-125-tumorMG-125-normal + 33 5333_5334c.4265_4266delAT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-125-tumorMG-125-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- TGC MG-125-tumorMG-125-normal - 10 10283_10284c.9611_9612insGCA

A - rs67865322 MG-125-tumorMG-125-normal - 14 1910 c.1817delT

- C rs66544114|rs138264973MG-125-tumorMG-125-normal - 14 1906_1907c.1813_1814insG

- TGT MG-125-tumorMG-125-normal - 5 1125_1126c.1037_1038insACA

CTT - MG-125-tumorMG-125-normal - 9 3161_3163c.2947_2949delAAG

- CTT MG-125-tumorMG-125-normal - 9 2776_2777c.2562_2563insAAG

GCT - MG-125-tumorMG-125-normal - 31 4039_4041c.4008_4010delAGC

- GGCCGC MG-125-tumorMG-125-normal - 31 4035_4036c.4004_4005insGCGGCC

TC - MG-125-tumorMG-125-normal - 31 4027_4028c.3996_3997delGA

- GGT MG-126-tumorMG-126-normal - 2 2814_2815c.1958_1959insACC

TGA - rs11969612by1000genomesMG-126-tumorMG-126-normal - 8 1563_1565c.627_629delTCA

- CAG rs56194704 MG-126-tumorMG-126-normal - 2 510_511 c.99_100insCTG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-126-tumorMG-126-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CAA - rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-126-tumorMG-126-normal + 20 3994_3996c.3778_3780delCAA

CCA - MG-127-tumorMG-127-normal + 7 1568_1570c.1523_1525delCCA

CTAC - MG-127-tumorMG-127-normal + 7 2780_2783c.2735_2738delCTAC

- ATG MG-127-tumorMG-127-normal + 7 2832_2833c.2787_2788insATG

AT - MG-127-tumorMG-127-normal + 1 3224_3225c.264_265delAT

- C MG-127-tumorMG-127-normal + 13 2220_2221c.2220_2221insC

AA - MG-127-tumorMG-127-normal + 15 2246_2247c.2156_2157delAA

- T MG-127-tumorMG-127-normal + 9 1877_1878c.1343_1344insT

C - MG-127-tumorMG-127-normal + 21 2804 c.2421delC

A - rs67865322 MG-127-tumorMG-127-normal - 14 1910 c.1817delT

- C rs66544114|rs138264973MG-127-tumorMG-127-normal - 14 1906_1907c.1813_1814insG

A - MG-127-tumorMG-127-normal - 11 1454 c.1361delT

A - MG-127-tumorMG-127-normal + 8 856 c.476delA

CAA - rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-127-tumorMG-127-normal + 20 3994_3996c.3778_3780delCAA

GCT - MG-127-tumorMG-127-normal - 31 4039_4041c.4008_4010delAGC

- GGCCGC MG-127-tumorMG-127-normal - 31 4035_4036c.4004_4005insGCGGCC

TC - MG-127-tumorMG-127-normal - 31 4027_4028c.3996_3997delGA

- CCT rs9993367 MG-127273-tumorMG-127273-normal+ 1 286_287 c.141_142insCCT

- T MG-127273-tumorMG-127273-normal- 7 1129_1130c.911_912insA

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-127273-tumorMG-127273-normal+ 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- C rs12606191byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 4 1778_1779c.1565_1566insG

CAA - rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 20 3994_3996c.3778_3780delCAA

G - MG-127273-tumorMG-127273-normal+ 3 705 c.264delG

AG - MG-129-tumorMG-129-normal + 14 2086_2087c.1887_1888delAG

CAA - rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-13-tumorMG-13-normal + 20 3994_3996c.3778_3780delCAA

TGCTGT - rs75719175 MG-13-tumorMG-13-normal - 1 2586_2591c.1632_1637delACAGCA

AAA - MG-131-tumorMG-131-normal + 13 1974_1976c.1848_1850delAAA



AG - MG-131-tumorMG-131-normal + 14 2086_2087c.1887_1888delAG

- A MG-131-tumorMG-131-normal - 17 3035_3036c.2817_2818insT

- T MG-131-tumorMG-131-normal - 2 471_472 c.147_148insA

A - MG-131-tumorMG-131-normal - 11 1454 c.1361delT

- TCT MG-132-tumorMG-132-normal + 7 936_937 c.810_811insTCT

- C MG-132-tumorMG-132-normal + 13 2220_2221c.2220_2221insC

- T MG-132-tumorMG-132-normal - 7 1129_1130c.911_912insA

- T MG-132-tumorMG-132-normal + 9 1877_1878c.1343_1344insT

A - MG-132-tumorMG-132-normal + 19 2652 c.2269delA

C - MG-132-tumorMG-132-normal + 21 2804 c.2421delC

TTGTG - MG-132-tumorMG-132-normal - 6 650_654 c.557_561delCACAA

A - MG-132-tumorMG-132-normal + 8 856 c.476delA

C - MG-132-tumorMG-132-normal + 6 982 c.541delC

CTC - MG-132-tumorMG-132-normal - 7 902_904 c.767_769delGAG

TGCTGCTGCTGT- rs62344938|rs62344939|rs58015886MG-132250-tumorMG-132250-normal- 2 2323_2334c.1467_1478delACAGCAGCAGCA

- A MG-132250-tumorMG-132250-normal+ 1 222_223 c.56_57insA

- A MG-132250-tumorMG-132250-normal+ 5 592_593 c.550_551insA

- AG MG-132250-tumorMG-132250-normal+ 5 594_595 c.552_553insAG

A - MG-132250-tumorMG-132250-normal- 8 1504 c.1320delT

- GCC MG-132250-tumorMG-132250-normal+ 1 561_562 c.131_132insGCC

- G MG-132250-tumorMG-132250-normal- 4 1140_1141c.1055_1056insC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-132250-tumorMG-132250-normal+ 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CTCCTCAAAG- rs143160499NA MG-133-tumorMG-133-normal + 9 1299_1308c.858_867delCTCCTCAAAG

GGCGGCGGCGGCGGCTGC- rs11498192 MG-13363-tumorMG-13363-normal+ 2 574_591 c.216_233delGGCGGCGGCGGCGGCTGC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-13363-tumorMG-13363-normal+ 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

GCCACTGCTGCT- rs147522263|rs113540509|rs138902616|rs146822312|rs140071083|rs71940230|rs144877871byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 5 1002_1013c.826_837delAGCAGCAGTGGC

AGCAGGAAGAGAGGCTTCGGA- MG-134-tumorMG-134-normal + 12 1132_1152c.1034_1054delAGCAGGAAGAGAGGCTTCGGA

CTT - MG-134-tumorMG-134-normal - 8 677_679 c.580_582delAAG

- A MG-134-tumorMG-134-normal - 21 1687_1688c.1320_1321insT

- C MG-136-tumorMG-136-normal + 13 2220_2221c.2220_2221insC

- A MG-136-tumorMG-136-normal - 17 3035_3036c.2817_2818insT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-136-tumorMG-136-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

TGC - MG-136-tumorMG-136-normal - 10 1502_1504c.1335_1337delGCA

AAA - MG-137-tumorMG-137-normal + 13 1974_1976c.1848_1850delAAA

G - MG-137-tumorMG-137-normal + 8 1207 c.951delG

C - MG-137-tumorMG-137-normal + 5 634 c.592delC

- TG MG-137-tumorMG-137-normal + 7 927_928 c.862_863insTG

A - rs67865322 MG-137-tumorMG-137-normal - 14 1910 c.1817delT

- C rs66544114|rs138264973MG-137-tumorMG-137-normal - 14 1906_1907c.1813_1814insG

A - MG-137-tumorMG-137-normal + 8 856 c.476delA

CAA - rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-137-tumorMG-137-normal + 20 3994_3996c.3778_3780delCAA

G - MG-137-tumorMG-137-normal + 4 1786 c.1476delG

C - MG-138-tumorMG-138-normal - 11 1572 c.1462delG

AG - MG-138-tumorMG-138-normal - 9 3368_3369c.2432_2433delCT

CTC - MG-138-tumorMG-138-normal - 5 1046_1048c.673_675delGAG

TGGC - MG-139-tumorMG-139-normal - 3 3377_3380c.3302_3305delGCCA

- CAG MG-139-tumorMG-139-normal + 11 1597_1598c.1431_1432insCAG



A - MG-139-tumorMG-139-normal - 10 1815 c.1811delT

CTG - MG-139-tumorMG-139-normal - 3 2675_2677c.2574_2576delCAG

- TGT rs63029960 MG-139-tumorMG-139-normal - 9 1816_1817c.1319_1320insACA

- TGT MG-139-tumorMG-139-normal - 5 1125_1126c.1037_1038insACA

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-14-tumorMG-14-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- TTC MG-141-tumorMG-141-normal + 16 4396_4397c.4016_4017insTTC

- GCA MG-141-tumorMG-141-normal + 10 1333_1334c.887_888insGCA

- T MG-141-tumorMG-141-normal - 2 471_472 c.147_148insA

A - rs67865322 MG-141-tumorMG-141-normal - 14 1910 c.1817delT

- C rs66544114|rs138264973MG-141-tumorMG-141-normal - 14 1906_1907c.1813_1814insG

- G rs79415072 MG-141-tumorMG-141-normal - 12 1608_1609c.1515_1516insC

- GAT MG-141-tumorMG-141-normal - 4 411_412 c.318_319insATC

- C MG-141-tumorMG-141-normal - 12 1410_1411c.1080_1081insG

A - MG-141-tumorMG-141-normal + 8 856 c.476delA

C - MG-141-tumorMG-141-normal + 3 712 c.271delC

C - MG-142-tumorMG-142-normal + 1 2996 c.36delC

- T MG-142-tumorMG-142-normal + 5 654

C - MG-142-tumorMG-142-normal + 13 1943 c.1698delC

TGA - rs11969612by1000genomesMG-142-tumorMG-142-normal - 8 1563_1565c.627_629delTCA

- TGC MG-142-tumorMG-142-normal + 1 420_421 c.49_50insTGC

- TGC MG-142-tumorMG-142-normal - 7 1524_1525c.1370_1371insGCA

C - rs28692724by1000genomesMG-142-tumorMG-142-normal - 1 1246 c.348delG

GCTGTTGCTGC- rs28718623|rs71125518|rs78762909MG-142-tumorMG-142-normal - 1 1234_1244c.336_346delGCAGCAACAGC

- T MG-142-tumorMG-142-normal - 2 75

CGC - MG-142-tumorMG-142-normal - 19 3520_3522c.3310_3312delGCG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-142-tumorMG-142-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- T rs79368216by1000genomesMG-142-tumorMG-142-normal + 5 608

C - MG-143-tumorMG-143-normal - 4 444 c.407delG

GC - MG-143-tumorMG-143-normal - 4 441_442 c.404_405delGC

CAG - MG-144-tumorMG-144-normal + 5 842_844 c.842_844delCAG

- A MG-144-tumorMG-144-normal + 1 222_223 c.56_57insA

GCGGCGGCA- MG-144-tumorMG-144-normal + 1 125_133 c.124_132delGCGGCGGCA

- CAGCAG MG-144-tumorMG-144-normal + 1 340_341 c.339_340insCAGCAG

GCCGCCGCC- MG-144-tumorMG-144-normal + 1 562_570 c.132_140delGCCGCCGCC

C - MG-144-tumorMG-144-normal - 4 444 c.407delG

GC - MG-144-tumorMG-144-normal - 4 441_442 c.404_405delGC

- ACG MG-144-tumorMG-144-normal + 1 197_198 c.145_146insACG

CGC - MG-144-tumorMG-144-normal - 19 3520_3522c.3310_3312delGCG

- GCT rs113614842 MG-144-tumorMG-144-normal - 2 617_618 c.186_187insAGC

TG - MG-144-tumorMG-144-normal - 3 927_928 c.395_396delCA

GAA - MG-144-tumorMG-144-normal - 9 741_743 c.374_376delTTC

TGCTGT - rs75719175 MG-144-tumorMG-144-normal - 1 2586_2591c.1632_1637delACAGCA

- A MG-145-tumorMG-145-normal + 1 222_223 c.56_57insA

AGCCGG- MG-145-tumorMG-145-normal - 1 98_103 c.78_83delCCGGCT

C - MG-145-tumorMG-145-normal - 4 444 c.407delG

GC - MG-145-tumorMG-145-normal - 4 441_442 c.404_405delGC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-145-tumorMG-145-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC



TGCTGT - rs75719175 MG-145-tumorMG-145-normal - 1 2586_2591c.1632_1637delACAGCA

- CAGCAA rs60179124|rs62637703by1000genomesMG-146-tumorMG-146-normal + 2 361_362 c.126_127insCAGCAA

- TGC MG-146-tumorMG-146-normal - 10 1896_1897c.1103_1104insGCA

CA - rs34051457|rs138768254MG-146-tumorMG-146-normal + 1 3006_3007c.46_47delCA

- CAG MG-146-tumorMG-146-normal + 1 340_341 c.339_340insCAG

- A rs145049154by1000genomesMG-146-tumorMG-146-normal + 19 2925

CAGCAA - MG-146-tumorMG-146-normal + 5 1687_1692c.1450_1455delCAGCAA

- CTGCTGCTGCTGCTGrs67474612|rs12895357byFrequency|by1000genomesMG-146-tumorMG-146-normal - 10 1010_1011c.942_943insCAGCAGCAGCAGCAG

- TGT MG-146-tumorMG-146-normal - 5 1125_1126c.1037_1038insACA

CAA - rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-146-tumorMG-146-normal + 20 3994_3996c.3778_3780delCAA

- A MG-147-tumorMG-147-normal + 1 222_223 c.56_57insA

GCTGCTGCTGCT- rs80103752|rs3832903|rs150530962byFrequency|by1000genomesMG-147-tumorMG-147-normal - 1 356_367 c.218_229delAGCAGCAGCAGC

CTGGAGCAGCAGCAGCAGCAACAGCAA- MG-147-tumorMG-147-normal - 10 2737_2763c.2738_2764delTTGCTGTTGCTGCTGCTGCTGCTCCAG

C - MG-148-tumorMG-148-normal + 4 2397 c.363delC

CTGTTGG- MG-148-tumorMG-148-normal + 12 1588_1594c.1147_1153delCTGTTGG

CAA - rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-149-tumorMG-149-normal + 20 3994_3996c.3778_3780delCAA

CTC - MG-15-tumorMG-15-normal + 7 1337_1339c.1292_1294delCTC

G - MG-15-tumorMG-15-normal + 27 2857 c.2670delG

C - MG-150-tumorMG-150-normal + 2 213 c.114delC

AGG - rs2083894 MG-150-tumorMG-150-normal + 11 803_805 c.803_805delAGG

AGGC - MG-156-tumorMG-156-normal - 3 596_599 c.497_500delGCCT

AGGC - MG-156-tumorMG-156-normal - 3 596_599 c.497_500delGCCT

AGG - rs2083894 MG-157-tumorMG-157-normal + 11 803_805 c.803_805delAGG

TT - MG-157-tumorMG-157-normal - 1 484_485 c.473_474delAA

AA - MG-157-tumorMG-157-normal + 12 3145_3146c.2926_2927delAA

AGG - rs2083894 MG-157-tumorMG-157-normal + 11 803_805 c.803_805delAGG

TT - MG-157-tumorMG-157-normal - 1 484_485 c.473_474delAA

AA - MG-157-tumorMG-157-normal + 12 3145_3146c.2926_2927delAA

G - NA MG-159-tumorMG-159-normal + 20 6476 c.6105delG

CTC - MG-160-tumorMG-160-normal + 7 1337_1339c.1292_1294delCTC

CCAGCAGTAGCT- rs139011213by1000genomesMG-160-tumorMG-160-normal + 3 897_908 c.350_361delCCAGCAGTAGCT

TGA - rs11969612by1000genomesMG-160-tumorMG-160-normal - 8 1563_1565c.627_629delTCA

- GCT rs113614842 MG-160-tumorMG-160-normal - 2 617_618 c.186_187insAGC

- GCA MG-162-tumorMG-162-normal + 10 1333_1334c.887_888insGCA

CTT - rs137854239|rs34638836|rs137854395MG-162-tumorMG-162-normal + 35 5154_5156c.4524_4526delCTT

TGCTGT - rs75719175 MG-162-tumorMG-162-normal - 1 2586_2591c.1632_1637delACAGCA

- A MG-167-tumorMG-167-normal + 1 222_223 c.56_57insA

- CTGCTGCTGCTGCTGrs67474612|rs12895357byFrequency|by1000genomesMG-167-tumorMG-167-normal - 10 1010_1011c.942_943insCAGCAGCAGCAGCAG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-167-tumorMG-167-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CTC - MG-167-tumorMG-167-normal + 14 2939_2941c.2304_2306delCTC

- CAG MG-167-tumorMG-167-normal + 6 699_700 c.630_631insCAG

CAGCAGCAGCAGCAC- rs2114202|rs5859655|rs5859656|rs5859657byFrequencyMG-168-tumorMG-168-normal + 11 1613_1627c.1447_1461delCAGCAGCAGCAGCAC

- A MG-168-tumorMG-168-normal + 1 222_223 c.56_57insA

C - MG-168-tumorMG-168-normal - 4 444 c.407delG

GC - MG-168-tumorMG-168-normal - 4 441_442 c.404_405delGC

CTT - MG-168-tumorMG-168-normal - 8 677_679 c.580_582delAAG

- A MG-168-tumorMG-168-normal + 3 717_718 c.276_277insA



- CCT rs9993367 MG-169-tumorMG-169-normal + 1 286_287 c.141_142insCCT

CAGCAGCAGCAG- rs17855588 MG-169-tumorMG-169-normal + 11 1598_1609c.1432_1443delCAGCAGCAGCAG

- T MG-169-tumorMG-169-normal - 7 1129_1130c.911_912insA

CTA - MG-169-tumorMG-169-normal - 5 787_789 c.501_503delTAG

AGG - rs2083894 MG-169-tumorMG-169-normal + 11 803_805 c.803_805delAGG

CTT - MG-169-tumorMG-169-normal - 8 677_679 c.580_582delAAG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-169-tumorMG-169-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- T MG-17-tumorMG-17-normal + 9 1877_1878c.1343_1344insT

- TA rs150792575 MG-171-tumorMG-171-normal - 3 4012_4013c.3940_3941insTA

CA - MG-171-tumorMG-171-normal + 1 3313_3314c.353_354delCA

TGCTGCTGCTGT- rs62344938|rs62344939|rs58015886MG-171-tumorMG-171-normal - 2 2323_2334c.1467_1478delACAGCAGCAGCA

CAA - rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-171-tumorMG-171-normal + 20 3994_3996c.3778_3780delCAA

- GTGGTGGCAGTGGCGGCCMG-172-tumorMG-172-normal - 39 5595_5596c.5519_5520insGGCCGCCACTGCCACCAC

GCGGCGGCGGCC- MG-172-tumorMG-172-normal + 1 1019_1030c.1018_1029delGCGGCGGCGGCC

CAGCAACAA- rs149757187 MG-172-tumorMG-172-normal + 11 1100_1108c.280_288delCAGCAACAA

GCTGCTGCTGCT- rs80103752|rs3832903|rs150530962byFrequency|by1000genomesMG-172-tumorMG-172-normal - 1 356_367 c.218_229delAGCAGCAGCAGC

AGG - rs2083894 MG-172-tumorMG-172-normal + 11 803_805 c.803_805delAGG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-172-tumorMG-172-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CCA - MG-173-tumorMG-173-normal + 7 1568_1570c.1523_1525delCCA

- CCGCCGrs66568705|rs76533208MG-173-tumorMG-173-normal + 1 265_266 c.120_121insCCGCCG

- T MG-173-tumorMG-173-normal + 5 654

- A MG-173-tumorMG-173-normal + 1 222_223 c.56_57insA

- GCC MG-173-tumorMG-173-normal + 1 561_562 c.131_132insGCC

CAGCAGCAACAACAG- MG-173-tumorMG-173-normal + 11 1082_1096c.262_276delCAGCAGCAACAACAG

CTA - MG-173-tumorMG-173-normal - 5 787_789 c.501_503delTAG

CAGCAA - MG-173-tumorMG-173-normal + 5 1687_1692c.1450_1455delCAGCAA

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-173-tumorMG-173-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- TGT MG-173-tumorMG-173-normal - 5 1125_1126c.1037_1038insACA

TGC - MG-173-tumorMG-173-normal - 10 1502_1504c.1335_1337delGCA

GTG - MG-173-tumorMG-173-normal + 7 1632_1634c.1073_1075delGTG

- T rs79368216by1000genomesMG-173-tumorMG-173-normal + 5 608

C - MG-173-tumorMG-173-normal + 8 1209 c.768delC

CTC - MG-174-tumorMG-174-normal - 2 161_163 c.162_164delGAG

- CCGCCGrs66568705|rs76533208MG-174-tumorMG-174-normal + 1 265_266 c.120_121insCCGCCG

- GCA rs34265378|rs62519836|rs71561231MG-174-tumorMG-174-normal + 1 1207_1208c.673_674insGCA

- TGC rs141107883 MG-174-tumorMG-174-normal - 8 3400_3401c.830_831insGCA

C - MG-175-tumorMG-175-normal - 4 444 c.407delG

GC - MG-175-tumorMG-175-normal - 4 441_442 c.404_405delGC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-175-tumorMG-175-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- GCT rs113614842 MG-175-tumorMG-175-normal - 2 617_618 c.186_187insAGC

A - MG-175-tumorMG-175-normal + 6 608

TCC - MG-175-tumorMG-175-normal - 15 4591_4593c.4377_4379delGGA

- ATG MG-177-tumorMG-177-normal + 7 2832_2833c.2787_2788insATG

TAGG - MG-177-tumorMG-177-normal - 15 1857_1860c.1360_1363delCCTA

T - MG-177-tumorMG-177-normal - 8 837 c.835delA

C - MG-177-tumorMG-177-normal + 14 2115 c.1567delC

GG - MG-177-tumorMG-177-normal + 14 2087_2088c.1888_1889delGG



- T MG-177-tumorMG-177-normal - 7 1129_1130c.911_912insA

- ATA MG-177-tumorMG-177-normal - 13 7354_7355c.6979_6980insTAT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-177-tumorMG-177-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

C - MG-177-tumorMG-177-normal + 21 3605 c.3461delC

TGCTGT - rs75719175 MG-177-tumorMG-177-normal - 1 2586_2591c.1632_1637delACAGCA

T - MG-18-tumorMG-18-normal + 20 3971 c.3894delT

- A MG-18-tumorMG-18-normal + 1 222_223 c.56_57insA

G - MG-18-tumorMG-18-normal - 7 806 c.713delC

- GCA MG-185-tumorMG-185-normal + 10 1333_1334c.887_888insGCA

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-185-tumorMG-185-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

C - MG-186-tumorMG-186-normal + 17 3741 c.3593delC

GC - rs146403419|rs35916606MG-186-tumorMG-186-normal + 17 3743_3744c.3595_3596delGC

CTC - MG-186-tumorMG-186-normal - 15 3292_3294c.3116_3118delGAG

- CA rs71299249 MG-187-tumorMG-187-normal + 1 4021_4022c.1061_1062insCA

- A MG-187-tumorMG-187-normal + 1 222_223 c.56_57insA

- CGC MG-187-tumorMG-187-normal + 1 1334_1335c.1333_1334insCGC

AGG - rs2083894 MG-187-tumorMG-187-normal + 11 803_805 c.803_805delAGG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-187-tumorMG-187-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

T - MG-187-tumorMG-187-normal + 11 1523 c.1082delT

CTC - MG-188-tumorMG-188-normal + 7 1337_1339c.1292_1294delCTC

- A MG-188-tumorMG-188-normal + 1 222_223 c.56_57insA

GGCGGCGGCGGCGGCTGC- rs11498192 MG-188-tumorMG-188-normal + 2 574_591 c.216_233delGGCGGCGGCGGCGGCTGC

- GCC MG-188-tumorMG-188-normal + 1 561_562 c.131_132insGCC

- GCA rs34265378|rs62519836|rs71561231MG-188-tumorMG-188-normal + 1 1207_1208c.673_674insGCA

C - MG-188-tumorMG-188-normal - 4 444 c.407delG

GC - MG-188-tumorMG-188-normal - 4 441_442 c.404_405delGC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-188-tumorMG-188-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CTC - MG-189-tumorMG-189-normal + 7 1337_1339c.1292_1294delCTC

- GAGGAGGAGGAGGAAGAGrs78484781byFrequency|by1000genomesMG-189-tumorMG-189-normal - 6 2070_2071c.2003_2004insCTCTTCCTCCTCCTCCTC

- A MG-189-tumorMG-189-normal + 1 222_223 c.56_57insA

C - MG-189-tumorMG-189-normal - 4 444 c.407delG

GC - MG-189-tumorMG-189-normal - 4 441_442 c.404_405delGC

- CTGCTGCTGCTGCTGCTGCTGrs67474612|rs12895357byFrequency|by1000genomesMG-189-tumorMG-189-normal - 10 1010_1011c.942_943insCAGCAGCAGCAGCAGCAGCAG

- G MG-189-tumorMG-189-normal + 10 738_739 c.738_739insG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-189-tumorMG-189-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CAA - rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-189-tumorMG-189-normal + 20 3994_3996c.3778_3780delCAA

- GCC MG-19-tumorMG-19-normal + 1 561_562 c.131_132insGCC

T - MG-190-tumorMG-190-normal + 10 1438 c.1058delT

- A MG-190-tumorMG-190-normal + 1 222_223 c.56_57insA

- CTG MG-190-tumorMG-190-normal - 1 249_250 c.245_246insCAG

- T MG-190-tumorMG-190-normal - 7 1129_1130c.911_912insA

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-190-tumorMG-190-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

TGCTGTTGC- MG-191-tumorMG-191-normal - 20 3035_3043c.3030_3038delGCAACAGCA

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-191-tumorMG-191-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CAA - rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-191-tumorMG-191-normal + 20 3994_3996c.3778_3780delCAA

- GC rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-191-tumorMG-191-normal + 20 3995_3996c.3779_3780insGC

- G rs112129664|rs67218125|rs112826888|rs28529067|rs1132443|rs35183688byFrequency|by1000genomesMG-191-tumorMG-191-normal + 20 3996_3997c.3780_3781insG



CA - MG-191-tumorMG-191-normal + 12 1695_1696c.1254_1255delCA

G - MG-192-tumorMG-192-normal + 3 1752 c.1381delG

T - MG-192-tumorMG-192-normal + 5 1014 c.570delT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-192-tumorMG-192-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

T - MG-192-tumorMG-192-normal + 6 970 c.529delT

- CGC MG-193-tumorMG-193-normal + 1 1334_1335c.1333_1334insCGC

AGCCGG- MG-193-tumorMG-193-normal - 1 98_103 c.78_83delCCGGCT

- GCT rs118203743 MG-194-tumorMG-194-normal - 23 3350_3351c.3129_3130insAGC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-194-tumorMG-194-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-195-tumorMG-195-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CAA - rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-195-tumorMG-195-normal + 20 3994_3996c.3778_3780delCAA

CTT - rs121434260 MG-195-tumorMG-195-normal + 3 726_728 c.285_287delCTT

- T MG-19540-tumorMG-19540-normal+ 3 2116_2117c.1745_1746insT

A - rs67865322 MG-19540-tumorMG-19540-normal- 14 1910 c.1817delT

- C rs66544114|rs138264973MG-19540-tumorMG-19540-normal- 14 1906_1907c.1813_1814insG

A - MG-19540-tumorMG-19540-normal+ 8 856 c.476delA

- GCA MG-196-tumorMG-196-normal + 10 1333_1334c.887_888insGCA

A - MG-196-tumorMG-196-normal + 1 530 c.89delA

- GCC MG-197-tumorMG-197-normal + 1 561_562 c.131_132insGCC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-197-tumorMG-197-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- AC rs56109734|rs55884223by1000genomesMG-198-tumorMG-198-normal + 1 3039_3040c.79_80insAC

- A MG-198-tumorMG-198-normal + 1 222_223 c.56_57insA

- T MG-198-tumorMG-198-normal - 7 1129_1130c.911_912insA

C - MG-198-tumorMG-198-normal - 4 444 c.407delG

GC - MG-198-tumorMG-198-normal - 4 441_442 c.404_405delGC

GCTGCTGCTGCT- rs80103752|rs3832903|rs150530962byFrequency|by1000genomesMG-198-tumorMG-198-normal - 1 356_367 c.218_229delAGCAGCAGCAGC

- T MG-198-tumorMG-198-normal - 2 75

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-198-tumorMG-198-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- AGA MG-2-tumorMG-2-normal - 3 314_315 c.279_280insTCT

A - rs67865322 MG-2-tumorMG-2-normal - 14 1910 c.1817delT

- C rs66544114|rs138264973MG-2-tumorMG-2-normal - 14 1906_1907c.1813_1814insG

T - MG-2-tumorMG-2-normal + 6 1033 c.764delT

- C rs2275483|rs35902206|rs12567786by1000genomesMG-20-tumorMG-20-normal - 18 3121_3122c.2703_2704insG

- GC rs2275483|rs66739466|rs12567786by1000genomesMG-20-tumorMG-20-normal - 18 3120_3121c.2702_2703insGC

G - MG-20-tumorMG-20-normal - 4 689 c.486delC

C - MG-20-tumorMG-20-normal - 3 971 c.652delG

C - MG-20-tumorMG-20-normal + 2 632 c.39delC

G - MG-20-tumorMG-20-normal + 10 1389 c.948delG

CA - rs34051457|rs138768254MG-201-tumorMG-201-normal + 1 3006_3007c.46_47delCA

CA - MG-201-tumorMG-201-normal + 1 3313_3314c.353_354delCA

- A MG-201-tumorMG-201-normal + 1 222_223 c.56_57insA

- GCC MG-201-tumorMG-201-normal + 1 561_562 c.131_132insGCC

C - MG-201-tumorMG-201-normal + 20 1965 c.1821delC

- A MG-201-tumorMG-201-normal - 19 3442_3443c.3232_3233insT

TTGCGCCCTCGCCGCTG- MG-203-tumorMG-203-normal - 22 5262_5278c.5263_5279delCAGCGGCGAGGGCGCAA

G - MG-204-tumorMG-204-normal + 1 137 c.60delG

CA - rs34051457|rs138768254MG-204-tumorMG-204-normal + 1 3006_3007c.46_47delCA



- GCT rs1464423|rs78456199by1000genomesMG-204-tumorMG-204-normal - 9 1694_1695c.1641_1642insAGC

CGC - MG-204-tumorMG-204-normal - 19 3520_3522c.3310_3312delGCG

TG - MG-204-tumorMG-204-normal - 3 927_928 c.395_396delCA

CAA - rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-204-tumorMG-204-normal + 20 3994_3996c.3778_3780delCAA

- C rs2275483|rs35902206|rs12567786by1000genomesMG-205-tumorMG-205-normal - 18 3121_3122c.2703_2704insG

- GC rs2275483|rs66739466|rs12567786by1000genomesMG-205-tumorMG-205-normal - 18 3120_3121c.2702_2703insGC

AGG - rs146745491byFrequencyMG-205-tumorMG-205-normal + 7 1274_1276c.1229_1231delAGG

CA - MG-205-tumorMG-205-normal + 1 3313_3314c.353_354delCA

TGA - rs11969612by1000genomesMG-205-tumorMG-205-normal - 8 1563_1565c.627_629delTCA

- G MG-205-tumorMG-205-normal - 4 1140_1141c.1055_1056insC

C - MG-205-tumorMG-205-normal - 4 444 c.407delG

GC - MG-205-tumorMG-205-normal - 4 441_442 c.404_405delGC

CTC - MG-206-tumorMG-206-normal + 7 1337_1339c.1292_1294delCTC

- CGC MG-206-tumorMG-206-normal + 1 1334_1335c.1333_1334insCGC

C - MG-206-tumorMG-206-normal - 4 444 c.407delG

GC - MG-206-tumorMG-206-normal - 4 441_442 c.404_405delGC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-206-tumorMG-206-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

ATTGCTGTAAACTGCTCTGAG- MG-206-tumorMG-206-normal - 3 1573_1593c.1041_1061delCTCAGAGCAGTTTACAGCAAT

AT - MG-206-tumorMG-206-normal - 3 1567_1568c.1035_1036delAT

- A MG-207-tumorMG-207-normal + 1 222_223 c.56_57insA

- GCA rs34265378|rs62519836|rs71561231MG-207-tumorMG-207-normal + 1 1207_1208c.673_674insGCA

A - MG-207-tumorMG-207-normal - 5 1208 c.884delT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-207-tumorMG-207-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- A MG-208-tumorMG-208-normal + 1 222_223 c.56_57insA

- A MG-209-tumorMG-209-normal + 1 222_223 c.56_57insA

- GAGGAGrs148986018by1000genomesMG-209-tumorMG-209-normal - 27 8204_8205c.7856_7857insCTCCTC

TGTC - MG-209-tumorMG-209-normal - 2 62_65 c.18_21delGACA

- TGC MG-209-tumorMG-209-normal - 10 10283_10284c.9611_9612insGCA

TCCG - MG-21-tumorMG-21-normal + 42 6444_6447c.6245_6248delTCCG

- C MG-210-tumorMG-210-normal - 40 9660_9661c.9442_9443insG

- G MG-210-tumorMG-210-normal + 24 3571_3572c.3362_3363insG

AG - MG-210-tumorMG-210-normal - 3 375_376 c.169_170delCT

AAA - MG-2100-tumorMG-210-normal + 13 1928_1930c.1851_1853delAAA

- TCT MG-2100-tumorMG-210-normal + 7 936_937 c.810_811insTCT

AAA - MG-2100-tumorMG-210-normal + 13 1974_1976c.1848_1850delAAA

- C rs66544114|rs138264973MG-2100-tumorMG-210-normal - 14 1906_1907c.1813_1814insG

A - MG-2100-tumorMG-210-normal + 8 856 c.476delA

CTC - MG-213-tumorMG-213-normal + 7 1337_1339c.1292_1294delCTC

- A MG-213-tumorMG-213-normal + 1 222_223 c.56_57insA

C - MG-213-tumorMG-213-normal - 4 444 c.407delG

GC - MG-213-tumorMG-213-normal - 4 441_442 c.404_405delGC

- CTG rs67474612|rs12895357byFrequency|by1000genomesMG-213-tumorMG-213-normal - 10 1010_1011c.942_943insCAG

GCC - MG-213-tumorMG-213-normal + 11 1895_1897c.1266_1268delGCC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-213-tumorMG-213-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- A MG-215-tumorMG-215-normal + 1 222_223 c.56_57insA

GGCGGCGGCGGCGGCTGC- rs11498192 MG-215-tumorMG-215-normal + 2 574_591 c.216_233delGGCGGCGGCGGCGGCTGC

AGG - rs2083894 MG-215-tumorMG-215-normal + 11 803_805 c.803_805delAGG



GGAGCAGCAGCGGCAGCTGCG- MG-215-tumorMG-215-normal + 14 1715_1735c.1470_1490delGGAGCAGCAGCGGCAGCTGCG

CTC - MG-216-tumorMG-216-normal + 7 1337_1339c.1292_1294delCTC

- CAG MG-216-tumorMG-216-normal + 1 340_341 c.339_340insCAG

- CAC rs148191276 MG-216-tumorMG-216-normal + 7 1208_1209c.532_533insCAC

TGGCACC- rs8002 by1000genomesMG-217-tumorMG-217-normal + 5 912_918 c.468_474delTGGCACC

- A MG-217-tumorMG-217-normal + 1 222_223 c.56_57insA

- GCA rs34265378|rs62519836|rs71561231MG-217-tumorMG-217-normal + 1 1207_1208c.673_674insGCA

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-217-tumorMG-217-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- A MG-218-tumorMG-218-normal + 1 222_223 c.56_57insA

- CTG MG-218-tumorMG-218-normal - 1 249_250 c.245_246insCAG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-218-tumorMG-218-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

G - MG-219-tumorMG-219-normal - 3 436 c.401delC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-219-tumorMG-219-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CCA - MG-22-tumorMG-22-normal + 7 1568_1570c.1523_1525delCCA

- C MG-22-tumorMG-22-normal - 12 1410_1411c.1080_1081insG

- TAT MG-22-tumorMG-22-normal + 2 117_118 c.24_25insTAT

GAA - MG-220-tumorMG-220-normal + 1 259_261 c.93_95delGAA

G - MG-220-tumorMG-220-normal - 14 4053 c.3869delC

AGG - rs2083894 MG-220-tumorMG-220-normal + 11 803_805 c.803_805delAGG

CTT - MG-220-tumorMG-220-normal - 8 677_679 c.580_582delAAG

C - MG-220-tumorMG-220-normal + 6 1940 c.1746delC

- TGC rs45520238 MG-220-tumorMG-220-normal - 1 2573_2574c.1619_1620insGCA

CT - MG-220-tumorMG-220-normal + 0 2023_2024

C - MG-221-tumorMG-221-normal + 1 629 c.241delC

GCTGCTGCC- rs141699731|rs3832903byFrequencyMG-221-tumorMG-221-normal - 1 368_376 c.230_238delGGCAGCAGC

- ATG MG-2210-tumorMG-2210-normal + 7 2832_2833c.2787_2788insATG

C - MG-2210-tumorMG-2210-normal - 14 8100 c.7990delG

G - MG-2210-tumorMG-2210-normal + 5 601 c.379delG

A - MG-2210-tumorMG-2210-normal + 8 902 c.680delA

G - MG-2210-tumorMG-2210-normal + 16 2498 c.1950delG

CG - MG-2210-tumorMG-2210-normal - 4 1434_1435c.895_896delCG

- C rs2275483|rs35902206|rs12567786by1000genomesMG-222-tumorMG-222-normal - 18 3121_3122c.2703_2704insG

- GC rs2275483|rs66739466|rs12567786by1000genomesMG-222-tumorMG-222-normal - 18 3120_3121c.2702_2703insGC

- A MG-222-tumorMG-222-normal + 1 222_223 c.56_57insA

- GTCT MG-222-tumorMG-222-normal + 1 1429_1430c.72_73insGTCT

T - MG-223-tumorMG-223-normal + 9 1280 c.839delT

CAGATCCAGAGCCATGTCGG- rs145266060|rs144495868byFrequencyMG-225-tumorMG-225-normal - 3 2718_2737c.2643_2662delCCGACATGGCTCTGGATCTG

- GCC MG-225-tumorMG-225-normal + 1 561_562 c.131_132insGCC

C - MG-225-tumorMG-225-normal - 4 444 c.407delG

GC - MG-225-tumorMG-225-normal - 4 441_442 c.404_405delGC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-225-tumorMG-225-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CCAGCAGTAGCT- rs139011213by1000genomesMG-227-tumorMG-227-normal + 3 897_908 c.350_361delCCAGCAGTAGCT

C - MG-227-tumorMG-227-normal + 1 2996 c.36delC

CA - MG-227-tumorMG-227-normal + 1 3313_3314c.353_354delCA

A - MG-227-tumorMG-227-normal - 21 3633 c.3415delT

- G MG-227-tumorMG-227-normal - 4 1140_1141c.1055_1056insC

G - MG-227-tumorMG-227-normal + 1 492 c.51delG



TGT - rs79701778byFrequencyMG-228-tumorMG-228-normal - 9 1232_1234c.1233_1235delACA

TGT - rs113562374|rs62642828byFrequencyMG-228-tumorMG-228-normal - 9 1220_1222c.1221_1223delACA

TGCTGCTGC- rs145120888 MG-228-tumorMG-228-normal - 9 1211_1219c.1212_1220delGCAGCAGCA

G - MG-228-tumorMG-228-normal - 10 2577 c.2132delC

GGCGGCGGCGGCGGCTGC- rs11498192 MG-228-tumorMG-228-normal + 2 574_591 c.216_233delGGCGGCGGCGGCGGCTGC

- CAG rs56194704 MG-228-tumorMG-228-normal - 2 510_511 c.99_100insCTG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-228-tumorMG-228-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

TGCTGC - rs139466756byFrequency|by1000genomesMG-228-tumorMG-228-normal - 10 10278_10283c.9606_9611delGCAGCA

- T MG-229-tumorMG-229-normal - 7 1129_1130c.911_912insA

A - MG-229-tumorMG-229-normal + 12 1736 c.1295delA

- AGC MG-23-tumorMG-23-normal - 1 41_42 c.34_35insGCT

CAGCAGCAGCAG- rs17855588 MG-23-tumorMG-23-normal + 11 1598_1609c.1432_1443delCAGCAGCAGCAG

- A MG-23-tumorMG-23-normal + 1 222_223 c.56_57insA

- GCC MG-23-tumorMG-23-normal + 1 561_562 c.131_132insGCC

GT - MG-23-tumorMG-23-normal + 33 5325_5326c.4257_4258delGT

AT - MG-23-tumorMG-23-normal + 33 5333_5334c.4265_4266delAT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-23-tumorMG-23-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

A - MG-230-tumorMG-230-normal - 13 2194 c.1764delT

CA - MG-230-tumorMG-230-normal + 1 3313_3314c.353_354delCA

- CTG MG-230-tumorMG-230-normal - 1 249_250 c.245_246insCAG

C - MG-230-tumorMG-230-normal - 4 444 c.407delG

GC - MG-230-tumorMG-230-normal - 4 441_442 c.404_405delGC

- CAG MG-230-tumorMG-230-normal + 2 243_244 c.12_13insCAG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-230-tumorMG-230-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- CCGCCGCCTrs9993367 MG-233-tumorMG-233-normal + 1 286_287 c.141_142insCCGCCGCCT

- A MG-233-tumorMG-233-normal + 1 222_223 c.56_57insA

TG - MG-233-tumorMG-233-normal - 4 596_597 c.281_282delCA

- CTG rs34594193 MG-233-tumorMG-233-normal - 3 2677_2678c.2576_2577insCAG

- ATA MG-233-tumorMG-233-normal - 13 7354_7355c.6979_6980insTAT

- CAG MG-233-tumorMG-233-normal + 7 2042_2043c.897_898insCAG

GCA - rs140097166 MG-233-tumorMG-233-normal - 19 3519_3521c.3309_3311delTGC

- GCT rs113614842 MG-233-tumorMG-233-normal - 2 617_618 c.186_187insAGC

A - rs67865322 MG-233-tumorMG-233-normal - 14 1910 c.1817delT

CTGATATTG- MG-233-tumorMG-233-normal - 3 1700_1708c.1168_1176delCAATATCAG

TG - MG-233-tumorMG-233-normal - 3 927_928 c.395_396delCA

- CTT MG-233-tumorMG-233-normal - 9 2776_2777c.2562_2563insAAG

AG - MG-234-tumorMG-234-normal + 22 5617_5618c.4903_4904delAG

- CAG MG-234-tumorMG-234-normal + 11 1597_1598c.1431_1432insCAG

- A MG-234-tumorMG-234-normal - 17 3035_3036c.2817_2818insT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-234-tumorMG-234-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

A - MG-234-tumorMG-234-normal - 11 1454 c.1361delT

CTC - MG-24-tumorMG-24-normal + 7 1337_1339c.1292_1294delCTC

- TCT MG-24-tumorMG-24-normal + 7 936_937 c.810_811insTCT

AAA - MG-24-tumorMG-24-normal + 13 1974_1976c.1848_1850delAAA

- A MG-24-tumorMG-24-normal + 1 222_223 c.56_57insA

- GCA rs34265378|rs62519836|rs71561231MG-24-tumorMG-24-normal + 1 1207_1208c.673_674insGCA

- CAG rs56194704 MG-24-tumorMG-24-normal - 2 510_511 c.99_100insCTG



- AGA MG-24-tumorMG-24-normal - 3 314_315 c.279_280insTCT

- T MG-24-tumorMG-24-normal + 9 1877_1878c.1343_1344insT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-24-tumorMG-24-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

C - MG-24-tumorMG-24-normal + 21 2804 c.2421delC

A - MG-24-tumorMG-24-normal + 23 3416 c.3033delA

- AA MG-24-tumorMG-24-normal + 24 3580

G - MG-24-tumorMG-24-normal + 35 4997 c.4614delG

A - MG-24-tumorMG-24-normal - 11 1454 c.1361delT

TAAAA - MG-24-tumorMG-24-normal + 8 839_843 c.459_463delTAAAA

A - MG-24-tumorMG-24-normal + 8 856 c.476delA

TTATCC - MG-24-tumorMG-24-normal + 3 741_746 c.300_305delTTATCC

- TAT MG-24-tumorMG-24-normal + 2 117_118 c.24_25insTAT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-244-tumorMG-244-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- TG MG-245-tumorMG-245-normal + 7 927_928 c.862_863insTG

C - MG-245-tumorMG-245-normal - 1 733 c.595delG

- C MG-246-tumorMG-246-normal + 13 2220_2221c.2220_2221insC

TGA - rs11969612by1000genomesMG-246-tumorMG-246-normal - 8 1563_1565c.627_629delTCA

- GGA MG-246-tumorMG-246-normal + 1 961_962 c.960_961insGGA

AT - MG-246-tumorMG-246-normal + 15 2013_2014c.1794_1795delAT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-246-tumorMG-246-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

TGCTGTTGCTGC- rs71855026|rs72203913|rs66794549MG-247-tumorMG-247-normal - 2 2377_2388c.1521_1532delGCAGCAACAGCA

TTC - MG-248-tumorMG-248-normal - 22 5229_5231c.5142_5144delGAA

- C MG-248-tumorMG-248-normal + 13 2220_2221c.2220_2221insC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-248-tumorMG-248-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- A MG-248-tumorMG-248-normal - 4 1280_1281c.1067_1068insT

A - MG-248-tumorMG-248-normal + 8 856 c.476delA

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-249-tumorMG-249-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CCA - MG-25-tumorMG-25-normal + 7 1568_1570c.1523_1525delCCA

- ATG MG-25-tumorMG-25-normal + 7 2832_2833c.2787_2788insATG

- TCT MG-25-tumorMG-25-normal + 7 936_937 c.810_811insTCT

AAA - MG-25-tumorMG-25-normal + 13 1974_1976c.1848_1850delAAA

AGA - rs56257823 MG-25-tumorMG-25-normal + 7 807_809 c.585_587delAGA

A - MG-25-tumorMG-25-normal + 8 902 c.680delA

- T MG-25-tumorMG-25-normal + 9 1877_1878c.1343_1344insT

- T MG-25-tumorMG-25-normal + 13 2452_2453c.1918_1919insT

C - MG-25-tumorMG-25-normal - 5 453 c.401delG

A - MG-25-tumorMG-25-normal + 23 3416 c.3033delA

G - MG-25-tumorMG-25-normal + 27 3972 c.3589delG

G - MG-25-tumorMG-25-normal + 35 4997 c.4614delG

A - MG-25-tumorMG-25-normal + 36 5217 c.4834delA

A - rs67865322 MG-25-tumorMG-25-normal - 14 1910 c.1817delT

- C rs66544114|rs138264973MG-25-tumorMG-25-normal - 14 1906_1907c.1813_1814insG

A - MG-25-tumorMG-25-normal + 8 856 c.476delA

- TTATTC MG-25-tumorMG-25-normal + 3 789_790 c.348_349insTTATTC

TT - rs4026315by1000genomesMG-250-tumorMG-250-normal - 1 110_111 c.111_112delAA

- A MG-250-tumorMG-250-normal + 1 222_223 c.56_57insA

- GCC MG-250-tumorMG-250-normal + 1 561_562 c.131_132insGCC



- GCA MG-250-tumorMG-250-normal + 10 1333_1334c.887_888insGCA

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-250-tumorMG-250-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

AATTCTGCAGGTACTGG- MG-250-tumorMG-250-normal + 3 681_688 c.240_247delAATTCTGCAGGTACTGG

CCA - MG-251-tumorMG-251-normal + 7 1568_1570c.1523_1525delCCA

- T MG-251-tumorMG-251-normal + 14 2019_2020c.1820_1821insT

- T MG-251-tumorMG-251-normal + 9 1877_1878c.1343_1344insT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-251-tumorMG-251-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- C rs66544114|rs138264973MG-251-tumorMG-251-normal - 14 1906_1907c.1813_1814insG

G - MG-252-tumorMG-252-normal + 21 2182 c.1948delG

- A MG-252-tumorMG-252-normal - 17 3035_3036c.2817_2818insT

ATG - MG-252-tumorMG-252-normal - 13 4305_4307c.3930_3932delCAT

TTGTG - MG-252-tumorMG-252-normal - 6 650_654 c.557_561delCACAA

- TGT MG-254-tumorMG-254-normal - 5 1125_1126c.1037_1038insACA

CAG - MG-254-tumorMG-254-normal + 6 700_702 c.631_633delCAG

TAGG - MG-255-tumorMG-255-normal - 15 1857_1860c.1360_1363delCCTA

- TCT MG-255-tumorMG-255-normal + 7 936_937 c.810_811insTCT

AAA - MG-255-tumorMG-255-normal + 13 1974_1976c.1848_1850delAAA

- T MG-255-tumorMG-255-normal + 9 1877_1878c.1343_1344insT

- T MG-255-tumorMG-255-normal + 13 2452_2453c.1918_1919insT

G - MG-255-tumorMG-255-normal + 17 2346 c.1963delG

- C MG-255-tumorMG-255-normal + 21 3201_3202c.2818_2819insC

- GGT rs3208627 MG-255-tumorMG-255-normal - 2 153_154 c.60_61insACC

- G rs3208627 MG-255-tumorMG-255-normal - 2 152_153 c.59_60insC

- A MG-255-tumorMG-255-normal + 4 871_872 c.430_431insA

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-257-tumorMG-257-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

TGCTGT - rs75719175 MG-257-tumorMG-257-normal - 1 2586_2591c.1632_1637delACAGCA

T - MG-257-tumorMG-257-normal + 10 1386 c.945delT

C - MG-258-tumorMG-258-normal + 8 1176 c.735delC

AG - MG-259-tumorMG-259-normal - 15 1505_1506c.1235_1236delCT

- T MG-26-tumorMG-26-normal + 5 910_911 c.469_470insT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-260-tumorMG-260-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- TGT MG-260-tumorMG-260-normal - 5 1125_1126c.1037_1038insACA

- A MG-263-tumorMG-263-normal + 3 706_707 c.549_550insA

G - MG-263-tumorMG-263-normal + 21 2182 c.1948delG

- C MG-263-tumorMG-263-normal + 13 2220_2221c.2220_2221insC

- A MG-263-tumorMG-263-normal - 17 3035_3036c.2817_2818insT

- T MG-263-tumorMG-263-normal - 2 471_472 c.147_148insA

T - MG-263-tumorMG-263-normal + 4 818 c.377delT

CCT - MG-263-tumorMG-263-normal - 26 3808_3810c.3602_3604delAGG

C - MG-263-tumorMG-263-normal - 35 7415

- C MG-264-tumorMG-264-normal + 13 2220_2221c.2220_2221insC

AGG - rs2083894 MG-264-tumorMG-264-normal + 11 803_805 c.803_805delAGG

A - rs67865322 MG-264-tumorMG-264-normal - 14 1910 c.1817delT

G - MG-264-tumorMG-264-normal + 3 705 c.264delG

- C MG-265-tumorMG-265-normal + 13 2220_2221c.2220_2221insC

AG - MG-265-tumorMG-265-normal + 14 2086_2087c.1887_1888delAG

- A MG-265-tumorMG-265-normal - 17 3035_3036c.2817_2818insT



- T MG-265-tumorMG-265-normal - 2 471_472 c.147_148insA

GCTGCTGCTGCT- rs80103752|rs3832903|rs150530962byFrequency|by1000genomesMG-265-tumorMG-265-normal - 1 356_367 c.218_229delAGCAGCAGCAGC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-265-tumorMG-265-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

A - rs67865322 MG-265-tumorMG-265-normal - 14 1910 c.1817delT

- C rs66544114|rs138264973MG-265-tumorMG-265-normal - 14 1906_1907c.1813_1814insG

C - MG-265-tumorMG-265-normal - 5 2357 c.2144delG

TAGG - MG-266-tumorMG-266-normal - 15 1857_1860c.1360_1363delCCTA

- A MG-266-tumorMG-266-normal + 1 222_223 c.56_57insA

- CGC MG-266-tumorMG-266-normal + 1 1334_1335c.1333_1334insCGC

- GCC MG-266-tumorMG-266-normal + 1 561_562 c.131_132insGCC

- G MG-266-tumorMG-266-normal - 4 1140_1141c.1055_1056insC

CGC - MG-266-tumorMG-266-normal - 19 3520_3522c.3310_3312delGCG

- AA MG-266-tumorMG-266-normal + 24 3580

- CAA rs151060280byFrequencyMG-266-tumorMG-266-normal + 20 3990_3991c.3774_3775insCAA

TGCTGC - rs71855026|rs72203913|rs66794549MG-267-tumorMG-267-normal - 2 2377_2382c.1521_1526delGCAGCA

TTGCGCCCTCGCCGCTG- MG-267-tumorMG-267-normal - 22 5262_5278c.5263_5279delCAGCGGCGAGGGCGCAA

C - MG-267-tumorMG-267-normal - 41 5234 c.5018delG

G - MG-269-tumorMG-269-normal + 21 2182 c.1948delG

- T MG-269-tumorMG-269-normal + 5 654

- A MG-269-tumorMG-269-normal - 17 3035_3036c.2817_2818insT

A - rs67865322 MG-269-tumorMG-269-normal - 14 1910 c.1817delT

- C rs66544114|rs138264973MG-269-tumorMG-269-normal - 14 1906_1907c.1813_1814insG

- T rs79368216by1000genomesMG-269-tumorMG-269-normal + 5 608

TAGG - MG-27-tumorMG-27-normal - 15 1857_1860c.1360_1363delCCTA

- A MG-27-tumorMG-27-normal + 1 222_223 c.56_57insA

CA - rs34051457|rs138768254MG-270-tumorMG-270-normal + 1 3006_3007c.46_47delCA

CA - MG-270-tumorMG-270-normal + 1 3313_3314c.353_354delCA

GTA - rs148146697|rs76810924by1000genomesMG-270-tumorMG-270-normal + 6 759

- C MG-270-tumorMG-270-normal + 13 2220_2221c.2220_2221insC

- A MG-270-tumorMG-270-normal + 1 222_223 c.56_57insA

- AT MG-270-tumorMG-270-normal - 38 8709_8710c.8491_8492insAT

- A MG-270-tumorMG-270-normal - 17 3035_3036c.2817_2818insT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-270-tumorMG-270-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

A - MG-270-tumorMG-270-normal + 8 856 c.476delA

AAC - MG-272-tumorMG-272-normal - 15 2157_2159c.2155_2157delGTT

- A MG-272-tumorMG-272-normal + 1 222_223 c.56_57insA

- GCA MG-272-tumorMG-272-normal + 10 1333_1334c.887_888insGCA

TCT - MG-272-tumorMG-272-normal - 22 2970_2972c.2835_2837delAGA

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-272-tumorMG-272-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

TGCTGT - rs75719175 MG-272-tumorMG-272-normal - 1 2586_2591c.1632_1637delACAGCA

G - MG-272-tumorMG-272-normal + 11 1504 c.1063delG

GA - MG-272-tumorMG-272-normal + 3 245_246 c.173_174delGA

GAGGAAGAG- MG-273-tumorMG-273-normal + 5 628_636 c.472_480delGAGGAAGAG

- GCC MG-273-tumorMG-273-normal + 1 561_562 c.131_132insGCC

AGA - MG-273-tumorMG-273-normal + 9 1873_1875c.1664_1666delAGA

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-273-tumorMG-273-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CAA - rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-273-tumorMG-273-normal + 20 3994_3996c.3778_3780delCAA



CTC - MG-275-tumorMG-275-normal + 7 1337_1339c.1292_1294delCTC

G - MG-275-tumorMG-275-normal + 8 1207 c.951delG

- CGC MG-275-tumorMG-275-normal + 1 1334_1335c.1333_1334insCGC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-275-tumorMG-275-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- TGC MG-275-tumorMG-275-normal - 10 10283_10284c.9611_9612insGCA

A - rs146071084byFrequencyMG-275-tumorMG-275-normal - 26 3810

CTT - rs137854239|rs34638836|rs137854395MG-28-tumorMG-28-normal + 35 5154_5156c.4524_4526delCTT

GGCGGC- MG-28-tumorMG-28-normal + 6 591_596 c.522_527delGGCGGC

- TCT MG-29-tumorMG-29-normal + 7 936_937 c.810_811insTCT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-29-tumorMG-29-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- T MG-3-tumorMG-3-normal + 1 1893_1894c.1664_1665insT

A - rs45473296 MG-3-tumorMG-3-normal + 36 5291 c.4661delA

CAA - rs112129664|rs67218125|rs112826888|rs28529067|rs11472494|rs1132443byFrequency|by1000genomesMG-3-tumorMG-3-normal + 20 3994_3996c.3778_3780delCAA

- TCT MG-31-tumorMG-31-normal + 7 936_937 c.810_811insTCT

A - rs67865322 MG-31-tumorMG-31-normal - 14 1910 c.1817delT

- C rs66544114|rs138264973MG-31-tumorMG-31-normal - 14 1906_1907c.1813_1814insG

A - MG-31-tumorMG-31-normal + 8 856 c.476delA

- A MG-33-tumorMG-33-normal + 1 222_223 c.56_57insA

GGCGGCGGCGGCGGCTGC- rs11498192 MG-33-tumorMG-33-normal + 2 574_591 c.216_233delGGCGGCGGCGGCGGCTGC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-34-tumorMG-34-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

A - MG-34-tumorMG-34-normal - 11 1454 c.1361delT

- ATGAAATCCG MG-34-tumorMG-34-normal + 8 1216_1217c.775_776insATGAAATCCG

G - MG-35-tumorMG-35-normal - 7 806 c.713delC

- T MG-36-tumorMG-36-normal + 5 654

A - rs67865322 MG-36-tumorMG-36-normal - 14 1910 c.1817delT

- C rs66544114|rs138264973MG-36-tumorMG-36-normal - 14 1906_1907c.1813_1814insG

- T rs79368216by1000genomesMG-36-tumorMG-36-normal + 5 608

- TCT MG-38-tumorMG-38-normal + 7 936_937 c.810_811insTCT

- GGA MG-38-tumorMG-38-normal - 3 1060_1061c.1025_1026insTCC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-38-tumorMG-38-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

GGAGCAGCAGCGGCAGCTGCG- MG-38-tumorMG-38-normal + 14 1715_1735c.1470_1490delGGAGCAGCAGCGGCAGCTGCG

GAA - MG-39-tumorMG-39-normal + 1 259_261 c.93_95delGAA

AGG - rs2083894 MG-39-tumorMG-39-normal + 11 803_805 c.803_805delAGG

CTT - MG-39-tumorMG-39-normal - 8 677_679 c.580_582delAAG

AAA - MG-4-tumorMG-4-normal + 13 1974_1976c.1848_1850delAAA

AGG - MG-4-tumorMG-4-normal - 13 6925_6927c.6550_6552delCCT

- T MG-4-tumorMG-4-normal + 13 2452_2453c.1918_1919insT

A - rs67865322 MG-4-tumorMG-4-normal - 14 1910 c.1817delT

- C rs66544114|rs138264973MG-4-tumorMG-4-normal - 14 1906_1907c.1813_1814insG

A - MG-4-tumorMG-4-normal + 8 856 c.476delA

AAA - MG-40-tumorMG-40-normal + 13 1974_1976c.1848_1850delAAA

- A MG-40-tumorMG-40-normal + 1 222_223 c.56_57insA

G - MG-40-tumorMG-40-normal - 7 878 c.785delC

- A MG-41-tumorMG-41-normal + 1 222_223 c.56_57insA

G - MG-41-tumorMG-41-normal - 31 6294 c.6295delC

AGG - rs2083894 MG-41-tumorMG-41-normal + 11 803_805 c.803_805delAGG

- GCT rs118203743 MG-42-tumorMG-42-normal - 23 3350_3351c.3129_3130insAGC



- A MG-43-tumorMG-43-normal + 1 222_223 c.56_57insA

- CTG rs34594193 MG-43-tumorMG-43-normal - 3 2677_2678c.2576_2577insCAG

- GCT rs113614842 MG-43-tumorMG-43-normal - 2 617_618 c.186_187insAGC

- TGT MG-43-tumorMG-43-normal - 5 1125_1126c.1037_1038insACA

- A MG-43-tumorMG-43-normal - 10 829_830 c.462_463insT

GAA - MG-43-tumorMG-43-normal - 9 741_743 c.374_376delTTC

TCC - MG-44-tumorMG-44-normal + 6 2117_2119c.1501_1503delTCC

- A MG-46-tumorMG-46-normal + 1 222_223 c.56_57insA

AGG - rs2083894 MG-46-tumorMG-46-normal + 11 803_805 c.803_805delAGG

AGA - MG-46-tumorMG-46-normal - 77 11141_11143c.10935_10937delTCT

- A MG-460-tumorMG-460-normal + 1 222_223 c.56_57insA

AGG - rs2083894 MG-460-tumorMG-460-normal + 11 803_805 c.803_805delAGG

AGA - MG-460-tumorMG-460-normal - 77 11141_11143c.10935_10937delTCT

TGC - MG-5-tumorMG-5-normal + 1 421_423 c.50_52delTGC

- T MG-5-tumorMG-5-normal - 7 1129_1130c.911_912insA

- TGC MG-5-tumorMG-5-normal - 39 11221_11222c.11222_11223insGCA

CA - rs140097166 MG-5-tumorMG-5-normal - 19 3519_3520c.3309_3310delTG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-5-tumorMG-5-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

A - rs67865322 MG-5-tumorMG-5-normal - 14 1910 c.1817delT

- A MG-50-tumorMG-50-normal + 1 222_223 c.56_57insA

TGCTGATGC- rs11969612|rs28555263by1000genomesMG-54-tumorMG-54-normal - 8 1560_1568c.624_632delGCATCAGCA

- A MG-54-tumorMG-54-normal + 1 222_223 c.56_57insA

GCCGCCGCCGCC- MG-54-tumorMG-54-normal + 1 562_573 c.132_143delGCCGCCGCCGCC

- GCC rs62534884by1000genomesMG-54-tumorMG-54-normal + 4 892_893 c.683_684insGCC

AAGGCAGTTGTCTG- MG-54-tumorMG-54-normal - 10 1626_1639c.1408_1421delCAGACAACTGCCTT

CGC - MG-54-tumorMG-54-normal - 19 3520_3522c.3310_3312delGCG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-54-tumorMG-54-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

ATTGCTGTAAACTGCTCTGAG- MG-54-tumorMG-54-normal - 3 1573_1593c.1041_1061delCTCAGAGCAGTTTACAGCAAT

AT - MG-54-tumorMG-54-normal - 3 1567_1568c.1035_1036delAT

ATT - MG-54-tumorMG-54-normal - 10 1582_1584c.1531_1533delAAT

- CAG MG-54-tumorMG-54-normal + 6 699_700 c.630_631insCAG

CAG - rs17855588 MG-57-tumorMG-57-normal + 11 1598_1600c.1432_1434delCAG

- A MG-57-tumorMG-57-normal + 1 222_223 c.56_57insA

- GTCTC MG-57-tumorMG-57-normal + 12 1297_1298c.436_437insGTCTC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-57-tumorMG-57-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

G - MG-6-tumorMG-6-normal + 2 1490 c.133delG

- CAG rs56194704 MG-6-tumorMG-6-normal - 2 510_511 c.99_100insCTG

AGCCGG- MG-6-tumorMG-6-normal - 1 98_103 c.78_83delCCGGCT

A - MG-6-tumorMG-6-normal + 7 1052 c.611delA

- A MG-60-tumorMG-60-normal + 1 222_223 c.56_57insA

- GCC MG-60-tumorMG-60-normal + 1 561_562 c.131_132insGCC

C - MG-60-tumorMG-60-normal - 17 1558 c.1546delG

C - MG-60-tumorMG-60-normal - 4 444 c.407delG

GC - MG-60-tumorMG-60-normal - 4 441_442 c.404_405delGC

- TGT MG-60-tumorMG-60-normal - 1 703_704 c.542_543insACA

A - MG-60-tumorMG-60-normal - 5 1208 c.884delT

- A MG-60-tumorMG-60-normal - 19 3442_3443c.3232_3233insT



TT - MG-60-tumorMG-60-normal - 1 484_485 c.473_474delAA

AA - MG-60-tumorMG-60-normal + 12 3145_3146c.2926_2927delAA

- TGT MG-60-tumorMG-60-normal - 5 1125_1126c.1037_1038insACA

AATTT - MG-60-tumorMG-60-normal - 4 1050_1054c.999_1003delAAATT

CTC - MG-61-tumorMG-61-normal + 7 1337_1339c.1292_1294delCTC

ACT - rs146673354|rs145095882byFrequencyMG-61-tumorMG-61-normal + 7 1477_1479c.1432_1434delACT

- CTG MG-61-tumorMG-61-normal - 1 249_250 c.245_246insCAG

AGCAGC - MG-61-tumorMG-61-normal + 6 893_898 c.658_663delAGCAGC

- CAG rs35873108|rs111782215byFrequencyMG-61-tumorMG-61-normal + 48 8443_8444c.8334_8335insCAG

- CTGCTGCTGCTGrs67474612|rs12895357byFrequency|by1000genomesMG-61-tumorMG-61-normal - 10 1010_1011c.942_943insCAGCAGCAGCAG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-61-tumorMG-61-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

ATTGCTGTAAACTGCTCTGAG- MG-61-tumorMG-61-normal - 3 1573_1593c.1041_1061delCTCAGAGCAGTTTACAGCAAT

AT - MG-61-tumorMG-61-normal - 3 1567_1568c.1035_1036delAT

- CCT rs9993367 MG-62-tumorMG-62-normal + 1 286_287 c.141_142insCCT

TCC - MG-62-tumorMG-62-normal - 2 1380_1382c.1323_1325delGGA

- C MG-62-tumorMG-62-normal + 13 2220_2221c.2220_2221insC

- A MG-62-tumorMG-62-normal + 1 222_223 c.56_57insA

- GCA rs34265378|rs62519836|rs71561231MG-62-tumorMG-62-normal + 1 1207_1208c.673_674insGCA

- CAG rs56194704 MG-62-tumorMG-62-normal - 2 510_511 c.99_100insCTG

- T MG-62-tumorMG-62-normal - 2 471_472 c.147_148insA

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-62-tumorMG-62-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

G - MG-62-tumorMG-62-normal - 8 1274 c.1123delC

CA - rs34051457|rs138768254MG-63-tumorMG-63-normal + 1 3006_3007c.46_47delCA

CA - MG-63-tumorMG-63-normal + 1 3313_3314c.353_354delCA

- C MG-63-tumorMG-63-normal + 13 2220_2221c.2220_2221insC

- A MG-63-tumorMG-63-normal + 1 222_223 c.56_57insA

- CAG rs56194704 MG-63-tumorMG-63-normal - 2 510_511 c.99_100insCTG

GCTGCTGCTGCT- rs80103752|rs3832903|rs150530962byFrequency|by1000genomesMG-63-tumorMG-63-normal - 1 356_367 c.218_229delAGCAGCAGCAGC

- T MG-63-tumorMG-63-normal + 1 548_549 c.107_108insT

T - MG-64-tumorMG-64-normal - 7 1406 c.1215delA

- CA rs71299249 MG-64-tumorMG-64-normal + 1 3897_3898c.937_938insCA

- A MG-64-tumorMG-64-normal + 1 222_223 c.56_57insA

C - MG-64-tumorMG-64-normal + 8 1154 c.713delC

- A MG-65-tumorMG-65-normal + 1 222_223 c.56_57insA

AG - MG-65-tumorMG-65-normal + 14 2086_2087c.1887_1888delAG

- CAGCAG MG-65-tumorMG-65-normal + 1 340_341 c.339_340insCAGCAG

- GCC MG-65-tumorMG-65-normal + 1 561_562 c.131_132insGCC

- CAG rs56194704 MG-65-tumorMG-65-normal - 2 510_511 c.99_100insCTG

- CAA rs35873108|rs111782215byFrequencyMG-65-tumorMG-65-normal + 48 8443_8444c.8334_8335insCAA

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-65-tumorMG-65-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

T - MG-65-tumorMG-65-normal + 2 600 c.159delT

T - MG-65-tumorMG-65-normal + 2 602 c.161delT

GGGAGGCCA- rs148077989|rs2072032byFrequency|by1000genomesMG-66-tumorMG-66-normal + 2 340_348 c.227_235delGGGAGGCCA

- A MG-66-tumorMG-66-normal + 1 222_223 c.56_57insA

TGCTGT - rs75719175 MG-66-tumorMG-66-normal - 1 2586_2591c.1632_1637delACAGCA

- A MG-67-tumorMG-67-normal + 1 222_223 c.56_57insA

- GCA MG-67-tumorMG-67-normal + 10 1333_1334c.887_888insGCA



C - MG-67-tumorMG-67-normal - 4 444 c.407delG

GC - MG-67-tumorMG-67-normal - 4 441_442 c.404_405delGC

AGG - rs2083894 MG-67-tumorMG-67-normal + 11 803_805 c.803_805delAGG

TTTCACTTCT- rs121434260 MG-67-tumorMG-67-normal + 3 721_730 c.280_289delTTTCACTTCT

TCC - MG-67-tumorMG-67-normal - 7 927_929 c.792_794delGGA

A - rs67865322 MG-68-tumorMG-68-normal - 14 1910 c.1817delT

- C rs66544114|rs138264973MG-68-tumorMG-68-normal - 14 1906_1907c.1813_1814insG

G - MG-69-tumorMG-69-normal + 13 3005 c.2923delG

- CAGCAA rs60179124|rs62637703by1000genomesMG-69-tumorMG-69-normal + 2 361_362 c.126_127insCAGCAA

- A MG-69-tumorMG-69-normal + 1 222_223 c.56_57insA

AAG - rs120074208|rs80359432MG-69-tumorMG-69-normal + 11 4369_4371c.4142_4144delAAG

- TCT MG-70-tumorMG-70-normal + 7 936_937 c.810_811insTCT

CA - rs34051457|rs138768254MG-70-tumorMG-70-normal + 1 3006_3007c.46_47delCA

CA - MG-70-tumorMG-70-normal + 1 3313_3314c.353_354delCA

- A MG-70-tumorMG-70-normal + 1 222_223 c.56_57insA

- GCC MG-70-tumorMG-70-normal + 1 561_562 c.131_132insGCC

CAG - MG-71-tumorMG-71-normal + 3 910_912 c.363_365delCAG

TGC - MG-71-tumorMG-71-normal - 3 479_481 c.330_332delGCA

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-71-tumorMG-71-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

TTC - MG-71-tumorMG-71-normal + 3 793_795 c.352_354delTTC

T - MG-72-tumorMG-72-normal - 12 1100 c.830delA

- T MG-72-tumorMG-72-normal + 5 654

- A MG-72-tumorMG-72-normal + 1 222_223 c.56_57insA

C - MG-72-tumorMG-72-normal - 4 444 c.407delG

GC - MG-72-tumorMG-72-normal - 4 441_442 c.404_405delGC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-72-tumorMG-72-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

ATTGCTGTAAACTGCTCTGAG- MG-72-tumorMG-72-normal - 3 1573_1593c.1041_1061delCTCAGAGCAGTTTACAGCAAT

AT - MG-72-tumorMG-72-normal - 3 1567_1568c.1035_1036delAT

- T rs79368216by1000genomesMG-72-tumorMG-72-normal + 5 608

- TGC MG-72-tumorMG-72-normal - 2 1138_1139c.1139_1140insGCA

TATT - MG-73-tumorMG-73-normal - 3 3173_3176c.3101_3104delAATA

- A MG-73-tumorMG-73-normal + 1 222_223 c.56_57insA

GGCGGCGGCGGCGGCTGC- rs11498192 MG-73-tumorMG-73-normal + 2 574_591 c.216_233delGGCGGCGGCGGCGGCTGC

- GCC MG-73-tumorMG-73-normal + 1 561_562 c.131_132insGCC

TCAT - rs139689510 MG-73-tumorMG-73-normal + 11 1594_1597c.1422_1425delTCAT

GCTGCTGCTGCT- rs80103752|rs3832903|rs150530962byFrequency|by1000genomesMG-73-tumorMG-73-normal - 1 356_367 c.218_229delAGCAGCAGCAGC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-73-tumorMG-73-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CTC - MG-74-tumorMG-74-normal + 7 1337_1339c.1292_1294delCTC

- A MG-74-tumorMG-74-normal + 1 222_223 c.56_57insA

- GCA MG-74-tumorMG-74-normal + 10 1333_1334c.887_888insGCA

- CTGCTGCTGCTGrs67474612|rs12895357byFrequency|by1000genomesMG-74-tumorMG-74-normal - 10 1010_1011c.942_943insCAGCAGCAGCAG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-74-tumorMG-74-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

TGA - rs11969612by1000genomesMG-75-tumorMG-75-normal - 8 1563_1565c.627_629delTCA

- T MG-75-tumorMG-75-normal - 7 1129_1130c.911_912insA

TAAAAG - MG-75-tumorMG-75-normal + 11 6275_6280c.6048_6053delTAAAAG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-75-tumorMG-75-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

GCCACTGCTGCT- rs147522263|rs113540509|rs138902616|rs146822312|rs140071083|rs71940230|rs144877871byFrequency|by1000genomesMG-75-tumorMG-75-normal - 5 1002_1013c.826_837delAGCAGCAGTGGC



CACTGT - rs121913272 MG-76-tumorMG-76-normal + 8 1412_1417c.1255_1260delCACTGT

CAGCAGCAGCAG- rs17855588 MG-76-tumorMG-76-normal + 11 1598_1609c.1432_1443delCAGCAGCAGCAG

- A MG-76-tumorMG-76-normal + 1 222_223 c.56_57insA

- CGC MG-76-tumorMG-76-normal + 1 1334_1335c.1333_1334insCGC

- GCC MG-76-tumorMG-76-normal + 1 561_562 c.131_132insGCC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-76-tumorMG-76-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

AGG - MG-77-tumorMG-77-normal + 7 1580_1582c.1535_1537delAGG

GAGCCAGAACCT- rs147065029 MG-77-tumorMG-77-normal + 3 551_562 c.298_309delGAGCCAGAACCT

AG - MG-77-tumorMG-77-normal + 14 2086_2087c.1887_1888delAG

- CGC MG-77-tumorMG-77-normal + 1 1334_1335c.1333_1334insCGC

- GAGGAGrs148986018by1000genomesMG-77-tumorMG-77-normal - 27 8204_8205c.7856_7857insCTCCTC

- GCA rs34265378|rs62519836|rs71561231MG-77-tumorMG-77-normal + 1 1207_1208c.673_674insGCA

- A MG-78-tumorMG-78-normal - 4 1519_1520c.1383_1384insT

- A MG-78-tumorMG-78-normal + 1 222_223 c.56_57insA

- CAG rs56194704 MG-78-tumorMG-78-normal - 2 510_511 c.99_100insCTG

TG - MG-78-tumorMG-78-normal + 15 4256_4257c.4084_4085delTG

T - MG-78-tumorMG-78-normal - 7 1228 c.1177delA

- GC rs8043032byFrequency|by1000genomesMG-78-tumorMG-78-normal + 2 269_270 c.38_39insGC

- G rs8043032byFrequency|by1000genomesMG-78-tumorMG-78-normal + 2 270_271 c.39_40insG

G - rs116189674by1000genomesMG-78-tumorMG-78-normal + 4 1106 c.743delG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-78-tumorMG-78-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

C - MG-78-tumorMG-78-normal + 8 1176 c.735delC

- GCTCCA rs139958398byFrequencyMG-78-tumorMG-78-normal + 14 1353_1354c.1353_1354insGCTCCA

GGAGCAGCAGCGGCAGCTGCG- MG-78-tumorMG-78-normal + 14 1715_1735c.1470_1490delGGAGCAGCAGCGGCAGCTGCG

CAG - MG-80-tumorMG-80-normal + 2 533_535 c.175_177delCAG

CAGCAGCAGCAG- rs17855588 MG-81-tumorMG-81-normal + 11 1598_1609c.1432_1443delCAGCAGCAGCAG

- A MG-81-tumorMG-81-normal + 1 222_223 c.56_57insA

CTT - MG-81-tumorMG-81-normal - 8 677_679 c.580_582delAAG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-81-tumorMG-81-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

C - MG-81-tumorMG-81-normal + 13 1798 c.1357delC

- T MG-82-tumorMG-82-normal - 7 1129_1130c.911_912insA

- CAG MG-82-tumorMG-82-normal + 2 243_244 c.12_13insCAG

- A MG-83-tumorMG-83-normal + 1 222_223 c.56_57insA

GGCGGCGGCGGCGGCTGC- rs11498192 MG-83-tumorMG-83-normal + 2 574_591 c.216_233delGGCGGCGGCGGCGGCTGC

- A MG-83-tumorMG-83-normal - 19 3442_3443c.3232_3233insT

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-83-tumorMG-83-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- A MG-85-tumorMG-85-normal + 1 222_223 c.56_57insA

- GCAGCA rs34325324|rs5885995MG-85-tumorMG-85-normal + 1 504_505 c.74_75insGCAGCA

- G MG-85-tumorMG-85-normal - 4 1140_1141c.1055_1056insC

GCTGCTGCTGCT- rs80103752|rs3832903|rs150530962byFrequency|by1000genomesMG-85-tumorMG-85-normal - 1 356_367 c.218_229delAGCAGCAGCAGC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-85-tumorMG-85-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CA - rs34051457|rs138768254MG-87-tumorMG-87-normal + 1 3006_3007c.46_47delCA

- GCT MG-87-tumorMG-87-normal - 1 352_353 c.123_124insAGC

- CAG rs56194704 MG-87-tumorMG-87-normal - 2 510_511 c.99_100insCTG

- CAGCAA rs60179124|rs62637703by1000genomesMG-89-tumorMG-89-normal + 2 361_362 c.126_127insCAGCAA

TGA - rs11969612by1000genomesMG-89-tumorMG-89-normal - 8 1563_1565c.627_629delTCA

GCTGCTGCTGCT- rs80103752|rs3832903|rs150530962byFrequency|by1000genomesMG-89-tumorMG-89-normal - 1 356_367 c.218_229delAGCAGCAGCAGC



CTT - MG-89-tumorMG-89-normal - 8 677_679 c.580_582delAAG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-89-tumorMG-89-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

A - MG-90-tumorMG-90-normal - 13 2257 c.2147delT

CA - rs71299249 MG-90-tumorMG-90-normal + 1 3623_3624c.663_664delCA

- A MG-90-tumorMG-90-normal + 1 222_223 c.56_57insA

- T MG-90-tumorMG-90-normal - 7 1129_1130c.911_912insA

AGCCGG- MG-90-tumorMG-90-normal - 1 98_103 c.78_83delCCGGCT

AT - rs71299249|rs35123539|rs79888804byFrequency|by1000genomesMG-91-tumorMG-91-normal + 1 3808_3809c.848_849delAT

CTG - MG-91-tumorMG-91-normal - 21 2528_2530c.2278_2280delCAG

- A MG-91-tumorMG-91-normal + 1 222_223 c.56_57insA

- GCA MG-91-tumorMG-91-normal + 10 1333_1334c.887_888insGCA

- ACG MG-91-tumorMG-91-normal + 1 197_198 c.145_146insACG

CAGGACCAC- MG-91-tumorMG-91-normal + 19 1813_1821c.1813_1821delCAGGACCAC

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-91-tumorMG-91-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CTGATATTG- MG-91-tumorMG-91-normal - 3 1700_1708c.1168_1176delCAATATCAG

ATTGCTGTAAACTGCTCTGAG- MG-91-tumorMG-91-normal - 3 1573_1593c.1041_1061delCTCAGAGCAGTTTACAGCAAT

AT - MG-91-tumorMG-91-normal - 3 1567_1568c.1035_1036delAT

AGG - rs2083894 MG-92-tumorMG-92-normal + 11 803_805 c.803_805delAGG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-92-tumorMG-92-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

AG - MG-92-tumorMG-92-normal + 5 1559_1560c.1005_1006delAG

- GCC MG-93-tumorMG-93-normal + 1 561_562 c.131_132insGCC

GCTGCTGCTGCT- rs80103752|rs3832903|rs150530962byFrequency|by1000genomesMG-93-tumorMG-93-normal - 1 356_367 c.218_229delAGCAGCAGCAGC

TTC - MG-93-tumorMG-93-normal + 3 793_795 c.352_354delTTC

- CCT rs9993367 MG-94-tumorMG-94-normal + 1 286_287 c.141_142insCCT

- A MG-94-tumorMG-94-normal + 1 222_223 c.56_57insA

- CTG MG-94-tumorMG-94-normal - 1 249_250 c.245_246insCAG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-94-tumorMG-94-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

CC - MG-94-tumorMG-94-normal + 8 1193_1194c.752_753delCC

CTG - MG-94-tumorMG-94-normal - 7 737_739 c.602_604delCAG

- CCT rs9993367 MG-95-tumorMG-95-normal + 1 286_287 c.141_142insCCT

- A MG-95-tumorMG-95-normal + 1 222_223 c.56_57insA

GCT - MG-95-tumorMG-95-normal - 23 3348_3350c.3127_3129delAGC

CTC - MG-97-tumorMG-97-normal + 7 1337_1339c.1292_1294delCTC

- A MG-97-tumorMG-97-normal + 1 222_223 c.56_57insA

- CTG MG-97-tumorMG-97-normal - 1 249_250 c.245_246insCAG

- TGC rs28718623|rs71125518MG-97-tumorMG-97-normal - 1 1239_1240c.341_342insGCA

- A MG-97-tumorMG-97-normal - 19 3442_3443c.3232_3233insT

- GCTGCTGCT MG-99-tumorMG-99-normal - 1 352_353 c.123_124insAGCAGCAGC

T - MG-99-tumorMG-99-normal + 16 2124 c.2059delT

- CAG MG-99-tumorMG-99-normal + 2 243_244 c.12_13insCAG

GGGACAGCCTCAGGAGGGGAGGAGGCC- rs71657822|rs62034314|rs62034315|rs441214|rs365499|rs67465726MG-99-tumorMG-99-normal + 2 1069_1095c.1036_1062delGGGACAGCCTCAGGAGGGGAGGAGGCC

- GCT rs113614842 MG-99-tumorMG-99-normal - 2 617_618 c.186_187insAGC

C T rs3745764byFrequency|by1000genomesMG-10-tumorMG-10-normal + 9 2705 c.1064C>T

G A rs33969768byFrequency|by1000genomesMG-10-tumorMG-10-normal - 8 5863 c.5650C>T

T C rs831043 byFrequency|by1000genomesMG-10-tumorMG-10-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-10-tumorMG-10-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-10-tumorMG-10-normal + 7 3183 c.3138A>G



A G rs11915822byFrequency|by1000genomesMG-10-tumorMG-10-normal - 13 6588 c.6478T>C

G T rs147825872 MG-10-tumorMG-10-normal + 20 4359 c.4282G>T

A G MG-10-tumorMG-10-normal - 15 1346 c.1346T>C

C T MG-10-tumorMG-10-normal + 3 423 c.43C>T

C T rs77376932byFrequencyMG-10-tumorMG-10-normal - 3 3235 c.3160G>A

C T rs143820259|rs35712438MG-10-tumorMG-10-normal - 36 7010 c.6792G>A

C T rs139963428byFrequency|by1000genomesMG-10-tumorMG-10-normal - 15 1211 c.844G>A

G A rs12022217byFrequency|by1000genomesMG-10-tumorMG-10-normal - 3 4602 c.4530C>T

A G rs146505774by1000genomesMG-10-tumorMG-10-normal + 11 2544 c.2362A>G

C A MG-10-tumorMG-10-normal + 5 631 c.409C>A

G T rs12568784byFrequency|by1000genomesMG-10-tumorMG-10-normal - 3 7202 c.7130C>A

A G rs78128744by1000genomesMG-10-tumorMG-10-normal + 14 1931 c.1759A>G

C T rs2931423by1000genomesMG-10-tumorMG-10-normal + 19 2459 c.2283C>T

G A rs2275527byFrequency|by1000genomesMG-10-tumorMG-10-normal - 39 5629 c.5553C>T

G A rs1840381by1000genomesMG-10-tumorMG-10-normal - 6 1148 c.703C>T

G A rs20539 byFrequency|by1000genomesMG-10-tumorMG-10-normal + 20 3152 c.3111G>A

T C MG-10-tumorMG-10-normal + 1 1155 c.1155T>C

C T rs62478357byFrequencyMG-10-tumorMG-10-normal - 8 1268 c.1050G>A

G A rs142702316byFrequencyMG-10-tumorMG-10-normal + 1 160 c.108G>A

C A rs12627379byFrequency|by1000genomesMG-10-tumorMG-10-normal - 23 1834

C A rs138908625byFrequency|by1000genomesMG-10-tumorMG-10-normal - 8 1357 c.1139G>T

T G rs3208659 MG-10-tumorMG-10-normal - 7 871 c.778A>C

T A rs150856241 MG-10-tumorMG-10-normal + 4 519 c.297T>A

C T rs77791636by1000genomesMG-10-tumorMG-10-normal + 6 1132 c.1080C>T

A G rs16883953byFrequency|by1000genomesMG-10-tumorMG-10-normal - 14 2365 c.2121T>C

A T MG-10-tumorMG-10-normal + 6 724 c.502A>T

C G MG-10-tumorMG-10-normal - 3 262 c.130G>C

T C rs3755806byFrequency|by1000genomesMG-10-tumorMG-10-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-10-tumorMG-10-normal + 36 5181 c.5016C>T

G A rs112921115 MG-10-tumorMG-10-normal - 11 3736 c.3737C>T

C T rs41299110byFrequency|by1000genomesMG-10-tumorMG-10-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-10-tumorMG-10-normal - 9 1710 c.1496C>T

C T rs145833752byFrequencyMG-10-tumorMG-10-normal + 11 1568 c.1209C>T

T C rs142304809byFrequencyMG-10-tumorMG-10-normal - 9 1291 c.1259A>G

C G rs2298258byFrequency|by1000genomesMG-10-tumorMG-10-normal + 12 1698 c.1260C>G

C T MG-10-tumorMG-10-normal - 3 5767 c.5692G>A

T G rs112631212byFrequency|by1000genomesMG-10-tumorMG-10-normal - 2 155 c.115A>C

A G rs62077276 MG-10-tumorMG-10-normal - 2 170 c.77T>C

C A rs6738031by1000genomesMG-10-tumorMG-10-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-10-tumorMG-10-normal - 16 2000 c.1503T>C

G A rs11549105byFrequency|by1000genomesMG-10-tumorMG-10-normal - 6 1228 c.1224C>T

A C rs1208606byFrequency|by1000genomesMG-10-tumorMG-10-normal - 6 1571 c.1359T>G

G A rs41294868by1000genomesMG-10-tumorMG-10-normal + 14 2132 c.1933G>A

T C rs62077265 MG-10-tumorMG-10-normal - 3 321 c.228A>G

C T MG-10-tumorMG-10-normal + 1 915 c.915C>T

C T rs17325713byFrequency|by1000genomesMG-10-tumorMG-10-normal - 8 2668 c.2080G>A

G A rs151219966byFrequencyMG-10-tumorMG-10-normal + 4 599 c.155G>A



C T rs137854246|rs34012042byFrequency|by1000genomesMG-10-tumorMG-10-normal + 15 2208 c.1578C>T

G A MG-10-tumorMG-10-normal - 10 7907 c.7698C>T

T C rs9646771by1000genomesMG-10-tumorMG-10-normal - 4 787 c.447A>G

A T MG-10-tumorMG-10-normal - 2 152

C T rs2274550by1000genomesMG-10-tumorMG-10-normal + 54 8820 c.8286C>T

T G rs10817033by1000genomesMG-10-tumorMG-10-normal - 8 2079 c.1743A>C

C T rs1050475byFrequency|by1000genomesMG-10-tumorMG-10-normal + 7 1534 c.975C>T

G T rs146238849byFrequency|by1000genomesMG-10-tumorMG-10-normal - 8 1391 c.1173C>A

T C rs2251219byFrequency|by1000genomesMG-10-tumorMG-10-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-10-tumorMG-10-normal - 6 924 c.639C>T

G A rs3818831byFrequency|by1000genomesMG-10-tumorMG-10-normal - 2 193 c.121C>T

A G rs143934691byFrequencyMG-10-tumorMG-10-normal - 2 296 c.226T>C

G A MG-10-tumorMG-10-normal + 2 646 c.552G>A

G A MG-10-tumorMG-10-normal + 1 991 c.991G>A

C T rs55993306by1000genomesMG-10-tumorMG-10-normal - 20 3946 c.3859G>A

C A rs1801270byFrequency|by1000genomesMG-10-tumorMG-10-normal + 2 328 c.93C>A

T C MG-10-tumorMG-10-normal - 3 305 c.270A>G

G A rs1718878byFrequency|by1000genomesMG-10-tumorMG-10-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-10-tumorMG-10-normal + 16 2064 c.1887T>A

G A rs1713982byFrequency|by1000genomesMG-10-tumorMG-10-normal + 15 2261 c.1848G>A

A C rs77739281 MG-10-tumorMG-10-normal - 10 1194 c.1101T>G

T C rs12990449byFrequency|by1000genomesMG-10-tumorMG-10-normal - 2 1114 c.143A>G

A G rs2973568by1000genomesMG-10-tumorMG-10-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-10-tumorMG-10-normal + 14 2279 c.2055T>C

G A rs11177 byFrequency|by1000genomesMG-10-tumorMG-10-normal + 3 290 c.80G>A

T G rs12963422byFrequency|by1000genomesMG-10-tumorMG-10-normal - 5 2988 c.2775A>C

T A rs3740423byFrequency|by1000genomesMG-10-tumorMG-10-normal - 13 4583 c.4208A>T

C T rs2227999byFrequency|by1000genomesMG-10-tumorMG-10-normal - 9 1689 c.1475G>A

C T rs1779132byFrequency|by1000genomesMG-10-tumorMG-10-normal - 6 2113 c.1563G>A

C G rs143879890by1000genomesMG-10-tumorMG-10-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-10-tumorMG-10-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-10-tumorMG-10-normal - 19 3392 c.3393C>G

T G rs1058201 MG-10-tumorMG-10-normal - 3 297 c.204A>C

C G rs147865267byFrequencyMG-10-tumorMG-10-normal - 4 1304 c.1234G>C

C T rs12236219byFrequency|by1000genomesMG-10-tumorMG-10-normal + 5 1231 c.1141C>T

T C rs7935 byFrequency|by1000genomesMG-10-tumorMG-10-normal + 9 1808 c.1524T>C

C T rs140871032byFrequency|by1000genomesMG-10-tumorMG-10-normal + 4 664 c.220C>T

A G rs138997916byFrequency|by1000genomesMG-10-tumorMG-10-normal - 3 2832 c.2760T>C

A G MG-10-tumorMG-10-normal + 29 3871 c.3695A>G

C T rs144293078byFrequencyMG-10-tumorMG-10-normal + 14 1947 c.1509C>T

C T rs12708402by1000genomesMG-10-tumorMG-10-normal - 16 3405 c.3178G>A

A G rs61753736byFrequency|by1000genomesMG-10-tumorMG-10-normal - 66 10707 c.10463T>C

A G rs61739182byFrequency|by1000genomesMG-10-tumorMG-10-normal - 12 3076 c.2892T>C

A C rs76504934by1000genomesMG-10-tumorMG-10-normal - 4 464 c.427T>G

G A rs9804992byFrequency|by1000genomesMG-10-tumorMG-10-normal + 11 3172 c.2529G>A

G A MG-10-tumorMG-10-normal + 2 1765 c.1732G>A

T G rs9807633by1000genomesMG-10-tumorMG-10-normal - 1 88 c.89A>C



C T MG-10-tumorMG-10-normal + 3 772 c.331C>T

G T rs6748626byFrequency|by1000genomesMG-10-tumorMG-10-normal - 20 4043 c.3072C>A

T C rs831042 byFrequency|by1000genomesMG-10-tumorMG-10-normal - 24 3945 c.3660A>G

T C rs139825530by1000genomesMG-10-tumorMG-10-normal - 3 268 c.136A>G

A G rs17443123by1000genomesMG-10-tumorMG-10-normal + 5 915 c.750A>G

C T rs7300444byFrequency|by1000genomesMG-10-tumorMG-10-normal + 19 5383 c.4740C>T

C A rs78225807byFrequency|by1000genomesMG-10-tumorMG-10-normal - 11 919 c.552G>T

G T rs34104660byFrequency|by1000genomesMG-10-tumorMG-10-normal - 4 687 c.402C>A

G A rs11549106byFrequency|by1000genomesMG-10-tumorMG-10-normal - 4 895 c.891C>T

A G rs34360279by1000genomesMG-10-tumorMG-10-normal - 10 5027 c.4818T>C

C T rs2973571by1000genomesMG-10-tumorMG-10-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-10-tumorMG-10-normal + 12 1838 c.1458T>C

T C rs13286541by1000genomesMG-10-tumorMG-10-normal - 9 2245 c.1909A>G

T C rs2241190byFrequency|by1000genomesMG-10-tumorMG-10-normal - 17 2745 c.2460A>G

G C MG-10-tumorMG-10-normal + 1 1138 c.1138G>C

T G MG-10-tumorMG-10-normal + 16 2367 c.2241T>G

G A rs17656599byFrequency|by1000genomesMG-10-tumorMG-10-normal - 12 2007 c.1823C>T

C T rs7240355byFrequency|by1000genomesMG-10-tumorMG-10-normal - 5 5238 c.5025G>A

T G rs1889323by1000genomesMG-10-tumorMG-10-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-10-tumorMG-10-normal - 24 4324 c.3988T>A

T C rs9807555by1000genomesMG-10-tumorMG-10-normal - 1 196 c.197A>G

T C rs1050476byFrequency|by1000genomesMG-10-tumorMG-10-normal + 7 2254 c.1695T>C

C T rs3796032byFrequency|by1000genomesMG-10-tumorMG-10-normal - 17 2381 c.1929G>A

G A rs4514247byFrequency|by1000genomesMG-10-tumorMG-10-normal - 3 878 c.808C>T

T C rs33910491byFrequency|by1000genomesMG-10-tumorMG-10-normal - 5 4949 c.4736A>G

C T rs11121691byFrequency|by1000genomesMG-10-tumorMG-10-normal - 49 6985 c.6909G>A

C G rs11718329by1000genomesMG-10-tumorMG-10-normal + 4 719 c.647C>G

C T rs11873462by1000genomesMG-10-tumorMG-10-normal - 1 47 c.48G>A

G A rs12729662byFrequency|by1000genomesMG-10-tumorMG-10-normal - 3 8430 c.8355C>T

T C rs2075252byFrequency|by1000genomesMG-10-tumorMG-10-normal - 66 12565 c.12280A>G

C T rs143591300byFrequencyMG-10-tumorMG-10-normal - 12 2074 c.2070G>A

T A MG-10-tumorMG-10-normal - 4 982 c.931A>T

A G rs6679449by1000genomesMG-10-tumorMG-10-normal - 3 1923 c.1851T>C

G C rs45469098by1000genomesMG-10-tumorMG-10-normal - 1 255 c.256C>G

T C rs112827102byFrequency|by1000genomesMG-10-tumorMG-10-normal - 19 3495 c.3285A>G

C T rs1208731byFrequency|by1000genomesMG-10-tumorMG-10-normal - 6 2191 c.1641G>A

C A rs58465962by1000genomesMG-10-tumorMG-10-normal - 10 1498 c.1158G>T

G A rs144383071byFrequencyMG-10-tumorMG-10-normal - 3 3345 c.3270C>T

A G rs1211708byFrequency|by1000genomesMG-10-tumorMG-10-normal - 6 1888 c.1338T>C

C T rs7904627byFrequency|by1000genomesMG-10-tumorMG-10-normal - 5 1356 c.1242G>A

C T rs148653429by1000genomesMG-10-tumorMG-10-normal - 19 1804 c.1804G>A

A C rs149692670byFrequencyMG-10-tumorMG-10-normal + 24 3543 c.3160A>C

G A rs3733415by1000genomesMG-10-tumorMG-10-normal - 2 601 c.392C>T

A G rs3208627 MG-10-tumorMG-10-normal - 2 153 c.60T>C

A C rs62077264 MG-10-tumorMG-10-normal - 7 854 c.761T>G

G A rs6018623byFrequency|by1000genomesMG-10-tumorMG-10-normal + 20 3957 c.3741G>A

T C rs10817025by1000genomesMG-10-tumorMG-10-normal - 15 3032 c.2696A>G



C T rs6432901by1000genomesMG-10-tumorMG-10-normal - 2 514 c.174G>A

G T MG-10-tumorMG-10-normal + 1 587 c.587G>T

C T MG-10-tumorMG-10-normal + 12 1833 c.1203C>T

C A MG-10-tumorMG-10-normal + 5 585 c.205C>A

G A rs2127898byFrequency|by1000genomesMG-10-tumorMG-10-normal - 6 1130 c.920C>T

T C rs41266134byFrequency|by1000genomesMG-10-tumorMG-10-normal - 3 1625 c.1550A>G

G T rs2075249byFrequency|by1000genomesMG-10-tumorMG-10-normal - 21 3339 c.3054C>A

G C MG-10-tumorMG-10-normal - 5 1009 c.1010C>G

C T rs45554841by1000genomesMG-10-tumorMG-10-normal - 1 214 c.215G>A

C T MG-10-tumorMG-10-normal + 1 369 c.369C>T

C G MG-10-tumorMG-10-normal + 1 565 c.471C>G

C T MG-10-tumorMG-10-normal + 11 2513 c.2331C>T

T C rs7716253by1000genomesMG-10-tumorMG-10-normal + 8 1121 c.945T>C

A G rs7505568by1000genomesMG-10-tumorMG-10-normal - 3 660 c.661T>C

C T rs2273779byFrequency|by1000genomesMG-10-tumorMG-10-normal + 6 583 c.538C>T

G A rs2289247byFrequency|by1000genomesMG-10-tumorMG-10-normal + 11 1273 c.1063G>A

C T rs2285975byFrequency|by1000genomesMG-10-tumorMG-10-normal - 13 2445 c.2256G>A

T C MG-10-tumorMG-10-normal + 14 1761 c.746T>C

C A rs35674179byFrequency|by1000genomesMG-10-tumorMG-10-normal - 13 5263 c.5153G>T

G A MG-10-tumorMG-10-normal + 1 666 c.666G>A

G C rs2240089byFrequency|by1000genomesMG-10-tumorMG-10-normal - 12 3187 c.3003C>G

C G rs2509943byFrequency|by1000genomesMG-10-tumorMG-10-normal + 3 776 c.279C>G

C T MG-10-tumorMG-10-normal - 22 3700 c.3701G>A

C T rs3796031byFrequency|by1000genomesMG-10-tumorMG-10-normal - 17 2399 c.1947G>A

G A MG-10-tumorMG-10-normal + 1 468 c.468G>A

A G MG-10-tumorMG-10-normal + 1 1188 c.1188A>G

T C rs62077266 MG-10-tumorMG-10-normal - 3 311 c.218A>G

C T MG-10-tumorMG-10-normal - 2 106 c.36G>A

G A rs80198225 MG-10-tumorMG-10-normal + 8 527 c.527G>A

C T rs872665 by1000genomesMG-10-tumorMG-10-normal - 7 1855 c.1519G>A

T A rs2060198byFrequency|by1000genomesMG-10-tumorMG-10-normal + 27 5204 c.4914T>A

G A rs2973566by1000genomesMG-10-tumorMG-10-normal + 14 1930 c.1754G>A

A G MG-10-tumorMG-10-normal + 1 199 c.199A>G

G T rs3745765byFrequency|by1000genomesMG-10-tumorMG-10-normal + 9 2360 c.719G>T

C T MG-10-tumorMG-10-normal - 2 88

A T rs146352451by1000genomesMG-10-tumorMG-10-normal + 10 797 c.699A>T

C T MG-10-tumorMG-10-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-10-tumorMG-10-normal - 3 899 c.827G>A

G A rs2227983byFrequency|by1000genomesMG-10-tumorMG-10-normal + 13 1739 c.1562G>A

C T rs2229265byFrequency|by1000genomesMG-10-tumorMG-10-normal - 54 10788 c.10503G>A

C T rs58022607by1000genomesMG-10-tumorMG-10-normal - 11 1812 c.1472G>A

T A rs17264436byFrequency|by1000genomesMG-10-tumorMG-10-normal - 21 3503 c.3501A>T

C G rs34693334byFrequency|by1000genomesMG-10-tumorMG-10-normal - 8 1060 c.775G>C

T C rs17364812byFrequency|by1000genomesMG-10-tumorMG-10-normal + 13 1219 c.1110T>C

T C MG-10-tumorMG-10-normal - 3 264 c.132A>G

T C MG-10-tumorMG-10-normal + 8 505 c.505T>C

A G rs1980131byFrequency|by1000genomesMG-10-tumorMG-10-normal + 2 2992 c.2880A>G



C T rs1801187byFrequency|by1000genomesMG-10-tumorMG-10-normal - 37 5440 c.5234G>A

A T rs35238720byFrequency|by1000genomesMG-10-tumorMG-10-normal + 4 1205 c.860A>T

G A rs7234999byFrequency|by1000genomesMG-10-tumorMG-10-normal - 5 5512 c.5299C>T

A C rs881732 by1000genomesMG-10-tumorMG-10-normal + 17 1912 c.1092A>C

T G rs74842149byFrequencyMG-10-tumorMG-10-normal - 4 1217 c.1147A>C

T C rs12731746byFrequency|by1000genomesMG-10-tumorMG-10-normal - 11 1394 c.897A>G

T C rs61747978byFrequency|by1000genomesMG-10-tumorMG-10-normal + 9 2081 c.1968T>C

C A rs2973558by1000genomesMG-10-tumorMG-10-normal + 20 2514 c.2338C>A

G A MG-10-tumorMG-10-normal + 1 577 c.577G>A

C G MG-10-tumorMG-10-normal + 1 646 c.646C>G

A G rs75639578 MG-10-tumorMG-10-normal - 3 6552 c.6477T>C

C T rs148549660byFrequencyMG-10-tumorMG-10-normal - 2 297 c.227G>A

C T rs12982642by1000genomesMG-10-tumorMG-10-normal + 12 1688 c.1272C>T

T G rs12963422byFrequency|by1000genomesMG-100-tumorMG-100-normal - 5 2988 c.2775A>C

T C rs831043 byFrequency|by1000genomesMG-100-tumorMG-100-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-100-tumorMG-100-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-100-tumorMG-100-normal + 7 3183 c.3138A>G

T G rs997983 byFrequency|by1000genomesMG-100-tumorMG-100-normal - 9 2266 c.1891A>C

G A MG-100-tumorMG-100-normal - 13 6143 c.5768C>T

C T rs1386356byFrequency|by1000genomesMG-100-tumorMG-100-normal - 85 14018 c.13047G>A

C T rs3811444byFrequency|by1000genomesMG-100-tumorMG-100-normal + 6 1169 c.1121C>T

G A rs45445295byFrequency|by1000genomesMG-100-tumorMG-100-normal + 4 1132 c.852G>A

C T MG-100-tumorMG-100-normal - 3 300 c.263G>A

G A rs2229079byFrequency|by1000genomesMG-100-tumorMG-100-normal - 21 3524 c.3326C>T

G A rs11168830by1000genomesMG-100-tumorMG-100-normal - 41 13688 c.13689C>T

A C rs112474841 MG-100-tumorMG-100-normal + 1 946 c.945A>C

G T rs121918347 MG-100-tumorMG-100-normal + 9 1884 c.1604G>T

A G MG-100-tumorMG-100-normal + 10 1620 c.1253A>G

C G MG-100-tumorMG-100-normal + 6 2011 c.1679C>G

G T rs2075249byFrequency|by1000genomesMG-100-tumorMG-100-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-100-tumorMG-100-normal + 19 2459 c.2283C>T

T A rs56279059by1000genomesMG-100-tumorMG-100-normal - 3 1034 c.502A>T

T C rs2241190byFrequency|by1000genomesMG-100-tumorMG-100-normal - 17 2745 c.2460A>G

G A rs11551685byFrequency|by1000genomesMG-100-tumorMG-100-normal - 16 7464 c.7395C>T

G A rs139799138byFrequencyMG-100-tumorMG-100-normal - 3 6574 c.6499C>T

C T rs3796032byFrequency|by1000genomesMG-100-tumorMG-100-normal - 17 2381 c.1929G>A

T C rs61775050byFrequency|by1000genomesMG-100-tumorMG-100-normal + 3 599 c.496T>C

T C rs7714670by1000genomesMG-100-tumorMG-100-normal + 6 849 c.673T>C

T C rs140856347by1000genomesMG-100-tumorMG-100-normal - 20 3525 c.3438A>G

C T rs2853346byFrequency|by1000genomesMG-100-tumorMG-100-normal - 13 5919 c.5544G>A

G A rs17882627byFrequency|by1000genomesMG-100-tumorMG-100-normal - 5 540 c.541C>T

G C rs12104021by1000genomesMG-100-tumorMG-100-normal - 3 790 c.258C>G

C A rs2973558by1000genomesMG-100-tumorMG-100-normal + 20 2514 c.2338C>A

T C rs61752484byFrequency|by1000genomesMG-100-tumorMG-100-normal - 24 4199 c.3980A>G

G C rs2240 byFrequency|by1000genomesMG-100-tumorMG-100-normal - 13 2935 c.2560C>G

A G MG-100-tumorMG-100-normal + 1 472 c.472A>G

C T rs77791636by1000genomesMG-100-tumorMG-100-normal + 6 1132 c.1080C>T



C A rs6738031by1000genomesMG-100-tumorMG-100-normal - 18 3000 c.2874G>T

G A rs11549105byFrequency|by1000genomesMG-100-tumorMG-100-normal - 6 1228 c.1224C>T

T C rs8089144by1000genomesMG-100-tumorMG-100-normal - 7 1142 c.1143A>G

A G rs9653483by1000genomesMG-100-tumorMG-100-normal - 21 5040 c.4953T>C

G A MG-100-tumorMG-100-normal - 10 7907 c.7698C>T

C T rs731790 byFrequency|by1000genomesMG-100-tumorMG-100-normal - 19 2526 c.2433G>A

G A rs12104022by1000genomesMG-100-tumorMG-100-normal - 3 784 c.252C>T

G T MG-100-tumorMG-100-normal - 31 7647 c.7648C>A

G A rs3730349byFrequency|by1000genomesMG-100-tumorMG-100-normal + 2 215 c.87G>A

T C rs79492089by1000genomesMG-100-tumorMG-100-normal + 3 395 c.292T>C

C G rs3818764by1000genomesMG-100-tumorMG-100-normal - 4 1331 c.995G>C

T C rs4149056byFrequency|by1000genomesMG-100-tumorMG-100-normal + 6 617 c.521T>C

G A rs2229266byFrequency|by1000genomesMG-100-tumorMG-100-normal - 6 924 c.639C>T

G C MG-100-tumorMG-100-normal - 21 3375 c.3090C>G

G T rs7206111byFrequency|by1000genomesMG-100-tumorMG-100-normal - 9 1041 c.404C>A

G A rs1713982byFrequency|by1000genomesMG-100-tumorMG-100-normal + 15 2261 c.1848G>A

A G rs7762830by1000genomesMG-100-tumorMG-100-normal + 14 2120 c.1921A>G

C T rs61733809byFrequency|by1000genomesMG-100-tumorMG-100-normal + 27 2289 c.2103C>T

G A rs61738284byFrequency|by1000genomesMG-100-tumorMG-100-normal - 13 6005 c.5630C>T

G T rs6748626byFrequency|by1000genomesMG-100-tumorMG-100-normal - 20 4043 c.3072C>A

T C rs144230407byFrequencyMG-100-tumorMG-100-normal - 30 3115 c.3085A>G

G C rs34897046byFrequency|by1000genomesMG-100-tumorMG-100-normal - 9 873 c.623C>G

T C MG-100-tumorMG-100-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-100-tumorMG-100-normal + 1 376 c.99G>A

A T rs1063536byFrequency|by1000genomesMG-100-tumorMG-100-normal - 4 612 c.237T>A

C T rs7918199byFrequency|by1000genomesMG-100-tumorMG-100-normal - 13 5050 c.4675G>A

T C rs12990449byFrequency|by1000genomesMG-100-tumorMG-100-normal - 2 1114 c.143A>G

C T MG-100-tumorMG-100-normal + 19 1727 c.1727C>T

G A rs1718878byFrequency|by1000genomesMG-100-tumorMG-100-normal + 13 2003 c.1590G>A

G T rs139431164byFrequencyMG-100-tumorMG-100-normal + 3 1043 c.824G>T

C G rs34693334byFrequency|by1000genomesMG-100-tumorMG-100-normal - 8 1060 c.775G>C

C A rs12454500by1000genomesMG-100-tumorMG-100-normal - 1 497 c.498G>T

G A MG-100-tumorMG-100-normal + 1 271 c.271G>A

C T MG-100-tumorMG-100-normal + 4 411 c.229C>T

G A MG-100-tumorMG-100-normal - 6 1133 c.980C>T

T G rs79385100by1000genomesMG-100-tumorMG-100-normal - 11 1929 c.1930A>C

C T MG-100-tumorMG-100-normal - 3 1566 c.1491G>A

A G rs1136159byFrequency|by1000genomesMG-100-tumorMG-100-normal - 10 1068 c.860T>C

A G rs13346368by1000genomesMG-100-tumorMG-100-normal + 10 3324 c.3130A>G

T C rs79940627 MG-100-tumorMG-100-normal - 3 6118 c.6043A>G

T C rs2229263byFrequency|by1000genomesMG-100-tumorMG-100-normal - 3 533 c.248A>G

C T rs1035938by1000genomesMG-100-tumorMG-100-normal + 6 1538 c.1344C>T

T G rs147431796byFrequencyMG-100-tumorMG-100-normal + 8 5650 c.4794T>G

G T MG-100-tumorMG-100-normal + 18 1945 c.1084G>T

A G rs2973568by1000genomesMG-100-tumorMG-100-normal + 13 1856 c.1680A>G

G A rs11762213byFrequency|by1000genomesMG-100-tumorMG-100-normal + 2 344 c.144G>A

T C rs1048500byFrequency|by1000genomesMG-100-tumorMG-100-normal + 2 1791 c.684T>C



C T rs16843864byFrequency|by1000genomesMG-100-tumorMG-100-normal - 69 11621 c.10650G>A

A T rs3739451by1000genomesMG-100-tumorMG-100-normal - 39 9817 c.9481T>A

A G rs17078605byFrequency|by1000genomesMG-100-tumorMG-100-normal - 10 10694 c.10106T>C

G A rs41266078|rs34171717byFrequency|by1000genomesMG-100-tumorMG-100-normal + 2 385 c.272G>A

G A rs10082432byFrequency|by1000genomesMG-100-tumorMG-100-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-100-tumorMG-100-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-100-tumorMG-100-normal + 7 1855 c.1810A>G

G T rs147233707 MG-100-tumorMG-100-normal - 13 5660 c.5550C>A

A G MG-100-tumorMG-100-normal + 1 47 c.47A>G

A G rs56069227by1000genomesMG-100-tumorMG-100-normal + 3 764 c.764A>G

C T rs10252263byFrequency|by1000genomesMG-100-tumorMG-100-normal - 38 8258 c.8040G>A

C T rs140871032byFrequency|by1000genomesMG-100-tumorMG-100-normal + 4 664 c.220C>T

G A MG-100-tumorMG-100-normal - 19 4035 c.3825C>T

C T MG-100-tumorMG-100-normal - 3 370 c.335G>A

A G rs3211362byFrequency|by1000genomesMG-100-tumorMG-100-normal - 9 1020 c.846T>C

T C rs74356608 MG-100-tumorMG-100-normal + 15 1328 c.1328T>C

G C rs3088074byFrequency|by1000genomesMG-100-tumorMG-100-normal - 9 2999 c.2785C>G

C T MG-100-tumorMG-100-normal - 10 1429 c.1430G>A

T C rs7744765by1000genomesMG-100-tumorMG-100-normal + 14 1929 c.1730T>C

C T rs45554841by1000genomesMG-100-tumorMG-100-normal - 1 214 c.215G>A

C T rs4802382by1000genomesMG-100-tumorMG-100-normal + 6 554 c.360C>T

C T rs3743398by1000genomesMG-100-tumorMG-100-normal + 12 2965 c.2591C>T

A C rs76504934by1000genomesMG-100-tumorMG-100-normal - 4 464 c.427T>G

G A rs9804992byFrequency|by1000genomesMG-100-tumorMG-100-normal + 11 3172 c.2529G>A

C T rs3749645by1000genomesMG-100-tumorMG-100-normal + 24 3194 c.3018C>T

G A rs10845349 MG-100-tumorMG-100-normal - 3 855 c.820C>T

T C rs10082391byFrequency|by1000genomesMG-100-tumorMG-100-normal - 13 8654 c.8279A>G

C T rs55913776 MG-100-tumorMG-100-normal - 3 1207 c.675G>A

G A rs11549106byFrequency|by1000genomesMG-100-tumorMG-100-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-100-tumorMG-100-normal - 15 3032 c.2696A>G

C T rs12777740byFrequency|by1000genomesMG-100-tumorMG-100-normal - 13 8321 c.7946G>A

G A rs1566622byFrequency|by1000genomesMG-100-tumorMG-100-normal - 22 3705 c.3516C>T

C T rs11591817byFrequency|by1000genomesMG-100-tumorMG-100-normal - 13 6002 c.5627G>A

C T rs150738253 MG-100-tumorMG-100-normal - 9 1062 c.888G>A

G A rs10964525byFrequency|by1000genomesMG-100-tumorMG-100-normal + 4 926 c.717G>A

C A rs61762602byFrequency|by1000genomesMG-100-tumorMG-100-normal - 11 2285 c.1729G>T

G C rs61735455by1000genomesMG-100-tumorMG-100-normal + 12 2108 c.1884G>C

A G rs34360279by1000genomesMG-100-tumorMG-100-normal - 10 5027 c.4818T>C

C T MG-100-tumorMG-100-normal - 8 1260 c.1042G>A

T G rs9807633by1000genomesMG-100-tumorMG-100-normal - 1 88 c.89A>C

A G rs4143768byFrequency|by1000genomesMG-100-tumorMG-100-normal - 10 6783 c.6195T>C

T C MG-100-tumorMG-100-normal + 1 1281 c.1281T>C

T C rs9807555by1000genomesMG-100-tumorMG-100-normal - 1 196 c.197A>G

A G rs150594 byFrequency|by1000genomesMG-100-tumorMG-100-normal - 13 1559 c.1356T>C

A T rs7095325byFrequency|by1000genomesMG-100-tumorMG-100-normal - 7 1087 c.712T>A

A G rs149271 by1000genomesMG-100-tumorMG-100-normal + 2 543 c.510A>G

C G rs11718329by1000genomesMG-100-tumorMG-100-normal + 4 719 c.647C>G



C T rs10082533byFrequency|by1000genomesMG-100-tumorMG-100-normal - 13 8753 c.8378G>A

C T rs11873462by1000genomesMG-100-tumorMG-100-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-100-tumorMG-100-normal - 66 12565 c.12280A>G

T C rs13286541by1000genomesMG-100-tumorMG-100-normal - 9 2245 c.1909A>G

T C MG-100-tumorMG-100-normal + 8 505 c.505T>C

C T rs3745762by1000genomesMG-100-tumorMG-100-normal + 6 2241 c.2047C>T

T C rs143332174by1000genomesMG-100-tumorMG-100-normal - 3 244 c.207A>G

A C rs75752352by1000genomesMG-100-tumorMG-100-normal - 4 1274 c.1172T>G

T C rs831042 byFrequency|by1000genomesMG-100-tumorMG-100-normal - 24 3945 c.3660A>G

C A rs3739298byFrequency|by1000genomesMG-100-tumorMG-100-normal - 9 2230 c.1821G>T

G A rs150159258byFrequency|by1000genomesMG-100-tumorMG-100-normal - 27 4663 c.4419C>T

T G MG-100-tumorMG-100-normal + 19 2858 c.2768T>G

T C rs143654819 MG-100-tumorMG-100-normal + 2 306 c.194T>C

C T rs12708402by1000genomesMG-100-tumorMG-100-normal - 16 3405 c.3178G>A

C T rs62478357byFrequencyMG-100-tumorMG-100-normal - 8 1268 c.1050G>A

C T rs4822790byFrequency|by1000genomesMG-100-tumorMG-100-normal + 15 2042 c.1683C>T

C T rs4750936byFrequency|by1000genomesMG-100-tumorMG-100-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-100-tumorMG-100-normal - 8 1866 c.1491G>C

T C rs17114803byFrequency|by1000genomesMG-100-tumorMG-100-normal + 11 1465 c.1299T>C

A G rs41304446 MG-100-tumorMG-100-normal + 16 5307 c.5307A>G

G A rs3733415by1000genomesMG-100-tumorMG-100-normal - 2 601 c.392C>T

A G rs77145198byFrequency|by1000genomesMG-100-tumorMG-100-normal - 20 2943 c.2856T>C

T C rs11570543byFrequency|by1000genomesMG-100-tumorMG-100-normal - 14 1839 c.1746A>G

G A rs2271189byFrequency|by1000genomesMG-100-tumorMG-100-normal + 27 3788 c.3348G>A

A C rs881732 by1000genomesMG-100-tumorMG-100-normal + 17 1912 c.1092A>C

A G rs180744 by1000genomesMG-100-tumorMG-100-normal + 2 1719 c.1686A>G

C A rs144349020by1000genomesMG-100-tumorMG-100-normal + 3 1131 c.912C>A

G C MG-100-tumorMG-100-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-100-tumorMG-100-normal + 22 2662 c.2385C>T

C T rs12982642by1000genomesMG-100-tumorMG-100-normal + 12 1688 c.1272C>T

G A rs149651686|rs76723236by1000genomesMG-100-tumorMG-100-normal - 11 977 c.610C>T

T C rs7716253by1000genomesMG-100-tumorMG-100-normal + 8 1121 c.945T>C

T G rs35793438byFrequency|by1000genomesMG-100-tumorMG-100-normal - 22 2698 c.2448A>C

A G rs4444457byFrequency|by1000genomesMG-100-tumorMG-100-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-100-tumorMG-100-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-100-tumorMG-100-normal - 3 660 c.661T>C

T C rs11373 byFrequency|by1000genomesMG-100-tumorMG-100-normal - 3 787 c.367A>G

T C rs2229992byFrequency|by1000genomesMG-100-tumorMG-100-normal + 12 1838 c.1458T>C

T C rs11016071byFrequency|by1000genomesMG-100-tumorMG-100-normal - 13 9086 c.8711A>G

A G rs40831 by1000genomesMG-100-tumorMG-100-normal + 2 2118 c.2085A>G

C T rs2078478by1000genomesMG-100-tumorMG-100-normal - 5 411 c.392G>A

G C rs45469098by1000genomesMG-100-tumorMG-100-normal - 1 255 c.256C>G

C G rs2509943byFrequency|by1000genomesMG-100-tumorMG-100-normal + 3 776 c.279C>G

C T rs3796031byFrequency|by1000genomesMG-100-tumorMG-100-normal - 17 2399 c.1947G>A

C T rs151174 by1000genomesMG-100-tumorMG-100-normal + 2 1740 c.1707C>T

G A rs4750685byFrequency|by1000genomesMG-100-tumorMG-100-normal - 13 4115 c.3740C>T

G A rs55855602by1000genomesMG-100-tumorMG-100-normal - 3 1030 c.498C>T



C T rs3814883byFrequency|by1000genomesMG-100-tumorMG-100-normal + 13 2402 c.1359C>T

C T rs872665 by1000genomesMG-100-tumorMG-100-normal - 7 1855 c.1519G>A

G A rs3810485by1000genomesMG-100-tumorMG-100-normal - 8 6116 c.6047C>T

A G MG-100-tumorMG-100-normal + 1 461 c.461A>G

C G rs3735156byFrequency|by1000genomesMG-100-tumorMG-100-normal - 11 1795 c.1577G>C

C G rs3817428by1000genomesMG-100-tumorMG-100-normal + 15 7493 c.7119C>G

A G rs3108200byFrequency|by1000genomesMG-100-tumorMG-100-normal + 3 2040 c.810A>G

G A rs10964471byFrequency|by1000genomesMG-100-tumorMG-100-normal + 2 386 c.177G>A

C T MG-100-tumorMG-100-normal - 2 88

C A rs41292209by1000genomesMG-100-tumorMG-100-normal + 57 9141 c.8607C>A

G C rs142017909byFrequencyMG-100-tumorMG-100-normal - 12 1953 c.1743C>G

C T rs2229265byFrequency|by1000genomesMG-100-tumorMG-100-normal - 54 10788 c.10503G>A

G T rs147825872 MG-100-tumorMG-100-normal + 20 4359 c.4282G>T

T G rs1998206byFrequency|by1000genomesMG-100-tumorMG-100-normal - 5 631 c.433A>C

G A rs146214742byFrequency|by1000genomesMG-100-tumorMG-100-normal - 6 1860 c.1373C>T

A G rs17443123by1000genomesMG-100-tumorMG-100-normal + 5 915 c.750A>G

G C rs2227910byFrequency|by1000genomesMG-100-tumorMG-100-normal + 2 1911 c.804G>C

A G rs1980131byFrequency|by1000genomesMG-100-tumorMG-100-normal + 2 2992 c.2880A>G

A G rs2737699byFrequency|by1000genomesMG-100-tumorMG-100-normal - 10 12892 c.12304T>C

C T MG-100-tumorMG-100-normal - 6 790 c.731G>A

G C rs62077263 MG-100-tumorMG-100-normal - 7 916 c.823C>G

G A rs13054014byFrequency|by1000genomesMG-100-tumorMG-100-normal + 2 569 c.210G>A

C A rs147006683byFrequency|by1000genomesMG-100-tumorMG-100-normal + 5 2255 c.1701C>A

G A rs9789047by1000genomesMG-100-tumorMG-100-normal + 10 998 c.998G>A

C T rs55979329by1000genomesMG-100-tumorMG-100-normal - 3 1257 c.725G>A

C T rs10082504byFrequency|by1000genomesMG-100-tumorMG-100-normal - 14 10059 c.9684G>A

T A rs2060198byFrequency|by1000genomesMG-100-tumorMG-100-normal + 27 5204 c.4914T>A

C A rs6453022by1000genomesMG-100-tumorMG-100-normal + 7 1027 c.851C>A

T G rs1050767byFrequency|by1000genomesMG-100-tumorMG-100-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-100-tumorMG-100-normal + 6 583 c.538C>T

G A rs2124203byFrequency|by1000genomesMG-100-tumorMG-100-normal - 19 2832 c.2745C>T

T C rs78472618byFrequencyMG-100-tumorMG-100-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-100-tumorMG-100-normal + 2 1315 c.1282C>G

G A MG-100-tumorMG-100-normal + 1 850 c.850G>A

A C rs76437836byFrequencyMG-100-tumorMG-100-normal - 3 142 c.98T>G

T C rs831043 byFrequency|by1000genomesMG-101-tumorMG-101-normal - 21 3354 c.3069A>G

T C MG-101-tumorMG-101-normal - 3 305 c.270A>G

A G rs3737940byFrequency|by1000genomesMG-101-tumorMG-101-normal + 7 3183 c.3138A>G

C T MG-101-tumorMG-101-normal + 3 423 c.43C>T

C T rs16842865byFrequency|by1000genomesMG-101-tumorMG-101-normal - 3 2239 c.2167G>A

A G rs35445683byFrequency|by1000genomesMG-101-tumorMG-101-normal + 11 3339 c.2958A>G

G A rs45492196byFrequency|by1000genomesMG-101-tumorMG-101-normal - 4 1499 c.943C>T

T G rs997983 byFrequency|by1000genomesMG-101-tumorMG-101-normal - 9 2266 c.1891A>C

A G rs2229267byFrequency|by1000genomesMG-101-tumorMG-101-normal - 29 5160 c.4875T>C

G C rs79548905byFrequency|by1000genomesMG-101-tumorMG-101-normal + 8 1052 c.663G>C

C G rs149605490by1000genomesMG-101-tumorMG-101-normal + 3 1000 c.781C>G

G C rs34188717byFrequency|by1000genomesMG-101-tumorMG-101-normal - 3 2484 c.2409C>G



A G rs141480481by1000genomesMG-101-tumorMG-101-normal + 4 1425 c.1342A>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-101-tumorMG-101-normal + 6 830 c.282G>C

G A rs3793379byFrequency|by1000genomesMG-101-tumorMG-101-normal + 32 4159 c.3882G>A

A G MG-101-tumorMG-101-normal + 2 2162 c.2129A>G

T G rs3208659 MG-101-tumorMG-101-normal - 7 871 c.778A>C

A C rs115945341|rs2267641byFrequency|by1000genomesMG-101-tumorMG-101-normal + 17 2594 c.2046A>C

A G rs4532127byFrequency|by1000genomesMG-101-tumorMG-101-normal + 13 1587 c.1377A>G

G A rs17052357byFrequency|by1000genomesMG-101-tumorMG-101-normal - 10 1187 c.1185C>T

T C rs7714670by1000genomesMG-101-tumorMG-101-normal + 6 849 c.673T>C

A G rs2229268byFrequency|by1000genomesMG-101-tumorMG-101-normal - 61 11886 c.11601T>C

A G MG-101-tumorMG-101-normal + 2 371 c.345A>G

G A rs12729662byFrequency|by1000genomesMG-101-tumorMG-101-normal - 3 8430 c.8355C>T

G A rs7234999byFrequency|by1000genomesMG-101-tumorMG-101-normal - 5 5512 c.5299C>T

T C rs7716253by1000genomesMG-101-tumorMG-101-normal + 8 1121 c.945T>C

C T rs61741759by1000genomesMG-101-tumorMG-101-normal + 22 2332 c.2145C>T

G A rs2228000byFrequency|by1000genomesMG-101-tumorMG-101-normal - 9 1710 c.1496C>T

T C MG-101-tumorMG-101-normal + 1 52 c.52T>C

G A rs35821928byFrequency|by1000genomesMG-101-tumorMG-101-normal - 52 9293 c.8322C>T

G C rs2240 byFrequency|by1000genomesMG-101-tumorMG-101-normal - 13 2935 c.2560C>G

C G rs2298258byFrequency|by1000genomesMG-101-tumorMG-101-normal + 12 1698 c.1260C>G

G A rs7624750byFrequency|by1000genomesMG-101-tumorMG-101-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-101-tumorMG-101-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-101-tumorMG-101-normal - 18 3000 c.2874G>T

A C rs1208606byFrequency|by1000genomesMG-101-tumorMG-101-normal - 6 1571 c.1359T>G

A T rs117222823by1000genomesMG-101-tumorMG-101-normal - 8 1232 c.1102T>A

T C rs9851685byFrequency|by1000genomesMG-101-tumorMG-101-normal + 23 2508 c.2274T>C

C T rs351854 byFrequency|by1000genomesMG-101-tumorMG-101-normal + 13 1904 c.1659C>T

C T rs9489124byFrequency|by1000genomesMG-101-tumorMG-101-normal - 35 5902 c.5704G>A

T C rs2450122byFrequency|by1000genomesMG-101-tumorMG-101-normal - 10 2089 c.2004A>G

G A rs13007735byFrequency|by1000genomesMG-101-tumorMG-101-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-101-tumorMG-101-normal + 14 2120 c.1921A>G

G T rs144792804by1000genomesMG-101-tumorMG-101-normal - 1 174 c.29C>A

A G rs73085334byFrequency|by1000genomesMG-101-tumorMG-101-normal - 6 1741 c.1254T>C

T C rs143332174by1000genomesMG-101-tumorMG-101-normal - 3 244 c.207A>G

G C rs12350212byFrequency|by1000genomesMG-101-tumorMG-101-normal + 5 1878 c.1788G>C

C G MG-101-tumorMG-101-normal - 1 259 c.37G>C

C A MG-101-tumorMG-101-normal + 1 1239 c.1239C>A

T C rs11373 byFrequency|by1000genomesMG-101-tumorMG-101-normal - 3 787 c.367A>G

T C rs17019360by1000genomesMG-101-tumorMG-101-normal + 17 2524 c.1800T>C

C T rs7918199byFrequency|by1000genomesMG-101-tumorMG-101-normal - 13 5050 c.4675G>A

C G MG-101-tumorMG-101-normal - 3 403 c.304G>C

G A rs1718878byFrequency|by1000genomesMG-101-tumorMG-101-normal + 13 2003 c.1590G>A

G A MG-101-tumorMG-101-normal - 6 855 c.643C>T

G A rs2072737byFrequency|by1000genomesMG-101-tumorMG-101-normal - 9 3078 c.2142C>T

G C rs2227910byFrequency|by1000genomesMG-101-tumorMG-101-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-101-tumorMG-101-normal + 16 2064 c.1887T>A

C G rs2282302byFrequency|by1000genomesMG-101-tumorMG-101-normal - 3 965 c.893G>C



G A rs66568705|rs9993357MG-101-tumorMG-101-normal + 1 250 c.105G>A

G A rs1713982byFrequency|by1000genomesMG-101-tumorMG-101-normal + 15 2261 c.1848G>A

G T rs11054277 MG-101-tumorMG-101-normal - 3 652 c.617C>A

C T rs17881168byFrequency|by1000genomesMG-101-tumorMG-101-normal + 2 551 c.168C>T

T C rs9646771by1000genomesMG-101-tumorMG-101-normal - 4 787 c.447A>G

C T rs41266136byFrequency|by1000genomesMG-101-tumorMG-101-normal - 3 1018 c.943G>A

A G rs2973568by1000genomesMG-101-tumorMG-101-normal + 13 1856 c.1680A>G

T G rs12963422byFrequency|by1000genomesMG-101-tumorMG-101-normal - 5 2988 c.2775A>C

T C rs1048500byFrequency|by1000genomesMG-101-tumorMG-101-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-101-tumorMG-101-normal - 39 9817 c.9481T>A

C T rs1779132byFrequency|by1000genomesMG-101-tumorMG-101-normal - 6 2113 c.1563G>A

G A rs10082432byFrequency|by1000genomesMG-101-tumorMG-101-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-101-tumorMG-101-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-101-tumorMG-101-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-101-tumorMG-101-normal - 19 3392 c.3393C>G

C T MG-101-tumorMG-101-normal - 3 370 c.335G>A

A G MG-101-tumorMG-101-normal + 1 81 c.81A>G

A G rs34625286byFrequency|by1000genomesMG-101-tumorMG-101-normal - 3 2493 c.2418T>C

C G MG-101-tumorMG-101-normal - 3 380 c.310G>C

C T rs6432901by1000genomesMG-101-tumorMG-101-normal - 2 514 c.174G>A

A G rs3211362byFrequency|by1000genomesMG-101-tumorMG-101-normal - 9 1020 c.846T>C

A G rs6679449by1000genomesMG-101-tumorMG-101-normal - 3 1923 c.1851T>C

T C rs7744765by1000genomesMG-101-tumorMG-101-normal + 14 1929 c.1730T>C

T A rs41305611by1000genomesMG-101-tumorMG-101-normal - 3 1170 c.834A>T

G T rs148069128byFrequencyMG-101-tumorMG-101-normal - 13 1531 c.1491C>A

G T rs2075249byFrequency|by1000genomesMG-101-tumorMG-101-normal - 21 3339 c.3054C>A

A C rs76504934by1000genomesMG-101-tumorMG-101-normal - 4 464 c.427T>G

G C rs62070406by1000genomesMG-101-tumorMG-101-normal - 9 1754 c.1711C>G

A G rs4659654byFrequency|by1000genomesMG-101-tumorMG-101-normal - 16 2000 c.1503T>C

T C rs28489116by1000genomesMG-101-tumorMG-101-normal - 10 5194 c.4985A>G

A G MG-101-tumorMG-101-normal - 15 1346 c.1346T>C

C G rs3817428by1000genomesMG-101-tumorMG-101-normal + 15 7493 c.7119C>G

C T rs7300444byFrequency|by1000genomesMG-101-tumorMG-101-normal + 19 5383 c.4740C>T

T C rs10817025by1000genomesMG-101-tumorMG-101-normal - 15 3032 c.2696A>G

C T rs12777740byFrequency|by1000genomesMG-101-tumorMG-101-normal - 13 8321 c.7946G>A

T C rs2229992byFrequency|by1000genomesMG-101-tumorMG-101-normal + 12 1838 c.1458T>C

C T rs11591817byFrequency|by1000genomesMG-101-tumorMG-101-normal - 13 6002 c.5627G>A

G A rs6070697byFrequency|by1000genomesMG-101-tumorMG-101-normal + 4 1189 c.920G>A

C T rs2229265byFrequency|by1000genomesMG-101-tumorMG-101-normal - 54 10788 c.10503G>A

C T rs7240355byFrequency|by1000genomesMG-101-tumorMG-101-normal - 5 5238 c.5025G>A

T G rs1889323by1000genomesMG-101-tumorMG-101-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-101-tumorMG-101-normal - 24 4324 c.3988T>A

G A rs61738284byFrequency|by1000genomesMG-101-tumorMG-101-normal - 13 6005 c.5630C>T

A G MG-101-tumorMG-101-normal + 1 340 c.340A>G

A G rs2227985byFrequency|by1000genomesMG-101-tumorMG-101-normal + 9 1878 c.1497A>G

G A MG-101-tumorMG-101-normal + 19 1942 c.1844G>A

C T rs2271806byFrequency|by1000genomesMG-101-tumorMG-101-normal + 18 2822 c.2409C>T



G A rs3810479byFrequency|by1000genomesMG-101-tumorMG-101-normal - 17 7692 c.7623C>T

A C rs12531344byFrequency|by1000genomesMG-101-tumorMG-101-normal + 17 1957 c.1137A>C

G A rs4962081byFrequency|by1000genomesMG-101-tumorMG-101-normal - 22 3050 c.2829C>T

G C rs60140950byFrequency|by1000genomesMG-101-tumorMG-101-normal + 9 986 c.767G>C

T C rs17848169byFrequency|by1000genomesMG-101-tumorMG-101-normal - 42 8179 c.7894A>G

A G MG-101-tumorMG-101-normal + 1 174 c.174A>G

C T rs149852356byFrequencyMG-101-tumorMG-101-normal - 4 1071 c.1002G>A

A T rs7095325byFrequency|by1000genomesMG-101-tumorMG-101-normal - 7 1087 c.712T>A

T C rs1002519byFrequency|by1000genomesMG-101-tumorMG-101-normal + 1 196 c.196T>C

T C rs2241190byFrequency|by1000genomesMG-101-tumorMG-101-normal - 17 2745 c.2460A>G

T C rs766894 by1000genomesMG-101-tumorMG-101-normal + 25 2461 c.2295T>C

G C rs45469098by1000genomesMG-101-tumorMG-101-normal - 1 255 c.256C>G

C T rs10082533byFrequency|by1000genomesMG-101-tumorMG-101-normal - 13 8753 c.8378G>A

C T rs1208731byFrequency|by1000genomesMG-101-tumorMG-101-normal - 6 2191 c.1641G>A

A G rs149271 by1000genomesMG-101-tumorMG-101-normal + 2 543 c.510A>G

C A rs145848316byFrequency|by1000genomesMG-101-tumorMG-101-normal - 34 5271 c.5053G>T

G A rs59505617by1000genomesMG-101-tumorMG-101-normal - 6 1756 c.1434C>T

G A MG-101-tumorMG-101-normal + 4 1603 c.1258G>A

A C rs62534884by1000genomesMG-101-tumorMG-101-normal + 4 892 c.683A>C

A G rs28624496 MG-101-tumorMG-101-normal - 1 626 c.196T>C

C T rs12741518byFrequency|by1000genomesMG-101-tumorMG-101-normal - 3 575 c.500G>A

A G rs1211708byFrequency|by1000genomesMG-101-tumorMG-101-normal - 6 1888 c.1338T>C

G A MG-101-tumorMG-101-normal - 1 277 c.278C>T

G A MG-101-tumorMG-101-normal - 20 3186 c.2901C>T

T C MG-101-tumorMG-101-normal + 1 492 c.492T>C

C T rs4822790byFrequency|by1000genomesMG-101-tumorMG-101-normal + 15 2042 c.1683C>T

G A MG-101-tumorMG-101-normal + 1 529 c.529G>A

C T rs4750936byFrequency|by1000genomesMG-101-tumorMG-101-normal - 13 4011 c.3636G>A

A G rs34173244byFrequency|by1000genomesMG-101-tumorMG-101-normal - 10 1049 c.1047T>C

T G MG-101-tumorMG-101-normal - 12 9303 c.9094A>C

G A rs3733415by1000genomesMG-101-tumorMG-101-normal - 2 601 c.392C>T

C G rs2229070byFrequency|by1000genomesMG-101-tumorMG-101-normal + 11 2733 c.2352C>G

G C rs13397109byFrequency|by1000genomesMG-101-tumorMG-101-normal - 41 7911 c.7626C>G

G A rs6018623byFrequency|by1000genomesMG-101-tumorMG-101-normal + 20 3957 c.3741G>A

T C MG-101-tumorMG-101-normal + 1 2 c.2T>C

C T rs17290169byFrequency|by1000genomesMG-101-tumorMG-101-normal + 15 2016 c.1839C>T

A G rs180744 by1000genomesMG-101-tumorMG-101-normal + 2 1719 c.1686A>G

A C rs76437836byFrequencyMG-101-tumorMG-101-normal - 3 142 c.98T>G

G A rs61737954byFrequency|by1000genomesMG-101-tumorMG-101-normal - 13 3908 c.3724C>T

T C MG-101-tumorMG-101-normal + 1 540 c.540T>C

C T rs6587667byFrequency|by1000genomesMG-101-tumorMG-101-normal - 3 482 c.410G>A

G C MG-101-tumorMG-101-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-101-tumorMG-101-normal + 22 2662 c.2385C>T

T C rs831042 byFrequency|by1000genomesMG-101-tumorMG-101-normal - 24 3945 c.3660A>G

G A rs2248407byFrequency|by1000genomesMG-101-tumorMG-101-normal - 4 1003 c.918C>T

A G rs139467403byFrequencyMG-101-tumorMG-101-normal - 19 3134 c.2936T>C

C A rs35430524by1000genomesMG-101-tumorMG-101-normal + 12 3111 c.2737C>A



G A rs149651686|rs76723236by1000genomesMG-101-tumorMG-101-normal - 11 977 c.610C>T

A G rs11778209byFrequency|by1000genomesMG-101-tumorMG-101-normal - 39 6448 c.6204T>C

A G rs28647489by1000genomesMG-101-tumorMG-101-normal - 15 10210 c.10001T>C

G T rs138591330by1000genomesMG-101-tumorMG-101-normal - 27 8211 c.7863C>A

T C rs11016071byFrequency|by1000genomesMG-101-tumorMG-101-normal - 13 9086 c.8711A>G

C T rs1130233byFrequency|by1000genomesMG-101-tumorMG-101-normal - 8 2206 c.726G>A

A G rs40831 by1000genomesMG-101-tumorMG-101-normal + 2 2118 c.2085A>G

C A rs3817753 MG-101-tumorMG-101-normal - 8 1575 c.639G>T

C G rs2509943byFrequency|by1000genomesMG-101-tumorMG-101-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-101-tumorMG-101-normal + 11 1273 c.1063G>A

A T rs1063536byFrequency|by1000genomesMG-101-tumorMG-101-normal - 4 612 c.237T>A

T C rs61740142byFrequency|by1000genomesMG-101-tumorMG-101-normal - 6 1982 c.1495A>G

T C rs10082391byFrequency|by1000genomesMG-101-tumorMG-101-normal - 13 8654 c.8279A>G

A G rs3729680by1000genomesMG-101-tumorMG-101-normal + 7 1330 c.1173A>G

G A rs4750685byFrequency|by1000genomesMG-101-tumorMG-101-normal - 13 4115 c.3740C>T

A C MG-101-tumorMG-101-normal - 38 7296 c.6960T>G

T C rs4149056byFrequency|by1000genomesMG-101-tumorMG-101-normal + 6 617 c.521T>C

C T MG-101-tumorMG-101-normal + 13 1304 c.1172C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-101-tumorMG-101-normal + 7 1073 c.525C>T

G A rs4151034byFrequencyMG-101-tumorMG-101-normal + 2 2771 c.2659G>A

G A MG-101-tumorMG-101-normal + 11 3041 c.2652G>A

C T rs35565630byFrequency|by1000genomesMG-101-tumorMG-101-normal + 4 1090 c.821C>T

C T rs2273779byFrequency|by1000genomesMG-101-tumorMG-101-normal + 6 583 c.538C>T

A G rs13223756byFrequency|by1000genomesMG-101-tumorMG-101-normal + 7 2144 c.1944A>G

G T rs6748626byFrequency|by1000genomesMG-101-tumorMG-101-normal - 20 4043 c.3072C>A

A G rs1385600byFrequency|by1000genomesMG-101-tumorMG-101-normal - 5 1375 c.1290T>C

G A rs142702316byFrequencyMG-101-tumorMG-101-normal + 1 160 c.108G>A

G T rs147825872 MG-101-tumorMG-101-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-101-tumorMG-101-normal - 5 4949 c.4736A>G

C T rs1801187byFrequency|by1000genomesMG-101-tumorMG-101-normal - 37 5440 c.5234G>A

G A rs141235725by1000genomesMG-101-tumorMG-101-normal - 20 1604 c.1560C>T

A T rs35238720byFrequency|by1000genomesMG-101-tumorMG-101-normal + 4 1205 c.860A>T

C T MG-101-tumorMG-101-normal + 3 3015 c.2982C>T

T C rs12731746byFrequency|by1000genomesMG-101-tumorMG-101-normal - 11 1394 c.897A>G

C T rs57014690by1000genomesMG-101-tumorMG-101-normal - 6 1554 c.1232G>A

C T rs10082504byFrequency|by1000genomesMG-101-tumorMG-101-normal - 14 10059 c.9684G>A

T A rs2060198byFrequency|by1000genomesMG-101-tumorMG-101-normal + 27 5204 c.4914T>A

T C rs28639589byFrequency|by1000genomesMG-101-tumorMG-101-normal - 12 1809 c.1611A>G

C A rs6453022by1000genomesMG-101-tumorMG-101-normal + 7 1027 c.851C>A

T G rs1050767byFrequency|by1000genomesMG-101-tumorMG-101-normal - 13 8533 c.8158A>C

A G rs55694258by1000genomesMG-101-tumorMG-101-normal + 3 710 c.710A>G

G T rs79706622byFrequency|by1000genomesMG-101-tumorMG-101-normal + 23 4228 c.4140G>T

T C rs78472618byFrequencyMG-101-tumorMG-101-normal - 3 159 c.115A>G

T G rs1998206byFrequency|by1000genomesMG-101-tumorMG-101-normal - 5 631 c.433A>C

C T MG-101-tumorMG-101-normal - 1 506 c.507G>A

C G rs180743 by1000genomesMG-101-tumorMG-101-normal + 2 1315 c.1282C>G

G A MG-101-tumorMG-101-normal - 6 819 c.743C>T



G A rs33969768byFrequency|by1000genomesMG-103-tumorMG-103-normal - 8 5863 c.5650C>T

T C rs831043 byFrequency|by1000genomesMG-103-tumorMG-103-normal - 21 3354 c.3069A>G

G A rs2228000byFrequency|by1000genomesMG-103-tumorMG-103-normal - 9 1710 c.1496C>T

G A rs2289247byFrequency|by1000genomesMG-103-tumorMG-103-normal + 11 1273 c.1063G>A

A G MG-103-tumorMG-103-normal - 15 1346 c.1346T>C

G A rs114586767byFrequency|by1000genomesMG-103-tumorMG-103-normal + 2 337 c.102G>A

C T MG-103-tumorMG-103-normal - 3 300 c.263G>A

C T rs12134934byFrequency|by1000genomesMG-103-tumorMG-103-normal + 11 3932 c.3887C>T

C T rs2071702byFrequency|by1000genomesMG-103-tumorMG-103-normal + 27 7277 c.7254C>T

A G MG-103-tumorMG-103-normal + 10 1620 c.1253A>G

G T rs2075249byFrequency|by1000genomesMG-103-tumorMG-103-normal - 21 3339 c.3054C>A

T G rs9807633by1000genomesMG-103-tumorMG-103-normal - 1 88 c.89A>C

A C rs10104558byFrequency|by1000genomesMG-103-tumorMG-103-normal + 3 1104 c.950A>C

A C rs61764072by1000genomesMG-103-tumorMG-103-normal + 11 3306 c.2917A>C

C T rs62478357byFrequencyMG-103-tumorMG-103-normal - 8 1268 c.1050G>A

C A rs138908625byFrequency|by1000genomesMG-103-tumorMG-103-normal - 8 1357 c.1139G>T

G A rs139799138byFrequencyMG-103-tumorMG-103-normal - 3 6574 c.6499C>T

G A rs10964525byFrequency|by1000genomesMG-103-tumorMG-103-normal + 4 926 c.717G>A

A G rs2229268byFrequency|by1000genomesMG-103-tumorMG-103-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-103-tumorMG-103-normal - 15 2117 c.2115A>G

T G MG-103-tumorMG-103-normal - 4 1081 c.746A>C

G A rs7234999byFrequency|by1000genomesMG-103-tumorMG-103-normal - 5 5512 c.5299C>T

C T rs41299110byFrequency|by1000genomesMG-103-tumorMG-103-normal + 14 1944 c.1699C>T

A C rs7995564by1000genomesMG-103-tumorMG-103-normal + 10 2068 c.1534A>C

C A rs6738031by1000genomesMG-103-tumorMG-103-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-103-tumorMG-103-normal - 16 2000 c.1503T>C

T C rs8089144by1000genomesMG-103-tumorMG-103-normal - 7 1142 c.1143A>G

T C rs11373 byFrequency|by1000genomesMG-103-tumorMG-103-normal - 3 787 c.367A>G

T C rs9646771by1000genomesMG-103-tumorMG-103-normal - 4 787 c.447A>G

T G rs10817033by1000genomesMG-103-tumorMG-103-normal - 8 2079 c.1743A>C

T G rs12963422byFrequency|by1000genomesMG-103-tumorMG-103-normal - 5 2988 c.2775A>C

T C rs2251219byFrequency|by1000genomesMG-103-tumorMG-103-normal - 26 4397 c.4395A>G

G T MG-103-tumorMG-103-normal - 2 1355 c.1146C>A

G A rs2229266byFrequency|by1000genomesMG-103-tumorMG-103-normal - 6 924 c.639C>T

T C rs71299249|rs146490783byFrequency|by1000genomesMG-103-tumorMG-103-normal + 1 3786 c.826T>C

T C MG-103-tumorMG-103-normal + 35 6294 c.5814T>C

C T rs61749258byFrequency|by1000genomesMG-103-tumorMG-103-normal + 7 1492 c.1104C>T

C G MG-103-tumorMG-103-normal - 6 293 c.249G>C

T C MG-103-tumorMG-103-normal + 5 516 c.136T>C

G A rs11549105byFrequency|by1000genomesMG-103-tumorMG-103-normal - 6 1228 c.1224C>T

T C MG-103-tumorMG-103-normal - 14 2512 c.2294A>G

T C rs72676907byFrequency|by1000genomesMG-103-tumorMG-103-normal + 3 517 c.327T>C

C T rs151233 by1000genomesMG-103-tumorMG-103-normal + 2 99 c.66C>T

T C MG-103-tumorMG-103-normal - 3 305 c.270A>G

T A MG-103-tumorMG-103-normal - 6 1145 c.700A>T

A G rs17051895by1000genomesMG-103-tumorMG-103-normal + 23 4485 c.3951A>G

G A rs2127898byFrequency|by1000genomesMG-103-tumorMG-103-normal - 6 1130 c.920C>T



C T MG-103-tumorMG-103-normal - 13 4731 c.4356G>A

A C rs11552054byFrequency|by1000genomesMG-103-tumorMG-103-normal + 5 630 c.540A>C

G A rs34106261byFrequency|by1000genomesMG-103-tumorMG-103-normal - 7 1117 c.899C>T

C G rs114279527by1000genomesMG-103-tumorMG-103-normal - 2 3137 c.2928G>C

C T rs116355400byFrequency|by1000genomesMG-103-tumorMG-103-normal + 11 2618 c.2505C>T

T C rs831042 byFrequency|by1000genomesMG-103-tumorMG-103-normal - 24 3945 c.3660A>G

G A rs2880955by1000genomesMG-103-tumorMG-103-normal + 12 1031 c.1031G>A

C G rs143961484 MG-103-tumorMG-103-normal - 10 5488 c.4900G>C

G A rs16847812byFrequency|by1000genomesMG-103-tumorMG-103-normal + 4 978 c.865G>A

C T rs144623440byFrequency|by1000genomesMG-103-tumorMG-103-normal - 23 1964 c.1597G>A

A G rs2973568by1000genomesMG-103-tumorMG-103-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-103-tumorMG-103-normal + 14 2279 c.2055T>C

C T rs55993306by1000genomesMG-103-tumorMG-103-normal - 20 3946 c.3859G>A

T A rs3740423byFrequency|by1000genomesMG-103-tumorMG-103-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-103-tumorMG-103-normal - 3 533 c.248A>G

C T rs76844681 MG-103-tumorMG-103-normal - 16 2899 c.2681G>A

T C MG-103-tumorMG-103-normal + 1 191 c.164T>C

T G rs17848149byFrequency|by1000genomesMG-103-tumorMG-103-normal - 25 4121 c.3836A>C

T C rs13286541by1000genomesMG-103-tumorMG-103-normal - 9 2245 c.1909A>G

A G rs35114151byFrequency|by1000genomesMG-103-tumorMG-103-normal - 39 7044 c.6759T>C

C G rs143879890by1000genomesMG-103-tumorMG-103-normal - 16 2320 c.2233G>C

G C rs6771157byFrequency|by1000genomesMG-103-tumorMG-103-normal - 19 3392 c.3393C>G

T C rs7935 byFrequency|by1000genomesMG-103-tumorMG-103-normal + 9 1808 c.1524T>C

G A rs1800273byFrequency|by1000genomesMG-103-tumorMG-103-normal - 45 6669 c.6463C>T

T C rs143332174by1000genomesMG-103-tumorMG-103-normal - 3 244 c.207A>G

G C rs3088074byFrequency|by1000genomesMG-103-tumorMG-103-normal - 9 2999 c.2785C>G

G A rs56337365byFrequency|by1000genomesMG-103-tumorMG-103-normal - 6 908 c.690C>T

T C rs7744765by1000genomesMG-103-tumorMG-103-normal + 14 1929 c.1730T>C

C T rs45554841by1000genomesMG-103-tumorMG-103-normal - 1 214 c.215G>A

A G rs61739182byFrequency|by1000genomesMG-103-tumorMG-103-normal - 12 3076 c.2892T>C

A C rs76504934by1000genomesMG-103-tumorMG-103-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-103-tumorMG-103-normal + 24 3194 c.3018C>T

C G rs3817428by1000genomesMG-103-tumorMG-103-normal + 15 7493 c.7119C>G

A C MG-103-tumorMG-103-normal + 8 590 c.590A>C

G C rs78657023byFrequency|by1000genomesMG-103-tumorMG-103-normal - 7 1356 c.1165C>G

T A rs17337023byFrequency|by1000genomesMG-103-tumorMG-103-normal + 16 2064 c.1887T>A

A C rs881732 by1000genomesMG-103-tumorMG-103-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-103-tumorMG-103-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-103-tumorMG-103-normal - 15 3032 c.2696A>G

T C rs2229992byFrequency|by1000genomesMG-103-tumorMG-103-normal + 12 1838 c.1458T>C

G A rs2275527byFrequency|by1000genomesMG-103-tumorMG-103-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-103-tumorMG-103-normal - 17 2745 c.2460A>G

C T rs12236219byFrequency|by1000genomesMG-103-tumorMG-103-normal + 5 1231 c.1141C>T

G A rs6070697byFrequency|by1000genomesMG-103-tumorMG-103-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-103-tumorMG-103-normal + 35 5267 c.4983T>C

C G rs2282302byFrequency|by1000genomesMG-103-tumorMG-103-normal - 3 965 c.893G>C

C T rs2269654byFrequency|by1000genomesMG-103-tumorMG-103-normal + 11 2687 c.2574C>T



G A rs17656599byFrequency|by1000genomesMG-103-tumorMG-103-normal - 12 2007 c.1823C>T

C T MG-103-tumorMG-103-normal - 17 1517 c.1518G>A

G C rs61735455by1000genomesMG-103-tumorMG-103-normal + 12 2108 c.1884G>C

C T MG-103-tumorMG-103-normal - 8 1260 c.1042G>A

G T rs139431164byFrequencyMG-103-tumorMG-103-normal + 3 1043 c.824G>T

T G rs1889323by1000genomesMG-103-tumorMG-103-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-103-tumorMG-103-normal - 24 4324 c.3988T>A

T C rs9807555by1000genomesMG-103-tumorMG-103-normal - 1 196 c.197A>G

C T rs3796032byFrequency|by1000genomesMG-103-tumorMG-103-normal - 17 2381 c.1929G>A

C G rs71057717|rs71057716MG-103-tumorMG-103-normal - 3 721 c.586G>C

T C rs33910491byFrequency|by1000genomesMG-103-tumorMG-103-normal - 5 4949 c.4736A>G

A G rs141200193 MG-103-tumorMG-103-normal - 18 3113 c.2895T>C

C T rs11121691byFrequency|by1000genomesMG-103-tumorMG-103-normal - 49 6985 c.6909G>A

G A MG-103-tumorMG-103-normal + 17 1738 c.1606G>A

C T rs12128607byFrequency|by1000genomesMG-103-tumorMG-103-normal + 7 758 c.713C>T

G A rs59505617by1000genomesMG-103-tumorMG-103-normal - 6 1756 c.1434C>T

C T rs11873462by1000genomesMG-103-tumorMG-103-normal - 1 47 c.48G>A

A G rs41292197by1000genomesMG-103-tumorMG-103-normal + 27 5038 c.4504A>G

T C rs2075252byFrequency|by1000genomesMG-103-tumorMG-103-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-103-tumorMG-103-normal + 1 196 c.196T>C

C T rs3812458byFrequency|by1000genomesMG-103-tumorMG-103-normal + 22 2662 c.2385C>T

T C rs5927083byFrequency|by1000genomesMG-103-tumorMG-103-normal - 14 1841 c.1635A>G

T C rs112827102byFrequency|by1000genomesMG-103-tumorMG-103-normal - 19 3495 c.3285A>G

C G rs11718329by1000genomesMG-103-tumorMG-103-normal + 4 719 c.647C>G

C G rs145028977byFrequency|by1000genomesMG-103-tumorMG-103-normal - 4 1255 c.1069G>C

G A MG-103-tumorMG-103-normal - 7 1144 c.926C>T

G A rs149181731byFrequencyMG-103-tumorMG-103-normal + 1 431 c.379G>A

C T rs4822790byFrequency|by1000genomesMG-103-tumorMG-103-normal + 15 2042 c.1683C>T

G A rs20539 byFrequency|by1000genomesMG-103-tumorMG-103-normal + 20 3152 c.3111G>A

A C rs9332801byFrequency|by1000genomesMG-103-tumorMG-103-normal + 10 4307 c.4284A>C

G A rs3733415by1000genomesMG-103-tumorMG-103-normal - 2 601 c.392C>T

T C rs539858|rs78098996byFrequency|by1000genomesMG-103-tumorMG-103-normal - 20 3029 c.3024A>G

C T rs3811444byFrequency|by1000genomesMG-103-tumorMG-103-normal + 6 1169 c.1121C>T

G C rs61731528by1000genomesMG-103-tumorMG-103-normal - 5 1442 c.901C>G

C T rs7240355byFrequency|by1000genomesMG-103-tumorMG-103-normal - 5 5238 c.5025G>A

G A rs6018623byFrequency|by1000genomesMG-103-tumorMG-103-normal + 20 3957 c.3741G>A

C A rs6453022by1000genomesMG-103-tumorMG-103-normal + 7 1027 c.851C>A

G A rs11177 byFrequency|by1000genomesMG-103-tumorMG-103-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-103-tumorMG-103-normal - 2 514 c.174G>A

A G rs7107305byFrequency|by1000genomesMG-103-tumorMG-103-normal + 21 5702 c.5679A>G

A G rs150594 byFrequency|by1000genomesMG-103-tumorMG-103-normal - 13 1559 c.1356T>C

T C rs543304 byFrequency|by1000genomesMG-103-tumorMG-103-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-103-tumorMG-103-normal - 3 142 c.98T>G

T C MG-103-tumorMG-103-normal + 14 1761 c.746T>C

C A rs144349020by1000genomesMG-103-tumorMG-103-normal + 3 1131 c.912C>A

C T rs138088406byFrequencyMG-103-tumorMG-103-normal - 10 879 c.512G>A

C T rs34564141byFrequency|by1000genomesMG-103-tumorMG-103-normal - 79 14088 c.13803G>A



G C MG-103-tumorMG-103-normal - 5 1009 c.1010C>G

A G rs7505568by1000genomesMG-103-tumorMG-103-normal - 3 660 c.661T>C

C T rs3743398by1000genomesMG-103-tumorMG-103-normal + 12 2965 c.2591C>T

G C rs45469098by1000genomesMG-103-tumorMG-103-normal - 1 255 c.256C>G

C T MG-103-tumorMG-103-normal - 1 758 c.598G>A

C G rs2509943byFrequency|by1000genomesMG-103-tumorMG-103-normal + 3 776 c.279C>G

C T rs11184139byFrequency|by1000genomesMG-103-tumorMG-103-normal - 6 487

C T rs3796031byFrequency|by1000genomesMG-103-tumorMG-103-normal - 17 2399 c.1947G>A

A G rs2229267byFrequency|by1000genomesMG-103-tumorMG-103-normal - 29 5160 c.4875T>C

A G rs3729680by1000genomesMG-103-tumorMG-103-normal + 7 1330 c.1173A>G

A G rs6694078byFrequency|by1000genomesMG-103-tumorMG-103-normal + 11 2688 c.2575A>G

C G rs41278611by1000genomesMG-103-tumorMG-103-normal - 2 594 c.385G>C

G A MG-103-tumorMG-103-normal - 14 1115 c.1103C>T

A G rs2929158by1000genomesMG-103-tumorMG-103-normal - 19 4373 c.4163T>C

G A rs11762213byFrequency|by1000genomesMG-103-tumorMG-103-normal + 2 344 c.144G>A

T C rs17019360by1000genomesMG-103-tumorMG-103-normal + 17 2524 c.1800T>C

C T MG-103-tumorMG-103-normal - 3 370 c.335G>A

G A rs2227983byFrequency|by1000genomesMG-103-tumorMG-103-normal + 13 1739 c.1562G>A

A G rs3181247byFrequency|by1000genomesMG-103-tumorMG-103-normal - 3 522 c.304T>C

A T rs6685892byFrequency|by1000genomesMG-103-tumorMG-103-normal - 34 7560 c.7341T>A

T A rs17264436byFrequency|by1000genomesMG-103-tumorMG-103-normal - 21 3503 c.3501A>T

G T rs918558 byFrequency|by1000genomesMG-103-tumorMG-103-normal + 1 2142 c.2142G>T

G T rs147825872 MG-103-tumorMG-103-normal + 20 4359 c.4282G>T

A G rs13288443byFrequency|by1000genomesMG-103-tumorMG-103-normal + 11 2036 c.1827A>G

A G rs17443123by1000genomesMG-103-tumorMG-103-normal + 5 915 c.750A>G

C T rs1801187byFrequency|by1000genomesMG-103-tumorMG-103-normal - 37 5440 c.5234G>A

A G rs2074912byFrequency|by1000genomesMG-103-tumorMG-103-normal + 1 1709 c.1709A>G

A T rs10107774byFrequency|by1000genomesMG-103-tumorMG-103-normal + 3 1496 c.1342A>T

T C rs12731746byFrequency|by1000genomesMG-103-tumorMG-103-normal - 11 1394 c.897A>G

C T rs57014690by1000genomesMG-103-tumorMG-103-normal - 6 1554 c.1232G>A

T C rs78472618byFrequencyMG-103-tumorMG-103-normal - 3 159 c.115A>G

C T MG-103-tumorMG-103-normal + 19 3906 c.3271C>T

G A rs33969768byFrequency|by1000genomesMG-104-tumorMG-104-normal - 8 5863 c.5650C>T

C T rs1386356byFrequency|by1000genomesMG-104-tumorMG-104-normal - 85 14018 c.13047G>A

G A rs147488144byFrequencyMG-104-tumorMG-104-normal - 12 1385 c.1383C>T

C A rs34400049byFrequency|by1000genomesMG-104-tumorMG-104-normal + 14 2474 c.2092C>A

C T rs139351719by1000genomesMG-104-tumorMG-104-normal - 5 554 c.13G>A

G A rs34830600byFrequency|by1000genomesMG-104-tumorMG-104-normal - 8 2874 c.2805C>T

T C rs2229992byFrequency|by1000genomesMG-104-tumorMG-104-normal + 12 1838 c.1458T>C

G C rs146249377byFrequencyMG-104-tumorMG-104-normal + 1 3447 c.487G>C

A G MG-104-tumorMG-104-normal + 10 1620 c.1253A>G

C T rs71299249|rs77022425byFrequencyMG-104-tumorMG-104-normal + 1 3677 c.717C>T

G A rs2275527byFrequency|by1000genomesMG-104-tumorMG-104-normal - 39 5629 c.5553C>T

C T rs117116488by1000genomesMG-104-tumorMG-104-normal + 8 1843 c.1469C>T

T C rs141049734byFrequencyMG-104-tumorMG-104-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-104-tumorMG-104-normal - 10 6783 c.6195T>C

G T rs6748626byFrequency|by1000genomesMG-104-tumorMG-104-normal - 20 4043 c.3072C>A



G A rs61730875byFrequency|by1000genomesMG-104-tumorMG-104-normal - 20 3374 c.2877C>T

C T rs62478357byFrequencyMG-104-tumorMG-104-normal - 8 1268 c.1050G>A

C T rs41266080byFrequency|by1000genomesMG-104-tumorMG-104-normal + 2 394 c.281C>T

A G rs11016073byFrequency|by1000genomesMG-104-tumorMG-104-normal - 13 6677 c.6302T>C

G A rs139799138byFrequencyMG-104-tumorMG-104-normal - 3 6574 c.6499C>T

A G rs6694078byFrequency|by1000genomesMG-104-tumorMG-104-normal + 11 2688 c.2575A>G

C T rs16942341by1000genomesMG-104-tumorMG-104-normal + 7 1595 c.1221C>T

A G rs3108200byFrequency|by1000genomesMG-104-tumorMG-104-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-104-tumorMG-104-normal - 15 2117 c.2115A>G

G A rs7234999byFrequency|by1000genomesMG-104-tumorMG-104-normal - 5 5512 c.5299C>T

C T rs2853346byFrequency|by1000genomesMG-104-tumorMG-104-normal - 13 5919 c.5544G>A

G A rs60571683byFrequency|by1000genomesMG-104-tumorMG-104-normal + 16 2196 c.1977G>A

G A rs2228000byFrequency|by1000genomesMG-104-tumorMG-104-normal - 9 1710 c.1496C>T

A G rs147080366byFrequencyMG-104-tumorMG-104-normal + 14 2046 c.1920A>G

T C rs61734875by1000genomesMG-104-tumorMG-104-normal + 25 3470 c.3294T>C

C T rs116355400byFrequency|by1000genomesMG-104-tumorMG-104-normal + 11 2618 c.2505C>T

G T rs3745765byFrequency|by1000genomesMG-104-tumorMG-104-normal + 9 2360 c.719G>T

C T rs77791636by1000genomesMG-104-tumorMG-104-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-104-tumorMG-104-normal - 18 3000 c.2874G>T

C A rs78806080byFrequency|by1000genomesMG-104-tumorMG-104-normal - 13 3029 c.2058G>T

T C rs11373 byFrequency|by1000genomesMG-104-tumorMG-104-normal - 3 787 c.367A>G

T C rs9646771by1000genomesMG-104-tumorMG-104-normal - 4 787 c.447A>G

T G rs12963422byFrequency|by1000genomesMG-104-tumorMG-104-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-104-tumorMG-104-normal - 8 1391 c.1173C>A

C T rs71299249|rs76432995byFrequencyMG-104-tumorMG-104-normal + 1 3637 c.677C>T

T C rs2251219byFrequency|by1000genomesMG-104-tumorMG-104-normal - 26 4397 c.4395A>G

C T rs142336181 MG-104-tumorMG-104-normal - 3 2776 c.2701G>A

T C MG-104-tumorMG-104-normal + 1 26 c.26T>C

G A rs151218737byFrequency|by1000genomesMG-104-tumorMG-104-normal + 5 1499 c.1093G>A

G A rs13007735byFrequency|by1000genomesMG-104-tumorMG-104-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-104-tumorMG-104-normal + 14 2120 c.1921A>G

C T rs3745762by1000genomesMG-104-tumorMG-104-normal + 6 2241 c.2047C>T

G A rs3810485by1000genomesMG-104-tumorMG-104-normal - 8 6116 c.6047C>T

C T rs41306644byFrequency|by1000genomesMG-104-tumorMG-104-normal - 6 743 c.368G>A

T C rs74789055byFrequency|by1000genomesMG-104-tumorMG-104-normal - 58 10196 c.9225A>G

T C MG-104-tumorMG-104-normal + 1 52 c.52T>C

C T rs151233 by1000genomesMG-104-tumorMG-104-normal + 2 99 c.66C>T

T C MG-104-tumorMG-104-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-104-tumorMG-104-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-104-tumorMG-104-normal + 2 2118 c.2085A>G

G A rs1718878byFrequency|by1000genomesMG-104-tumorMG-104-normal + 13 2003 c.1590G>A

C T rs3796031byFrequency|by1000genomesMG-104-tumorMG-104-normal - 17 2399 c.1947G>A

T A rs17337023byFrequency|by1000genomesMG-104-tumorMG-104-normal + 16 2064 c.1887T>A

C G rs2282302byFrequency|by1000genomesMG-104-tumorMG-104-normal - 3 965 c.893G>C

C T rs2229067byFrequency|by1000genomesMG-104-tumorMG-104-normal + 11 3296 c.2915C>T

G A rs1713982byFrequency|by1000genomesMG-104-tumorMG-104-normal + 15 2261 c.1848G>A

C T rs150472234by1000genomesMG-104-tumorMG-104-normal + 33 3397 c.3231C>T



A G MG-104-tumorMG-104-normal - 15 1346 c.1346T>C

A G rs13346368by1000genomesMG-104-tumorMG-104-normal + 10 3324 c.3130A>G

T C rs2229263byFrequency|by1000genomesMG-104-tumorMG-104-normal - 3 533 c.248A>G

C T MG-104-tumorMG-104-normal + 33 4900 c.2331C>T

G A rs16847812byFrequency|by1000genomesMG-104-tumorMG-104-normal + 4 978 c.865G>A

T G rs552183 byFrequency|by1000genomesMG-104-tumorMG-104-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-104-tumorMG-104-normal + 13 1856 c.1680A>G

G C rs139402847by1000genomesMG-104-tumorMG-104-normal + 10 2377 c.2034G>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-104-tumorMG-104-normal + 1 3698 c.738G>A

G A rs3810490by1000genomesMG-104-tumorMG-104-normal - 6 2067 c.1998C>T

C T rs76844681 MG-104-tumorMG-104-normal - 16 2899 c.2681G>A

G A rs3827025by1000genomesMG-104-tumorMG-104-normal - 6 2094 c.2025C>T

C G rs150078700by1000genomesMG-104-tumorMG-104-normal + 12 1039 c.1039C>G

T C rs13286541by1000genomesMG-104-tumorMG-104-normal - 9 2245 c.1909A>G

C G rs143879890by1000genomesMG-104-tumorMG-104-normal - 16 2320 c.2233G>C

G C rs6771157byFrequency|by1000genomesMG-104-tumorMG-104-normal - 19 3392 c.3393C>G

A G MG-104-tumorMG-104-normal + 1 81 c.81A>G

T C rs7935 byFrequency|by1000genomesMG-104-tumorMG-104-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-104-tumorMG-104-normal - 2 514 c.174G>A

C T rs7240355byFrequency|by1000genomesMG-104-tumorMG-104-normal - 5 5238 c.5025G>A

G A rs1800273byFrequency|by1000genomesMG-104-tumorMG-104-normal - 45 6669 c.6463C>T

T C rs143332174by1000genomesMG-104-tumorMG-104-normal - 3 244 c.207A>G

G A MG-104-tumorMG-104-normal - 13 1142 c.1143C>T

C T rs11547311byFrequency|by1000genomesMG-104-tumorMG-104-normal + 8 702 c.570C>T

C T rs56391007by1000genomesMG-104-tumorMG-104-normal + 14 3175 c.2975C>T

A C rs76504934by1000genomesMG-104-tumorMG-104-normal - 4 464 c.427T>G

C G rs3817428by1000genomesMG-104-tumorMG-104-normal + 15 7493 c.7119C>G

A G rs17443123by1000genomesMG-104-tumorMG-104-normal + 5 915 c.750A>G

C T MG-104-tumorMG-104-normal - 20 3562 c.3371G>A

G A rs118102196byFrequency|by1000genomesMG-104-tumorMG-104-normal - 4 1292 c.921C>T

G A rs16885 byFrequency|by1000genomesMG-104-tumorMG-104-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-104-tumorMG-104-normal - 15 3032 c.2696A>G

G A rs6089925byFrequency|by1000genomesMG-104-tumorMG-104-normal - 4 729 c.660C>T

T C rs7275 by1000genomesMG-104-tumorMG-104-normal + 35 5267 c.4983T>C

A G rs826549 by1000genomesMG-104-tumorMG-104-normal + 18 2676 c.2550A>G

C T rs2269654byFrequency|by1000genomesMG-104-tumorMG-104-normal + 11 2687 c.2574C>T

G A rs17656599byFrequency|by1000genomesMG-104-tumorMG-104-normal - 12 2007 c.1823C>T

C T MG-104-tumorMG-104-normal - 8 1260 c.1042G>A

C T rs140871032byFrequency|by1000genomesMG-104-tumorMG-104-normal + 4 664 c.220C>T

T C rs34488772byFrequency|by1000genomesMG-104-tumorMG-104-normal - 59 10390 c.9419A>G

T G rs10817033by1000genomesMG-104-tumorMG-104-normal - 8 2079 c.1743A>C

A G MG-104-tumorMG-104-normal + 1 340 c.340A>G

T C rs1050476byFrequency|by1000genomesMG-104-tumorMG-104-normal + 7 2254 c.1695T>C

C T rs3796032byFrequency|by1000genomesMG-104-tumorMG-104-normal - 17 2381 c.1929G>A

G A rs3793379byFrequency|by1000genomesMG-104-tumorMG-104-normal + 32 4159 c.3882G>A

T C rs33910491byFrequency|by1000genomesMG-104-tumorMG-104-normal - 5 4949 c.4736A>G

T C rs17019360by1000genomesMG-104-tumorMG-104-normal + 17 2524 c.1800T>C



A G rs7220394byFrequency|by1000genomesMG-104-tumorMG-104-normal - 12 1509 c.1416T>C

C T rs11121691byFrequency|by1000genomesMG-104-tumorMG-104-normal - 49 6985 c.6909G>A

C G rs11718329by1000genomesMG-104-tumorMG-104-normal + 4 719 c.647C>G

A G MG-104-tumorMG-104-normal + 1 174 c.174A>G

G A MG-104-tumorMG-104-normal + 1 529 c.529G>A

T C rs2075252byFrequency|by1000genomesMG-104-tumorMG-104-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-104-tumorMG-104-normal + 1 196 c.196T>C

G A rs1800725byFrequency|by1000genomesMG-104-tumorMG-104-normal + 11 1730 c.1100G>A

A G rs13223756byFrequency|by1000genomesMG-104-tumorMG-104-normal + 7 2144 c.1944A>G

G A rs77288131byFrequency|by1000genomesMG-104-tumorMG-104-normal + 12 2707 c.2488G>A

T G rs1800275byFrequency|by1000genomesMG-104-tumorMG-104-normal - 48 7302 c.7096A>C

G A rs3803703byFrequency|by1000genomesMG-104-tumorMG-104-normal + 6 1105 c.548G>A

C T rs35033501by1000genomesMG-104-tumorMG-104-normal - 16 3381 c.3324G>A

A G rs149271 by1000genomesMG-104-tumorMG-104-normal + 2 543 c.510A>G

T C rs34980032by1000genomesMG-104-tumorMG-104-normal - 8 5734 c.5665A>G

T C MG-104-tumorMG-104-normal + 1 492 c.492T>C

C T MG-104-tumorMG-104-normal + 41 8867 c.8232C>T

G A MG-104-tumorMG-104-normal - 5 563 c.22C>T

A G rs28407189by1000genomesMG-104-tumorMG-104-normal + 12 5238 c.4864A>G

A C rs62077264 MG-104-tumorMG-104-normal - 7 854 c.761T>G

A G rs17078605byFrequency|by1000genomesMG-104-tumorMG-104-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-104-tumorMG-104-normal + 3 290 c.80G>A

G T rs115231754by1000genomesMG-104-tumorMG-104-normal + 19 3604 c.3124G>T

A G rs180744 by1000genomesMG-104-tumorMG-104-normal + 2 1719 c.1686A>G

T G rs3208659 MG-104-tumorMG-104-normal - 7 871 c.778A>C

C T MG-104-tumorMG-104-normal - 8 1256 c.1038G>A

T C rs543304 byFrequency|by1000genomesMG-104-tumorMG-104-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-104-tumorMG-104-normal - 3 142 c.98T>G

T C MG-104-tumorMG-104-normal + 1 540 c.540T>C

A C rs75989782byFrequency|by1000genomesMG-104-tumorMG-104-normal - 6 2132 c.1471T>G

C T rs1035938by1000genomesMG-104-tumorMG-104-normal + 6 1538 c.1344C>T

G T rs34104660byFrequency|by1000genomesMG-104-tumorMG-104-normal - 4 687 c.402C>A

G A rs34717358byFrequency|by1000genomesMG-104-tumorMG-104-normal + 11 2250 c.1869G>A

C T rs3135867byFrequency|by1000genomesMG-104-tumorMG-104-normal + 4 673 c.417C>T

G C MG-104-tumorMG-104-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-104-tumorMG-104-normal + 22 2662 c.2385C>T

G A rs3810479byFrequency|by1000genomesMG-104-tumorMG-104-normal - 17 7692 c.7623C>T

C A rs138908625byFrequency|by1000genomesMG-104-tumorMG-104-normal - 8 1357 c.1139G>T

C T rs150132379byFrequency|by1000genomesMG-104-tumorMG-104-normal - 19 3130 c.2920G>A

T C rs539858|rs78098996byFrequency|by1000genomesMG-104-tumorMG-104-normal - 20 3029 c.3024A>G

C T MG-104-tumorMG-104-normal - 2 506

A G rs11778209byFrequency|by1000genomesMG-104-tumorMG-104-normal - 39 6448 c.6204T>C

G A MG-104-tumorMG-104-normal - 77 11198 c.10992C>T

A G rs4444457byFrequency|by1000genomesMG-104-tumorMG-104-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-104-tumorMG-104-normal - 10 9441 c.8853T>C

G T rs138591330by1000genomesMG-104-tumorMG-104-normal - 27 8211 c.7863C>A

C T rs1130233byFrequency|by1000genomesMG-104-tumorMG-104-normal - 8 2206 c.726G>A



C T rs74484206by1000genomesMG-104-tumorMG-104-normal + 1 1732 c.1432C>T

C G rs2509943byFrequency|by1000genomesMG-104-tumorMG-104-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-104-tumorMG-104-normal + 11 1273 c.1063G>A

G C rs45469098by1000genomesMG-104-tumorMG-104-normal - 1 255 c.256C>G

G A rs3744249byFrequency|by1000genomesMG-104-tumorMG-104-normal + 11 2561 c.2172G>A

C T rs151174 by1000genomesMG-104-tumorMG-104-normal + 2 1740 c.1707C>T

A C rs80303640by1000genomesMG-104-tumorMG-104-normal - 16 1415 c.1416T>G

G T rs140059935by1000genomesMG-104-tumorMG-104-normal + 16 1408 c.1408G>T

T C rs62077266 MG-104-tumorMG-104-normal - 3 311 c.218A>G

C T rs3814883byFrequency|by1000genomesMG-104-tumorMG-104-normal + 13 2402 c.1359C>T

G A rs80198225 MG-104-tumorMG-104-normal + 8 527 c.527G>A

A G rs4659654byFrequency|by1000genomesMG-104-tumorMG-104-normal - 16 2000 c.1503T>C

C T rs1050475byFrequency|by1000genomesMG-104-tumorMG-104-normal + 7 1534 c.975C>T

C T rs140124989byFrequency|by1000genomesMG-104-tumorMG-104-normal - 7 2392 c.2335G>A

G C rs2240089byFrequency|by1000genomesMG-104-tumorMG-104-normal - 12 3187 c.3003C>G

C G MG-104-tumorMG-104-normal - 9 1758 c.1261G>C

G C rs3088074byFrequency|by1000genomesMG-104-tumorMG-104-normal - 9 2999 c.2785C>G

C T MG-104-tumorMG-104-normal - 3 370 c.335G>A

C G MG-104-tumorMG-104-normal + 39 5030 c.4753C>G

G A rs2227983byFrequency|by1000genomesMG-104-tumorMG-104-normal + 13 1739 c.1562G>A

C T rs2229265byFrequency|by1000genomesMG-104-tumorMG-104-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-104-tumorMG-104-normal - 21 3503 c.3501A>T

T C rs17364812byFrequency|by1000genomesMG-104-tumorMG-104-normal + 13 1219 c.1110T>C

G T rs918558 byFrequency|by1000genomesMG-104-tumorMG-104-normal + 1 2142 c.2142G>T

G T rs147825872 MG-104-tumorMG-104-normal + 20 4359 c.4282G>T

C T rs3743398by1000genomesMG-104-tumorMG-104-normal + 12 2965 c.2591C>T

T C MG-104-tumorMG-104-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-104-tumorMG-104-normal - 37 5440 c.5234G>A

C T rs4802382by1000genomesMG-104-tumorMG-104-normal + 6 554 c.360C>T

A G rs2737699byFrequency|by1000genomesMG-104-tumorMG-104-normal - 10 12892 c.12304T>C

A G rs2074912byFrequency|by1000genomesMG-104-tumorMG-104-normal + 1 1709 c.1709A>G

G C rs62077263 MG-104-tumorMG-104-normal - 7 916 c.823C>G

G A rs13054014byFrequency|by1000genomesMG-104-tumorMG-104-normal + 2 569 c.210G>A

T C rs61753357byFrequencyMG-104-tumorMG-104-normal + 12 1820 c.1446T>C

T C rs12731746byFrequency|by1000genomesMG-104-tumorMG-104-normal - 11 1394 c.897A>G

G A rs2003233 MG-104-tumorMG-104-normal - 17 1503 c.1504C>T

C T rs57014690by1000genomesMG-104-tumorMG-104-normal - 6 1554 c.1232G>A

G A rs6089924byFrequency|by1000genomesMG-104-tumorMG-104-normal - 4 920 c.851C>T

T A rs2060198byFrequency|by1000genomesMG-104-tumorMG-104-normal + 27 5204 c.4914T>A

A G rs150196149by1000genomesMG-104-tumorMG-104-normal - 9 1008 c.989T>C

A G MG-104-tumorMG-104-normal - 42 6859 c.6615T>C

G A rs142702316byFrequencyMG-104-tumorMG-104-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-104-tumorMG-104-normal - 3 159 c.115A>G

C T MG-104-tumorMG-104-normal - 1 506 c.507G>A

C G rs180743 by1000genomesMG-104-tumorMG-104-normal + 2 1315 c.1282C>G

C A rs34400049byFrequency|by1000genomesMG-105-tumorMG-105-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-105-tumorMG-105-normal + 7 3183 c.3138A>G



C T rs1386356byFrequency|by1000genomesMG-105-tumorMG-105-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-105-tumorMG-105-normal - 20 2134 c.1864G>A

C T rs77791636by1000genomesMG-105-tumorMG-105-normal + 6 1132 c.1080C>T

T C rs2229992byFrequency|by1000genomesMG-105-tumorMG-105-normal + 12 1838 c.1458T>C

C T rs2931423by1000genomesMG-105-tumorMG-105-normal + 19 2459 c.2283C>T

C T rs141209173byFrequency|by1000genomesMG-105-tumorMG-105-normal + 4 1390 c.1259C>T

A G rs4143768byFrequency|by1000genomesMG-105-tumorMG-105-normal - 10 6783 c.6195T>C

G A rs20539 byFrequency|by1000genomesMG-105-tumorMG-105-normal + 20 3152 c.3111G>A

G A rs7179364by1000genomesMG-105-tumorMG-105-normal + 1 520 c.85G>A

G A rs17078608byFrequency|by1000genomesMG-105-tumorMG-105-normal - 10 7737 c.7149C>T

C T rs62478357byFrequencyMG-105-tumorMG-105-normal - 8 1268 c.1050G>A

T C MG-105-tumorMG-105-normal + 1 732 c.732T>C

G A rs139799138byFrequencyMG-105-tumorMG-105-normal - 3 6574 c.6499C>T

C T rs142549310byFrequencyMG-105-tumorMG-105-normal - 56 11222 c.10937G>A

T C rs3755806byFrequency|by1000genomesMG-105-tumorMG-105-normal - 15 2117 c.2115A>G

T C rs7716253by1000genomesMG-105-tumorMG-105-normal + 8 1121 c.945T>C

C T rs61741759by1000genomesMG-105-tumorMG-105-normal + 22 2332 c.2145C>T

G A rs60571683byFrequency|by1000genomesMG-105-tumorMG-105-normal + 16 2196 c.1977G>A

G A rs2228000byFrequency|by1000genomesMG-105-tumorMG-105-normal - 9 1710 c.1496C>T

G A rs17634853by1000genomesMG-105-tumorMG-105-normal + 34 4564 c.4388G>A

T C rs142304809byFrequencyMG-105-tumorMG-105-normal - 9 1291 c.1259A>G

G T rs3745765byFrequency|by1000genomesMG-105-tumorMG-105-normal + 9 2360 c.719G>T

A G rs4659654byFrequency|by1000genomesMG-105-tumorMG-105-normal - 16 2000 c.1503T>C

G A rs41294868by1000genomesMG-105-tumorMG-105-normal + 14 2132 c.1933G>A

C T rs146370283by1000genomesMG-105-tumorMG-105-normal + 6 1832 c.1500C>T

A G rs10853307by1000genomesMG-105-tumorMG-105-normal - 3 1368 c.836T>C

C T MG-105-tumorMG-105-normal + 7 1600 c.1226C>T

T C MG-105-tumorMG-105-normal + 22 2931 c.2755T>C

A G rs9653483by1000genomesMG-105-tumorMG-105-normal - 21 5040 c.4953T>C

C T rs72716245by1000genomesMG-105-tumorMG-105-normal - 25 12731 c.12522G>A

G A MG-105-tumorMG-105-normal - 4 836 c.837C>T

C T rs17634865by1000genomesMG-105-tumorMG-105-normal + 34 4818 c.4642C>T

T C rs2251219byFrequency|by1000genomesMG-105-tumorMG-105-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-105-tumorMG-105-normal - 6 924 c.639C>T

T C rs2450122byFrequency|by1000genomesMG-105-tumorMG-105-normal - 10 2089 c.2004A>G

G A rs13007735byFrequency|by1000genomesMG-105-tumorMG-105-normal - 16 3587 c.2616C>T

T G rs139279267byFrequency|by1000genomesMG-105-tumorMG-105-normal - 13 3306 c.2931A>C

G T rs1541529by1000genomesMG-105-tumorMG-105-normal - 7 1397 c.1290C>A

G C MG-105-tumorMG-105-normal + 13 1449 c.1449G>C

C T rs3745762by1000genomesMG-105-tumorMG-105-normal + 6 2241 c.2047C>T

T C rs72676907byFrequency|by1000genomesMG-105-tumorMG-105-normal + 3 517 c.327T>C

C T rs151233 by1000genomesMG-105-tumorMG-105-normal + 2 99 c.66C>T

T C MG-105-tumorMG-105-normal - 3 305 c.270A>G

C T MG-105-tumorMG-105-normal - 8 1260 c.1042G>A

G A rs1718878byFrequency|by1000genomesMG-105-tumorMG-105-normal + 13 2003 c.1590G>A

A G rs11778209byFrequency|by1000genomesMG-105-tumorMG-105-normal - 39 6448 c.6204T>C

C T rs3796031byFrequency|by1000genomesMG-105-tumorMG-105-normal - 17 2399 c.1947G>A



A G MG-105-tumorMG-105-normal - 3 1337 c.805T>C

G C rs2227910byFrequency|by1000genomesMG-105-tumorMG-105-normal + 2 1911 c.804G>C

C T rs151182657byFrequencyMG-105-tumorMG-105-normal - 9 1295 c.1263G>A

G A rs1713982byFrequency|by1000genomesMG-105-tumorMG-105-normal + 15 2261 c.1848G>A

A G rs13346368by1000genomesMG-105-tumorMG-105-normal + 10 3324 c.3130A>G

T C rs79940627 MG-105-tumorMG-105-normal - 3 6118 c.6043A>G

T C rs2229263byFrequency|by1000genomesMG-105-tumorMG-105-normal - 3 533 c.248A>G

A G rs143934691byFrequencyMG-105-tumorMG-105-normal - 2 296 c.226T>C

T C rs9646771by1000genomesMG-105-tumorMG-105-normal - 4 787 c.447A>G

T G rs552183 byFrequency|by1000genomesMG-105-tumorMG-105-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-105-tumorMG-105-normal + 13 1856 c.1680A>G

G A rs138040503byFrequency|by1000genomesMG-105-tumorMG-105-normal + 16 2282 c.1755G>A

C A rs143195893byFrequencyMG-105-tumorMG-105-normal - 3 491 c.272G>T

T C rs1048500byFrequency|by1000genomesMG-105-tumorMG-105-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-105-tumorMG-105-normal - 69 11621 c.10650G>A

C T rs2227999byFrequency|by1000genomesMG-105-tumorMG-105-normal - 9 1689 c.1475G>A

C T rs116772905byFrequency|by1000genomesMG-105-tumorMG-105-normal + 17 2669 c.2121C>T

G A MG-105-tumorMG-105-normal + 12 1678 c.1582G>A

A G rs61831150byFrequency|by1000genomesMG-105-tumorMG-105-normal + 7 1855 c.1810A>G

T C rs7714670by1000genomesMG-105-tumorMG-105-normal + 6 849 c.673T>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-105-tumorMG-105-normal + 7 1597 c.1215T>C

A G MG-105-tumorMG-105-normal + 1 81 c.81A>G

A G MG-105-tumorMG-105-normal + 10 1620 c.1253A>G

C T rs140871032byFrequency|by1000genomesMG-105-tumorMG-105-normal + 4 664 c.220C>T

C T rs3796032byFrequency|by1000genomesMG-105-tumorMG-105-normal - 17 2381 c.1929G>A

C T rs28997580byFrequency|by1000genomesMG-105-tumorMG-105-normal + 16 2672 c.2388C>T

A C rs76504934by1000genomesMG-105-tumorMG-105-normal - 4 464 c.427T>G

G T rs41296069by1000genomesMG-105-tumorMG-105-normal - 11 2415 c.2079C>A

T G rs9807633by1000genomesMG-105-tumorMG-105-normal - 1 88 c.89A>C

A C rs76437836byFrequencyMG-105-tumorMG-105-normal - 3 142 c.98T>G

C T rs79175852|rs3906245|rs67658094MG-105-tumorMG-105-normal - 1 701 c.540G>A

T C rs10817025by1000genomesMG-105-tumorMG-105-normal - 15 3032 c.2696A>G

T G rs78697077byFrequency|by1000genomesMG-105-tumorMG-105-normal - 34 5286 c.5068A>C

A C rs1410048by1000genomesMG-105-tumorMG-105-normal - 40 10053 c.9717T>G

G A rs2248407byFrequency|by1000genomesMG-105-tumorMG-105-normal - 4 1003 c.918C>T

T G rs1889323by1000genomesMG-105-tumorMG-105-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-105-tumorMG-105-normal - 24 4324 c.3988T>A

A G MG-105-tumorMG-105-normal + 1 340 c.340A>G

T C rs9807555by1000genomesMG-105-tumorMG-105-normal - 1 196 c.197A>G

G A rs3810479byFrequency|by1000genomesMG-105-tumorMG-105-normal - 17 7692 c.7623C>T

A G MG-105-tumorMG-105-normal + 1 174 c.174A>G

G A MG-105-tumorMG-105-normal + 1 529 c.529G>A

T C rs2075252byFrequency|by1000genomesMG-105-tumorMG-105-normal - 66 12565 c.12280A>G

G T rs3212254byFrequency|by1000genomesMG-105-tumorMG-105-normal - 10 1693 c.1475C>A

A G rs11703655by1000genomesMG-105-tumorMG-105-normal - 4 925 c.818T>C

C T rs12982642by1000genomesMG-105-tumorMG-105-normal + 12 1688 c.1272C>T

C T rs35670235by1000genomesMG-105-tumorMG-105-normal - 19 11364 c.11155G>A



C T rs11873462by1000genomesMG-105-tumorMG-105-normal - 1 47 c.48G>A

C T rs12708402by1000genomesMG-105-tumorMG-105-normal - 16 3405 c.3178G>A

T C MG-105-tumorMG-105-normal + 1 492 c.492T>C

G A rs149181731byFrequencyMG-105-tumorMG-105-normal + 1 431 c.379G>A

G A rs2271189byFrequency|by1000genomesMG-105-tumorMG-105-normal + 27 3788 c.3348G>A

A G rs77145198byFrequency|by1000genomesMG-105-tumorMG-105-normal - 20 2943 c.2856T>C

A C rs1052908 MG-105-tumorMG-105-normal + 4 1261 c.1158A>C

A G MG-105-tumorMG-105-normal + 1 85 c.85A>G

T C rs11373 byFrequency|by1000genomesMG-105-tumorMG-105-normal - 3 787 c.367A>G

A G rs17078605byFrequency|by1000genomesMG-105-tumorMG-105-normal - 10 10694 c.10106T>C

G A rs6018623byFrequency|by1000genomesMG-105-tumorMG-105-normal + 20 3957 c.3741G>A

T C MG-105-tumorMG-105-normal + 1 52 c.52T>C

C T rs6432901by1000genomesMG-105-tumorMG-105-normal - 2 514 c.174G>A

T C MG-105-tumorMG-105-normal + 1 540 c.540T>C

T C rs77652527byFrequency|by1000genomesMG-105-tumorMG-105-normal - 10 1583 c.1365A>G

C T rs1035938by1000genomesMG-105-tumorMG-105-normal + 6 1538 c.1344C>T

C G rs78992879byFrequency|by1000genomesMG-105-tumorMG-105-normal + 34 4798 c.4622C>G

C T rs45554841by1000genomesMG-105-tumorMG-105-normal - 1 214 c.215G>A

C G rs17301507by1000genomesMG-105-tumorMG-105-normal + 11 1252 c.1065C>G

A G rs9552929byFrequency|by1000genomesMG-105-tumorMG-105-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-105-tumorMG-105-normal - 3 660 c.661T>C

T C rs5927083byFrequency|by1000genomesMG-105-tumorMG-105-normal - 14 1841 c.1635A>G

C T rs2273779byFrequency|by1000genomesMG-105-tumorMG-105-normal + 6 583 c.538C>T

G A rs2289247byFrequency|by1000genomesMG-105-tumorMG-105-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-105-tumorMG-105-normal + 2 372 c.159T>C

C T rs1130233byFrequency|by1000genomesMG-105-tumorMG-105-normal - 8 2206 c.726G>A

G A rs9804992byFrequency|by1000genomesMG-105-tumorMG-105-normal + 11 3172 c.2529G>A

C T rs3743398by1000genomesMG-105-tumorMG-105-normal + 12 2965 c.2591C>T

C A rs3817753 MG-105-tumorMG-105-normal - 8 1575 c.639G>T

G A rs11177 byFrequency|by1000genomesMG-105-tumorMG-105-normal + 3 290 c.80G>A

C T rs3814883byFrequency|by1000genomesMG-105-tumorMG-105-normal + 13 2402 c.1359C>T

G A rs80198225 MG-105-tumorMG-105-normal + 8 527 c.527G>A

C T rs872665 by1000genomesMG-105-tumorMG-105-normal - 7 1855 c.1519G>A

C A rs55943169byFrequency|by1000genomesMG-105-tumorMG-105-normal + 29 4067 c.3557C>A

C G rs3817428by1000genomesMG-105-tumorMG-105-normal + 15 7493 c.7119C>G

T C rs111331725by1000genomesMG-105-tumorMG-105-normal + 6 643 c.263T>C

G C rs2240089byFrequency|by1000genomesMG-105-tumorMG-105-normal - 12 3187 c.3003C>G

A G rs2737699byFrequency|by1000genomesMG-105-tumorMG-105-normal - 10 12892 c.12304T>C

G A rs10964471byFrequency|by1000genomesMG-105-tumorMG-105-normal + 2 386 c.177G>A

A T rs146352451by1000genomesMG-105-tumorMG-105-normal + 10 797 c.699A>T

A G rs1385600byFrequency|by1000genomesMG-105-tumorMG-105-normal - 5 1375 c.1290T>C

C T MG-105-tumorMG-105-normal - 3 370 c.335G>A

C T rs61751437byFrequency|by1000genomesMG-105-tumorMG-105-normal - 3 895 c.363G>A

C A MG-105-tumorMG-105-normal - 8 1581 c.645G>T

C G rs2282302byFrequency|by1000genomesMG-105-tumorMG-105-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-105-tumorMG-105-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-105-tumorMG-105-normal - 21 3503 c.3501A>T



G A rs9789047by1000genomesMG-105-tumorMG-105-normal + 10 998 c.998G>A

T C MG-105-tumorMG-105-normal + 8 505 c.505T>C

C T MG-105-tumorMG-105-normal - 1 506 c.507G>A

A G rs1980131byFrequency|by1000genomesMG-105-tumorMG-105-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-105-tumorMG-105-normal - 37 5440 c.5234G>A

G A rs2880955by1000genomesMG-105-tumorMG-105-normal + 12 1031 c.1031G>A

G A rs2124203byFrequency|by1000genomesMG-105-tumorMG-105-normal - 19 2832 c.2745C>T

G A rs13054014byFrequency|by1000genomesMG-105-tumorMG-105-normal + 2 569 c.210G>A

A C rs881732 by1000genomesMG-105-tumorMG-105-normal + 17 1912 c.1092A>C

T C rs12731746byFrequency|by1000genomesMG-105-tumorMG-105-normal - 11 1394 c.897A>G

A G rs28624496 MG-105-tumorMG-105-normal - 1 626 c.196T>C

C G rs2509943byFrequency|by1000genomesMG-105-tumorMG-105-normal + 3 776 c.279C>G

C A rs6453022by1000genomesMG-105-tumorMG-105-normal + 7 1027 c.851C>A

G A rs2127898byFrequency|by1000genomesMG-105-tumorMG-105-normal - 6 1130 c.920C>T

C A rs2973558by1000genomesMG-105-tumorMG-105-normal + 20 2514 c.2338C>A

C T rs61741409by1000genomesMG-105-tumorMG-105-normal - 4 948 c.841G>A

T C rs78472618byFrequencyMG-105-tumorMG-105-normal - 3 159 c.115A>G

C T rs4802382by1000genomesMG-105-tumorMG-105-normal + 6 554 c.360C>T

C G rs3809975byFrequency|by1000genomesMG-105-tumorMG-105-normal - 5 3143 c.2930G>C

A G rs3737940byFrequency|by1000genomesMG-107-tumorMG-107-normal + 7 3183 c.3138A>G

T C rs831043 byFrequency|by1000genomesMG-107-tumorMG-107-normal - 21 3354 c.3069A>G

A G MG-107-tumorMG-107-normal + 5 1140 c.1046A>G

G T MG-107-tumorMG-107-normal + 4 391 c.314G>T

C T rs2286007byFrequency|by1000genomesMG-107-tumorMG-107-normal + 8 2637 c.1994C>T

C T rs1386356byFrequency|by1000genomesMG-107-tumorMG-107-normal - 85 14018 c.13047G>A

G T rs3745765byFrequency|by1000genomesMG-107-tumorMG-107-normal + 9 2360 c.719G>T

C T rs3811444byFrequency|by1000genomesMG-107-tumorMG-107-normal + 6 1169 c.1121C>T

C T MG-107-tumorMG-107-normal - 3 300 c.263G>A

A G rs13346368by1000genomesMG-107-tumorMG-107-normal + 10 3324 c.3130A>G

C T MG-107-tumorMG-107-normal + 3 423 c.43C>T

G A rs12366766 MG-107-tumorMG-107-normal + 48 8392 c.8283G>A

C T rs77376932byFrequencyMG-107-tumorMG-107-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-107-tumorMG-107-normal - 3 4602 c.4530C>T

C T MG-107-tumorMG-107-normal + 20 3421 c.3344C>T

A G rs2229267byFrequency|by1000genomesMG-107-tumorMG-107-normal - 29 5160 c.4875T>C

T C rs2229992byFrequency|by1000genomesMG-107-tumorMG-107-normal + 12 1838 c.1458T>C

G T rs12568784byFrequency|by1000genomesMG-107-tumorMG-107-normal - 3 7202 c.7130C>A

G T rs2075249byFrequency|by1000genomesMG-107-tumorMG-107-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-107-tumorMG-107-normal + 19 2459 c.2283C>T

G A rs1800269byFrequency|by1000genomesMG-107-tumorMG-107-normal - 27 3940 c.3734C>T

C T MG-107-tumorMG-107-normal - 4 489 c.300G>A

G T rs6748626byFrequency|by1000genomesMG-107-tumorMG-107-normal - 20 4043 c.3072C>A

C T rs62478357byFrequencyMG-107-tumorMG-107-normal - 8 1268 c.1050G>A

T C rs766894 by1000genomesMG-107-tumorMG-107-normal + 25 2461 c.2295T>C

C T rs2229265byFrequency|by1000genomesMG-107-tumorMG-107-normal - 54 10788 c.10503G>A

C G rs45438392byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 5825 c.5450G>C

G A rs2248407byFrequency|by1000genomesMG-107-tumorMG-107-normal - 4 1003 c.918C>T



A G rs2229268byFrequency|by1000genomesMG-107-tumorMG-107-normal - 61 11886 c.11601T>C

C T rs199930 by1000genomesMG-107-tumorMG-107-normal + 36 5181 c.5016C>T

T C rs16006 by1000genomesMG-107-tumorMG-107-normal - 6 875 c.876A>G

A G rs121913279 MG-107-tumorMG-107-normal + 21 3297 c.3140A>G

T C rs7716253by1000genomesMG-107-tumorMG-107-normal + 8 1121 c.945T>C

C T rs41299110byFrequency|by1000genomesMG-107-tumorMG-107-normal + 14 1944 c.1699C>T

C G rs59565875by1000genomesMG-107-tumorMG-107-normal + 10 843 c.843C>G

C A rs2973558by1000genomesMG-107-tumorMG-107-normal + 20 2514 c.2338C>A

T C rs831042 byFrequency|by1000genomesMG-107-tumorMG-107-normal - 24 3945 c.3660A>G

G C rs2240 byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 2935 c.2560C>G

T G rs112631212byFrequency|by1000genomesMG-107-tumorMG-107-normal - 2 155 c.115A>C

G A rs7624750byFrequency|by1000genomesMG-107-tumorMG-107-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-107-tumorMG-107-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-107-tumorMG-107-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-107-tumorMG-107-normal - 16 2000 c.1503T>C

C A rs78806080byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 3029 c.2058G>T

T C rs35996821byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 2183 c.2088A>G

C G rs3818764by1000genomesMG-107-tumorMG-107-normal - 4 1331 c.995G>C

T C rs4652678by1000genomesMG-107-tumorMG-107-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-107-tumorMG-107-normal - 26 4397 c.4395A>G

G A MG-107-tumorMG-107-normal + 4 928 c.893G>A

T C rs9851685byFrequency|by1000genomesMG-107-tumorMG-107-normal + 23 2508 c.2274T>C

G A rs13007735byFrequency|by1000genomesMG-107-tumorMG-107-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-107-tumorMG-107-normal + 14 2120 c.1921A>G

A G MG-107-tumorMG-107-normal - 10 1684 c.248T>C

G A rs61738284byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 6005 c.5630C>T

G A rs3818831byFrequency|by1000genomesMG-107-tumorMG-107-normal - 2 193 c.121C>T

T C rs143332174by1000genomesMG-107-tumorMG-107-normal - 3 244 c.207A>G

C T rs3745762by1000genomesMG-107-tumorMG-107-normal + 6 2241 c.2047C>T

A G MG-107-tumorMG-107-normal + 10 806 c.708A>G

A G MG-107-tumorMG-107-normal - 43 10418 c.10082T>C

C T rs1043141byFrequency|by1000genomesMG-107-tumorMG-107-normal + 4 2376 c.342C>T

T C MG-107-tumorMG-107-normal - 3 305 c.270A>G

A G rs142880481byFrequencyMG-107-tumorMG-107-normal - 12 2047 c.1803T>C

G A rs61753697byFrequency|by1000genomesMG-107-tumorMG-107-normal + 1 376 c.99G>A

A C rs35611740 MG-107-tumorMG-107-normal + 43 5928 c.5763A>C

A T rs1063536byFrequency|by1000genomesMG-107-tumorMG-107-normal - 4 612 c.237T>A

C T rs7918199byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 5050 c.4675G>A

G C rs2227910byFrequency|by1000genomesMG-107-tumorMG-107-normal + 2 1911 c.804G>C

A G rs1136159byFrequency|by1000genomesMG-107-tumorMG-107-normal - 10 1068 c.860T>C

A G rs143934691byFrequencyMG-107-tumorMG-107-normal - 2 296 c.226T>C

T C rs9646771by1000genomesMG-107-tumorMG-107-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-107-tumorMG-107-normal + 13 1856 c.1680A>G

G A MG-107-tumorMG-107-normal + 16 1442 c.1442G>A

T G rs12963422byFrequency|by1000genomesMG-107-tumorMG-107-normal - 5 2988 c.2775A>C

C T rs9489143byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 2184 c.1986G>A

G C MG-107-tumorMG-107-normal + 19 1743 c.1743G>C



A G MG-107-tumorMG-107-normal - 4 822 c.609T>C

T C rs1048500byFrequency|by1000genomesMG-107-tumorMG-107-normal + 2 1791 c.684T>C

G A MG-107-tumorMG-107-normal - 4 453 c.138C>T

G A rs10082432byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-107-tumorMG-107-normal - 16 2320 c.2233G>C

G A rs11177 byFrequency|by1000genomesMG-107-tumorMG-107-normal + 3 290 c.80G>A

A T rs3739451by1000genomesMG-107-tumorMG-107-normal - 39 9817 c.9481T>A

A G MG-107-tumorMG-107-normal + 1 81 c.81A>G

C G rs180743 by1000genomesMG-107-tumorMG-107-normal + 2 1315 c.1282C>G

C T rs6432901by1000genomesMG-107-tumorMG-107-normal - 2 514 c.174G>A

C T rs7240355byFrequency|by1000genomesMG-107-tumorMG-107-normal - 5 5238 c.5025G>A

G T rs140059935by1000genomesMG-107-tumorMG-107-normal + 16 1408 c.1408G>T

C T rs140871032byFrequency|by1000genomesMG-107-tumorMG-107-normal + 4 664 c.220C>T

C T rs3796032byFrequency|by1000genomesMG-107-tumorMG-107-normal - 17 2381 c.1929G>A

G A rs16847812byFrequency|by1000genomesMG-107-tumorMG-107-normal + 4 978 c.865G>A

A G rs6679449by1000genomesMG-107-tumorMG-107-normal - 3 1923 c.1851T>C

T C MG-107-tumorMG-107-normal + 1 540 c.540T>C

G A rs3810188byFrequency|by1000genomesMG-107-tumorMG-107-normal - 2 1528 c.1173C>T

A C rs76504934by1000genomesMG-107-tumorMG-107-normal - 4 464 c.427T>G

G A rs2229266byFrequency|by1000genomesMG-107-tumorMG-107-normal - 6 924 c.639C>T

C T MG-107-tumorMG-107-normal - 3 1048 c.516G>A

C T rs34488539by1000genomesMG-107-tumorMG-107-normal + 22 3555 c.3390C>T

T C rs28489116by1000genomesMG-107-tumorMG-107-normal - 10 5194 c.4985A>G

C G rs3817428by1000genomesMG-107-tumorMG-107-normal + 15 7493 c.7119C>G

T C rs2450122byFrequency|by1000genomesMG-107-tumorMG-107-normal - 10 2089 c.2004A>G

T A rs35737760by1000genomesMG-107-tumorMG-107-normal + 19 2685 c.2520T>A

C T rs7300444byFrequency|by1000genomesMG-107-tumorMG-107-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-107-tumorMG-107-normal + 17 1912 c.1092A>C

G A rs16885 byFrequency|by1000genomesMG-107-tumorMG-107-normal - 9 3193 c.2257C>T

A G rs145242944byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 1656 c.1367T>C

C T rs12777740byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 8321 c.7946G>A

T C MG-107-tumorMG-107-normal - 3 748 c.553A>G

G A rs2275527byFrequency|by1000genomesMG-107-tumorMG-107-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-107-tumorMG-107-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 6002 c.5627G>A

A G rs3822625by1000genomesMG-107-tumorMG-107-normal + 14 3084 c.3084A>G

A T MG-107-tumorMG-107-normal + 5 625 c.403A>T

G A rs144383071byFrequencyMG-107-tumorMG-107-normal - 3 3345 c.3270C>T

C T rs2973571by1000genomesMG-107-tumorMG-107-normal + 12 1807 c.1631C>T

C T rs2269654byFrequency|by1000genomesMG-107-tumorMG-107-normal + 11 2687 c.2574C>T

G A rs17656599byFrequency|by1000genomesMG-107-tumorMG-107-normal - 12 2007 c.1823C>T

C T MG-107-tumorMG-107-normal - 8 1260 c.1042G>A

T A rs17264436byFrequency|by1000genomesMG-107-tumorMG-107-normal - 21 3503 c.3501A>T

T C rs2229263byFrequency|by1000genomesMG-107-tumorMG-107-normal - 3 533 c.248A>G

C T rs61751489by1000genomesMG-107-tumorMG-107-normal - 34 6928 c.6853G>A

A G MG-107-tumorMG-107-normal + 1 340 c.340A>G

A G rs138997916byFrequency|by1000genomesMG-107-tumorMG-107-normal - 3 2832 c.2760T>C



G C MG-107-tumorMG-107-normal - 14 9935 c.9726C>G

G A rs61742152byFrequency|by1000genomesMG-107-tumorMG-107-normal + 11 2573 c.2460G>A

C G rs34693334byFrequency|by1000genomesMG-107-tumorMG-107-normal - 8 1060 c.775G>C

T C rs17019360by1000genomesMG-107-tumorMG-107-normal + 17 2524 c.1800T>C

G A rs4962081byFrequency|by1000genomesMG-107-tumorMG-107-normal - 22 3050 c.2829C>T

T C rs33910491byFrequency|by1000genomesMG-107-tumorMG-107-normal - 5 4949 c.4736A>G

G C rs143291826byFrequencyMG-107-tumorMG-107-normal - 21 4321 c.3789C>G

C T rs10082533byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 8753 c.8378G>A

A G MG-107-tumorMG-107-normal + 1 174 c.174A>G

G A MG-107-tumorMG-107-normal + 1 529 c.529G>A

A T rs7095325byFrequency|by1000genomesMG-107-tumorMG-107-normal - 7 1087 c.712T>A

C T MG-107-tumorMG-107-normal + 27 6637 c.6614C>T

T C rs2075252byFrequency|by1000genomesMG-107-tumorMG-107-normal - 66 12565 c.12280A>G

C T rs11121691byFrequency|by1000genomesMG-107-tumorMG-107-normal - 49 6985 c.6909G>A

T G rs1050767byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 8533 c.8158A>C

G A rs9789047by1000genomesMG-107-tumorMG-107-normal + 10 998 c.998G>A

A G rs149271 by1000genomesMG-107-tumorMG-107-normal + 2 543 c.510A>G

G A rs59505617by1000genomesMG-107-tumorMG-107-normal - 6 1756 c.1434C>T

T C MG-107-tumorMG-107-normal + 1 492 c.492T>C

G A rs149181731byFrequencyMG-107-tumorMG-107-normal + 1 431 c.379G>A

C T rs4822790byFrequency|by1000genomesMG-107-tumorMG-107-normal + 15 2042 c.1683C>T

C T rs4750936byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 4011 c.3636G>A

A T MG-107-tumorMG-107-normal - 7 1110 c.892T>A

G A rs2271189byFrequency|by1000genomesMG-107-tumorMG-107-normal + 27 3788 c.3348G>A

T C rs7744765by1000genomesMG-107-tumorMG-107-normal + 14 1929 c.1730T>C

T C rs7714670by1000genomesMG-107-tumorMG-107-normal + 6 849 c.673T>C

A G rs35873108|rs111782215byFrequencyMG-107-tumorMG-107-normal + 48 8443 c.8334A>G

A G rs40831 by1000genomesMG-107-tumorMG-107-normal + 2 2118 c.2085A>G

T C MG-107-tumorMG-107-normal + 1 52 c.52T>C

A G rs180744 by1000genomesMG-107-tumorMG-107-normal + 2 1719 c.1686A>G

C T MG-107-tumorMG-107-normal - 8 2439 c.1503G>A

A C rs76437836byFrequencyMG-107-tumorMG-107-normal - 3 142 c.98T>G

C T rs1035938by1000genomesMG-107-tumorMG-107-normal + 6 1538 c.1344C>T

T C rs41266134byFrequency|by1000genomesMG-107-tumorMG-107-normal - 3 1625 c.1550A>G

A G rs75639578 MG-107-tumorMG-107-normal - 3 6552 c.6477T>C

G A MG-107-tumorMG-107-normal - 3 1505 c.973C>T

G C MG-107-tumorMG-107-normal - 5 1009 c.1010C>G

G A rs1128761byFrequency|by1000genomesMG-107-tumorMG-107-normal + 7 1219 c.966G>A

C T rs3743398by1000genomesMG-107-tumorMG-107-normal + 12 2965 c.2591C>T

G A rs149651686|rs76723236by1000genomesMG-107-tumorMG-107-normal - 11 977 c.610C>T

A G rs11778209byFrequency|by1000genomesMG-107-tumorMG-107-normal - 39 6448 c.6204T>C

C T rs2229882by1000genomesMG-107-tumorMG-107-normal + 9 1566 c.1566C>T

A G rs28647489by1000genomesMG-107-tumorMG-107-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-107-tumorMG-107-normal - 54 9497 c.8526T>C

C T rs2273779byFrequency|by1000genomesMG-107-tumorMG-107-normal + 6 583 c.538C>T

T C rs12731746byFrequency|by1000genomesMG-107-tumorMG-107-normal - 11 1394 c.897A>G

G A rs61814946byFrequency|by1000genomesMG-107-tumorMG-107-normal - 3 1785 c.1710C>T



G A MG-107-tumorMG-107-normal + 1 570 c.570G>A

T C MG-107-tumorMG-107-normal - 16 3141 c.2805A>G

A G rs1980131byFrequency|by1000genomesMG-107-tumorMG-107-normal + 2 2992 c.2880A>G

G C rs45469098by1000genomesMG-107-tumorMG-107-normal - 1 255 c.256C>G

C T rs3796031byFrequency|by1000genomesMG-107-tumorMG-107-normal - 17 2399 c.1947G>A

G C MG-107-tumorMG-107-normal - 4 942 c.627C>G

T C rs10082391byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 8654 c.8279A>G

T G rs61757612byFrequency|by1000genomesMG-107-tumorMG-107-normal - 9 2110 c.1701A>C

C T rs151174 by1000genomesMG-107-tumorMG-107-normal + 2 1740 c.1707C>T

G A rs4750685byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 4115 c.3740C>T

T C rs4149056byFrequency|by1000genomesMG-107-tumorMG-107-normal + 6 617 c.521T>C

C T rs3814883byFrequency|by1000genomesMG-107-tumorMG-107-normal + 13 2402 c.1359C>T

G A rs80198225 MG-107-tumorMG-107-normal + 8 527 c.527G>A

C T MG-107-tumorMG-107-normal - 3 5767 c.5692G>A

G A MG-107-tumorMG-107-normal + 22 3768 c.3234G>A

C T MG-107-tumorMG-107-normal + 13 1304 c.1172C>T

T C rs11016071byFrequency|by1000genomesMG-107-tumorMG-107-normal - 13 9086 c.8711A>G

T C rs111331725by1000genomesMG-107-tumorMG-107-normal + 6 643 c.263T>C

G C rs2240089byFrequency|by1000genomesMG-107-tumorMG-107-normal - 12 3187 c.3003C>G

C T rs3135867byFrequency|by1000genomesMG-107-tumorMG-107-normal + 4 673 c.417C>T

C T MG-107-tumorMG-107-normal - 2 88

A G rs13223756byFrequency|by1000genomesMG-107-tumorMG-107-normal + 7 2144 c.1944A>G

C T MG-107-tumorMG-107-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-107-tumorMG-107-normal - 3 899 c.827G>A

G A rs2973566by1000genomesMG-107-tumorMG-107-normal + 14 1930 c.1754G>A

G A MG-107-tumorMG-107-normal - 1 42 c.43C>T

A G rs1385600byFrequency|by1000genomesMG-107-tumorMG-107-normal - 5 1375 c.1290T>C

C T rs148160011 MG-107-tumorMG-107-normal + 8 1091 c.925C>T

T C MG-107-tumorMG-107-normal + 26 3334 c.2824T>C

T C rs3755806byFrequency|by1000genomesMG-107-tumorMG-107-normal - 15 2117 c.2115A>G

A C rs75752352by1000genomesMG-107-tumorMG-107-normal - 4 1274 c.1172T>G

C T rs139901632byFrequencyMG-107-tumorMG-107-normal + 4 1739 c.1146C>T

G A rs2880956 MG-107-tumorMG-107-normal + 15 1268 c.1268G>A

G T rs147825872 MG-107-tumorMG-107-normal + 20 4359 c.4282G>T

T G rs997983 byFrequency|by1000genomesMG-107-tumorMG-107-normal - 9 2266 c.1891A>C

G A rs12729662byFrequency|by1000genomesMG-107-tumorMG-107-normal - 3 8430 c.8355C>T

T C MG-107-tumorMG-107-normal + 8 505 c.505T>C

G A rs2289247byFrequency|by1000genomesMG-107-tumorMG-107-normal + 11 1273 c.1063G>A

C T rs1801187byFrequency|by1000genomesMG-107-tumorMG-107-normal - 37 5440 c.5234G>A

C T rs75417771byFrequency|by1000genomesMG-107-tumorMG-107-normal + 6 1265 c.409C>T

A T rs35238720byFrequency|by1000genomesMG-107-tumorMG-107-normal + 4 1205 c.860A>T

C T rs4802382by1000genomesMG-107-tumorMG-107-normal + 6 554 c.360C>T

G A rs143974284byFrequency|by1000genomesMG-107-tumorMG-107-normal + 11 1160 c.915G>A

G A rs7234999byFrequency|by1000genomesMG-107-tumorMG-107-normal - 5 5512 c.5299C>T

G T MG-107-tumorMG-107-normal - 4 372 c.335C>A

G T rs138591330by1000genomesMG-107-tumorMG-107-normal - 27 8211 c.7863C>A

A G rs6694078byFrequency|by1000genomesMG-107-tumorMG-107-normal + 11 2688 c.2575A>G



C T rs57014690by1000genomesMG-107-tumorMG-107-normal - 6 1554 c.1232G>A

C G rs2509943byFrequency|by1000genomesMG-107-tumorMG-107-normal + 3 776 c.279C>G

C T rs10082504byFrequency|by1000genomesMG-107-tumorMG-107-normal - 14 10059 c.9684G>A

T A rs2060198byFrequency|by1000genomesMG-107-tumorMG-107-normal + 27 5204 c.4914T>A

C A rs6453022by1000genomesMG-107-tumorMG-107-normal + 7 1027 c.851C>A

G A rs142702316byFrequencyMG-107-tumorMG-107-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-107-tumorMG-107-normal - 3 159 c.115A>G

C T MG-107-tumorMG-107-normal - 1 506 c.507G>A

C G rs11016076byFrequency|by1000genomesMG-107-tumorMG-107-normal - 8 1866 c.1491G>C

C T rs3745764byFrequency|by1000genomesMG-109-tumorMG-109-normal + 9 2705 c.1064C>T

G A rs33969768byFrequency|by1000genomesMG-109-tumorMG-109-normal - 8 5863 c.5650C>T

C A rs34400049byFrequency|by1000genomesMG-109-tumorMG-109-normal + 14 2474 c.2092C>A

T C rs41300566byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 3805 c.3430A>G

T G rs997983 byFrequency|by1000genomesMG-109-tumorMG-109-normal - 9 2266 c.1891A>C

C T rs61758802byFrequency|by1000genomesMG-109-tumorMG-109-normal + 16 2465 c.2339C>T

A G rs11915822byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 6588 c.6478T>C

C T rs1386356byFrequency|by1000genomesMG-109-tumorMG-109-normal - 85 14018 c.13047G>A

G A rs142702316byFrequencyMG-109-tumorMG-109-normal + 1 160 c.108G>A

C T MG-109-tumorMG-109-normal - 3 300 c.263G>A

C T MG-109-tumorMG-109-normal + 3 423 c.43C>T

C T rs80189821 MG-109-tumorMG-109-normal + 13 2181 c.1664C>T

G A rs62070401by1000genomesMG-109-tumorMG-109-normal - 12 2205 c.2162C>T

G A MG-109-tumorMG-109-normal - 22 4428 c.3457C>T

C T rs77376932byFrequencyMG-109-tumorMG-109-normal - 3 3235 c.3160G>A

C T rs139341447 MG-109-tumorMG-109-normal + 5 538 c.498C>T

C T rs2271806byFrequency|by1000genomesMG-109-tumorMG-109-normal + 18 2822 c.2409C>T

T C rs2229992byFrequency|by1000genomesMG-109-tumorMG-109-normal + 12 1838 c.1458T>C

G T rs2075249byFrequency|by1000genomesMG-109-tumorMG-109-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-109-tumorMG-109-normal + 19 2459 c.2283C>T

T C rs141049734byFrequencyMG-109-tumorMG-109-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-109-tumorMG-109-normal - 10 6783 c.6195T>C

T G rs12145941byFrequency|by1000genomesMG-109-tumorMG-109-normal - 3 1631 c.1556A>C

T G rs1998206byFrequency|by1000genomesMG-109-tumorMG-109-normal - 5 631 c.433A>C

A G rs1206038byFrequency|by1000genomesMG-109-tumorMG-109-normal + 29 5706 c.5071A>G

G A rs16885 byFrequency|by1000genomesMG-109-tumorMG-109-normal - 9 3193 c.2257C>T

G A rs2853344byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 2990 c.2615C>T

T C rs62070402by1000genomesMG-109-tumorMG-109-normal - 12 2105 c.2062A>G

C A rs138908625byFrequency|by1000genomesMG-109-tumorMG-109-normal - 8 1357 c.1139G>T

C T rs77791636by1000genomesMG-109-tumorMG-109-normal + 6 1132 c.1080C>T

G A rs146271489byFrequency|by1000genomesMG-109-tumorMG-109-normal + 4 1264 c.1177G>A

T C rs3755806byFrequency|by1000genomesMG-109-tumorMG-109-normal - 15 2117 c.2115A>G

G A rs7234999byFrequency|by1000genomesMG-109-tumorMG-109-normal - 5 5512 c.5299C>T

T C rs140856347by1000genomesMG-109-tumorMG-109-normal - 20 3525 c.3438A>G

G A rs2228000byFrequency|by1000genomesMG-109-tumorMG-109-normal - 9 1710 c.1496C>T

C A rs2973558by1000genomesMG-109-tumorMG-109-normal + 20 2514 c.2338C>A

G C rs2240 byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 2935 c.2560C>G

G A rs3795308byFrequency|by1000genomesMG-109-tumorMG-109-normal - 4 928 c.792C>T



G A rs7624750byFrequency|by1000genomesMG-109-tumorMG-109-normal + 4 707 c.473G>A

A G rs826549 by1000genomesMG-109-tumorMG-109-normal + 18 2676 c.2550A>G

C A rs6738031by1000genomesMG-109-tumorMG-109-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-109-tumorMG-109-normal - 16 2000 c.1503T>C

A G rs9653483by1000genomesMG-109-tumorMG-109-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-109-tumorMG-109-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-109-tumorMG-109-normal - 3 1368 c.836T>C

G C MG-109-tumorMG-109-normal + 11 2245 c.2063G>C

G A MG-109-tumorMG-109-normal - 10 7907 c.7698C>T

T G rs10817033by1000genomesMG-109-tumorMG-109-normal - 8 2079 c.1743A>C

T G rs12963422byFrequency|by1000genomesMG-109-tumorMG-109-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-109-tumorMG-109-normal - 8 1391 c.1173C>A

C A rs61742080byFrequency|by1000genomesMG-109-tumorMG-109-normal + 4 1004 c.891C>A

T C rs2251219byFrequency|by1000genomesMG-109-tumorMG-109-normal - 26 4397 c.4395A>G

G A rs13007735byFrequency|by1000genomesMG-109-tumorMG-109-normal - 16 3587 c.2616C>T

G A rs1713982byFrequency|by1000genomesMG-109-tumorMG-109-normal + 15 2261 c.1848G>A

A G rs7762830by1000genomesMG-109-tumorMG-109-normal + 14 2120 c.1921A>G

G A rs2229079byFrequency|by1000genomesMG-109-tumorMG-109-normal - 21 3524 c.3326C>T

A G rs2973568by1000genomesMG-109-tumorMG-109-normal + 13 1856 c.1680A>G

G A rs61738284byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 6005 c.5630C>T

C T MG-109-tumorMG-109-normal + 7 1915 c.1870C>T

T C MG-109-tumorMG-109-normal + 8 505 c.505T>C

G A rs3810485by1000genomesMG-109-tumorMG-109-normal - 8 6116 c.6047C>T

G A rs16912247byFrequency|by1000genomesMG-109-tumorMG-109-normal - 14 9973 c.9598C>T

T C rs72676907byFrequency|by1000genomesMG-109-tumorMG-109-normal + 3 517 c.327T>C

G A rs61753697byFrequency|by1000genomesMG-109-tumorMG-109-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-109-tumorMG-109-normal + 2 2118 c.2085A>G

C T rs7918199byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 5050 c.4675G>A

C T MG-109-tumorMG-109-normal - 3 5767 c.5692G>A

G A rs1718878byFrequency|by1000genomesMG-109-tumorMG-109-normal + 13 2003 c.1590G>A

C T rs111505885 MG-109-tumorMG-109-normal + 1 340 c.324C>T

G A MG-109-tumorMG-109-normal - 13 8696 c.8321C>T

A G MG-109-tumorMG-109-normal - 15 1346 c.1346T>C

A G rs13346368by1000genomesMG-109-tumorMG-109-normal + 10 3324 c.3130A>G

G A rs61742321by1000genomesMG-109-tumorMG-109-normal - 2 813 c.486C>T

C T rs34307082byFrequency|by1000genomesMG-109-tumorMG-109-normal + 6 863 c.629C>T

T C rs2229263byFrequency|by1000genomesMG-109-tumorMG-109-normal - 3 533 c.248A>G

T G rs147431796byFrequencyMG-109-tumorMG-109-normal + 8 5650 c.4794T>G

A G rs11538677by1000genomesMG-109-tumorMG-109-normal + 49 8035 c.7501A>G

C G rs114279527by1000genomesMG-109-tumorMG-109-normal - 2 3137 c.2928G>C

T C rs9646771by1000genomesMG-109-tumorMG-109-normal - 4 787 c.447A>G

G T rs6748626byFrequency|by1000genomesMG-109-tumorMG-109-normal - 20 4043 c.3072C>A

T C rs3026101by1000genomesMG-109-tumorMG-109-normal + 14 2279 c.2055T>C

C T rs55993306by1000genomesMG-109-tumorMG-109-normal - 20 3946 c.3859G>A

G A rs150390977by1000genomesMG-109-tumorMG-109-normal - 1 227 c.8C>T

T C rs17019360by1000genomesMG-109-tumorMG-109-normal + 17 2524 c.1800T>C

C A rs6453022by1000genomesMG-109-tumorMG-109-normal + 7 1027 c.851C>A



G A rs10082432byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-109-tumorMG-109-normal - 16 2320 c.2233G>C

G A MG-109-tumorMG-109-normal + 1 85 c.85G>A

T C rs13155212|rs34364709byFrequency|by1000genomesMG-109-tumorMG-109-normal + 7 1597 c.1215T>C

C G rs180743 by1000genomesMG-109-tumorMG-109-normal + 2 1315 c.1282C>G

A G rs1801201byFrequency|by1000genomesMG-109-tumorMG-109-normal + 19 2380 c.1870A>G

C T rs7240355byFrequency|by1000genomesMG-109-tumorMG-109-normal - 5 5238 c.5025G>A

C T rs61737951byFrequency|by1000genomesMG-109-tumorMG-109-normal - 10 1576 c.1392G>A

G T MG-109-tumorMG-109-normal + 4 345 c.252G>T

C T rs149155949byFrequency|by1000genomesMG-109-tumorMG-109-normal + 19 3884 c.3249C>T

G C rs3088074byFrequency|by1000genomesMG-109-tumorMG-109-normal - 9 2999 c.2785C>G

C T MG-109-tumorMG-109-normal - 8 1256 c.1038G>A

T C rs2075252byFrequency|by1000genomesMG-109-tumorMG-109-normal - 66 12565 c.12280A>G

C T rs11547311byFrequency|by1000genomesMG-109-tumorMG-109-normal + 8 702 c.570C>T

T C rs28621009byFrequency|by1000genomesMG-109-tumorMG-109-normal + 13 2864 c.2229T>C

G C rs62070406by1000genomesMG-109-tumorMG-109-normal - 9 1754 c.1711C>G

T C rs10082391byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 8654 c.8279A>G

C T rs35775721byFrequency|by1000genomesMG-109-tumorMG-109-normal + 2 734 c.534C>T

C T rs7300444byFrequency|by1000genomesMG-109-tumorMG-109-normal + 19 5383 c.4740C>T

A G rs34360279by1000genomesMG-109-tumorMG-109-normal - 10 5027 c.4818T>C

C T rs2973571by1000genomesMG-109-tumorMG-109-normal + 12 1807 c.1631C>T

C T rs117898943by1000genomesMG-109-tumorMG-109-normal + 6 686 c.492C>T

C T rs12777740byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 8321 c.7946G>A

T G rs78697077byFrequency|by1000genomesMG-109-tumorMG-109-normal - 34 5286 c.5068A>C

C T rs11591817byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 6002 c.5627G>A

A T rs6685892byFrequency|by1000genomesMG-109-tumorMG-109-normal - 34 7560 c.7341T>A

C T MG-109-tumorMG-109-normal - 8 1260 c.1042G>A

C T rs78425180byFrequency|by1000genomesMG-109-tumorMG-109-normal - 27 4709 c.4710G>A

G A rs3793379byFrequency|by1000genomesMG-109-tumorMG-109-normal + 32 4159 c.3882G>A

C T rs146867394byFrequency|by1000genomesMG-109-tumorMG-109-normal - 45 8391 c.7420G>A

T C rs7714670by1000genomesMG-109-tumorMG-109-normal + 6 849 c.673T>C

T C rs33910491byFrequency|by1000genomesMG-109-tumorMG-109-normal - 5 4949 c.4736A>G

C T rs10082533byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 8753 c.8378G>A

A T rs7095325byFrequency|by1000genomesMG-109-tumorMG-109-normal - 7 1087 c.712T>A

G A rs12729662byFrequency|by1000genomesMG-109-tumorMG-109-normal - 3 8430 c.8355C>T

T G MG-109-tumorMG-109-normal + 5 1603 c.1405T>G

T C rs13286541by1000genomesMG-109-tumorMG-109-normal - 9 2245 c.1909A>G

C G rs149605490by1000genomesMG-109-tumorMG-109-normal + 3 1000 c.781C>G

C T rs3745762by1000genomesMG-109-tumorMG-109-normal + 6 2241 c.2047C>T

C A MG-109-tumorMG-109-normal + 45 7378 c.6898C>A

T C MG-109-tumorMG-109-normal + 8 1231

T C MG-109-tumorMG-109-normal - 20 3938 c.3851A>G

A G rs149271 by1000genomesMG-109-tumorMG-109-normal + 2 543 c.510A>G

A C rs62534884by1000genomesMG-109-tumorMG-109-normal + 4 892 c.683A>C

G A rs144383071byFrequencyMG-109-tumorMG-109-normal - 3 3345 c.3270C>T

G A MG-109-tumorMG-109-normal + 13 2237 c.2028G>A

C T rs62478357byFrequencyMG-109-tumorMG-109-normal - 8 1268 c.1050G>A



C T rs4822790byFrequency|by1000genomesMG-109-tumorMG-109-normal + 15 2042 c.1683C>T

C G rs41278611by1000genomesMG-109-tumorMG-109-normal - 2 594 c.385G>C

C T rs4750936byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 4011 c.3636G>A

A T rs35586704byFrequencyMG-109-tumorMG-109-normal - 34 7442 c.7223T>A

C G rs11016076byFrequency|by1000genomesMG-109-tumorMG-109-normal - 8 1866 c.1491G>C

T C rs17114803byFrequency|by1000genomesMG-109-tumorMG-109-normal + 11 1465 c.1299T>C

G A rs146273614byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 6193 c.5818C>T

C T rs34922891by1000genomesMG-109-tumorMG-109-normal + 13 2223 c.2223C>T

G C rs61731528by1000genomesMG-109-tumorMG-109-normal - 5 1442 c.901C>G

G A rs143131546byFrequency|by1000genomesMG-109-tumorMG-109-normal + 8 851 c.606G>A

T C rs11373 byFrequency|by1000genomesMG-109-tumorMG-109-normal - 3 787 c.367A>G

A G rs17078605byFrequency|by1000genomesMG-109-tumorMG-109-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-109-tumorMG-109-normal + 3 290 c.80G>A

T C rs10817025by1000genomesMG-109-tumorMG-109-normal - 15 3032 c.2696A>G

A G rs180744 by1000genomesMG-109-tumorMG-109-normal + 2 1719 c.1686A>G

G A rs11551685byFrequency|by1000genomesMG-109-tumorMG-109-normal - 16 7464 c.7395C>T

A C rs76437836byFrequencyMG-109-tumorMG-109-normal - 3 142 c.98T>G

G A rs2127898byFrequency|by1000genomesMG-109-tumorMG-109-normal - 6 1130 c.920C>T

C T rs1035938by1000genomesMG-109-tumorMG-109-normal + 6 1538 c.1344C>T

T C rs41266134byFrequency|by1000genomesMG-109-tumorMG-109-normal - 3 1625 c.1550A>G

G C MG-109-tumorMG-109-normal - 5 1009 c.1010C>G

T C MG-109-tumorMG-109-normal - 7 4521 c.4312A>G

C T rs3812458byFrequency|by1000genomesMG-109-tumorMG-109-normal + 22 2662 c.2385C>T

C T rs1799954byFrequency|by1000genomesMG-109-tumorMG-109-normal + 11 6327 c.6100C>T

C A rs41306015byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 4052 c.3677G>T

T C rs7716253by1000genomesMG-109-tumorMG-109-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-109-tumorMG-109-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-109-tumorMG-109-normal - 10 9441 c.8853T>C

G A rs2289247byFrequency|by1000genomesMG-109-tumorMG-109-normal + 11 1273 c.1063G>A

T C rs11016071byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 9086 c.8711A>G

G A rs143684430byFrequencyMG-109-tumorMG-109-normal - 3 6591 c.6516C>T

C A rs35674179byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 5263 c.5153G>T

C T rs1130233byFrequency|by1000genomesMG-109-tumorMG-109-normal - 8 2206 c.726G>A

C G rs2509943byFrequency|by1000genomesMG-109-tumorMG-109-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-109-tumorMG-109-normal - 2 514 c.174G>A

C A rs138341092by1000genomesMG-109-tumorMG-109-normal - 1 226 c.7G>T

G C rs45469098by1000genomesMG-109-tumorMG-109-normal - 1 255 c.256C>G

A C rs78767626byFrequency|by1000genomesMG-109-tumorMG-109-normal + 19 2007 c.1773A>C

T C rs12990449byFrequency|by1000genomesMG-109-tumorMG-109-normal - 2 1114 c.143A>G

G A rs41312626by1000genomesMG-109-tumorMG-109-normal + 14 1770 c.1525G>A

C T rs151174 by1000genomesMG-109-tumorMG-109-normal + 2 1740 c.1707C>T

G A rs4750685byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 4115 c.3740C>T

G A rs80198225 MG-109-tumorMG-109-normal + 8 527 c.527G>A

C G MG-109-tumorMG-109-normal + 15 4552 c.4358C>G

G C rs2240089byFrequency|by1000genomesMG-109-tumorMG-109-normal - 12 3187 c.3003C>G

G A rs2973566by1000genomesMG-109-tumorMG-109-normal + 14 1930 c.1754G>A

C T rs2229265byFrequency|by1000genomesMG-109-tumorMG-109-normal - 54 10788 c.10503G>A



G A rs1676211by1000genomesMG-109-tumorMG-109-normal + 13 2154 c.2154G>A

T A rs17264436byFrequency|by1000genomesMG-109-tumorMG-109-normal - 21 3503 c.3501A>T

C G MG-109-tumorMG-109-normal + 20 7298 c.7172C>G

G A rs151001106byFrequencyMG-109-tumorMG-109-normal + 1 192 c.140G>A

G T rs147825872 MG-109-tumorMG-109-normal + 20 4359 c.4282G>T

A G rs17443123by1000genomesMG-109-tumorMG-109-normal + 5 915 c.750A>G

G A rs61738759by1000genomesMG-109-tumorMG-109-normal + 3 3096 c.3063G>A

C T rs1801187byFrequency|by1000genomesMG-109-tumorMG-109-normal - 37 5440 c.5234G>A

A G rs2737699byFrequency|by1000genomesMG-109-tumorMG-109-normal - 10 12892 c.12304T>C

A C rs881732 by1000genomesMG-109-tumorMG-109-normal + 17 1912 c.1092A>C

T C MG-109-tumorMG-109-normal - 4 796 c.481A>G

C T rs10082504byFrequency|by1000genomesMG-109-tumorMG-109-normal - 14 10059 c.9684G>A

T G rs1050767byFrequency|by1000genomesMG-109-tumorMG-109-normal - 13 8533 c.8158A>C

T C rs61995685byFrequency|by1000genomesMG-109-tumorMG-109-normal + 22 4499 c.3864T>C

T C rs78472618byFrequencyMG-109-tumorMG-109-normal - 3 159 c.115A>G

C T rs2229975by1000genomesMG-109-tumorMG-109-normal - 5 927 c.852G>A

A G rs75639578 MG-109-tumorMG-109-normal - 3 6552 c.6477T>C

T C rs34728563byFrequency|by1000genomesMG-110-tumorMG-110-normal + 6 2169 c.1526T>C

C T MG-110-tumorMG-110-normal + 3 423 c.43C>T

G A rs62070401by1000genomesMG-110-tumorMG-110-normal - 12 2205 c.2162C>T

C T rs76525703byFrequency|by1000genomesMG-110-tumorMG-110-normal - 21 3871 c.3339G>A

C T rs7904627byFrequency|by1000genomesMG-110-tumorMG-110-normal - 5 1356 c.1242G>A

G A rs61736201byFrequency|by1000genomesMG-110-tumorMG-110-normal - 2 1879 c.1023C>T

T C rs74553878byFrequency|by1000genomesMG-110-tumorMG-110-normal - 14 1128 c.761A>G

G A MG-110-tumorMG-110-normal + 15 1622 c.761G>A

C T MG-110-tumorMG-110-normal + 5 927 c.483C>T

A G MG-110-tumorMG-110-normal + 1 60 c.60A>G

C G rs45438392byFrequency|by1000genomesMG-110-tumorMG-110-normal - 13 5825 c.5450G>C

C G MG-110-tumorMG-110-normal - 18 3195

A G rs3108200byFrequency|by1000genomesMG-110-tumorMG-110-normal + 3 2040 c.810A>G

C T rs199930 by1000genomesMG-110-tumorMG-110-normal + 36 5181 c.5016C>T

G C rs2240 byFrequency|by1000genomesMG-110-tumorMG-110-normal - 13 2935 c.2560C>G

G A rs2072737byFrequency|by1000genomesMG-110-tumorMG-110-normal - 9 3078 c.2142C>T

T C rs4652678by1000genomesMG-110-tumorMG-110-normal + 28 4116 c.3951T>C

A G rs7762830by1000genomesMG-110-tumorMG-110-normal + 14 2120 c.1921A>G

A G rs17174296byFrequency|by1000genomesMG-110-tumorMG-110-normal + 6 906 c.717A>G

T C MG-110-tumorMG-110-normal - 1 461 c.462A>G

A G rs40831 by1000genomesMG-110-tumorMG-110-normal + 2 2118 c.2085A>G

A T rs1063536byFrequency|by1000genomesMG-110-tumorMG-110-normal - 4 612 c.237T>A

G A rs1718878byFrequency|by1000genomesMG-110-tumorMG-110-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-110-tumorMG-110-normal + 16 2064 c.1887T>A

C T MG-110-tumorMG-110-normal + 1 369 c.369C>T

C T rs141683908 MG-110-tumorMG-110-normal - 11 1658 c.1238G>A

A G rs2973568by1000genomesMG-110-tumorMG-110-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-110-tumorMG-110-normal - 20 4043 c.3072C>A

T C rs543304 byFrequency|by1000genomesMG-110-tumorMG-110-normal + 11 4034 c.3807T>C

C T rs149155949byFrequency|by1000genomesMG-110-tumorMG-110-normal + 19 3884 c.3249C>T



C T rs35061438by1000genomesMG-110-tumorMG-110-normal + 12 6547 c.6173C>T

G C rs62070406by1000genomesMG-110-tumorMG-110-normal - 9 1754 c.1711C>G

A C rs76437836byFrequencyMG-110-tumorMG-110-normal - 3 142 c.98T>G

C T rs55913776 MG-110-tumorMG-110-normal - 3 1207 c.675G>A

T C rs2241190byFrequency|by1000genomesMG-110-tumorMG-110-normal - 17 2745 c.2460A>G

A G rs1801426byFrequency|by1000genomesMG-110-tumorMG-110-normal + 27 10461 c.10234A>G

A G rs826549 by1000genomesMG-110-tumorMG-110-normal + 18 2676 c.2550A>G

A T rs10817021by1000genomesMG-110-tumorMG-110-normal - 24 4324 c.3988T>A

G A rs79983774byFrequency|by1000genomesMG-110-tumorMG-110-normal - 3 5937 c.5865C>T

G A rs116686402by1000genomesMG-110-tumorMG-110-normal - 32 8090 c.8091C>T

T A MG-110-tumorMG-110-normal - 1 585 c.270A>T

G A rs9789047by1000genomesMG-110-tumorMG-110-normal + 10 998 c.998G>A

G A rs7533978byFrequency|by1000genomesMG-110-tumorMG-110-normal - 6 1158 c.939C>T

C T rs4822790byFrequency|by1000genomesMG-110-tumorMG-110-normal + 15 2042 c.1683C>T

A G rs28407189by1000genomesMG-110-tumorMG-110-normal + 12 5238 c.4864A>G

T A rs41305611by1000genomesMG-110-tumorMG-110-normal - 3 1170 c.834A>T

G C MG-110-tumorMG-110-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-110-tumorMG-110-normal + 22 2662 c.2385C>T

T C rs831042 byFrequency|by1000genomesMG-110-tumorMG-110-normal - 24 3945 c.3660A>G

T C rs7716253by1000genomesMG-110-tumorMG-110-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-110-tumorMG-110-normal - 54 9497 c.8526T>C

A T MG-110-tumorMG-110-normal - 14 1640 c.1143T>A

A G rs1385600byFrequency|by1000genomesMG-110-tumorMG-110-normal - 5 1375 c.1290T>C

C G rs2509943byFrequency|by1000genomesMG-110-tumorMG-110-normal + 3 776 c.279C>G

G A rs115378554byFrequency|by1000genomesMG-110-tumorMG-110-normal - 14 8667 c.8557C>T

A G rs4659654byFrequency|by1000genomesMG-110-tumorMG-110-normal - 16 2000 c.1503T>C

C T rs468525 by1000genomesMG-110-tumorMG-110-normal - 6 478 c.111G>A

A T rs146352451by1000genomesMG-110-tumorMG-110-normal + 10 797 c.699A>T

A G rs13223756byFrequency|by1000genomesMG-110-tumorMG-110-normal + 7 2144 c.1944A>G

A G rs61739659byFrequency|by1000genomesMG-110-tumorMG-110-normal + 9 2150 c.2037A>G

C T rs115350205byFrequency|by1000genomesMG-110-tumorMG-110-normal + 15 2007 c.1830C>T

T C rs11571642byFrequencyMG-110-tumorMG-110-normal + 10 2015 c.1788T>C

G T MG-110-tumorMG-110-normal + 8 1284 c.1232G>T

A G rs1980131byFrequency|by1000genomesMG-110-tumorMG-110-normal + 2 2992 c.2880A>G

C G rs149605490by1000genomesMG-110-tumorMG-110-normal + 3 1000 c.781C>G

G A rs13054014byFrequency|by1000genomesMG-110-tumorMG-110-normal + 2 569 c.210G>A

C T rs10082504byFrequency|by1000genomesMG-110-tumorMG-110-normal - 14 10059 c.9684G>A

T C rs28639589byFrequency|by1000genomesMG-110-tumorMG-110-normal - 12 1809 c.1611A>G

C T rs150608260by1000genomesMG-110-tumorMG-110-normal - 4 1318 c.888G>A

T C rs61736905byFrequency|by1000genomesMG-110-tumorMG-110-normal + 8 2724 c.2081T>C

T C rs831043 byFrequency|by1000genomesMG-110-tumorMG-110-normal - 21 3354 c.3069A>G

G A MG-110-tumorMG-110-normal - 14 2313 c.2103C>T

G T rs12568784byFrequency|by1000genomesMG-110-tumorMG-110-normal - 3 7202 c.7130C>A

T C rs141049734byFrequencyMG-110-tumorMG-110-normal - 18 3186 c.2968A>G

G A MG-110-tumorMG-110-normal + 12 1215 c.1117G>A

A C rs115945341|rs2267641byFrequency|by1000genomesMG-110-tumorMG-110-normal + 17 2594 c.2046A>C

A C rs7995564by1000genomesMG-110-tumorMG-110-normal + 10 2068 c.1534A>C



C A rs6738031by1000genomesMG-110-tumorMG-110-normal - 18 3000 c.2874G>T

A G rs57669733by1000genomesMG-110-tumorMG-110-normal + 9 2093 c.1719A>G

G A rs12104022by1000genomesMG-110-tumorMG-110-normal - 3 784 c.252C>T

T G rs10817033by1000genomesMG-110-tumorMG-110-normal - 8 2079 c.1743A>C

C T rs2180616byFrequency|by1000genomesMG-110-tumorMG-110-normal - 15 7254 c.7185G>A

G A rs34546634by1000genomesMG-110-tumorMG-110-normal + 12 6372 c.5998G>A

G C rs12350212byFrequency|by1000genomesMG-110-tumorMG-110-normal + 5 1878 c.1788G>C

G C rs148865068 MG-110-tumorMG-110-normal + 2 260 c.51G>C

T C rs1805129byFrequency|by1000genomesMG-110-tumorMG-110-normal - 2 327 c.252A>G

G A rs61753697byFrequency|by1000genomesMG-110-tumorMG-110-normal + 1 376 c.99G>A

C T rs7918199byFrequency|by1000genomesMG-110-tumorMG-110-normal - 13 5050 c.4675G>A

A G rs17051895by1000genomesMG-110-tumorMG-110-normal + 23 4485 c.3951A>G

T C MG-110-tumorMG-110-normal + 1 334 c.334T>C

G A rs111924728by1000genomesMG-110-tumorMG-110-normal - 22 5216 c.5217C>T

A G rs61753940by1000genomesMG-110-tumorMG-110-normal + 2 2084 c.2051A>G

G A rs3827025by1000genomesMG-110-tumorMG-110-normal - 6 2094 c.2025C>T

C G rs143879890by1000genomesMG-110-tumorMG-110-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-110-tumorMG-110-normal + 7 1855 c.1810A>G

G A rs144112075byFrequency|by1000genomesMG-110-tumorMG-110-normal - 13 2869 c.1389C>T

T C rs13155212|rs34364709byFrequency|by1000genomesMG-110-tumorMG-110-normal + 7 1597 c.1215T>C

T C rs61995685byFrequency|by1000genomesMG-110-tumorMG-110-normal + 22 4499 c.3864T>C

T C MG-110-tumorMG-110-normal + 1 114 c.114T>C

G A rs1800273byFrequency|by1000genomesMG-110-tumorMG-110-normal - 45 6669 c.6463C>T

A G rs6679449by1000genomesMG-110-tumorMG-110-normal - 3 1923 c.1851T>C

A G rs150594 byFrequency|by1000genomesMG-110-tumorMG-110-normal - 13 1559 c.1356T>C

C T rs58022607by1000genomesMG-110-tumorMG-110-normal - 11 1812 c.1472G>A

T A rs142124826 MG-110-tumorMG-110-normal + 15 1553 c.1453T>A

T G MG-110-tumorMG-110-normal - 2 446 c.106A>C

C T rs11591817byFrequency|by1000genomesMG-110-tumorMG-110-normal - 13 6002 c.5627G>A

G A MG-110-tumorMG-110-normal + 1 1138 c.1138G>A

C G MG-110-tumorMG-110-normal + 1 742 c.726C>G

C T rs1064210by1000genomesMG-110-tumorMG-110-normal - 10 1425 c.1426G>A

G A rs10817003by1000genomesMG-110-tumorMG-110-normal - 43 10512 c.10176C>T

G A rs6089925byFrequency|by1000genomesMG-110-tumorMG-110-normal - 4 729 c.660C>T

T C rs7714670by1000genomesMG-110-tumorMG-110-normal + 6 849 c.673T>C

C T rs16903575byFrequency|by1000genomesMG-110-tumorMG-110-normal - 32 3917 c.3714G>A

A T rs7095325byFrequency|by1000genomesMG-110-tumorMG-110-normal - 7 1087 c.712T>A

A G rs28576169by1000genomesMG-110-tumorMG-110-normal + 2 553 c.520A>G

C T rs78557784byFrequency|by1000genomesMG-110-tumorMG-110-normal - 12 1531 c.1372G>A

C G rs11016076byFrequency|by1000genomesMG-110-tumorMG-110-normal - 8 1866 c.1491G>C

A T MG-110-tumorMG-110-normal - 7 1124 c.906T>A

C T rs138123155byFrequency|by1000genomesMG-110-tumorMG-110-normal + 27 5616 c.5326C>T

T C rs12990449byFrequency|by1000genomesMG-110-tumorMG-110-normal - 2 1114 c.143A>G

A G MG-110-tumorMG-110-normal + 1 47 c.47A>G

A G rs180744 by1000genomesMG-110-tumorMG-110-normal + 2 1719 c.1686A>G

T C rs79054985byFrequency|by1000genomesMG-110-tumorMG-110-normal - 27 5363 c.4392A>G

T C rs148571616byFrequencyMG-110-tumorMG-110-normal - 30 5172 c.4928A>G



G A MG-110-tumorMG-110-normal - 6 831 c.772C>T

T C rs11839380byFrequency|by1000genomesMG-110-tumorMG-110-normal - 10 9461 c.8873A>G

C T rs3796031byFrequency|by1000genomesMG-110-tumorMG-110-normal - 17 2399 c.1947G>A

A G rs2229267byFrequency|by1000genomesMG-110-tumorMG-110-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-110-tumorMG-110-normal + 2 1740 c.1707C>T

A G rs115135395byFrequency|by1000genomesMG-110-tumorMG-110-normal - 68 10918 c.10674T>C

A C rs80303640by1000genomesMG-110-tumorMG-110-normal - 16 1415 c.1416T>G

G A rs4750685byFrequency|by1000genomesMG-110-tumorMG-110-normal - 13 4115 c.3740C>T

G A rs73007787byFrequency|by1000genomesMG-110-tumorMG-110-normal - 3 4878 c.4806C>T

G A rs148848913byFrequency|by1000genomesMG-110-tumorMG-110-normal + 7 1369 c.513G>A

G A rs34616796by1000genomesMG-110-tumorMG-110-normal + 10 2224 c.1850G>A

C T rs2229265byFrequency|by1000genomesMG-110-tumorMG-110-normal - 54 10788 c.10503G>A

G A rs34957282by1000genomesMG-110-tumorMG-110-normal + 8 1889 c.1515G>A

G T rs147825872 MG-110-tumorMG-110-normal + 20 4359 c.4282G>T

T C MG-110-tumorMG-110-normal + 8 505 c.505T>C

G A rs6089924byFrequency|by1000genomesMG-110-tumorMG-110-normal - 4 920 c.851C>T

T C rs16833974byFrequency|by1000genomesMG-110-tumorMG-110-normal - 3 3818 c.3746A>G

C T MG-110-tumorMG-110-normal - 8 603 c.506G>A

T G rs1050767byFrequency|by1000genomesMG-110-tumorMG-110-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-110-tumorMG-110-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-110-tumorMG-110-normal + 1 160 c.108G>A

T G rs1998206byFrequency|by1000genomesMG-110-tumorMG-110-normal - 5 631 c.433A>C

C G rs180743 by1000genomesMG-110-tumorMG-110-normal + 2 1315 c.1282C>G

C T rs3745764byFrequency|by1000genomesMG-110-tumorMG-110-normal + 9 2705 c.1064C>T

A G rs3737940byFrequency|by1000genomesMG-110-tumorMG-110-normal + 7 3183 c.3138A>G

G T rs115232928byFrequency|by1000genomesMG-110-tumorMG-110-normal - 3 3128 c.3053C>A

G A rs34830600byFrequency|by1000genomesMG-110-tumorMG-110-normal - 8 2874 c.2805C>T

G T rs34124958by1000genomesMG-110-tumorMG-110-normal + 12 5920 c.5546G>T

T G rs997983 byFrequency|by1000genomesMG-110-tumorMG-110-normal - 9 2266 c.1891A>C

T A rs56279059by1000genomesMG-110-tumorMG-110-normal - 3 1034 c.502A>T

T C rs62070402by1000genomesMG-110-tumorMG-110-normal - 12 2105 c.2062A>G

C T rs4750936byFrequency|by1000genomesMG-110-tumorMG-110-normal - 13 4011 c.3636G>A

C T rs61741940byFrequency|by1000genomesMG-110-tumorMG-110-normal + 15 4514 c.4342C>T

A G rs56325964byFrequency|by1000genomesMG-110-tumorMG-110-normal + 6 2155 c.1512A>G

C T rs1049622|rs114303286byFrequency|by1000genomesMG-110-tumorMG-110-normal + 7 1073 c.525C>T

C T rs73241801by1000genomesMG-110-tumorMG-110-normal + 16 2273 c.2208C>T

A G rs1206038byFrequency|by1000genomesMG-110-tumorMG-110-normal + 29 5706 c.5071A>G

G A rs7624750byFrequency|by1000genomesMG-110-tumorMG-110-normal + 4 707 c.473G>A

T C rs9851685byFrequency|by1000genomesMG-110-tumorMG-110-normal + 23 2508 c.2274T>C

C T rs351854 byFrequency|by1000genomesMG-110-tumorMG-110-normal + 13 1904 c.1659C>T

G A MG-110-tumorMG-110-normal + 1 555 c.555G>A

G A rs2229695byFrequency|by1000genomesMG-110-tumorMG-110-normal - 4 1628 c.766C>T

G A rs2302694byFrequency|by1000genomesMG-110-tumorMG-110-normal - 31 5385 c.5100C>T

G A rs13007735byFrequency|by1000genomesMG-110-tumorMG-110-normal - 16 3587 c.2616C>T

G A rs61738284byFrequency|by1000genomesMG-110-tumorMG-110-normal - 13 6005 c.5630C>T

G A rs3818831byFrequency|by1000genomesMG-110-tumorMG-110-normal - 2 193 c.121C>T

T G rs79385100by1000genomesMG-110-tumorMG-110-normal - 11 1929 c.1930A>C



T C rs9646771by1000genomesMG-110-tumorMG-110-normal - 4 787 c.447A>G

T G MG-110-tumorMG-110-normal + 6 635 c.255T>G

G A rs139100138byFrequency|by1000genomesMG-110-tumorMG-110-normal - 28 5369 c.4878C>T

G A rs76096365byFrequency|by1000genomesMG-110-tumorMG-110-normal - 28 6350 c.5859C>T

G C rs6771157byFrequency|by1000genomesMG-110-tumorMG-110-normal - 19 3392 c.3393C>G

G C rs3088074byFrequency|by1000genomesMG-110-tumorMG-110-normal - 9 2999 c.2785C>G

T C rs7744765by1000genomesMG-110-tumorMG-110-normal + 14 1929 c.1730T>C

T C MG-110-tumorMG-110-normal + 1 354 c.354T>C

T A rs61749580byFrequency|by1000genomesMG-110-tumorMG-110-normal - 3 576 c.504A>T

G A rs11549106byFrequency|by1000genomesMG-110-tumorMG-110-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-110-tumorMG-110-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-110-tumorMG-110-normal + 12 1807 c.1631C>T

C T rs12777740byFrequency|by1000genomesMG-110-tumorMG-110-normal - 13 8321 c.7946G>A

C T rs141224456 MG-110-tumorMG-110-normal + 41 8610 c.7975C>T

G A MG-110-tumorMG-110-normal - 18 1690 c.1691C>T

G A rs34217050by1000genomesMG-110-tumorMG-110-normal + 25 2497 c.2331G>A

G A rs62637611byFrequency|by1000genomesMG-110-tumorMG-110-normal - 6 1637 c.1349C>T

A G rs141200193 MG-110-tumorMG-110-normal - 18 3113 c.2895T>C

C T rs10082533byFrequency|by1000genomesMG-110-tumorMG-110-normal - 13 8753 c.8378G>A

T G rs34591797byFrequency|by1000genomesMG-110-tumorMG-110-normal - 2 1369 c.960A>C

G A rs76765512byFrequencyMG-110-tumorMG-110-normal + 5 787 c.343G>A

T A MG-110-tumorMG-110-normal - 4 982 c.931A>T

G C rs45469098by1000genomesMG-110-tumorMG-110-normal - 1 255 c.256C>G

A G rs25641 byFrequency|by1000genomesMG-110-tumorMG-110-normal - 16 4873 c.4659T>C

A G rs149271 by1000genomesMG-110-tumorMG-110-normal + 2 543 c.510A>G

C A rs58465962by1000genomesMG-110-tumorMG-110-normal - 10 1498 c.1158G>T

C T rs138595924byFrequency|by1000genomesMG-110-tumorMG-110-normal - 5 698 c.678G>A

G A rs2003233 MG-110-tumorMG-110-normal - 17 1503 c.1504C>T

G T rs115821166by1000genomesMG-110-tumorMG-110-normal - 2 443 c.444C>A

C A MG-110-tumorMG-110-normal - 38 7580 c.7244G>T

G A rs3733415by1000genomesMG-110-tumorMG-110-normal - 2 601 c.392C>T

G C rs13397109byFrequency|by1000genomesMG-110-tumorMG-110-normal - 41 7911 c.7626C>G

C T rs6432901by1000genomesMG-110-tumorMG-110-normal - 2 514 c.174G>A

A G rs118185238by1000genomesMG-110-tumorMG-110-normal - 38 8597 c.8261T>C

G A rs1128761byFrequency|by1000genomesMG-110-tumorMG-110-normal + 7 1219 c.966G>A

C T rs138107632byFrequencyMG-110-tumorMG-110-normal - 3 3064 c.2989G>A

A G MG-110-tumorMG-110-normal - 2 706 c.655T>C

T C rs10082391byFrequency|by1000genomesMG-110-tumorMG-110-normal - 13 8654 c.8279A>G

G A rs41315495by1000genomesMG-110-tumorMG-110-normal - 28 5041 c.4848C>T

T C rs111331725by1000genomesMG-110-tumorMG-110-normal + 6 643 c.263T>C

A G rs151306742by1000genomesMG-110-tumorMG-110-normal + 4 729 c.285A>G

T C rs78472618byFrequencyMG-110-tumorMG-110-normal - 3 159 c.115A>G

T C rs78047545byFrequency|by1000genomesMG-110-tumorMG-110-normal - 4 670 c.457A>G

C T rs1386356byFrequency|by1000genomesMG-110-tumorMG-110-normal - 85 14018 c.13047G>A

C T rs210498 by1000genomesMG-110-tumorMG-110-normal - 23 1885 c.1518G>A

C T rs35652696by1000genomesMG-110-tumorMG-110-normal + 10 2240 c.1866C>T

G A MG-110-tumorMG-110-normal - 1 288 c.237C>T



G A rs12022217byFrequency|by1000genomesMG-110-tumorMG-110-normal - 3 4602 c.4530C>T

G A MG-110-tumorMG-110-normal + 1 466 c.466G>A

C T MG-110-tumorMG-110-normal + 12 1874 c.1244C>T

G C rs2229933|rs116048761byFrequency|by1000genomesMG-110-tumorMG-110-normal + 6 830 c.282G>C

A C rs148651545byFrequency|by1000genomesMG-110-tumorMG-110-normal - 17 1368 c.1001T>G

C T rs16942341by1000genomesMG-110-tumorMG-110-normal + 7 1595 c.1221C>T

C T rs1800265byFrequency|by1000genomesMG-110-tumorMG-110-normal - 9 1043 c.837G>A

G A rs62075712by1000genomesMG-110-tumorMG-110-normal - 3 984 c.452C>T

T C rs77829878byFrequency|by1000genomesMG-110-tumorMG-110-normal - 11 2055 c.1953A>G

G C rs12104021by1000genomesMG-110-tumorMG-110-normal - 3 790 c.258C>G

C G rs2298258byFrequency|by1000genomesMG-110-tumorMG-110-normal + 12 1698 c.1260C>G

C T rs55979329by1000genomesMG-110-tumorMG-110-normal - 3 1257 c.725G>A

G A MG-110-tumorMG-110-normal + 1 123 c.123G>A

T G rs114432784byFrequency|by1000genomesMG-110-tumorMG-110-normal - 4 1539 c.1326A>C

G A rs2229266byFrequency|by1000genomesMG-110-tumorMG-110-normal - 6 924 c.639C>T

G A rs2228273byFrequency|by1000genomesMG-110-tumorMG-110-normal + 7 1137 c.578G>A

G A rs11549105byFrequency|by1000genomesMG-110-tumorMG-110-normal - 6 1228 c.1224C>T

G A rs61751536by1000genomesMG-110-tumorMG-110-normal - 28 5250 c.5175C>T

C T rs148154047by1000genomesMG-110-tumorMG-110-normal + 4 1043 c.1007C>T

A C rs28460286by1000genomesMG-110-tumorMG-110-normal + 2 215 c.182A>C

T C MG-110-tumorMG-110-normal - 8 4541 c.4472A>G

G A rs1713982byFrequency|by1000genomesMG-110-tumorMG-110-normal + 15 2261 c.1848G>A

G A rs143628111byFrequency|by1000genomesMG-110-tumorMG-110-normal - 27 3911 c.3705C>T

G A rs3810490by1000genomesMG-110-tumorMG-110-normal - 6 2067 c.1998C>T

G A rs10082432byFrequency|by1000genomesMG-110-tumorMG-110-normal - 13 8757 c.8382C>T

C T rs137971763by1000genomesMG-110-tumorMG-110-normal - 4 501 c.464G>A

G A rs116226864|rs35986185byFrequency|by1000genomesMG-110-tumorMG-110-normal + 18 2819 c.2271G>A

G A rs55855602by1000genomesMG-110-tumorMG-110-normal - 3 1030 c.498C>T

G A rs61748805byFrequency|by1000genomesMG-110-tumorMG-110-normal - 29 4747 c.4191C>T

T C rs2450122byFrequency|by1000genomesMG-110-tumorMG-110-normal - 10 2089 c.2004A>G

A G rs2229696byFrequency|by1000genomesMG-110-tumorMG-110-normal - 5 2125 c.1263T>C

C T MG-110-tumorMG-110-normal - 15 2385 c.1955G>A

G A rs142284572byFrequencyMG-110-tumorMG-110-normal + 7 962 c.763G>A

A G MG-110-tumorMG-110-normal + 1 175 c.175A>G

A T rs6685892byFrequency|by1000genomesMG-110-tumorMG-110-normal - 34 7560 c.7341T>A

G C rs61735455by1000genomesMG-110-tumorMG-110-normal + 12 2108 c.1884G>C

T G rs1889323by1000genomesMG-110-tumorMG-110-normal - 25 4582 c.4246A>C

A G MG-110-tumorMG-110-normal + 1 340 c.340A>G

C T rs17549179byFrequencyMG-110-tumorMG-110-normal + 4 237 c.223C>T

C T rs3796032byFrequency|by1000genomesMG-110-tumorMG-110-normal - 17 2381 c.1929G>A

T C rs2075252byFrequency|by1000genomesMG-110-tumorMG-110-normal - 66 12565 c.12280A>G

A G rs13288443byFrequency|by1000genomesMG-110-tumorMG-110-normal + 11 2036 c.1827A>G

C T rs114845154byFrequency|by1000genomesMG-110-tumorMG-110-normal - 3 1131 c.1056G>A

G A MG-110-tumorMG-110-normal + 6 1014 c.573G>A

A T rs2074930byFrequency|by1000genomesMG-110-tumorMG-110-normal + 9 1056 c.1016A>T

G A rs149181731byFrequencyMG-110-tumorMG-110-normal + 1 431 c.379G>A

T G rs55695893by1000genomesMG-110-tumorMG-110-normal + 11 1652 c.1575T>G



C T rs169758 by1000genomesMG-110-tumorMG-110-normal - 23 1959 c.1592G>A

T C rs17114803byFrequency|by1000genomesMG-110-tumorMG-110-normal + 11 1465 c.1299T>C

G A MG-110-tumorMG-110-normal + 1 159 c.159G>A

C T rs34922891by1000genomesMG-110-tumorMG-110-normal + 13 2223 c.2223C>T

C T rs62639974byFrequency|by1000genomesMG-110-tumorMG-110-normal + 4 1188 c.919C>T

C A rs113038433byFrequency|by1000genomesMG-110-tumorMG-110-normal - 7 998 c.839G>T

C A rs6453022by1000genomesMG-110-tumorMG-110-normal + 7 1027 c.851C>A

T C MG-110-tumorMG-110-normal + 1 510 c.510T>C

G A rs55970400byFrequency|by1000genomesMG-110-tumorMG-110-normal - 18 9341 c.9231C>T

C A rs1801270byFrequency|by1000genomesMG-110-tumorMG-110-normal + 2 328 c.93C>A

C T rs34594998by1000genomesMG-110-tumorMG-110-normal + 9 1733 c.1509C>T

G A rs2248407byFrequency|by1000genomesMG-110-tumorMG-110-normal - 4 1003 c.918C>T

C G rs113462555by1000genomesMG-110-tumorMG-110-normal + 2 677 c.644C>G

A G MG-110-tumorMG-110-normal + 1 769 c.769A>G

T C rs11886219byFrequency|by1000genomesMG-110-tumorMG-110-normal - 36 6144 c.5859A>G

T C rs5927083byFrequency|by1000genomesMG-110-tumorMG-110-normal - 14 1841 c.1635A>G

T C rs12731746byFrequency|by1000genomesMG-110-tumorMG-110-normal - 11 1394 c.897A>G

T C rs11016071byFrequency|by1000genomesMG-110-tumorMG-110-normal - 13 9086 c.8711A>G

T C rs77817142byFrequency|by1000genomesMG-110-tumorMG-110-normal + 12 3203 c.2984T>C

T C rs2072736byFrequency|by1000genomesMG-110-tumorMG-110-normal - 8 1410 c.474A>G

T G rs41292149byFrequencyMG-110-tumorMG-110-normal - 3 525 c.181A>C

G A rs112748399 MG-110-tumorMG-110-normal + 3 519 c.240G>A

C T MG-110-tumorMG-110-normal - 2 88

C T rs2282303byFrequency|by1000genomesMG-110-tumorMG-110-normal - 3 899 c.827G>A

G A rs1676211by1000genomesMG-110-tumorMG-110-normal + 13 2154 c.2154G>A

C G rs3735156byFrequency|by1000genomesMG-110-tumorMG-110-normal - 11 1795 c.1577G>C

C T rs74850270byFrequencyMG-110-tumorMG-110-normal - 12 2215 c.1683G>A

G A rs41269803byFrequency|by1000genomesMG-110-tumorMG-110-normal + 8 1857 c.1001G>A

G A rs34637731by1000genomesMG-110-tumorMG-110-normal + 8 1904 c.1530G>A

A T MG-110-tumorMG-110-normal - 24 3944 c.3746T>A

T C rs140192268byFrequency|by1000genomesMG-111-tumorMG-111-normal + 6 1398 c.1114T>C

T C MG-111-tumorMG-111-normal - 3 305 c.270A>G

A G rs3737940byFrequency|by1000genomesMG-111-tumorMG-111-normal + 7 3183 c.3138A>G

C T rs58473148by1000genomesMG-111-tumorMG-111-normal - 8 1195 c.1044G>A

C T rs2293347byFrequency|by1000genomesMG-111-tumorMG-111-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-111-tumorMG-111-normal - 85 14018 c.13047G>A

A G MG-111-tumorMG-111-normal - 1 440 c.441T>C

G T rs3745765byFrequency|by1000genomesMG-111-tumorMG-111-normal + 9 2360 c.719G>T

C T rs3811444byFrequency|by1000genomesMG-111-tumorMG-111-normal + 6 1169 c.1121C>T

C T MG-111-tumorMG-111-normal - 3 300 c.263G>A

C T MG-111-tumorMG-111-normal + 3 423 c.43C>T

A G MG-111-tumorMG-111-normal + 1 861 c.861A>G

G A rs104886003 MG-111-tumorMG-111-normal + 10 1790 c.1633G>A

C T rs34922891by1000genomesMG-111-tumorMG-111-normal + 13 2223 c.2223C>T

C T rs2931423by1000genomesMG-111-tumorMG-111-normal + 19 2459 c.2283C>T

G A rs1128761byFrequency|by1000genomesMG-111-tumorMG-111-normal + 7 1219 c.966G>A

G A rs20539 byFrequency|by1000genomesMG-111-tumorMG-111-normal + 20 3152 c.3111G>A



A G MG-111-tumorMG-111-normal + 1 448 c.448A>G

C T rs2229975by1000genomesMG-111-tumorMG-111-normal - 5 927 c.852G>A

G A rs61730875byFrequency|by1000genomesMG-111-tumorMG-111-normal - 20 3374 c.2877C>T

A G rs1206038byFrequency|by1000genomesMG-111-tumorMG-111-normal + 29 5706 c.5071A>G

C T rs2078478by1000genomesMG-111-tumorMG-111-normal - 5 411 c.392G>A

C T rs62478357byFrequencyMG-111-tumorMG-111-normal - 8 1268 c.1050G>A

T G rs3208659 MG-111-tumorMG-111-normal - 7 871 c.778A>C

C T rs77791636by1000genomesMG-111-tumorMG-111-normal + 6 1132 c.1080C>T

T A rs149028950 MG-111-tumorMG-111-normal - 60 9810 c.9566A>T

A G rs3108200byFrequency|by1000genomesMG-111-tumorMG-111-normal + 3 2040 c.810A>G

G A rs7234999byFrequency|by1000genomesMG-111-tumorMG-111-normal - 5 5512 c.5299C>T

C T rs2853346byFrequency|by1000genomesMG-111-tumorMG-111-normal - 13 5919 c.5544G>A

A G MG-111-tumorMG-111-normal + 1 673 c.673A>G

G C rs12104021by1000genomesMG-111-tumorMG-111-normal - 3 790 c.258C>G

C A rs2973558by1000genomesMG-111-tumorMG-111-normal + 20 2514 c.2338C>A

G A rs41294868by1000genomesMG-111-tumorMG-111-normal + 14 2132 c.1933G>A

C G rs2298258byFrequency|by1000genomesMG-111-tumorMG-111-normal + 12 1698 c.1260C>G

C T MG-111-tumorMG-111-normal - 31 6572 c.6573G>A

A G rs11016073byFrequency|by1000genomesMG-111-tumorMG-111-normal - 13 6677 c.6302T>C

C A rs6738031by1000genomesMG-111-tumorMG-111-normal - 18 3000 c.2874G>T

C A rs78806080byFrequency|by1000genomesMG-111-tumorMG-111-normal - 13 3029 c.2058G>T

T C rs3733406by1000genomesMG-111-tumorMG-111-normal - 10 8361 c.8152A>G

C T rs351854 byFrequency|by1000genomesMG-111-tumorMG-111-normal + 13 1904 c.1659C>T

G A rs12104022by1000genomesMG-111-tumorMG-111-normal - 3 784 c.252C>T

C T MG-111-tumorMG-111-normal + 1 288 c.288C>T

T G rs10817033by1000genomesMG-111-tumorMG-111-normal - 8 2079 c.1743A>C

T G rs12963422byFrequency|by1000genomesMG-111-tumorMG-111-normal - 5 2988 c.2775A>C

C G rs2282302byFrequency|by1000genomesMG-111-tumorMG-111-normal - 3 965 c.893G>C

C T rs150298716byFrequency|by1000genomesMG-111-tumorMG-111-normal - 3 2711 c.2636G>A

A G MG-111-tumorMG-111-normal - 3 441 c.362T>C

G A rs11549105byFrequency|by1000genomesMG-111-tumorMG-111-normal - 6 1228 c.1224C>T

G C MG-111-tumorMG-111-normal + 11 2412 c.2031G>C

C T MG-111-tumorMG-111-normal - 8 1260 c.1042G>A

A G rs40831 by1000genomesMG-111-tumorMG-111-normal + 2 2118 c.2085A>G

G A MG-111-tumorMG-111-normal + 5 1119 c.1025G>A

G A rs1718878byFrequency|by1000genomesMG-111-tumorMG-111-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-111-tumorMG-111-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-111-tumorMG-111-normal + 16 2064 c.1887T>A

A G MG-111-tumorMG-111-normal + 1 492 c.492A>G

G A rs1713982byFrequency|by1000genomesMG-111-tumorMG-111-normal + 15 2261 c.1848G>A

G A MG-111-tumorMG-111-normal - 3 3712 c.3503C>T

G A rs34106261byFrequency|by1000genomesMG-111-tumorMG-111-normal - 7 1117 c.899C>T

C T MG-111-tumorMG-111-normal - 4 261 c.230G>A

T C rs9646771by1000genomesMG-111-tumorMG-111-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-111-tumorMG-111-normal + 13 1856 c.1680A>G

G A MG-111-tumorMG-111-normal + 1 1032 c.1032G>A

T C rs3026101by1000genomesMG-111-tumorMG-111-normal + 14 2279 c.2055T>C



T C rs2229263byFrequency|by1000genomesMG-111-tumorMG-111-normal - 3 533 c.248A>G

C T rs76844681 MG-111-tumorMG-111-normal - 16 2899 c.2681G>A

T C rs1048500byFrequency|by1000genomesMG-111-tumorMG-111-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-111-tumorMG-111-normal - 39 9817 c.9481T>A

C T rs28997582byFrequency|by1000genomesMG-111-tumorMG-111-normal + 29 4337 c.4053C>T

T C rs13155212|rs34364709byFrequency|by1000genomesMG-111-tumorMG-111-normal + 7 1597 c.1215T>C

T C rs61995685byFrequency|by1000genomesMG-111-tumorMG-111-normal + 22 4499 c.3864T>C

A G rs180744 by1000genomesMG-111-tumorMG-111-normal + 2 1719 c.1686A>G

C T rs7240355byFrequency|by1000genomesMG-111-tumorMG-111-normal - 5 5238 c.5025G>A

C T rs149155949byFrequency|by1000genomesMG-111-tumorMG-111-normal + 19 3884 c.3249C>T

T C rs143332174by1000genomesMG-111-tumorMG-111-normal - 3 244 c.207A>G

G C rs3088074byFrequency|by1000genomesMG-111-tumorMG-111-normal - 9 2999 c.2785C>G

G A rs56337365byFrequency|by1000genomesMG-111-tumorMG-111-normal - 6 908 c.690C>T

T C MG-111-tumorMG-111-normal + 1 910 c.910T>C

T C rs28621009byFrequency|by1000genomesMG-111-tumorMG-111-normal + 13 2864 c.2229T>C

C A rs35674179byFrequency|by1000genomesMG-111-tumorMG-111-normal - 13 5263 c.5153G>T

A G rs150594 byFrequency|by1000genomesMG-111-tumorMG-111-normal - 13 1559 c.1356T>C

A C rs76504934by1000genomesMG-111-tumorMG-111-normal - 4 464 c.427T>G

C T rs115093623by1000genomesMG-111-tumorMG-111-normal + 33 4842 c.4677C>T

C T rs79175852|rs3906245|rs67658094MG-111-tumorMG-111-normal - 1 701 c.540G>A

C T rs11931107by1000genomesMG-111-tumorMG-111-normal - 10 6953 c.6744G>A

G A MG-111-tumorMG-111-normal + 1 358 c.358G>A

A C rs881732 by1000genomesMG-111-tumorMG-111-normal + 17 1912 c.1092A>C

C T rs55913776 MG-111-tumorMG-111-normal - 3 1207 c.675G>A

G A rs11549106byFrequency|by1000genomesMG-111-tumorMG-111-normal - 4 895 c.891C>T

A G rs76897604byFrequency|by1000genomesMG-111-tumorMG-111-normal + 2 837 c.725A>G

A G MG-111-tumorMG-111-normal + 1 1053 c.1053A>G

A G rs11915822byFrequency|by1000genomesMG-111-tumorMG-111-normal - 13 6588 c.6478T>C

T C rs2229992byFrequency|by1000genomesMG-111-tumorMG-111-normal + 12 1838 c.1458T>C

C T MG-111-tumorMG-111-normal + 1 1113 c.1113C>T

C T MG-111-tumorMG-111-normal + 1 482 c.430C>T

C G rs112835318by1000genomesMG-111-tumorMG-111-normal - 1 33 c.13G>C

A G rs3181247byFrequency|by1000genomesMG-111-tumorMG-111-normal - 3 522 c.304T>C

T A rs56279059by1000genomesMG-111-tumorMG-111-normal - 3 1034 c.502A>T

T C rs7935 byFrequency|by1000genomesMG-111-tumorMG-111-normal + 9 1808 c.1524T>C

G T rs139431164byFrequencyMG-111-tumorMG-111-normal + 3 1043 c.824G>T

A G rs4143768byFrequency|by1000genomesMG-111-tumorMG-111-normal - 10 6783 c.6195T>C

G A MG-111-tumorMG-111-normal - 5 402 c.350C>T

A G rs2227985byFrequency|by1000genomesMG-111-tumorMG-111-normal + 9 1878 c.1497A>G

G A rs3793379byFrequency|by1000genomesMG-111-tumorMG-111-normal + 32 4159 c.3882G>A

G C rs60140950byFrequency|by1000genomesMG-111-tumorMG-111-normal + 9 986 c.767G>C

T C rs17019360by1000genomesMG-111-tumorMG-111-normal + 17 2524 c.1800T>C

C T rs17605476by1000genomesMG-111-tumorMG-111-normal + 5 1338 c.1140C>T

A G rs7220394byFrequency|by1000genomesMG-111-tumorMG-111-normal - 12 1509 c.1416T>C

A G MG-111-tumorMG-111-normal + 1 1152 c.1152A>G

A G rs2737699byFrequency|by1000genomesMG-111-tumorMG-111-normal - 10 12892 c.12304T>C

C G rs11718329by1000genomesMG-111-tumorMG-111-normal + 4 719 c.647C>G



T C rs2075252byFrequency|by1000genomesMG-111-tumorMG-111-normal - 66 12565 c.12280A>G

A G rs151306742by1000genomesMG-111-tumorMG-111-normal + 4 729 c.285A>G

C A MG-111-tumorMG-111-normal + 1 706 c.706C>A

C T rs147216997by1000genomesMG-111-tumorMG-111-normal + 41 8107 c.7472C>T

T C rs112827102byFrequency|by1000genomesMG-111-tumorMG-111-normal - 19 3495 c.3285A>G

G A rs35296183byFrequency|by1000genomesMG-111-tumorMG-111-normal - 55 9794 c.8823C>T

T G rs1800275byFrequency|by1000genomesMG-111-tumorMG-111-normal - 48 7302 c.7096A>C

A G rs149271 by1000genomesMG-111-tumorMG-111-normal + 2 543 c.510A>G

A C rs62534884by1000genomesMG-111-tumorMG-111-normal + 4 892 c.683A>C

G A rs59505617by1000genomesMG-111-tumorMG-111-normal - 6 1756 c.1434C>T

G A rs149181731byFrequencyMG-111-tumorMG-111-normal + 1 431 c.379G>A

C T MG-111-tumorMG-111-normal - 7 1649 c.1274G>A

C T MG-111-tumorMG-111-normal - 10 1429 c.1430G>A

A C MG-111-tumorMG-111-normal + 16 1624 c.1492A>C

G T rs140059935by1000genomesMG-111-tumorMG-111-normal + 16 1408 c.1408G>T

G A rs1062348byFrequency|by1000genomesMG-111-tumorMG-111-normal - 7 1005 c.846C>T

C G rs2229070byFrequency|by1000genomesMG-111-tumorMG-111-normal + 11 2733 c.2352C>G

T C rs72676907byFrequency|by1000genomesMG-111-tumorMG-111-normal + 3 517 c.327T>C

G A MG-111-tumorMG-111-normal + 1 159 c.159G>A

C T rs731790 byFrequency|by1000genomesMG-111-tumorMG-111-normal - 19 2526 c.2433G>A

G C rs62077263 MG-111-tumorMG-111-normal - 7 916 c.823C>G

C G MG-111-tumorMG-111-normal - 3 5801 c.5726G>C

T C rs11570543byFrequency|by1000genomesMG-111-tumorMG-111-normal - 14 1839 c.1746A>G

A G rs17078605byFrequency|by1000genomesMG-111-tumorMG-111-normal - 10 10694 c.10106T>C

C A rs6453022by1000genomesMG-111-tumorMG-111-normal + 7 1027 c.851C>A

C T MG-111-tumorMG-111-normal + 1 718 c.718C>T

T C rs148878361byFrequencyMG-111-tumorMG-111-normal - 10 3717 c.3129A>G

G A rs74351250byFrequency|by1000genomesMG-111-tumorMG-111-normal - 9 1013 c.1014C>T

C A rs144349020by1000genomesMG-111-tumorMG-111-normal + 3 1131 c.912C>A

G T MG-111-tumorMG-111-normal + 24 4302 c.3822G>T

C T rs2229265byFrequency|by1000genomesMG-111-tumorMG-111-normal - 54 10788 c.10503G>A

G C MG-111-tumorMG-111-normal - 5 1009 c.1010C>G

C T MG-111-tumorMG-111-normal + 1 63 c.63C>T

A G rs4444457byFrequency|by1000genomesMG-111-tumorMG-111-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-111-tumorMG-111-normal - 10 9441 c.8853T>C

C T rs3812458byFrequency|by1000genomesMG-111-tumorMG-111-normal + 22 2662 c.2385C>T

G A rs144549266by1000genomesMG-111-tumorMG-111-normal + 12 1798 c.1358G>A

G A rs61814946byFrequency|by1000genomesMG-111-tumorMG-111-normal - 3 1785 c.1710C>T

G C rs45469098by1000genomesMG-111-tumorMG-111-normal - 1 255 c.256C>G

C G rs2509943byFrequency|by1000genomesMG-111-tumorMG-111-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-111-tumorMG-111-normal - 2 514 c.174G>A

G A MG-111-tumorMG-111-normal - 23 3942 c.3723C>T

C T rs151174 by1000genomesMG-111-tumorMG-111-normal + 2 1740 c.1707C>T

T C rs62077266 MG-111-tumorMG-111-normal - 3 311 c.218A>G

G A MG-111-tumorMG-111-normal + 2 2764 c.2731G>A

C T rs3814883byFrequency|by1000genomesMG-111-tumorMG-111-normal + 13 2402 c.1359C>T

A G rs4659654byFrequency|by1000genomesMG-111-tumorMG-111-normal - 16 2000 c.1503T>C



G A rs55855602by1000genomesMG-111-tumorMG-111-normal - 3 1030 c.498C>T

C T rs143758478byFrequency|by1000genomesMG-111-tumorMG-111-normal + 19 2612 c.2253C>T

A C rs1410048by1000genomesMG-111-tumorMG-111-normal - 40 10053 c.9717T>G

C T rs2273779byFrequency|by1000genomesMG-111-tumorMG-111-normal + 6 583 c.538C>T

A G rs13223756byFrequency|by1000genomesMG-111-tumorMG-111-normal + 7 2144 c.1944A>G

T C rs1800279byFrequency|by1000genomesMG-111-tumorMG-111-normal - 59 8968 c.8762A>G

G A MG-111-tumorMG-111-normal - 7 889 c.796C>T

G A rs2227983byFrequency|by1000genomesMG-111-tumorMG-111-normal + 13 1739 c.1562G>A

G A rs1676211by1000genomesMG-111-tumorMG-111-normal + 13 2154 c.2154G>A

T C rs34341044byFrequency|by1000genomesMG-111-tumorMG-111-normal - 16 2591 c.2589A>G

T C rs17364812byFrequency|by1000genomesMG-111-tumorMG-111-normal + 13 1219 c.1110T>C

T C rs33910491byFrequency|by1000genomesMG-111-tumorMG-111-normal - 5 4949 c.4736A>G

G A MG-111-tumorMG-111-normal + 1 171 c.171G>A

C T rs7300444byFrequency|by1000genomesMG-111-tumorMG-111-normal + 19 5383 c.4740C>T

C T rs1801187byFrequency|by1000genomesMG-111-tumorMG-111-normal - 37 5440 c.5234G>A

T C rs12731746byFrequency|by1000genomesMG-111-tumorMG-111-normal - 11 1394 c.897A>G

C T rs57014690by1000genomesMG-111-tumorMG-111-normal - 6 1554 c.1232G>A

C T rs55979329by1000genomesMG-111-tumorMG-111-normal - 3 1257 c.725G>A

G A rs2127898byFrequency|by1000genomesMG-111-tumorMG-111-normal - 6 1130 c.920C>T

G A rs142702316byFrequencyMG-111-tumorMG-111-normal + 1 160 c.108G>A

C G rs180743 by1000genomesMG-111-tumorMG-111-normal + 2 1315 c.1282C>G

C T rs72987361byFrequency|by1000genomesMG-111-tumorMG-111-normal - 3 898 c.558G>A

A G rs61753702byFrequency|by1000genomesMG-112-tumorMG-112-normal + 30 3929 c.3652A>G

A G rs13346368by1000genomesMG-112-tumorMG-112-normal + 10 3324 c.3130A>G

C T MG-112-tumorMG-112-normal + 3 423 c.43C>T

G A rs62070401by1000genomesMG-112-tumorMG-112-normal - 12 2205 c.2162C>T

A G rs3737940byFrequency|by1000genomesMG-112-tumorMG-112-normal + 7 3183 c.3138A>G

G A rs1062348byFrequency|by1000genomesMG-112-tumorMG-112-normal - 7 1005 c.846C>T

C T MG-112-tumorMG-112-normal - 21 3661 c.3105G>A

A G rs4532127byFrequency|by1000genomesMG-112-tumorMG-112-normal + 13 1587 c.1377A>G

C G MG-112-tumorMG-112-normal + 1 582 c.48C>G

C T rs199930 by1000genomesMG-112-tumorMG-112-normal + 36 5181 c.5016C>T

G A MG-112-tumorMG-112-normal + 31 5866 c.5332G>A

T C MG-112-tumorMG-112-normal + 14 2864 c.2864T>C

T C rs142245122byFrequency|by1000genomesMG-112-tumorMG-112-normal - 3 543 c.384A>G

T C rs4652678by1000genomesMG-112-tumorMG-112-normal + 28 4116 c.3951T>C

A G rs7762830by1000genomesMG-112-tumorMG-112-normal + 14 2120 c.1921A>G

C T rs34409589|rs121434592MG-112-tumorMG-112-normal - 2 1529 c.49G>A

A G rs40831 by1000genomesMG-112-tumorMG-112-normal + 2 2118 c.2085A>G

A T rs1063536byFrequency|by1000genomesMG-112-tumorMG-112-normal - 4 612 c.237T>A

G C rs2227910byFrequency|by1000genomesMG-112-tumorMG-112-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-112-tumorMG-112-normal + 16 2064 c.1887T>A

C T MG-112-tumorMG-112-normal + 1 369 c.369C>T

G C rs142017909byFrequencyMG-112-tumorMG-112-normal - 12 1953 c.1743C>G

T C rs17148347byFrequency|by1000genomesMG-112-tumorMG-112-normal + 2 1068 c.1052T>C

A G rs2973568by1000genomesMG-112-tumorMG-112-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-112-tumorMG-112-normal - 20 4043 c.3072C>A



T C rs2229263byFrequency|by1000genomesMG-112-tumorMG-112-normal - 3 533 c.248A>G

C T rs2424156byFrequency|by1000genomesMG-112-tumorMG-112-normal + 7 1792 c.1233C>T

C T rs1779132byFrequency|by1000genomesMG-112-tumorMG-112-normal - 6 2113 c.1563G>A

C T rs145461085byFrequency|by1000genomesMG-112-tumorMG-112-normal - 6 1270 c.1266G>A

T C rs7935 byFrequency|by1000genomesMG-112-tumorMG-112-normal + 9 1808 c.1524T>C

T C rs143332174by1000genomesMG-112-tumorMG-112-normal - 3 244 c.207A>G

A G rs1211708byFrequency|by1000genomesMG-112-tumorMG-112-normal - 6 1888 c.1338T>C

A T MG-112-tumorMG-112-normal + 16 2277 c.2212A>T

G T rs2075249byFrequency|by1000genomesMG-112-tumorMG-112-normal - 21 3339 c.3054C>A

G C rs62070406by1000genomesMG-112-tumorMG-112-normal - 9 1754 c.1711C>G

A G rs11915822byFrequency|by1000genomesMG-112-tumorMG-112-normal - 13 6588 c.6478T>C

T C rs2241190byFrequency|by1000genomesMG-112-tumorMG-112-normal - 17 2745 c.2460A>G

G A rs6070697byFrequency|by1000genomesMG-112-tumorMG-112-normal + 4 1189 c.920G>A

A G rs826549 by1000genomesMG-112-tumorMG-112-normal + 18 2676 c.2550A>G

G A rs17656599byFrequency|by1000genomesMG-112-tumorMG-112-normal - 12 2007 c.1823C>T

A G rs4143768byFrequency|by1000genomesMG-112-tumorMG-112-normal - 10 6783 c.6195T>C

A T rs78004199byFrequency|by1000genomesMG-112-tumorMG-112-normal + 3 1076 c.922A>T

G A rs3810479byFrequency|by1000genomesMG-112-tumorMG-112-normal - 17 7692 c.7623C>T

C T rs1208731byFrequency|by1000genomesMG-112-tumorMG-112-normal - 6 2191 c.1641G>A

C T rs7904627byFrequency|by1000genomesMG-112-tumorMG-112-normal - 5 1356 c.1242G>A

C A rs16829829byFrequency|by1000genomesMG-112-tumorMG-112-normal + 23 3457 c.2314C>A

C T rs78818982byFrequency|by1000genomesMG-112-tumorMG-112-normal + 1 86 c.15C>T

G C MG-112-tumorMG-112-normal - 5 1009 c.1010C>G

C T MG-112-tumorMG-112-normal + 13 2501 c.2125C>T

T C rs831042 byFrequency|by1000genomesMG-112-tumorMG-112-normal - 24 3945 c.3660A>G

T C rs9646771by1000genomesMG-112-tumorMG-112-normal - 4 787 c.447A>G

T C rs7716253by1000genomesMG-112-tumorMG-112-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-112-tumorMG-112-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-112-tumorMG-112-normal - 10 9441 c.8853T>C

C T rs2277548byFrequency|by1000genomesMG-112-tumorMG-112-normal - 7 1311 c.1101G>A

A G rs1385600byFrequency|by1000genomesMG-112-tumorMG-112-normal - 5 1375 c.1290T>C

C G rs2509943byFrequency|by1000genomesMG-112-tumorMG-112-normal + 3 776 c.279C>G

G C rs1870134by1000genomesMG-112-tumorMG-112-normal - 1 260 c.46C>G

T C rs62070402by1000genomesMG-112-tumorMG-112-normal - 12 2105 c.2062A>G

C G rs2282302byFrequency|by1000genomesMG-112-tumorMG-112-normal - 3 965 c.893G>C

G A rs2035819by1000genomesMG-112-tumorMG-112-normal - 5 3965 c.3756C>T

C T rs4802382by1000genomesMG-112-tumorMG-112-normal + 6 554 c.360C>T

C G rs149605490by1000genomesMG-112-tumorMG-112-normal + 3 1000 c.781C>G

G A rs13054014byFrequency|by1000genomesMG-112-tumorMG-112-normal + 2 569 c.210G>A

C T rs34799257 MG-112-tumorMG-112-normal - 25 4673 c.4547G>A

T C rs41315020byFrequency|by1000genomesMG-112-tumorMG-112-normal - 8 1497 c.909A>G

T C rs831043 byFrequency|by1000genomesMG-112-tumorMG-112-normal - 21 3354 c.3069A>G

C T rs1009668byFrequency|by1000genomesMG-112-tumorMG-112-normal - 20 2134 c.1864G>A

G A rs114586767byFrequency|by1000genomesMG-112-tumorMG-112-normal + 2 337 c.102G>A

A C rs73533478by1000genomesMG-112-tumorMG-112-normal + 2 929 c.896A>C

A C rs115945341|rs2267641byFrequency|by1000genomesMG-112-tumorMG-112-normal + 17 2594 c.2046A>C

G A rs17052357byFrequency|by1000genomesMG-112-tumorMG-112-normal - 10 1187 c.1185C>T



A G rs2257265by1000genomesMG-112-tumorMG-112-normal + 1 425 c.125A>G

T C rs3755806byFrequency|by1000genomesMG-112-tumorMG-112-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-112-tumorMG-112-normal - 13 5919 c.5544G>A

A C rs7995564by1000genomesMG-112-tumorMG-112-normal + 10 2068 c.1534A>C

A G rs11016073byFrequency|by1000genomesMG-112-tumorMG-112-normal - 13 6677 c.6302T>C

C T rs77791636by1000genomesMG-112-tumorMG-112-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-112-tumorMG-112-normal - 18 3000 c.2874G>T

C A MG-112-tumorMG-112-normal - 47 10975 c.10639G>T

G A MG-112-tumorMG-112-normal + 1 1248 c.1248G>A

A G rs34357808byFrequency|by1000genomesMG-112-tumorMG-112-normal + 2 301 c.189A>G

T C rs2251219byFrequency|by1000genomesMG-112-tumorMG-112-normal - 26 4397 c.4395A>G

A G MG-112-tumorMG-112-normal + 1 355 c.355A>G

A G rs17051895by1000genomesMG-112-tumorMG-112-normal + 23 4485 c.3951A>G

C T rs35468447byFrequency|by1000genomesMG-112-tumorMG-112-normal + 27 5276 c.4641C>T

C T rs112050892by1000genomesMG-112-tumorMG-112-normal - 2 435 c.436G>A

G C rs11611231by1000genomesMG-112-tumorMG-112-normal + 9 2190 c.2190G>C

A C MG-112-tumorMG-112-normal + 31 5865 c.5331A>C

A C rs45525440byFrequency|by1000genomesMG-112-tumorMG-112-normal - 7 875 c.855T>G

C G rs143879890by1000genomesMG-112-tumorMG-112-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-112-tumorMG-112-normal + 7 1855 c.1810A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-112-tumorMG-112-normal + 7 1597 c.1215T>C

G A rs2074852byFrequency|by1000genomesMG-112-tumorMG-112-normal - 6 702 c.372C>T

G A rs1197682by1000genomesMG-112-tumorMG-112-normal - 16 3384 c.3157C>T

G A rs80198225 MG-112-tumorMG-112-normal + 8 527 c.527G>A

C T rs79175852|rs3906245|rs67658094MG-112-tumorMG-112-normal - 1 701 c.540G>A

A G rs17443123by1000genomesMG-112-tumorMG-112-normal + 5 915 c.750A>G

T C rs146307712by1000genomesMG-112-tumorMG-112-normal + 16 1462 c.1462T>C

G A rs2275527byFrequency|by1000genomesMG-112-tumorMG-112-normal - 39 5629 c.5553C>T

C G rs145565705byFrequency|by1000genomesMG-112-tumorMG-112-normal + 2 319 c.85C>G

T C rs7714670by1000genomesMG-112-tumorMG-112-normal + 6 849 c.673T>C

A T rs7095325byFrequency|by1000genomesMG-112-tumorMG-112-normal - 7 1087 c.712T>A

T C rs12990449byFrequency|by1000genomesMG-112-tumorMG-112-normal - 2 1114 c.143A>G

A T rs10107774byFrequency|by1000genomesMG-112-tumorMG-112-normal + 3 1496 c.1342A>T

A G rs180744 by1000genomesMG-112-tumorMG-112-normal + 2 1719 c.1686A>G

C A rs35674179byFrequency|by1000genomesMG-112-tumorMG-112-normal - 13 5263 c.5153G>T

G C rs76352345byFrequency|by1000genomesMG-112-tumorMG-112-normal + 7 942 c.816G>C

A G rs2229267byFrequency|by1000genomesMG-112-tumorMG-112-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-112-tumorMG-112-normal + 2 1740 c.1707C>T

C A rs2230018byFrequency|by1000genomesMG-112-tumorMG-112-normal + 17 2218 c.2177C>A

C T rs2229265byFrequency|by1000genomesMG-112-tumorMG-112-normal - 54 10788 c.10503G>A

G A rs9789047by1000genomesMG-112-tumorMG-112-normal + 10 998 c.998G>A

G T rs147825872 MG-112-tumorMG-112-normal + 20 4359 c.4282G>T

T C MG-112-tumorMG-112-normal + 8 505 c.505T>C

C T rs2273779byFrequency|by1000genomesMG-112-tumorMG-112-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-112-tumorMG-112-normal + 1 160 c.108G>A

C T rs2229975by1000genomesMG-112-tumorMG-112-normal - 5 927 c.852G>A

C G rs180743 by1000genomesMG-112-tumorMG-112-normal + 2 1315 c.1282C>G



G T rs11054277 MG-112-tumorMG-112-normal - 3 652 c.617C>A

C T MG-112-tumorMG-112-normal - 3 300 c.263G>A

C A rs34400049byFrequency|by1000genomesMG-112-tumorMG-112-normal + 14 2474 c.2092C>A

G C rs142835638byFrequency|by1000genomesMG-112-tumorMG-112-normal - 43 10650 c.10432C>G

G A rs147923598 MG-112-tumorMG-112-normal - 2 197 c.193C>T

G A rs76784555by1000genomesMG-112-tumorMG-112-normal - 19 4018 c.3808C>T

C A rs2973558by1000genomesMG-112-tumorMG-112-normal + 20 2514 c.2338C>A

A C rs1208606byFrequency|by1000genomesMG-112-tumorMG-112-normal - 6 1571 c.1359T>G

C A rs61742080byFrequency|by1000genomesMG-112-tumorMG-112-normal + 4 1004 c.891C>A

C T rs111938103 MG-112-tumorMG-112-normal + 1 398 c.382C>T

T C rs11373 byFrequency|by1000genomesMG-112-tumorMG-112-normal - 3 787 c.367A>G

C T rs1035938by1000genomesMG-112-tumorMG-112-normal + 6 1538 c.1344C>T

T C MG-112-tumorMG-112-normal - 3 305 c.270A>G

T G rs79385100by1000genomesMG-112-tumorMG-112-normal - 11 1929 c.1930A>C

C T rs12236219byFrequency|by1000genomesMG-112-tumorMG-112-normal + 5 1231 c.1141C>T

C T rs10252263byFrequency|by1000genomesMG-112-tumorMG-112-normal - 38 8258 c.8040G>A

G C rs3088074byFrequency|by1000genomesMG-112-tumorMG-112-normal - 9 2999 c.2785C>G

T C rs7744765by1000genomesMG-112-tumorMG-112-normal + 14 1929 c.1730T>C

G A rs12366766 MG-112-tumorMG-112-normal + 48 8392 c.8283G>A

A C rs76504934by1000genomesMG-112-tumorMG-112-normal - 4 464 c.427T>G

G A rs34949187by1000genomesMG-112-tumorMG-112-normal + 6 1198 c.824G>A

A G rs28377978by1000genomesMG-112-tumorMG-112-normal + 1 870 c.570A>G

A C rs881732 by1000genomesMG-112-tumorMG-112-normal + 17 1912 c.1092A>C

C T rs80127039byFrequency|by1000genomesMG-112-tumorMG-112-normal + 13 2174 c.1657C>T

C T rs2973571by1000genomesMG-112-tumorMG-112-normal + 12 1807 c.1631C>T

C T rs11121691byFrequency|by1000genomesMG-112-tumorMG-112-normal - 49 6985 c.6909G>A

T G rs34591797byFrequency|by1000genomesMG-112-tumorMG-112-normal - 2 1369 c.960A>C

C G MG-112-tumorMG-112-normal + 4 675 c.485C>G

G A rs2973566by1000genomesMG-112-tumorMG-112-normal + 14 1930 c.1754G>A

G C rs45469098by1000genomesMG-112-tumorMG-112-normal - 1 255 c.256C>G

T G rs1800275byFrequency|by1000genomesMG-112-tumorMG-112-normal - 48 7302 c.7096A>C

T C MG-112-tumorMG-112-normal + 1 942 c.942T>C

A G rs149271 by1000genomesMG-112-tumorMG-112-normal + 2 543 c.510A>G

G A MG-112-tumorMG-112-normal + 1 442 c.442G>A

A G MG-112-tumorMG-112-normal - 19 1728 c.1729T>C

T C rs766894 by1000genomesMG-112-tumorMG-112-normal + 25 2461 c.2295T>C

A G rs17078605byFrequency|by1000genomesMG-112-tumorMG-112-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-112-tumorMG-112-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-112-tumorMG-112-normal - 2 514 c.174G>A

A C rs76437836byFrequencyMG-112-tumorMG-112-normal - 3 142 c.98T>G

G T rs113648306byFrequency|by1000genomesMG-112-tumorMG-112-normal + 7 1631 c.1157G>T

G A rs1128761byFrequency|by1000genomesMG-112-tumorMG-112-normal + 7 1219 c.966G>A

G A rs62638716byFrequencyMG-112-tumorMG-112-normal + 8 1799 c.1418G>A

C T MG-112-tumorMG-112-normal - 1 686 c.525G>A

G A MG-112-tumorMG-112-normal - 16 10286 c.10077C>T

A G rs139749371byFrequencyMG-112-tumorMG-112-normal - 2 1162 c.753T>C

G A rs2289247byFrequency|by1000genomesMG-112-tumorMG-112-normal + 11 1273 c.1063G>A



C T rs872665 by1000genomesMG-112-tumorMG-112-normal - 7 1855 c.1519G>A

A G rs2737699byFrequency|by1000genomesMG-112-tumorMG-112-normal - 10 12892 c.12304T>C

G A rs2227983byFrequency|by1000genomesMG-112-tumorMG-112-normal + 13 1739 c.1562G>A

G A rs151001106byFrequencyMG-112-tumorMG-112-normal + 1 192 c.140G>A

C T rs1801187byFrequency|by1000genomesMG-112-tumorMG-112-normal - 37 5440 c.5234G>A

T C rs78472618byFrequencyMG-112-tumorMG-112-normal - 3 159 c.115A>G

C T rs1386356byFrequency|by1000genomesMG-112-tumorMG-112-normal - 85 14018 c.13047G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-112-tumorMG-112-normal + 7 1073 c.525C>T

G T rs3745765byFrequency|by1000genomesMG-112-tumorMG-112-normal + 9 2360 c.719G>T

G A rs2229079byFrequency|by1000genomesMG-112-tumorMG-112-normal - 21 3524 c.3326C>T

G A MG-112-tumorMG-112-normal - 1 288 c.237C>T

C T rs2931423by1000genomesMG-112-tumorMG-112-normal + 19 2459 c.2283C>T

G C rs2229933|rs116048761byFrequency|by1000genomesMG-112-tumorMG-112-normal + 6 830 c.282G>C

C T rs2078478by1000genomesMG-112-tumorMG-112-normal - 5 411 c.392G>A

C T rs9105 byFrequency|by1000genomesMG-112-tumorMG-112-normal + 33 4964 c.4680C>T

C A rs138908625byFrequency|by1000genomesMG-112-tumorMG-112-normal - 8 1357 c.1139G>T

G A rs3744249byFrequency|by1000genomesMG-112-tumorMG-112-normal + 11 2561 c.2172G>A

T C rs111297138by1000genomesMG-112-tumorMG-112-normal + 37 6474 c.5940T>C

G A MG-112-tumorMG-112-normal + 1 605 c.360G>A

G T rs61737594by1000genomesMG-112-tumorMG-112-normal + 1 1785 c.1485G>T

G A rs2229266byFrequency|by1000genomesMG-112-tumorMG-112-normal - 6 924 c.639C>T

T C rs2450122byFrequency|by1000genomesMG-112-tumorMG-112-normal - 10 2089 c.2004A>G

C T rs138080545 MG-112-tumorMG-112-normal - 11 2472 c.2097G>A

A G MG-112-tumorMG-112-normal + 6 1001 c.812A>G

T C rs3026101by1000genomesMG-112-tumorMG-112-normal + 14 2279 c.2055T>C

G A rs147532628byFrequencyMG-112-tumorMG-112-normal + 5 1714 c.1160G>A

G A MG-112-tumorMG-112-normal + 4 1415 c.1399G>A

A G MG-112-tumorMG-112-normal + 1 95 c.95A>G

G A rs7108160by1000genomesMG-112-tumorMG-112-normal + 4 3839 c.3822G>A

T C rs2229992byFrequency|by1000genomesMG-112-tumorMG-112-normal + 12 1838 c.1458T>C

T C rs7275 by1000genomesMG-112-tumorMG-112-normal + 35 5267 c.4983T>C

C T rs3796032byFrequency|by1000genomesMG-112-tumorMG-112-normal - 17 2381 c.1929G>A

G A rs74405922byFrequency|by1000genomesMG-112-tumorMG-112-normal - 13 2148 c.1938C>T

G A rs35296183byFrequency|by1000genomesMG-112-tumorMG-112-normal - 55 9794 c.8823C>T

T C rs2075252byFrequency|by1000genomesMG-112-tumorMG-112-normal - 66 12565 c.12280A>G

A T rs61738008byFrequency|by1000genomesMG-112-tumorMG-112-normal + 20 2393 c.2116A>T

C A rs3739298byFrequency|by1000genomesMG-112-tumorMG-112-normal - 9 2230 c.1821G>T

G C rs62077263 MG-112-tumorMG-112-normal - 7 916 c.823C>G

C T rs3796031byFrequency|by1000genomesMG-112-tumorMG-112-normal - 17 2399 c.1947G>A

C A rs6453022by1000genomesMG-112-tumorMG-112-normal + 7 1027 c.851C>A

G A rs2248407byFrequency|by1000genomesMG-112-tumorMG-112-normal - 4 1003 c.918C>T

T C rs13796 byFrequency|by1000genomesMG-112-tumorMG-112-normal + 2 372 c.159T>C

C T MG-112-tumorMG-112-normal - 4 836 c.597G>A

G C MG-112-tumorMG-112-normal - 2 625 c.532C>G

A G rs2929158by1000genomesMG-112-tumorMG-112-normal - 19 4373 c.4163T>C

G C rs2240089byFrequency|by1000genomesMG-112-tumorMG-112-normal - 12 3187 c.3003C>G

C T MG-112-tumorMG-112-normal - 2 88



A G rs25641 byFrequency|by1000genomesMG-112-tumorMG-112-normal - 16 4873 c.4659T>C

T A rs17264436byFrequency|by1000genomesMG-112-tumorMG-112-normal - 21 3503 c.3501A>T

C T rs146592977byFrequencyMG-112-tumorMG-112-normal - 3 1709 c.1634G>A

C G rs3735156byFrequency|by1000genomesMG-112-tumorMG-112-normal - 11 1795 c.1577G>C

T G rs1998206byFrequency|by1000genomesMG-112-tumorMG-112-normal - 5 631 c.433A>C

C T MG-112-tumorMG-112-normal + 1 268 c.268C>T

C G rs145987835byFrequencyMG-113-tumorMG-113-normal - 4 1432 c.1362G>C

C G rs2229070byFrequency|by1000genomesMG-113-tumorMG-113-normal + 11 2733 c.2352C>G

G A rs62070401by1000genomesMG-113-tumorMG-113-normal - 12 2205 c.2162C>T

C G rs72474510byFrequency|by1000genomesMG-113-tumorMG-113-normal - 4 1198 c.1128G>C

G A rs139799138byFrequencyMG-113-tumorMG-113-normal - 3 6574 c.6499C>T

A G rs3108200byFrequency|by1000genomesMG-113-tumorMG-113-normal + 3 2040 c.810A>G

C T rs199930 by1000genomesMG-113-tumorMG-113-normal + 36 5181 c.5016C>T

C T rs3811444byFrequency|by1000genomesMG-113-tumorMG-113-normal + 6 1169 c.1121C>T

T C rs4652678by1000genomesMG-113-tumorMG-113-normal + 28 4116 c.3951T>C

A G rs7762830by1000genomesMG-113-tumorMG-113-normal + 14 2120 c.1921A>G

G A rs56145411byFrequency|by1000genomesMG-113-tumorMG-113-normal + 4 1211 c.1124G>A

C T rs151233 by1000genomesMG-113-tumorMG-113-normal + 2 99 c.66C>T

A G rs40831 by1000genomesMG-113-tumorMG-113-normal + 2 2118 c.2085A>G

C G MG-113-tumorMG-113-normal + 5 994 c.554C>G

G A rs1718878byFrequency|by1000genomesMG-113-tumorMG-113-normal + 13 2003 c.1590G>A

A C rs10473959by1000genomesMG-113-tumorMG-113-normal + 6 999 c.823A>C

G C rs2227910byFrequency|by1000genomesMG-113-tumorMG-113-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-113-tumorMG-113-normal + 16 2064 c.1887T>A

C T MG-113-tumorMG-113-normal + 1 369 c.369C>T

T C MG-113-tumorMG-113-normal - 4 1659 c.1120A>G

A T rs3739451by1000genomesMG-113-tumorMG-113-normal - 39 9817 c.9481T>A

T C rs7935 byFrequency|by1000genomesMG-113-tumorMG-113-normal + 9 1808 c.1524T>C

C T rs140871032byFrequency|by1000genomesMG-113-tumorMG-113-normal + 4 664 c.220C>T

A T rs78455617byFrequency|by1000genomesMG-113-tumorMG-113-normal - 4 1208 c.1138T>A

C T MG-113-tumorMG-113-normal + 1 342 c.342C>T

T C rs143332174by1000genomesMG-113-tumorMG-113-normal - 3 244 c.207A>G

G T rs2075249byFrequency|by1000genomesMG-113-tumorMG-113-normal - 21 3339 c.3054C>A

G C rs62070406by1000genomesMG-113-tumorMG-113-normal - 9 1754 c.1711C>G

A C rs76437836byFrequencyMG-113-tumorMG-113-normal - 3 142 c.98T>G

C T rs55913776 MG-113-tumorMG-113-normal - 3 1207 c.675G>A

T C rs2241190byFrequency|by1000genomesMG-113-tumorMG-113-normal - 17 2745 c.2460A>G

G A rs116011482by1000genomesMG-113-tumorMG-113-normal - 8 4578 c.4509C>T

C T MG-113-tumorMG-113-normal - 17 1517 c.1518G>A

G C rs60140950byFrequency|by1000genomesMG-113-tumorMG-113-normal + 9 986 c.767G>C

C T MG-113-tumorMG-113-normal - 12 2251 c.2247G>A

T C rs5927083byFrequency|by1000genomesMG-113-tumorMG-113-normal - 14 1841 c.1635A>G

T C rs831042 byFrequency|by1000genomesMG-113-tumorMG-113-normal - 24 3945 c.3660A>G

C T rs17755373byFrequency|by1000genomesMG-113-tumorMG-113-normal + 22 6891 c.6248C>T

C T rs4822790byFrequency|by1000genomesMG-113-tumorMG-113-normal + 15 2042 c.1683C>T

T C MG-113-tumorMG-113-normal + 1 345 c.345T>C

G A MG-113-tumorMG-113-normal - 2 317 c.318C>T



G A MG-113-tumorMG-113-normal - 16 10403 c.10194C>T

C A rs144349020by1000genomesMG-113-tumorMG-113-normal + 3 1131 c.912C>A

G C MG-113-tumorMG-113-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-113-tumorMG-113-normal + 22 2662 c.2385C>T

G A rs9789047by1000genomesMG-113-tumorMG-113-normal + 10 998 c.998G>A

T C rs7716253by1000genomesMG-113-tumorMG-113-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-113-tumorMG-113-normal - 54 9497 c.8526T>C

A G rs141935694by1000genomesMG-113-tumorMG-113-normal + 10 735 c.735A>G

C G rs2509943byFrequency|by1000genomesMG-113-tumorMG-113-normal + 3 776 c.279C>G

T C MG-113-tumorMG-113-normal - 3 935 c.403A>G

G A rs41312626by1000genomesMG-113-tumorMG-113-normal + 14 1770 c.1525G>A

G A rs75853379byFrequency|by1000genomesMG-113-tumorMG-113-normal - 20 2123 c.1744C>T

G A MG-113-tumorMG-113-normal + 8 2961 c.2590G>A

A G rs4659654byFrequency|by1000genomesMG-113-tumorMG-113-normal - 16 2000 c.1503T>C

C T rs468525 by1000genomesMG-113-tumorMG-113-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-113-tumorMG-113-normal - 12 2105 c.2062A>G

T A rs35737760by1000genomesMG-113-tumorMG-113-normal + 19 2685 c.2520T>A

A G rs13223756byFrequency|by1000genomesMG-113-tumorMG-113-normal + 7 2144 c.1944A>G

A G rs1385600byFrequency|by1000genomesMG-113-tumorMG-113-normal - 5 1375 c.1290T>C

T C rs17364812byFrequency|by1000genomesMG-113-tumorMG-113-normal + 13 1219 c.1110T>C

A G rs2074912byFrequency|by1000genomesMG-113-tumorMG-113-normal + 1 1709 c.1709A>G

C G rs149605490by1000genomesMG-113-tumorMG-113-normal + 3 1000 c.781C>G

C G rs17301507by1000genomesMG-113-tumorMG-113-normal + 11 1252 c.1065C>G

T C rs831043 byFrequency|by1000genomesMG-113-tumorMG-113-normal - 21 3354 c.3069A>G

C T MG-113-tumorMG-113-normal + 31 4656 c.4491C>T

C T MG-113-tumorMG-113-normal + 1 615 c.615C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-113-tumorMG-113-normal + 17 2594 c.2046A>C

T C rs3755806byFrequency|by1000genomesMG-113-tumorMG-113-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-113-tumorMG-113-normal - 13 5919 c.5544G>A

A G rs11016073byFrequency|by1000genomesMG-113-tumorMG-113-normal - 13 6677 c.6302T>C

C T rs77791636by1000genomesMG-113-tumorMG-113-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-113-tumorMG-113-normal - 18 3000 c.2874G>T

T C MG-113-tumorMG-113-normal + 1 37 c.37T>C

G A rs12104022by1000genomesMG-113-tumorMG-113-normal - 3 784 c.252C>T

C A MG-113-tumorMG-113-normal + 27 4052 c.3839C>A

T C rs2251219byFrequency|by1000genomesMG-113-tumorMG-113-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-113-tumorMG-113-normal + 1 144 c.57C>T

G T rs7206111byFrequency|by1000genomesMG-113-tumorMG-113-normal - 9 1041 c.404C>A

T A rs146295749by1000genomesMG-113-tumorMG-113-normal + 3 941 c.394T>A

G A rs61762608byFrequency|by1000genomesMG-113-tumorMG-113-normal - 13 2608 c.2052C>T

G A rs16912247byFrequency|by1000genomesMG-113-tumorMG-113-normal - 14 9973 c.9598C>T

A G MG-113-tumorMG-113-normal + 17 1691 c.1559A>G

T A rs9332837 MG-113-tumorMG-113-normal + 27 6987 c.6964T>A

A G rs1136159byFrequency|by1000genomesMG-113-tumorMG-113-normal - 10 1068 c.860T>C

G C MG-113-tumorMG-113-normal + 16 2440 c.2314G>C

T C MG-113-tumorMG-113-normal + 1 334 c.334T>C

T G rs552183 byFrequency|by1000genomesMG-113-tumorMG-113-normal - 40 6445 c.6247A>C



A G rs74518328by1000genomesMG-113-tumorMG-113-normal + 35 3544 c.3378A>G

C T rs9489143byFrequency|by1000genomesMG-113-tumorMG-113-normal - 13 2184 c.1986G>A

G A rs3827025by1000genomesMG-113-tumorMG-113-normal - 6 2094 c.2025C>T

T C rs1048500byFrequency|by1000genomesMG-113-tumorMG-113-normal + 2 1791 c.684T>C

C G rs143879890by1000genomesMG-113-tumorMG-113-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-113-tumorMG-113-normal + 7 1855 c.1810A>G

T C MG-113-tumorMG-113-normal + 1 114 c.114T>C

C T rs12708402by1000genomesMG-113-tumorMG-113-normal - 16 3405 c.3178G>A

A G rs9667 by1000genomesMG-113-tumorMG-113-normal + 3 354 c.168A>G

G A rs6089925byFrequency|by1000genomesMG-113-tumorMG-113-normal - 4 729 c.660C>T

G A rs150235556byFrequency|by1000genomesMG-113-tumorMG-113-normal - 13 4705 c.4330C>T

G A rs2275527byFrequency|by1000genomesMG-113-tumorMG-113-normal - 39 5629 c.5553C>T

C T rs144931466byFrequency|by1000genomesMG-113-tumorMG-113-normal + 9 2125 c.1906C>T

A G rs2227985byFrequency|by1000genomesMG-113-tumorMG-113-normal + 9 1878 c.1497A>G

T C rs7714670by1000genomesMG-113-tumorMG-113-normal + 6 849 c.673T>C

A T rs7095325byFrequency|by1000genomesMG-113-tumorMG-113-normal - 7 1087 c.712T>A

T G rs2305009byFrequency|by1000genomesMG-113-tumorMG-113-normal - 1 28 c.29A>C

T C rs12990449byFrequency|by1000genomesMG-113-tumorMG-113-normal - 2 1114 c.143A>G

G A rs6018623byFrequency|by1000genomesMG-113-tumorMG-113-normal + 20 3957 c.3741G>A

G A rs138840528byFrequencyMG-113-tumorMG-113-normal + 8 1229 c.846G>A

G T rs34104660byFrequency|by1000genomesMG-113-tumorMG-113-normal - 4 687 c.402C>A

C A rs35430524by1000genomesMG-113-tumorMG-113-normal + 12 3111 c.2737C>A

C T MG-113-tumorMG-113-normal - 14 2335 c.2125G>A

T C MG-113-tumorMG-113-normal + 1 141 c.141T>C

G A rs61746143byFrequency|by1000genomesMG-113-tumorMG-113-normal + 2 783 c.503G>A

T C rs17019360by1000genomesMG-113-tumorMG-113-normal + 17 2524 c.1800T>C

C T rs2229265byFrequency|by1000genomesMG-113-tumorMG-113-normal - 54 10788 c.10503G>A

G T rs147825872 MG-113-tumorMG-113-normal + 20 4359 c.4282G>T

T C MG-113-tumorMG-113-normal + 8 505 c.505T>C

A T rs35238720byFrequency|by1000genomesMG-113-tumorMG-113-normal + 4 1205 c.860A>T

G T rs35546150byFrequency|by1000genomesMG-113-tumorMG-113-normal - 73 12171 c.11200C>A

G T rs138591330by1000genomesMG-113-tumorMG-113-normal - 27 8211 c.7863C>A

G A rs6089924byFrequency|by1000genomesMG-113-tumorMG-113-normal - 4 920 c.851C>T

G A rs140781714by1000genomesMG-113-tumorMG-113-normal + 12 1035 c.1035G>A

C T rs2273779byFrequency|by1000genomesMG-113-tumorMG-113-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-113-tumorMG-113-normal + 1 160 c.108G>A

C T rs2229975by1000genomesMG-113-tumorMG-113-normal - 5 927 c.852G>A

A G rs3737940byFrequency|by1000genomesMG-113-tumorMG-113-normal + 7 3183 c.3138A>G

C T MG-113-tumorMG-113-normal + 6 1604 c.1346C>T

C T MG-113-tumorMG-113-normal - 3 300 c.263G>A

T C MG-113-tumorMG-113-normal - 4 1086 c.771A>G

G A rs34830600byFrequency|by1000genomesMG-113-tumorMG-113-normal - 8 2874 c.2805C>T

C T rs71299249|rs77022425byFrequencyMG-113-tumorMG-113-normal + 1 3677 c.717C>T

G A MG-113-tumorMG-113-normal + 1 120 c.120G>A

T A rs56279059by1000genomesMG-113-tumorMG-113-normal - 3 1034 c.502A>T

G A rs20539 byFrequency|by1000genomesMG-113-tumorMG-113-normal + 20 3152 c.3111G>A

A G rs41304577 MG-113-tumorMG-113-normal - 4 1006 c.691T>C



C T rs62478357byFrequencyMG-113-tumorMG-113-normal - 8 1268 c.1050G>A

G A rs147880041byFrequencyMG-113-tumorMG-113-normal - 4 1174 c.859C>T

G A rs2127898byFrequency|by1000genomesMG-113-tumorMG-113-normal - 6 1130 c.920C>T

C T rs1386356byFrequency|by1000genomesMG-113-tumorMG-113-normal - 85 14018 c.13047G>A

C T MG-113-tumorMG-113-normal - 4 1144 c.829G>A

G A rs7624750byFrequency|by1000genomesMG-113-tumorMG-113-normal + 4 707 c.473G>A

C T rs140105230byFrequency|by1000genomesMG-113-tumorMG-113-normal - 4 1405 c.1335G>A

G A rs142077620 MG-113-tumorMG-113-normal + 48 8416 c.8307G>A

T C rs9851685byFrequency|by1000genomesMG-113-tumorMG-113-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-113-tumorMG-113-normal - 3 1368 c.836T>C

G A MG-113-tumorMG-113-normal + 1 555 c.555G>A

G A rs13007735byFrequency|by1000genomesMG-113-tumorMG-113-normal - 16 3587 c.2616C>T

C T MG-113-tumorMG-113-normal - 18 1797 c.1785G>A

T C MG-113-tumorMG-113-normal - 3 305 c.270A>G

C A rs3817753 MG-113-tumorMG-113-normal - 8 1575 c.639G>T

T C rs9646771by1000genomesMG-113-tumorMG-113-normal - 4 787 c.447A>G

G A MG-113-tumorMG-113-normal + 1 297 c.297G>A

T C MG-113-tumorMG-113-normal - 4 1446 c.1376A>G

C T rs76844681 MG-113-tumorMG-113-normal - 16 2899 c.2681G>A

C T rs116825611by1000genomesMG-113-tumorMG-113-normal - 14 2174 c.2048G>A

G C rs6771157byFrequency|by1000genomesMG-113-tumorMG-113-normal - 19 3392 c.3393C>G

T C rs34559250 MG-113-tumorMG-113-normal - 10 4890 c.4302A>G

A G rs33917957byFrequency|by1000genomesMG-113-tumorMG-113-normal + 2 1324 c.1124A>G

A G rs9794100 MG-113-tumorMG-113-normal - 4 1116 c.801T>C

A C rs76504934by1000genomesMG-113-tumorMG-113-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-113-tumorMG-113-normal + 24 3194 c.3018C>T

C T rs7300444byFrequency|by1000genomesMG-113-tumorMG-113-normal + 19 5383 c.4740C>T

G A rs3793379byFrequency|by1000genomesMG-113-tumorMG-113-normal + 32 4159 c.3882G>A

C T rs11121691byFrequency|by1000genomesMG-113-tumorMG-113-normal - 49 6985 c.6909G>A

C T rs75838083byFrequency|by1000genomesMG-113-tumorMG-113-normal + 3 450 c.363C>T

T C rs1002519byFrequency|by1000genomesMG-113-tumorMG-113-normal + 1 196 c.196T>C

G C rs45469098by1000genomesMG-113-tumorMG-113-normal - 1 255 c.256C>G

G A rs3795666byFrequency|by1000genomesMG-113-tumorMG-113-normal - 34 6640 c.6421C>T

T G rs1800275byFrequency|by1000genomesMG-113-tumorMG-113-normal - 48 7302 c.7096A>C

A G rs2973568by1000genomesMG-113-tumorMG-113-normal + 13 1856 c.1680A>G

G A rs2271189byFrequency|by1000genomesMG-113-tumorMG-113-normal + 27 3788 c.3348G>A

T C rs7744765by1000genomesMG-113-tumorMG-113-normal + 14 1929 c.1730T>C

G A rs3733415by1000genomesMG-113-tumorMG-113-normal - 2 601 c.392C>T

G A rs11177 byFrequency|by1000genomesMG-113-tumorMG-113-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-113-tumorMG-113-normal - 2 514 c.174G>A

G C rs3088074byFrequency|by1000genomesMG-113-tumorMG-113-normal - 9 2999 c.2785C>G

G T MG-113-tumorMG-113-normal + 20 5612 c.5589G>T

C A rs41306015byFrequency|by1000genomesMG-113-tumorMG-113-normal - 13 4052 c.3677G>T

G A rs61730545 MG-113-tumorMG-113-normal - 38 9463 c.9245C>T

G A rs35821928byFrequency|by1000genomesMG-113-tumorMG-113-normal - 52 9293 c.8322C>T

G A rs55855602by1000genomesMG-113-tumorMG-113-normal - 3 1030 c.498C>T

C T rs1130233byFrequency|by1000genomesMG-113-tumorMG-113-normal - 8 2206 c.726G>A



C T rs1801187byFrequency|by1000genomesMG-113-tumorMG-113-normal - 37 5440 c.5234G>A

T C rs78472618byFrequencyMG-113-tumorMG-113-normal - 3 159 c.115A>G

G A MG-113-tumorMG-113-normal + 48 8425 c.8316G>A

T C rs41300566byFrequency|by1000genomesMG-113-tumorMG-113-normal - 13 3805 c.3430A>G

A C MG-113-tumorMG-113-normal - 4 1031 c.716T>G

C T rs1049622|rs114303286byFrequency|by1000genomesMG-113-tumorMG-113-normal + 7 1073 c.525C>T

G T rs3745765byFrequency|by1000genomesMG-113-tumorMG-113-normal + 9 2360 c.719G>T

C T rs210498 by1000genomesMG-113-tumorMG-113-normal - 23 1885 c.1518G>A

C A rs149207258by1000genomesMG-113-tumorMG-113-normal - 27 5155 c.4815G>T

G C rs146249377byFrequencyMG-113-tumorMG-113-normal + 1 3447 c.487G>C

A G MG-113-tumorMG-113-normal + 10 1620 c.1253A>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-113-tumorMG-113-normal + 6 830 c.282G>C

C T rs2078478by1000genomesMG-113-tumorMG-113-normal - 5 411 c.392G>A

G A rs2853344byFrequency|by1000genomesMG-113-tumorMG-113-normal - 13 2990 c.2615C>T

G A rs3744249byFrequency|by1000genomesMG-113-tumorMG-113-normal + 11 2561 c.2172G>A

A C rs4625290byFrequency|by1000genomesMG-113-tumorMG-113-normal - 2 325 c.255T>G

G C rs12104021by1000genomesMG-113-tumorMG-113-normal - 3 790 c.258C>G

C G rs2298258byFrequency|by1000genomesMG-113-tumorMG-113-normal + 12 1698 c.1260C>G

G A rs3795308byFrequency|by1000genomesMG-113-tumorMG-113-normal - 4 928 c.792C>T

C T rs55979329by1000genomesMG-113-tumorMG-113-normal - 3 1257 c.725G>A

A G rs2227973byFrequency|by1000genomesMG-113-tumorMG-113-normal + 2 2571 c.2459A>G

G A rs2229266byFrequency|by1000genomesMG-113-tumorMG-113-normal - 6 924 c.639C>T

T C rs2450122byFrequency|by1000genomesMG-113-tumorMG-113-normal - 10 2089 c.2004A>G

G A rs2228273byFrequency|by1000genomesMG-113-tumorMG-113-normal + 7 1137 c.578G>A

T C rs7275 by1000genomesMG-113-tumorMG-113-normal + 35 5267 c.4983T>C

C A rs1801270byFrequency|by1000genomesMG-113-tumorMG-113-normal + 2 328 c.93C>A

C G rs80027487byFrequency|by1000genomesMG-113-tumorMG-113-normal + 3 451 c.364C>G

G T rs139431164byFrequencyMG-113-tumorMG-113-normal + 3 1043 c.824G>T

A G MG-113-tumorMG-113-normal - 3 1337 c.805T>C

G A rs1713982byFrequency|by1000genomesMG-113-tumorMG-113-normal + 15 2261 c.1848G>A

G A MG-113-tumorMG-113-normal - 8 964 c.666C>T

T C rs3026101by1000genomesMG-113-tumorMG-113-normal + 14 2279 c.2055T>C

C T rs140280672byFrequencyMG-113-tumorMG-113-normal + 20 7625 c.7499C>T

G A rs71299249|rs76723438byFrequency|by1000genomesMG-113-tumorMG-113-normal + 1 3698 c.738G>A

G A rs3810490by1000genomesMG-113-tumorMG-113-normal - 6 2067 c.1998C>T

T A rs41305611by1000genomesMG-113-tumorMG-113-normal - 3 1170 c.834A>T

C T rs35775721byFrequency|by1000genomesMG-113-tumorMG-113-normal + 2 734 c.534C>T

T C rs2229992byFrequency|by1000genomesMG-113-tumorMG-113-normal + 12 1838 c.1458T>C

A G MG-113-tumorMG-113-normal + 1 175 c.175A>G

T C rs2227987byFrequency|by1000genomesMG-113-tumorMG-113-normal + 3 889 c.513T>C

G A rs34777499byFrequencyMG-113-tumorMG-113-normal + 10 1861 c.1485G>A

C T MG-113-tumorMG-113-normal - 8 1260 c.1042G>A

A G MG-113-tumorMG-113-normal + 1 340 c.340A>G

C T rs34488539by1000genomesMG-113-tumorMG-113-normal + 22 3555 c.3390C>T

T C rs2075252byFrequency|by1000genomesMG-113-tumorMG-113-normal - 66 12565 c.12280A>G

G A rs45463297by1000genomesMG-113-tumorMG-113-normal - 8 4311 c.4242C>T

T G MG-113-tumorMG-113-normal - 4 1698 c.1225A>C



A T rs2074930byFrequency|by1000genomesMG-113-tumorMG-113-normal + 9 1056 c.1016A>T

A T MG-113-tumorMG-113-normal - 23 3851 c.3756T>A

G T rs61740701byFrequency|by1000genomesMG-113-tumorMG-113-normal - 3 1374 c.818C>A

C T rs3796031byFrequency|by1000genomesMG-113-tumorMG-113-normal - 17 2399 c.1947G>A

C A rs6453022by1000genomesMG-113-tumorMG-113-normal + 7 1027 c.851C>A

G A MG-113-tumorMG-113-normal - 1 350 c.351C>T

T C rs543304 byFrequency|by1000genomesMG-113-tumorMG-113-normal + 11 4034 c.3807T>C

G A rs2248407byFrequency|by1000genomesMG-113-tumorMG-113-normal - 4 1003 c.918C>T

G A rs2289247byFrequency|by1000genomesMG-113-tumorMG-113-normal + 11 1273 c.1063G>A

C T MG-113-tumorMG-113-normal - 3 1043 c.511G>A

T G rs61757612byFrequency|by1000genomesMG-113-tumorMG-113-normal - 9 2110 c.1701A>C

C T rs3814883byFrequency|by1000genomesMG-113-tumorMG-113-normal + 13 2402 c.1359C>T

C T rs71299249|rs113118213byFrequencyMG-113-tumorMG-113-normal + 1 3737 c.777C>T

C T MG-113-tumorMG-113-normal - 3 370 c.335G>A

T A rs17264436byFrequency|by1000genomesMG-113-tumorMG-113-normal - 21 3503 c.3501A>T

G T rs918558 byFrequency|by1000genomesMG-113-tumorMG-113-normal + 1 2142 c.2142G>T

A G rs13288443byFrequency|by1000genomesMG-113-tumorMG-113-normal + 11 2036 c.1827A>G

T C rs12731746byFrequency|by1000genomesMG-113-tumorMG-113-normal - 11 1394 c.897A>G

T C rs62075623 MG-1130-tumorMG-113-normal - 14 1825 c.1732A>G

T C rs831043 byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 21 3354 c.3069A>G

T C rs4989318by1000genomesMG-1130-tumorMG-113-normal - 4 1325 c.1130A>G

A G rs3737940byFrequency|by1000genomesMG-1130-tumorMG-113-normal + 7 3183 c.3138A>G

G A rs143394331by1000genomesMG-1130-tumorMG-113-normal + 1 146 c.75G>A

A G rs62077275 MG-1130-tumorMG-113-normal - 2 173 c.80T>C

G T rs3745765byFrequency|by1000genomesMG-1130-tumorMG-113-normal + 9 2360 c.719G>T

C A MG-1130-tumorMG-113-normal - 14 4162 c.4163G>T

C A MG-1130-tumorMG-113-normal + 5 631 c.409C>A

A G rs62077260 MG-1130-tumorMG-113-normal - 13 1686 c.1593T>C

A G rs4143768byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 10 6783 c.6195T>C

G T rs74942016byFrequency|by1000genomesMG-1130-tumorMG-113-normal + 9 1322 c.805G>T

T G rs3208659 MG-1130-tumorMG-113-normal - 7 871 c.778A>C

C T rs55979329by1000genomesMG-1130-tumorMG-113-normal - 3 1257 c.725G>A

C T rs61730641by1000genomesMG-1130-tumorMG-113-normal + 46 7637 c.7157C>T

C T rs210498 by1000genomesMG-1130-tumorMG-113-normal - 23 1885 c.1518G>A

T C rs62077266 MG-1130-tumorMG-113-normal - 3 311 c.218A>G

T C rs7716253by1000genomesMG-1130-tumorMG-113-normal + 8 1121 c.945T>C

G A rs2228000byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 9 1710 c.1496C>T

A C rs7995564by1000genomesMG-1130-tumorMG-113-normal + 10 2068 c.1534A>C

G C rs12104021by1000genomesMG-1130-tumorMG-113-normal - 3 790 c.258C>G

T C rs142304809byFrequencyMG-1130-tumorMG-113-normal - 9 1291 c.1259A>G

C G rs2298258byFrequency|by1000genomesMG-1130-tumorMG-113-normal + 12 1698 c.1260C>G

A G rs62077276 MG-1130-tumorMG-113-normal - 2 170 c.77T>C

C T rs77791636by1000genomesMG-1130-tumorMG-113-normal + 6 1132 c.1080C>T

A G rs826549 by1000genomesMG-1130-tumorMG-113-normal + 18 2676 c.2550A>G

C A rs6738031by1000genomesMG-1130-tumorMG-113-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 16 2000 c.1503T>C

A C rs74875648 MG-1130-tumorMG-113-normal - 5 524 c.431T>G



G A rs12104022by1000genomesMG-1130-tumorMG-113-normal - 3 784 c.252C>T

C T rs2274550by1000genomesMG-1130-tumorMG-113-normal + 54 8820 c.8286C>T

G A rs2229266byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 16 3587 c.2616C>T

A G MG-1130-tumorMG-113-normal + 1 160 c.160A>G

T C MG-1130-tumorMG-113-normal + 1 52 c.52T>C

C T rs151233 by1000genomesMG-1130-tumorMG-113-normal + 2 99 c.66C>T

G T MG-1130-tumorMG-113-normal - 16 1263 c.1219C>A

A C rs77739281 MG-1130-tumorMG-113-normal - 10 1194 c.1101T>G

T C rs9646771by1000genomesMG-1130-tumorMG-113-normal - 4 787 c.447A>G

T G rs74842149byFrequencyMG-1130-tumorMG-113-normal - 4 1217 c.1147A>C

G A rs16847812byFrequency|by1000genomesMG-1130-tumorMG-113-normal + 4 978 c.865G>A

C T rs55993306by1000genomesMG-1130-tumorMG-113-normal - 20 3946 c.3859G>A

G A MG-1130-tumorMG-113-normal - 4 453 c.138C>T

A G rs35114151byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 39 7044 c.6759T>C

T G rs1058201 MG-1130-tumorMG-113-normal - 3 297 c.204A>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-1130-tumorMG-113-normal + 7 1597 c.1215T>C

A G MG-1130-tumorMG-113-normal + 1 81 c.81A>G

G A rs2074852byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 6 702 c.372C>T

T C rs7935 byFrequency|by1000genomesMG-1130-tumorMG-113-normal + 9 1808 c.1524T>C

A G rs1211708byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 6 1888 c.1338T>C

T C rs111245230by1000genomesMG-1130-tumorMG-113-normal - 38 8441 c.8105A>G

A G rs150594 byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 13 1559 c.1356T>C

C G rs3817428by1000genomesMG-1130-tumorMG-113-normal + 15 7493 c.7119C>G

C T rs7300444byFrequency|by1000genomesMG-1130-tumorMG-113-normal + 19 5383 c.4740C>T

T C rs10817025by1000genomesMG-1130-tumorMG-113-normal - 15 3032 c.2696A>G

A C rs79936417by1000genomesMG-1130-tumorMG-113-normal - 5 505 c.412T>G

T C rs2241190byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 17 2745 c.2460A>G

C T rs2269654byFrequency|by1000genomesMG-1130-tumorMG-113-normal + 11 2687 c.2574C>T

G A rs143131546byFrequency|by1000genomesMG-1130-tumorMG-113-normal + 8 851 c.606G>A

T G rs1889323by1000genomesMG-1130-tumorMG-113-normal - 25 4582 c.4246A>C

A G MG-1130-tumorMG-113-normal + 1 340 c.340A>G

C T rs140581164by1000genomesMG-1130-tumorMG-113-normal + 8 593 c.495C>T

G A rs4514247byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 3 878 c.808C>T

G A MG-1130-tumorMG-113-normal - 9 1467 c.1416C>T

T C rs7714670by1000genomesMG-1130-tumorMG-113-normal + 6 849 c.673T>C

G A rs7234999byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 5 5512 c.5299C>T

T C rs33910491byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 5 4949 c.4736A>G

A T rs7095325byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 7 1087 c.712T>A

C T rs11121691byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 49 6985 c.6909G>A

A G MG-1130-tumorMG-113-normal + 1 174 c.174A>G

C T rs62077268 MG-1130-tumorMG-113-normal - 3 262 c.169G>A

C G rs149605490by1000genomesMG-1130-tumorMG-113-normal + 3 1000 c.781C>G

T C rs76715333 MG-1130-tumorMG-113-normal - 13 1671 c.1578A>G

A C MG-1130-tumorMG-113-normal + 4 337 c.244A>C

T C rs831042 byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 24 3945 c.3660A>G

C T rs35670235by1000genomesMG-1130-tumorMG-113-normal - 19 11364 c.11155G>A



T C MG-1130-tumorMG-113-normal + 1 492 c.492T>C

C G rs147865267byFrequencyMG-1130-tumorMG-113-normal - 4 1304 c.1234G>C

C T rs169758 by1000genomesMG-1130-tumorMG-113-normal - 23 1959 c.1592G>A

G A MG-1130-tumorMG-113-normal + 1 529 c.529G>A

A T rs10817021by1000genomesMG-1130-tumorMG-113-normal - 24 4324 c.3988T>A

A G rs3208627 MG-1130-tumorMG-113-normal - 2 153 c.60T>C

G C rs62077263 MG-1130-tumorMG-113-normal - 7 916 c.823C>G

A C rs62077264 MG-1130-tumorMG-113-normal - 7 854 c.761T>G

T C rs11373 byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 3 787 c.367A>G

C A rs6453022by1000genomesMG-1130-tumorMG-113-normal + 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 10 10694 c.10106T>C

C T rs6432901by1000genomesMG-1130-tumorMG-113-normal - 2 514 c.174G>A

A C rs76437836byFrequencyMG-1130-tumorMG-113-normal - 3 142 c.98T>G

T C MG-1130-tumorMG-113-normal + 1 540 c.540T>C

C A MG-1130-tumorMG-113-normal + 5 585 c.205C>A

G A MG-1130-tumorMG-113-normal - 35 6129 c.5793C>T

C T MG-1130-tumorMG-113-normal + 3 423 c.43C>T

G A MG-1130-tumorMG-113-normal - 3 1505 c.973C>T

G C MG-1130-tumorMG-113-normal - 5 1009 c.1010C>G

C T rs34594998by1000genomesMG-1130-tumorMG-113-normal + 9 1733 c.1509C>T

A G rs140049932by1000genomesMG-1130-tumorMG-113-normal + 11 2167 c.1633A>G

C A rs41306015byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 13 4052 c.3677G>T

A G rs11778209byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 39 6448 c.6204T>C

A G rs9552929byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 10 9441 c.8853T>C

C T rs79201963 MG-1130-tumorMG-113-normal - 12 1624 c.1531G>A

C T rs2078478by1000genomesMG-1130-tumorMG-113-normal - 5 411 c.392G>A

C G rs2509943byFrequency|by1000genomesMG-1130-tumorMG-113-normal + 3 776 c.279C>G

T G rs77320707 MG-1130-tumorMG-113-normal - 5 520 c.427A>C

A G rs6694078byFrequency|by1000genomesMG-1130-tumorMG-113-normal + 11 2688 c.2575A>G

C T rs139025977byFrequencyMG-1130-tumorMG-113-normal - 4 1771 c.1558G>A

C T rs872665 by1000genomesMG-1130-tumorMG-113-normal - 7 1855 c.1519G>A

C T rs468525 by1000genomesMG-1130-tumorMG-113-normal - 6 478 c.111G>A

C T MG-1130-tumorMG-113-normal - 4 1008 c.957G>A

T C rs111331725by1000genomesMG-1130-tumorMG-113-normal + 6 643 c.263T>C

A G rs2737699byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 10 12892 c.12304T>C

A C rs80029043 MG-1130-tumorMG-113-normal - 12 1622 c.1529T>G

G A rs16912247byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 14 9973 c.9598C>T

A G MG-1130-tumorMG-113-normal + 22 5537 c.4823A>G

G A MG-1130-tumorMG-113-normal - 7 889 c.796C>T

A C MG-1130-tumorMG-113-normal - 4 902 c.903T>G

C G rs2282302byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 3 965 c.893G>C

C T rs1801187byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 37 5440 c.5234G>A

A G rs17051895by1000genomesMG-1130-tumorMG-113-normal + 23 4485 c.3951A>G

T C rs12731746byFrequency|by1000genomesMG-1130-tumorMG-113-normal - 11 1394 c.897A>G

C T rs2273779byFrequency|by1000genomesMG-1130-tumorMG-113-normal + 6 583 c.538C>T

G A MG-1130-tumorMG-113-normal + 20 2750 c.2367G>A

C T MG-1130-tumorMG-113-normal - 1 506 c.507G>A



T C rs831043 byFrequency|by1000genomesMG-114-tumorMG-114-normal - 21 3354 c.3069A>G

T C MG-114-tumorMG-114-normal - 3 5008 c.4936A>G

C A rs34400049byFrequency|by1000genomesMG-114-tumorMG-114-normal + 14 2474 c.2092C>A

C T rs1386356byFrequency|by1000genomesMG-114-tumorMG-114-normal - 85 14018 c.13047G>A

G A rs2127898byFrequency|by1000genomesMG-114-tumorMG-114-normal - 6 1130 c.920C>T

G A rs2229079byFrequency|by1000genomesMG-114-tumorMG-114-normal - 21 3524 c.3326C>T

C T rs77376932byFrequencyMG-114-tumorMG-114-normal - 3 3235 c.3160G>A

G A rs11168830by1000genomesMG-114-tumorMG-114-normal - 41 13688 c.13689C>T

G A MG-114-tumorMG-114-normal + 11 1634 c.1582G>A

G A rs12022217byFrequency|by1000genomesMG-114-tumorMG-114-normal - 3 4602 c.4530C>T

G A rs45492196byFrequency|by1000genomesMG-114-tumorMG-114-normal - 4 1499 c.943C>T

T C rs2229992byFrequency|by1000genomesMG-114-tumorMG-114-normal + 12 1838 c.1458T>C

G C rs146249377byFrequencyMG-114-tumorMG-114-normal + 1 3447 c.487G>C

G T rs12568784byFrequency|by1000genomesMG-114-tumorMG-114-normal - 3 7202 c.7130C>A

A G rs2229267byFrequency|by1000genomesMG-114-tumorMG-114-normal - 29 5160 c.4875T>C

G T rs2075249byFrequency|by1000genomesMG-114-tumorMG-114-normal - 21 3339 c.3054C>A

C T rs71299249|rs77022425byFrequencyMG-114-tumorMG-114-normal + 1 3677 c.717C>T

T C rs141049734byFrequencyMG-114-tumorMG-114-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-114-tumorMG-114-normal - 10 6783 c.6195T>C

T G rs1998206byFrequency|by1000genomesMG-114-tumorMG-114-normal - 5 631 c.433A>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-114-tumorMG-114-normal + 6 830 c.282G>C

C T rs9105 byFrequency|by1000genomesMG-114-tumorMG-114-normal + 33 4964 c.4680C>T

C A rs138908625byFrequency|by1000genomesMG-114-tumorMG-114-normal - 8 1357 c.1139G>T

T G rs3208659 MG-114-tumorMG-114-normal - 7 871 c.778A>C

G A rs11551685byFrequency|by1000genomesMG-114-tumorMG-114-normal - 16 7464 c.7395C>T

T A rs150856241 MG-114-tumorMG-114-normal + 4 519 c.297T>A

C T rs77791636by1000genomesMG-114-tumorMG-114-normal + 6 1132 c.1080C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-114-tumorMG-114-normal + 17 2594 c.2046A>C

G A MG-114-tumorMG-114-normal + 11 2415 c.2233G>A

G A rs34823643byFrequency|by1000genomesMG-114-tumorMG-114-normal - 9 5950 c.5737C>T

A G rs3108200byFrequency|by1000genomesMG-114-tumorMG-114-normal + 3 2040 c.810A>G

C T rs199930 by1000genomesMG-114-tumorMG-114-normal + 36 5181 c.5016C>T

C T rs2853346byFrequency|by1000genomesMG-114-tumorMG-114-normal - 13 5919 c.5544G>A

C T MG-114-tumorMG-114-normal - 20 2973 c.2782G>A

G A rs2228000byFrequency|by1000genomesMG-114-tumorMG-114-normal - 9 1710 c.1496C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-114-tumorMG-114-normal + 7 1073 c.525C>T

T C rs831042 byFrequency|by1000genomesMG-114-tumorMG-114-normal - 24 3945 c.3660A>G

A G MG-114-tumorMG-114-normal + 1 472 c.472A>G

C G rs2298258byFrequency|by1000genomesMG-114-tumorMG-114-normal + 12 1698 c.1260C>G

C T MG-114-tumorMG-114-normal - 3 5767 c.5692G>A

G A MG-114-tumorMG-114-normal + 1 271 c.271G>A

G T rs3745765byFrequency|by1000genomesMG-114-tumorMG-114-normal + 9 2360 c.719G>T

G A rs7624750byFrequency|by1000genomesMG-114-tumorMG-114-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-114-tumorMG-114-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-114-tumorMG-114-normal - 16 2000 c.1503T>C

G C rs35641374byFrequency|by1000genomesMG-114-tumorMG-114-normal + 1 397 c.397G>C

A G rs33954745byFrequency|by1000genomesMG-114-tumorMG-114-normal - 17 2661 c.2376T>C



G A rs118203657byFrequencyMG-114-tumorMG-114-normal - 17 2415 c.2194C>T

T C rs3733406by1000genomesMG-114-tumorMG-114-normal - 10 8361 c.8152A>G

T C rs9851685byFrequency|by1000genomesMG-114-tumorMG-114-normal + 23 2508 c.2274T>C

G A rs9789047by1000genomesMG-114-tumorMG-114-normal + 10 998 c.998G>A

G T MG-114-tumorMG-114-normal + 18 1945 c.1084G>T

A G MG-114-tumorMG-114-normal + 16 1399 c.1399A>G

G A MG-114-tumorMG-114-normal - 43 6995 c.6797C>T

G T rs146238849byFrequency|by1000genomesMG-114-tumorMG-114-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-114-tumorMG-114-normal - 31 5385 c.5100C>T

G A rs2229266byFrequency|by1000genomesMG-114-tumorMG-114-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-114-tumorMG-114-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-114-tumorMG-114-normal + 14 2120 c.1921A>G

G A rs3818831byFrequency|by1000genomesMG-114-tumorMG-114-normal - 2 193 c.121C>T

G A rs61743025 MG-114-tumorMG-114-normal - 5 4223 c.3367C>T

G A rs61762608byFrequency|by1000genomesMG-114-tumorMG-114-normal - 13 2608 c.2052C>T

G A rs3810485by1000genomesMG-114-tumorMG-114-normal - 8 6116 c.6047C>T

T C rs41266134byFrequency|by1000genomesMG-114-tumorMG-114-normal - 3 1625 c.1550A>G

G A MG-114-tumorMG-114-normal + 9 1364 c.1157G>A

T C MG-114-tumorMG-114-normal - 3 305 c.270A>G

A G MG-114-tumorMG-114-normal + 2 1684 c.577A>G

G A rs61753697byFrequency|by1000genomesMG-114-tumorMG-114-normal + 1 376 c.99G>A

A G rs1136159byFrequency|by1000genomesMG-114-tumorMG-114-normal - 10 1068 c.860T>C

C T rs71299249 MG-114-tumorMG-114-normal + 1 3707 c.747C>T

C T rs2071702byFrequency|by1000genomesMG-114-tumorMG-114-normal + 27 7277 c.7254C>T

C T rs2274550by1000genomesMG-114-tumorMG-114-normal + 54 8820 c.8286C>T

C G MG-114-tumorMG-114-normal - 3 5611 c.5536G>C

C T rs872665 by1000genomesMG-114-tumorMG-114-normal - 7 1855 c.1519G>A

T A rs142211771byFrequencyMG-114-tumorMG-114-normal - 13 1815 c.1284A>T

C T MG-114-tumorMG-114-normal + 1 1466 c.1466C>T

G A rs16825150byFrequency|by1000genomesMG-114-tumorMG-114-normal + 7 954 c.909G>A

G C rs11611231by1000genomesMG-114-tumorMG-114-normal + 9 2190 c.2190G>C

T C rs9646771by1000genomesMG-114-tumorMG-114-normal - 4 787 c.447A>G

G T rs6748626byFrequency|by1000genomesMG-114-tumorMG-114-normal - 20 4043 c.3072C>A

T C rs3026101by1000genomesMG-114-tumorMG-114-normal + 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-114-tumorMG-114-normal - 5 2988 c.2775A>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-114-tumorMG-114-normal + 1 3698 c.738G>A

T C rs2229263byFrequency|by1000genomesMG-114-tumorMG-114-normal - 3 533 c.248A>G

C T rs76844681 MG-114-tumorMG-114-normal - 16 2899 c.2681G>A

A G rs1385600byFrequency|by1000genomesMG-114-tumorMG-114-normal - 5 1375 c.1290T>C

A G rs147227382byFrequencyMG-114-tumorMG-114-normal + 2 604 c.235A>G

G A rs34203073byFrequency|by1000genomesMG-114-tumorMG-114-normal + 3 779 c.397G>A

C G rs143879890by1000genomesMG-114-tumorMG-114-normal - 16 2320 c.2233G>C

T C rs7935 byFrequency|by1000genomesMG-114-tumorMG-114-normal + 9 1808 c.1524T>C

A G rs138997916byFrequency|by1000genomesMG-114-tumorMG-114-normal - 3 2832 c.2760T>C

T C rs4652678by1000genomesMG-114-tumorMG-114-normal + 28 4116 c.3951T>C

G C rs149007883byFrequency|by1000genomesMG-114-tumorMG-114-normal + 2 420 c.305G>C

G A rs147539232byFrequencyMG-114-tumorMG-114-normal - 6 540 c.449C>T



T C rs7744765by1000genomesMG-114-tumorMG-114-normal + 14 1929 c.1730T>C

C T rs3745764byFrequency|by1000genomesMG-114-tumorMG-114-normal + 9 2705 c.1064C>T

C T rs11547311byFrequency|by1000genomesMG-114-tumorMG-114-normal + 8 702 c.570C>T

A C rs76504934by1000genomesMG-114-tumorMG-114-normal - 4 464 c.427T>G

A C rs76437836byFrequencyMG-114-tumorMG-114-normal - 3 142 c.98T>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-114-tumorMG-114-normal + 7 1597 c.1215T>C

T C rs2450122byFrequency|by1000genomesMG-114-tumorMG-114-normal - 10 2089 c.2004A>G

C T rs11931107by1000genomesMG-114-tumorMG-114-normal - 10 6953 c.6744G>A

A G rs11915822byFrequency|by1000genomesMG-114-tumorMG-114-normal - 13 6588 c.6478T>C

G C rs28660249 MG-114-tumorMG-114-normal - 1 688 c.258C>G

G C rs34897046byFrequency|by1000genomesMG-114-tumorMG-114-normal - 9 873 c.623C>G

G A rs2275527byFrequency|by1000genomesMG-114-tumorMG-114-normal - 39 5629 c.5553C>T

C T rs138457194 MG-114-tumorMG-114-normal - 9 1351 c.1352G>A

T C rs7275 by1000genomesMG-114-tumorMG-114-normal + 35 5267 c.4983T>C

A G rs17078605byFrequency|by1000genomesMG-114-tumorMG-114-normal - 10 10694 c.10106T>C

G T MG-114-tumorMG-114-normal + 3 1008 c.981G>T

C T MG-114-tumorMG-114-normal - 8 1260 c.1042G>A

G T rs139431164byFrequencyMG-114-tumorMG-114-normal + 3 1043 c.824G>T

C T rs140871032byFrequency|by1000genomesMG-114-tumorMG-114-normal + 4 664 c.220C>T

T C MG-114-tumorMG-114-normal + 1 1281 c.1281T>C

T C rs1050476byFrequency|by1000genomesMG-114-tumorMG-114-normal + 7 2254 c.1695T>C

C T MG-114-tumorMG-114-normal - 19 4474 c.4264G>A

C T rs34488539by1000genomesMG-114-tumorMG-114-normal + 22 3555 c.3390C>T

C G MG-114-tumorMG-114-normal + 7 707 c.361C>G

G A MG-114-tumorMG-114-normal + 22 5688 c.4974G>A

A G MG-114-tumorMG-114-normal + 2 382 c.225A>G

C T rs146167541byFrequencyMG-114-tumorMG-114-normal - 14 2305 c.2061G>A

C T rs11121691byFrequency|by1000genomesMG-114-tumorMG-114-normal - 49 6985 c.6909G>A

C G rs11718329by1000genomesMG-114-tumorMG-114-normal + 4 719 c.647C>G

G A rs35296183byFrequency|by1000genomesMG-114-tumorMG-114-normal - 55 9794 c.8823C>T

T C rs2075252byFrequency|by1000genomesMG-114-tumorMG-114-normal - 66 12565 c.12280A>G

T C rs2241190byFrequency|by1000genomesMG-114-tumorMG-114-normal - 17 2745 c.2460A>G

T A MG-114-tumorMG-114-normal - 4 982 c.931A>T

A G rs6679449by1000genomesMG-114-tumorMG-114-normal - 3 1923 c.1851T>C

G C rs45469098by1000genomesMG-114-tumorMG-114-normal - 1 255 c.256C>G

T C rs112827102byFrequency|by1000genomesMG-114-tumorMG-114-normal - 19 3495 c.3285A>G

G A rs61740940byFrequency|by1000genomesMG-114-tumorMG-114-normal - 4 662 c.165C>T

G A MG-114-tumorMG-114-normal + 1 130 c.78G>A

C T rs62478357byFrequencyMG-114-tumorMG-114-normal - 8 1268 c.1050G>A

C T rs4822790byFrequency|by1000genomesMG-114-tumorMG-114-normal + 15 2042 c.1683C>T

G A rs2248407byFrequency|by1000genomesMG-114-tumorMG-114-normal - 4 1003 c.918C>T

C T MG-114-tumorMG-114-normal - 10 1429 c.1430G>A

G A rs2271189byFrequency|by1000genomesMG-114-tumorMG-114-normal + 27 3788 c.3348G>A

A C rs9332801byFrequency|by1000genomesMG-114-tumorMG-114-normal + 10 4307 c.4284A>C

G A rs3733415by1000genomesMG-114-tumorMG-114-normal - 2 601 c.392C>T

A G rs2929158by1000genomesMG-114-tumorMG-114-normal - 19 4373 c.4163T>C

G A MG-114-tumorMG-114-normal + 9 962 c.775G>A



A G MG-114-tumorMG-114-normal + 1 47 c.47A>G

C T rs6432901by1000genomesMG-114-tumorMG-114-normal - 2 514 c.174G>A

A G rs7107305byFrequency|by1000genomesMG-114-tumorMG-114-normal + 21 5702 c.5679A>G

C A MG-114-tumorMG-114-normal + 5 585 c.205C>A

C A rs144349020by1000genomesMG-114-tumorMG-114-normal + 3 1131 c.912C>A

T C rs77652527byFrequency|by1000genomesMG-114-tumorMG-114-normal - 10 1583 c.1365A>G

C T rs41306648byFrequency|by1000genomesMG-114-tumorMG-114-normal - 7 1022 c.647G>A

G C MG-114-tumorMG-114-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-114-tumorMG-114-normal + 22 2662 c.2385C>T

T C MG-114-tumorMG-114-normal - 4 796 c.481A>G

G T rs147825872 MG-114-tumorMG-114-normal + 20 4359 c.4282G>T

A G rs11778209byFrequency|by1000genomesMG-114-tumorMG-114-normal - 39 6448 c.6204T>C

T G rs35793438byFrequency|by1000genomesMG-114-tumorMG-114-normal - 22 2698 c.2448A>C

A G rs4444457byFrequency|by1000genomesMG-114-tumorMG-114-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-114-tumorMG-114-normal - 10 9441 c.8853T>C

C T rs45602035byFrequency|by1000genomesMG-114-tumorMG-114-normal - 8 4224 c.4155G>A

G A rs71299249|rs74651473byFrequencyMG-114-tumorMG-114-normal + 1 3758 c.798G>A

G A rs143684430byFrequencyMG-114-tumorMG-114-normal - 3 6591 c.6516C>T

C A rs35674179byFrequency|by1000genomesMG-114-tumorMG-114-normal - 13 5263 c.5153G>T

G C rs144879674|rs71581015byFrequencyMG-114-tumorMG-114-normal + 1 415 c.186G>C

A G rs11538677by1000genomesMG-114-tumorMG-114-normal + 49 8035 c.7501A>G

T C rs12990449byFrequency|by1000genomesMG-114-tumorMG-114-normal - 2 1114 c.143A>G

G T rs140059935by1000genomesMG-114-tumorMG-114-normal + 16 1408 c.1408G>T

T C MG-114-tumorMG-114-normal + 10 1409 c.971T>C

C T rs3814883byFrequency|by1000genomesMG-114-tumorMG-114-normal + 13 2402 c.1359C>T

C T rs1050475byFrequency|by1000genomesMG-114-tumorMG-114-normal + 7 1534 c.975C>T

C A MG-114-tumorMG-114-normal - 2 247 c.52G>T

C T rs7300444byFrequency|by1000genomesMG-114-tumorMG-114-normal + 19 5383 c.4740C>T

A G rs11016073byFrequency|by1000genomesMG-114-tumorMG-114-normal - 13 6677 c.6302T>C

G C rs2240089byFrequency|by1000genomesMG-114-tumorMG-114-normal - 12 3187 c.3003C>G

A G rs2737699byFrequency|by1000genomesMG-114-tumorMG-114-normal - 10 12892 c.12304T>C

T A rs35737760by1000genomesMG-114-tumorMG-114-normal + 19 2685 c.2520T>A

T C rs17019360by1000genomesMG-114-tumorMG-114-normal + 17 2524 c.1800T>C

C T MG-114-tumorMG-114-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-114-tumorMG-114-normal - 3 899 c.827G>A

G A rs1128761byFrequency|by1000genomesMG-114-tumorMG-114-normal + 7 1219 c.966G>A

G A rs34949187by1000genomesMG-114-tumorMG-114-normal + 6 1198 c.824G>A

C T rs2229265byFrequency|by1000genomesMG-114-tumorMG-114-normal - 54 10788 c.10503G>A

G A rs12729662byFrequency|by1000genomesMG-114-tumorMG-114-normal - 3 8430 c.8355C>T

T C MG-114-tumorMG-114-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-114-tumorMG-114-normal - 37 5440 c.5234G>A

A G rs2074912byFrequency|by1000genomesMG-114-tumorMG-114-normal + 1 1709 c.1709A>G

G T rs918558 byFrequency|by1000genomesMG-114-tumorMG-114-normal + 1 2142 c.2142G>T

C T MG-114-tumorMG-114-normal + 3 423 c.43C>T

T C rs12731746byFrequency|by1000genomesMG-114-tumorMG-114-normal - 11 1394 c.897A>G

T A rs2060198byFrequency|by1000genomesMG-114-tumorMG-114-normal + 27 5204 c.4914T>A

G A rs142702316byFrequencyMG-114-tumorMG-114-normal + 1 160 c.108G>A



G A rs144383071byFrequencyMG-114-tumorMG-114-normal - 3 3345 c.3270C>T

T C rs78472618byFrequencyMG-114-tumorMG-114-normal - 3 159 c.115A>G

C T rs2229975by1000genomesMG-114-tumorMG-114-normal - 5 927 c.852G>A

A G rs75639578 MG-114-tumorMG-114-normal - 3 6552 c.6477T>C

G A MG-116-tumorMG-116-normal + 1 174 c.174G>A

T C rs831043 byFrequency|by1000genomesMG-116-tumorMG-116-normal - 21 3354 c.3069A>G

G A rs41304253by1000genomesMG-116-tumorMG-116-normal + 20 3100 c.2935G>A

A G rs3737940byFrequency|by1000genomesMG-116-tumorMG-116-normal + 7 3183 c.3138A>G

C T rs1386356byFrequency|by1000genomesMG-116-tumorMG-116-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-116-tumorMG-116-normal - 20 2134 c.1864G>A

C T rs3811444byFrequency|by1000genomesMG-116-tumorMG-116-normal + 6 1169 c.1121C>T

C T MG-116-tumorMG-116-normal - 3 300 c.263G>A

G T rs71238527by1000genomesMG-116-tumorMG-116-normal + 3 639 c.494G>T

A G rs2229267byFrequency|by1000genomesMG-116-tumorMG-116-normal - 29 5160 c.4875T>C

G T rs2075249byFrequency|by1000genomesMG-116-tumorMG-116-normal - 21 3339 c.3054C>A

G A rs61750816by1000genomesMG-116-tumorMG-116-normal + 43 7109 c.6629G>A

A G rs4143768byFrequency|by1000genomesMG-116-tumorMG-116-normal - 10 6783 c.6195T>C

A G rs2929158by1000genomesMG-116-tumorMG-116-normal - 19 4373 c.4163T>C

G T rs6748626byFrequency|by1000genomesMG-116-tumorMG-116-normal - 20 4043 c.3072C>A

G A rs7179364by1000genomesMG-116-tumorMG-116-normal + 1 520 c.85G>A

G C rs139385438by1000genomesMG-116-tumorMG-116-normal - 4 760 c.600C>G

C T rs9105 byFrequency|by1000genomesMG-116-tumorMG-116-normal + 33 4964 c.4680C>T

C T rs55979329by1000genomesMG-116-tumorMG-116-normal - 3 1257 c.725G>A

A G MG-116-tumorMG-116-normal - 15 1346 c.1346T>C

T A rs41305353byFrequency|by1000genomesMG-116-tumorMG-116-normal - 59 8935 c.8729A>T

A G rs2229268byFrequency|by1000genomesMG-116-tumorMG-116-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-116-tumorMG-116-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-116-tumorMG-116-normal + 36 5181 c.5016C>T

T C rs7716253by1000genomesMG-116-tumorMG-116-normal + 8 1121 c.945T>C

T C rs74356608 MG-116-tumorMG-116-normal + 15 1328 c.1328T>C

C T rs61741759by1000genomesMG-116-tumorMG-116-normal + 22 2332 c.2145C>T

G A rs60571683byFrequency|by1000genomesMG-116-tumorMG-116-normal + 16 2196 c.1977G>A

G A rs2228000byFrequency|by1000genomesMG-116-tumorMG-116-normal - 9 1710 c.1496C>T

G C rs12104021by1000genomesMG-116-tumorMG-116-normal - 3 790 c.258C>G

C T rs116355400byFrequency|by1000genomesMG-116-tumorMG-116-normal + 11 2618 c.2505C>T

G T rs3745765byFrequency|by1000genomesMG-116-tumorMG-116-normal + 9 2360 c.719G>T

G A rs7624750byFrequency|by1000genomesMG-116-tumorMG-116-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-116-tumorMG-116-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-116-tumorMG-116-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-116-tumorMG-116-normal - 16 2000 c.1503T>C

C T rs17325713byFrequency|by1000genomesMG-116-tumorMG-116-normal - 8 2668 c.2080G>A

T C rs9851685byFrequency|by1000genomesMG-116-tumorMG-116-normal + 23 2508 c.2274T>C

C T rs2269654byFrequency|by1000genomesMG-116-tumorMG-116-normal + 11 2687 c.2574C>T

G A rs12104022by1000genomesMG-116-tumorMG-116-normal - 3 784 c.252C>T

G A rs16847812byFrequency|by1000genomesMG-116-tumorMG-116-normal + 4 978 c.865G>A

C G rs3818764by1000genomesMG-116-tumorMG-116-normal - 4 1331 c.995G>C

G A rs61738955byFrequency|by1000genomesMG-116-tumorMG-116-normal + 18 4633 c.4632G>A



C T rs35719940by1000genomesMG-116-tumorMG-116-normal - 15 3241 c.3184G>A

T C rs4652678by1000genomesMG-116-tumorMG-116-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-116-tumorMG-116-normal - 26 4397 c.4395A>G

T C rs28489116by1000genomesMG-116-tumorMG-116-normal - 10 5194 c.4985A>G

G A rs13007735byFrequency|by1000genomesMG-116-tumorMG-116-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-116-tumorMG-116-normal + 14 2120 c.1921A>G

C G rs2282302byFrequency|by1000genomesMG-116-tumorMG-116-normal - 3 965 c.893G>C

G A rs2228273byFrequency|by1000genomesMG-116-tumorMG-116-normal + 7 1137 c.578G>A

G A rs11549105byFrequency|by1000genomesMG-116-tumorMG-116-normal - 6 1228 c.1224C>T

T C rs11373 byFrequency|by1000genomesMG-116-tumorMG-116-normal - 3 787 c.367A>G

C T rs151233 by1000genomesMG-116-tumorMG-116-normal + 2 99 c.66C>T

T C MG-116-tumorMG-116-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-116-tumorMG-116-normal + 1 376 c.99G>A

G T rs11952292byFrequency|by1000genomesMG-116-tumorMG-116-normal + 1 2442 c.2442G>T

A G rs11778209byFrequency|by1000genomesMG-116-tumorMG-116-normal - 39 6448 c.6204T>C

G C rs2227910byFrequency|by1000genomesMG-116-tumorMG-116-normal + 2 1911 c.804G>C

T C rs7714670by1000genomesMG-116-tumorMG-116-normal + 6 849 c.673T>C

T A rs17337023byFrequency|by1000genomesMG-116-tumorMG-116-normal + 16 2064 c.1887T>A

G A MG-116-tumorMG-116-normal + 1 120 c.120G>A

C G rs114279527by1000genomesMG-116-tumorMG-116-normal - 2 3137 c.2928G>C

T C rs831042 byFrequency|by1000genomesMG-116-tumorMG-116-normal - 24 3945 c.3660A>G

T C rs9646771by1000genomesMG-116-tumorMG-116-normal - 4 787 c.447A>G

G A rs10964471byFrequency|by1000genomesMG-116-tumorMG-116-normal + 2 386 c.177G>A

G A rs2880956 MG-116-tumorMG-116-normal + 15 1268 c.1268G>A

C T MG-116-tumorMG-116-normal - 2 88

A G rs2973568by1000genomesMG-116-tumorMG-116-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-116-tumorMG-116-normal + 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-116-tumorMG-116-normal - 5 2988 c.2775A>C

C T rs9489143byFrequency|by1000genomesMG-116-tumorMG-116-normal - 13 2184 c.1986G>A

T A rs3740423byFrequency|by1000genomesMG-116-tumorMG-116-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-116-tumorMG-116-normal - 3 533 c.248A>G

A G rs34843513byFrequency|by1000genomesMG-116-tumorMG-116-normal + 2 1046 c.670A>G

C A rs143195893byFrequencyMG-116-tumorMG-116-normal - 3 491 c.272G>T

T C rs1048500byFrequency|by1000genomesMG-116-tumorMG-116-normal + 2 1791 c.684T>C

C T rs2227999byFrequency|by1000genomesMG-116-tumorMG-116-normal - 9 1689 c.1475G>A

T C MG-116-tumorMG-116-normal + 1 1181 c.1181T>C

G A rs11177 byFrequency|by1000genomesMG-116-tumorMG-116-normal + 3 290 c.80G>A

G C rs6771157byFrequency|by1000genomesMG-116-tumorMG-116-normal - 19 3392 c.3393C>G

G A rs10845349 MG-116-tumorMG-116-normal - 3 855 c.820C>T

A G rs4444457byFrequency|by1000genomesMG-116-tumorMG-116-normal - 54 9497 c.8526T>C

C T rs10980419by1000genomesMG-116-tumorMG-116-normal - 5 1618 c.1282G>A

T C rs7935 byFrequency|by1000genomesMG-116-tumorMG-116-normal + 9 1808 c.1524T>C

A G rs62177519 MG-116-tumorMG-116-normal + 4 919 c.825A>G

T C rs143332174by1000genomesMG-116-tumorMG-116-normal - 3 244 c.207A>G

A G MG-116-tumorMG-116-normal + 1 636 c.636A>G

T C rs7744765by1000genomesMG-116-tumorMG-116-normal + 14 1929 c.1730T>C

C A MG-116-tumorMG-116-normal - 2 239



G A rs142702316byFrequencyMG-116-tumorMG-116-normal + 1 160 c.108G>A

A G rs61831150byFrequency|by1000genomesMG-116-tumorMG-116-normal + 7 1855 c.1810A>G

A C rs76504934by1000genomesMG-116-tumorMG-116-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-116-tumorMG-116-normal + 24 3194 c.3018C>T

A G rs13346368by1000genomesMG-116-tumorMG-116-normal + 10 3324 c.3130A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-116-tumorMG-116-normal + 7 1597 c.1215T>C

C T rs4135386byFrequency|by1000genomesMG-116-tumorMG-116-normal + 15 2600 c.2320C>T

G A rs3793379byFrequency|by1000genomesMG-116-tumorMG-116-normal + 32 4159 c.3882G>A

T C rs2450122byFrequency|by1000genomesMG-116-tumorMG-116-normal - 10 2089 c.2004A>G

C T rs79175852|rs3906245|rs67658094MG-116-tumorMG-116-normal - 1 701 c.540G>A

G A rs34949187by1000genomesMG-116-tumorMG-116-normal + 6 1198 c.824G>A

C T rs7300444byFrequency|by1000genomesMG-116-tumorMG-116-normal + 19 5383 c.4740C>T

C T rs55913776 MG-116-tumorMG-116-normal - 3 1207 c.675G>A

G A rs11549106byFrequency|by1000genomesMG-116-tumorMG-116-normal - 4 895 c.891C>T

G A rs16885 byFrequency|by1000genomesMG-116-tumorMG-116-normal - 9 3193 c.2257C>T

T C rs2241190byFrequency|by1000genomesMG-116-tumorMG-116-normal - 17 2745 c.2460A>G

A G rs3822625by1000genomesMG-116-tumorMG-116-normal + 14 3084 c.3084A>G

C T rs16921265by1000genomesMG-116-tumorMG-116-normal + 1 417 c.117C>T

T C rs7275 by1000genomesMG-116-tumorMG-116-normal + 35 5267 c.4983T>C

A G rs826549 by1000genomesMG-116-tumorMG-116-normal + 18 2676 c.2550A>G

G T rs145450406by1000genomesMG-116-tumorMG-116-normal + 28 4197 c.4032G>T

C T MG-116-tumorMG-116-normal - 8 1260 c.1042G>A

T C rs72962460by1000genomesMG-116-tumorMG-116-normal + 4 3701 c.3684T>C

C T rs12155677byFrequency|by1000genomesMG-116-tumorMG-116-normal - 32 5524 c.5280G>A

C T MG-116-tumorMG-116-normal - 32 6063 c.5988G>A

C T rs143083812byFrequencyMG-116-tumorMG-116-normal + 2 797 c.517C>T

C T rs3796032byFrequency|by1000genomesMG-116-tumorMG-116-normal - 17 2381 c.1929G>A

C T rs34488539by1000genomesMG-116-tumorMG-116-normal + 22 3555 c.3390C>T

G A rs3810479byFrequency|by1000genomesMG-116-tumorMG-116-normal - 17 7692 c.7623C>T

C T rs17605476by1000genomesMG-116-tumorMG-116-normal + 5 1338 c.1140C>T

A G rs3211362byFrequency|by1000genomesMG-116-tumorMG-116-normal - 9 1020 c.846T>C

G A rs59505617by1000genomesMG-116-tumorMG-116-normal - 6 1756 c.1434C>T

C A rs34651589by1000genomesMG-116-tumorMG-116-normal - 3 962 c.489G>T

T C rs2075252byFrequency|by1000genomesMG-116-tumorMG-116-normal - 66 12565 c.12280A>G

A G rs151306742by1000genomesMG-116-tumorMG-116-normal + 4 729 c.285A>G

C T rs12708402by1000genomesMG-116-tumorMG-116-normal - 16 3405 c.3178G>A

C T rs62478357byFrequencyMG-116-tumorMG-116-normal - 8 1268 c.1050G>A

C G rs41278611by1000genomesMG-116-tumorMG-116-normal - 2 594 c.385G>C

C T rs113462659 MG-116-tumorMG-116-normal - 13 2264 c.2188G>A

A G MG-116-tumorMG-116-normal + 1 258 c.258A>G

A G rs17078605byFrequency|by1000genomesMG-116-tumorMG-116-normal - 10 10694 c.10106T>C

C T rs6432901by1000genomesMG-116-tumorMG-116-normal - 2 514 c.174G>A

T C rs543304 byFrequency|by1000genomesMG-116-tumorMG-116-normal + 11 4034 c.3807T>C

C T rs1035938by1000genomesMG-116-tumorMG-116-normal + 6 1538 c.1344C>T

G C MG-116-tumorMG-116-normal - 5 1009 c.1010C>G

G A rs139868893byFrequencyMG-116-tumorMG-116-normal - 78 12937 c.11966C>T

T C rs1800278byFrequency|by1000genomesMG-116-tumorMG-116-normal - 59 8940 c.8734A>G



C T rs34594998by1000genomesMG-116-tumorMG-116-normal + 9 1733 c.1509C>T

G A rs2248407byFrequency|by1000genomesMG-116-tumorMG-116-normal - 4 1003 c.918C>T

C T rs2229882by1000genomesMG-116-tumorMG-116-normal + 9 1566 c.1566C>T

G A rs74483926byFrequency|by1000genomesMG-116-tumorMG-116-normal - 43 11197 c.10979C>T

A G rs28647489by1000genomesMG-116-tumorMG-116-normal - 15 10210 c.10001T>C

C T rs150053673 MG-116-tumorMG-116-normal - 5 1728 c.1659G>A

G A MG-116-tumorMG-116-normal + 7 1283 c.724G>A

A G rs9552929byFrequency|by1000genomesMG-116-tumorMG-116-normal - 10 9441 c.8853T>C

G C rs45469098by1000genomesMG-116-tumorMG-116-normal - 1 255 c.256C>G

G A rs2289247byFrequency|by1000genomesMG-116-tumorMG-116-normal + 11 1273 c.1063G>A

C T rs3796031byFrequency|by1000genomesMG-116-tumorMG-116-normal - 17 2399 c.1947G>A

A G rs6694078byFrequency|by1000genomesMG-116-tumorMG-116-normal + 11 2688 c.2575A>G

G A rs55855602by1000genomesMG-116-tumorMG-116-normal - 3 1030 c.498C>T

C T rs3814883byFrequency|by1000genomesMG-116-tumorMG-116-normal + 13 2402 c.1359C>T

G A rs80198225 MG-116-tumorMG-116-normal + 8 527 c.527G>A

A G rs150196149by1000genomesMG-116-tumorMG-116-normal - 9 1008 c.989T>C

T A rs56279059by1000genomesMG-116-tumorMG-116-normal - 3 1034 c.502A>T

G A rs4151034byFrequencyMG-116-tumorMG-116-normal + 2 2771 c.2659G>A

A G rs2737699byFrequency|by1000genomesMG-116-tumorMG-116-normal - 10 12892 c.12304T>C

T A rs35737760by1000genomesMG-116-tumorMG-116-normal + 19 2685 c.2520T>A

C T rs61752773byFrequency|by1000genomesMG-116-tumorMG-116-normal - 4 887 c.677G>A

C T MG-116-tumorMG-116-normal - 3 370 c.335G>A

G A MG-116-tumorMG-116-normal - 20 3547 c.3460C>T

A G rs1385600byFrequency|by1000genomesMG-116-tumorMG-116-normal - 5 1375 c.1290T>C

G C rs142017909byFrequencyMG-116-tumorMG-116-normal - 12 1953 c.1743C>G

G A rs2227983byFrequency|by1000genomesMG-116-tumorMG-116-normal + 13 1739 c.1562G>A

T A rs17264436byFrequency|by1000genomesMG-116-tumorMG-116-normal - 21 3503 c.3501A>T

A G rs13288443byFrequency|by1000genomesMG-116-tumorMG-116-normal + 11 2036 c.1827A>G

T C MG-116-tumorMG-116-normal + 8 505 c.505T>C

C T rs4802382by1000genomesMG-116-tumorMG-116-normal + 6 554 c.360C>T

G A MG-116-tumorMG-116-normal + 1 609 c.609G>A

T C rs17019360by1000genomesMG-116-tumorMG-116-normal + 17 2524 c.1800T>C

T C rs12731746byFrequency|by1000genomesMG-116-tumorMG-116-normal - 11 1394 c.897A>G

C T rs57014690by1000genomesMG-116-tumorMG-116-normal - 6 1554 c.1232G>A

C T rs3745762by1000genomesMG-116-tumorMG-116-normal + 6 2241 c.2047C>T

C G rs2509943byFrequency|by1000genomesMG-116-tumorMG-116-normal + 3 776 c.279C>G

C A rs6453022by1000genomesMG-116-tumorMG-116-normal + 7 1027 c.851C>A

C T rs2273779byFrequency|by1000genomesMG-116-tumorMG-116-normal + 6 583 c.538C>T

G A rs17608189byFrequency|by1000genomesMG-116-tumorMG-116-normal - 3 754 c.510C>T

T C rs78472618byFrequencyMG-116-tumorMG-116-normal - 3 159 c.115A>G

C T rs2229975by1000genomesMG-116-tumorMG-116-normal - 5 927 c.852G>A

A C rs76437836byFrequencyMG-116-tumorMG-116-normal - 3 142 c.98T>G

T C rs831043 byFrequency|by1000genomesMG-117-tumorMG-117-normal - 21 3354 c.3069A>G

T C MG-117-tumorMG-117-normal - 3 305 c.270A>G

G A rs41304253by1000genomesMG-117-tumorMG-117-normal + 20 3100 c.2935G>A

C T rs1386356byFrequency|by1000genomesMG-117-tumorMG-117-normal - 85 14018 c.13047G>A

G T rs147825872 MG-117-tumorMG-117-normal + 20 4359 c.4282G>T



G T rs3745765byFrequency|by1000genomesMG-117-tumorMG-117-normal + 9 2360 c.719G>T

C T MG-117-tumorMG-117-normal - 3 300 c.263G>A

C T rs77791636by1000genomesMG-117-tumorMG-117-normal + 6 1132 c.1080C>T

C T MG-117-tumorMG-117-normal - 1 308 c.309G>A

A G rs34119110byFrequency|by1000genomesMG-117-tumorMG-117-normal + 12 1966 c.1767A>G

G A rs41274506byFrequency|by1000genomesMG-117-tumorMG-117-normal - 56 7531 c.7455C>T

G C rs146249377byFrequencyMG-117-tumorMG-117-normal + 1 3447 c.487G>C

G T rs2075249byFrequency|by1000genomesMG-117-tumorMG-117-normal - 21 3339 c.3054C>A

C T rs71299249|rs77022425byFrequencyMG-117-tumorMG-117-normal + 1 3677 c.717C>T

A G MG-117-tumorMG-117-normal + 22 5504 c.4790A>G

T C rs141049734byFrequencyMG-117-tumorMG-117-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-117-tumorMG-117-normal - 10 6783 c.6195T>C

A G rs141480481by1000genomesMG-117-tumorMG-117-normal + 4 1425 c.1342A>G

C T rs2078478by1000genomesMG-117-tumorMG-117-normal - 5 411 c.392G>A

G C rs139385438by1000genomesMG-117-tumorMG-117-normal - 4 760 c.600C>G

C T rs62478357byFrequencyMG-117-tumorMG-117-normal - 8 1268 c.1050G>A

C A rs3739298byFrequency|by1000genomesMG-117-tumorMG-117-normal - 9 2230 c.1821G>T

T C MG-117-tumorMG-117-normal + 1 535 c.535T>C

T C rs766894 by1000genomesMG-117-tumorMG-117-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-117-tumorMG-117-normal - 8 1357 c.1139G>T

G A rs139799138byFrequencyMG-117-tumorMG-117-normal - 3 6574 c.6499C>T

T C MG-117-tumorMG-117-normal + 1 508 c.508T>C

C T rs199930 by1000genomesMG-117-tumorMG-117-normal + 36 5181 c.5016C>T

G A rs7234999byFrequency|by1000genomesMG-117-tumorMG-117-normal - 5 5512 c.5299C>T

G A rs60571683byFrequency|by1000genomesMG-117-tumorMG-117-normal + 16 2196 c.1977G>A

C T rs41299110byFrequency|by1000genomesMG-117-tumorMG-117-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-117-tumorMG-117-normal - 9 1710 c.1496C>T

G C rs12104021by1000genomesMG-117-tumorMG-117-normal - 3 790 c.258C>G

G A rs6070697byFrequency|by1000genomesMG-117-tumorMG-117-normal + 4 1189 c.920G>A

G A MG-117-tumorMG-117-normal + 8 623 c.623G>A

T C rs831042 byFrequency|by1000genomesMG-117-tumorMG-117-normal - 24 3945 c.3660A>G

T C rs12990449byFrequency|by1000genomesMG-117-tumorMG-117-normal - 2 1114 c.143A>G

T G rs112631212byFrequency|by1000genomesMG-117-tumorMG-117-normal - 2 155 c.115A>C

G A rs7624750byFrequency|by1000genomesMG-117-tumorMG-117-normal + 4 707 c.473G>A

G C MG-117-tumorMG-117-normal - 12 1631 c.1538C>G

T C rs142304809byFrequencyMG-117-tumorMG-117-normal - 9 1291 c.1259A>G

T C rs9851685byFrequency|by1000genomesMG-117-tumorMG-117-normal + 23 2508 c.2274T>C

G A rs12104022by1000genomesMG-117-tumorMG-117-normal - 3 784 c.252C>T

T G rs1889323by1000genomesMG-117-tumorMG-117-normal - 25 4582 c.4246A>C

A G rs2227973byFrequency|by1000genomesMG-117-tumorMG-117-normal + 2 2571 c.2459A>G

C G rs147865267byFrequencyMG-117-tumorMG-117-normal - 4 1304 c.1234G>C

G T rs146238849byFrequency|by1000genomesMG-117-tumorMG-117-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-117-tumorMG-117-normal + 28 4116 c.3951T>C

A G rs7762830by1000genomesMG-117-tumorMG-117-normal + 14 2120 c.1921A>G

C G rs3791251by1000genomesMG-117-tumorMG-117-normal - 25 4912 c.4786G>C

C G rs3817428by1000genomesMG-117-tumorMG-117-normal + 15 7493 c.7119C>G

G A MG-117-tumorMG-117-normal + 7 2313 c.2268G>A



G C rs12350212byFrequency|by1000genomesMG-117-tumorMG-117-normal + 5 1878 c.1788G>C

T C MG-117-tumorMG-117-normal + 1 1371 c.1371T>C

A G rs33953730by1000genomesMG-117-tumorMG-117-normal - 25 4326 c.4200T>C

C A rs1801270byFrequency|by1000genomesMG-117-tumorMG-117-normal + 2 328 c.93C>A

A G rs2737699byFrequency|by1000genomesMG-117-tumorMG-117-normal - 10 12892 c.12304T>C

G A rs61753697byFrequency|by1000genomesMG-117-tumorMG-117-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-117-tumorMG-117-normal + 2 2118 c.2085A>G

T C rs17019360by1000genomesMG-117-tumorMG-117-normal + 17 2524 c.1800T>C

G A rs1718878byFrequency|by1000genomesMG-117-tumorMG-117-normal + 13 2003 c.1590G>A

G A rs1713982byFrequency|by1000genomesMG-117-tumorMG-117-normal + 15 2261 c.1848G>A

A G MG-117-tumorMG-117-normal - 15 1346 c.1346T>C

T C rs79940627 MG-117-tumorMG-117-normal - 3 6118 c.6043A>G

G A MG-117-tumorMG-117-normal - 14 2313 c.2103C>T

T C rs9646771by1000genomesMG-117-tumorMG-117-normal - 4 787 c.447A>G

T G rs74842149byFrequencyMG-117-tumorMG-117-normal - 4 1217 c.1147A>C

G A rs6089924byFrequency|by1000genomesMG-117-tumorMG-117-normal - 4 920 c.851C>T

C T rs55993306by1000genomesMG-117-tumorMG-117-normal - 20 3946 c.3859G>A

T C MG-117-tumorMG-117-normal + 1 632 c.632T>C

T G rs12963422byFrequency|by1000genomesMG-117-tumorMG-117-normal - 5 2988 c.2775A>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-117-tumorMG-117-normal + 1 3698 c.738G>A

G A rs3827025by1000genomesMG-117-tumorMG-117-normal - 6 2094 c.2025C>T

G A MG-117-tumorMG-117-normal + 1 597 c.597G>A

C T rs2227999byFrequency|by1000genomesMG-117-tumorMG-117-normal - 9 1689 c.1475G>A

C G rs143879890by1000genomesMG-117-tumorMG-117-normal - 16 2320 c.2233G>C

T C rs12731746byFrequency|by1000genomesMG-117-tumorMG-117-normal - 11 1394 c.897A>G

C T rs17549179byFrequencyMG-117-tumorMG-117-normal + 4 237 c.223C>T

C T rs12155677byFrequency|by1000genomesMG-117-tumorMG-117-normal - 32 5524 c.5280G>A

G A MG-117-tumorMG-117-normal - 7 1821 c.1537C>T

A G rs3211362byFrequency|by1000genomesMG-117-tumorMG-117-normal - 9 1020 c.846T>C

T C rs143332174by1000genomesMG-117-tumorMG-117-normal - 3 244 c.207A>G

A G rs55737335byFrequency|by1000genomesMG-117-tumorMG-117-normal + 25 3192 c.3015A>G

G C rs3088074byFrequency|by1000genomesMG-117-tumorMG-117-normal - 9 2999 c.2785C>G

T C rs7744765by1000genomesMG-117-tumorMG-117-normal + 14 1929 c.1730T>C

C T rs28997580byFrequency|by1000genomesMG-117-tumorMG-117-normal + 16 2672 c.2388C>T

A G rs61753736byFrequency|by1000genomesMG-117-tumorMG-117-normal - 66 10707 c.10463T>C

C T MG-117-tumorMG-117-normal + 4 499 c.409C>T

A C rs76504934by1000genomesMG-117-tumorMG-117-normal - 4 464 c.427T>G

G C rs62070406by1000genomesMG-117-tumorMG-117-normal - 9 1754 c.1711C>G

A G rs4659654byFrequency|by1000genomesMG-117-tumorMG-117-normal - 16 2000 c.1503T>C

G A rs10845349 MG-117-tumorMG-117-normal - 3 855 c.820C>T

G A rs80198225 MG-117-tumorMG-117-normal + 8 527 c.527G>A

T C rs2450122byFrequency|by1000genomesMG-117-tumorMG-117-normal - 10 2089 c.2004A>G

C T rs7300444byFrequency|by1000genomesMG-117-tumorMG-117-normal + 19 5383 c.4740C>T

C T rs55913776 MG-117-tumorMG-117-normal - 3 1207 c.675G>A

C A rs45517238byFrequencyMG-117-tumorMG-117-normal + 22 3106 c.2476C>A

G A rs16885 byFrequency|by1000genomesMG-117-tumorMG-117-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-117-tumorMG-117-normal - 15 3032 c.2696A>G



G A rs6089925byFrequency|by1000genomesMG-117-tumorMG-117-normal - 4 729 c.660C>T

T C rs2229992byFrequency|by1000genomesMG-117-tumorMG-117-normal + 12 1838 c.1458T>C

G A rs2275527byFrequency|by1000genomesMG-117-tumorMG-117-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-117-tumorMG-117-normal - 17 2745 c.2460A>G

T A rs35737760by1000genomesMG-117-tumorMG-117-normal + 19 2685 c.2520T>A

A G rs3822625by1000genomesMG-117-tumorMG-117-normal + 14 3084 c.3084A>G

T C rs7275 by1000genomesMG-117-tumorMG-117-normal + 35 5267 c.4983T>C

G T MG-117-tumorMG-117-normal - 7 1075 c.857C>A

A G rs826549 by1000genomesMG-117-tumorMG-117-normal + 18 2676 c.2550A>G

T A rs56279059by1000genomesMG-117-tumorMG-117-normal - 3 1034 c.502A>T

C T rs7240355byFrequency|by1000genomesMG-117-tumorMG-117-normal - 5 5238 c.5025G>A

C T MG-117-tumorMG-117-normal - 8 1260 c.1042G>A

C T MG-117-tumorMG-117-normal + 11 1509 c.1290C>T

A G MG-117-tumorMG-117-normal - 1 91 c.92T>C

A G MG-117-tumorMG-117-normal + 1 498 c.498A>G

G A rs4514247byFrequency|by1000genomesMG-117-tumorMG-117-normal - 3 878 c.808C>T

C T rs34488539by1000genomesMG-117-tumorMG-117-normal + 22 3555 c.3390C>T

T C rs7714670by1000genomesMG-117-tumorMG-117-normal + 6 849 c.673T>C

C T rs11121691byFrequency|by1000genomesMG-117-tumorMG-117-normal - 49 6985 c.6909G>A

C G rs11718329by1000genomesMG-117-tumorMG-117-normal + 4 719 c.647C>G

G A rs35296183byFrequency|by1000genomesMG-117-tumorMG-117-normal - 55 9794 c.8823C>T

T C rs2075252byFrequency|by1000genomesMG-117-tumorMG-117-normal - 66 12565 c.12280A>G

A G rs151306742by1000genomesMG-117-tumorMG-117-normal + 4 729 c.285A>G

C T rs2243380byFrequency|by1000genomesMG-117-tumorMG-117-normal - 6 698 c.500G>A

G A rs74483926byFrequency|by1000genomesMG-117-tumorMG-117-normal - 43 11197 c.10979C>T

T C rs5927083byFrequency|by1000genomesMG-117-tumorMG-117-normal - 14 1841 c.1635A>G

C T rs114966751byFrequency|by1000genomesMG-117-tumorMG-117-normal + 1 3089 c.129C>T

G C rs45469098by1000genomesMG-117-tumorMG-117-normal - 1 255 c.256C>G

C G rs149605490by1000genomesMG-117-tumorMG-117-normal + 3 1000 c.781C>G

T G rs1800275byFrequency|by1000genomesMG-117-tumorMG-117-normal - 48 7302 c.7096A>C

A G rs149271 by1000genomesMG-117-tumorMG-117-normal + 2 543 c.510A>G

T C rs3026101by1000genomesMG-117-tumorMG-117-normal + 14 2279 c.2055T>C

G A rs3810485by1000genomesMG-117-tumorMG-117-normal - 8 6116 c.6047C>T

A G MG-117-tumorMG-117-normal - 34 9393 c.9394T>C

C T MG-117-tumorMG-117-normal + 1 686 c.686C>T

C G MG-117-tumorMG-117-normal - 9 660 c.660G>C

G A rs34830600byFrequency|by1000genomesMG-117-tumorMG-117-normal - 8 2874 c.2805C>T

G A rs2271189byFrequency|by1000genomesMG-117-tumorMG-117-normal + 27 3788 c.3348G>A

C A rs6738031by1000genomesMG-117-tumorMG-117-normal - 18 3000 c.2874G>T

G A rs7853155by1000genomesMG-117-tumorMG-117-normal - 30 5337 c.5001C>T

G A rs3733415by1000genomesMG-117-tumorMG-117-normal - 2 601 c.392C>T

A T rs10817021by1000genomesMG-117-tumorMG-117-normal - 24 4324 c.3988T>A

C T MG-117-tumorMG-117-normal + 8 636 c.636C>T

T C rs72676907byFrequency|by1000genomesMG-117-tumorMG-117-normal + 3 517 c.327T>C

C T rs2229975by1000genomesMG-117-tumorMG-117-normal - 5 927 c.852G>A

G A rs3810490by1000genomesMG-117-tumorMG-117-normal - 6 2067 c.1998C>T

C A rs6453022by1000genomesMG-117-tumorMG-117-normal + 7 1027 c.851C>A



A G rs17078605byFrequency|by1000genomesMG-117-tumorMG-117-normal - 10 10694 c.10106T>C

A G rs180744 by1000genomesMG-117-tumorMG-117-normal + 2 1719 c.1686A>G

C T MG-117-tumorMG-117-normal - 8 1256 c.1038G>A

T C rs543304 byFrequency|by1000genomesMG-117-tumorMG-117-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-117-tumorMG-117-normal - 3 142 c.98T>G

G A rs2127898byFrequency|by1000genomesMG-117-tumorMG-117-normal - 6 1130 c.920C>T

A G MG-117-tumorMG-117-normal + 1 747 c.747A>G

G T MG-117-tumorMG-117-normal - 4 372 c.335C>A

G C MG-117-tumorMG-117-normal - 5 1009 c.1010C>G

G A MG-117-tumorMG-117-normal - 1 276 c.225C>T

C T rs3812458byFrequency|by1000genomesMG-117-tumorMG-117-normal + 22 2662 c.2385C>T

A C rs111540787byFrequencyMG-117-tumorMG-117-normal - 10 8927 c.8339T>G

G A rs2248407byFrequency|by1000genomesMG-117-tumorMG-117-normal - 4 1003 c.918C>T

C T rs61731566byFrequency|by1000genomesMG-117-tumorMG-117-normal - 4 1658 c.1287G>A

T G rs16019 by1000genomesMG-117-tumorMG-117-normal - 18 2191 c.2192A>C

A G rs4444457byFrequency|by1000genomesMG-117-tumorMG-117-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-117-tumorMG-117-normal - 10 9441 c.8853T>C

T C MG-117-tumorMG-117-normal + 1 726 c.726T>C

G A rs34575560byFrequency|by1000genomesMG-117-tumorMG-117-normal - 2 488 c.79C>T

C T rs1130233byFrequency|by1000genomesMG-117-tumorMG-117-normal - 8 2206 c.726G>A

A G rs1385600byFrequency|by1000genomesMG-117-tumorMG-117-normal - 5 1375 c.1290T>C

C T rs6432901by1000genomesMG-117-tumorMG-117-normal - 2 514 c.174G>A

C T rs17290559byFrequency|by1000genomesMG-117-tumorMG-117-normal + 21 2685 c.2508C>T

C T rs151174 by1000genomesMG-117-tumorMG-117-normal + 2 1740 c.1707C>T

T C rs1048500byFrequency|by1000genomesMG-117-tumorMG-117-normal + 2 1791 c.684T>C

G A rs55855602by1000genomesMG-117-tumorMG-117-normal - 3 1030 c.498C>T

T C rs4149056byFrequency|by1000genomesMG-117-tumorMG-117-normal + 6 617 c.521T>C

C T MG-117-tumorMG-117-normal + 1 166 c.114C>T

C T rs3814883byFrequency|by1000genomesMG-117-tumorMG-117-normal + 13 2402 c.1359C>T

G T rs138591330by1000genomesMG-117-tumorMG-117-normal - 27 8211 c.7863C>A

T A MG-117-tumorMG-117-normal - 6 1145 c.700A>T

G A MG-117-tumorMG-117-normal - 1 165 c.114C>T

C T rs2229071byFrequency|by1000genomesMG-117-tumorMG-117-normal + 11 2810 c.2429C>T

T C MG-117-tumorMG-117-normal + 13 3085 c.2972T>C

A G rs13223756byFrequency|by1000genomesMG-117-tumorMG-117-normal + 7 2144 c.1944A>G

C T MG-117-tumorMG-117-normal - 3 370 c.335G>A

G A MG-117-tumorMG-117-normal - 19 3621 c.3411C>T

G T rs7206111byFrequency|by1000genomesMG-117-tumorMG-117-normal - 9 1041 c.404C>A

C A rs146407996by1000genomesMG-117-tumorMG-117-normal - 3 1085 c.1086G>T

C T MG-117-tumorMG-117-normal - 1 565 c.514G>A

C A rs2230018byFrequency|by1000genomesMG-117-tumorMG-117-normal + 17 2218 c.2177C>A

C T rs2229265byFrequency|by1000genomesMG-117-tumorMG-117-normal - 54 10788 c.10503G>A

A G MG-117-tumorMG-117-normal - 3 1337 c.805T>C

G T rs918558 byFrequency|by1000genomesMG-117-tumorMG-117-normal + 1 2142 c.2142G>T

T C rs33910491byFrequency|by1000genomesMG-117-tumorMG-117-normal - 5 4949 c.4736A>G

G C rs2227910byFrequency|by1000genomesMG-117-tumorMG-117-normal + 2 1911 c.804G>C

T C MG-117-tumorMG-117-normal + 8 505 c.505T>C



A G MG-117-tumorMG-117-normal + 5 652 c.430A>G

C T rs1801187byFrequency|by1000genomesMG-117-tumorMG-117-normal - 37 5440 c.5234G>A

C G rs116640950by1000genomesMG-117-tumorMG-117-normal + 12 2373 c.2093C>G

A C rs881732 by1000genomesMG-117-tumorMG-117-normal + 17 1912 c.1092A>C

A G MG-117-tumorMG-117-normal + 1 718 c.718A>G

A G rs2074912byFrequency|by1000genomesMG-117-tumorMG-117-normal + 1 1709 c.1709A>G

C T rs55979329by1000genomesMG-117-tumorMG-117-normal - 3 1257 c.725G>A

G A rs142702316byFrequencyMG-117-tumorMG-117-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-117-tumorMG-117-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-117-tumorMG-117-normal + 2 1315 c.1282C>G

C T rs61978578byFrequency|by1000genomesMG-117-tumorMG-117-normal + 2 766 c.390C>T

T C rs41315020byFrequency|by1000genomesMG-118-tumorMG-118-normal - 8 1497 c.909A>G

A G rs3737940byFrequency|by1000genomesMG-118-tumorMG-118-normal + 7 3183 c.3138A>G

T G rs997983 byFrequency|by1000genomesMG-118-tumorMG-118-normal - 9 2266 c.1891A>C

C T rs1386356byFrequency|by1000genomesMG-118-tumorMG-118-normal - 85 14018 c.13047G>A

C T rs3811444byFrequency|by1000genomesMG-118-tumorMG-118-normal + 6 1169 c.1121C>T

C T MG-118-tumorMG-118-normal - 3 300 c.263G>A

C T rs1960159by1000genomesMG-118-tumorMG-118-normal + 1 489 c.189C>T

C T MG-118-tumorMG-118-normal + 3 423 c.43C>T

G A rs12022217byFrequency|by1000genomesMG-118-tumorMG-118-normal - 3 4602 c.4530C>T

T C rs2229992byFrequency|by1000genomesMG-118-tumorMG-118-normal + 12 1838 c.1458T>C

G T rs12568784byFrequency|by1000genomesMG-118-tumorMG-118-normal - 3 7202 c.7130C>A

C T rs2931423by1000genomesMG-118-tumorMG-118-normal + 19 2459 c.2283C>T

G A rs7853155by1000genomesMG-118-tumorMG-118-normal - 30 5337 c.5001C>T

A T MG-118-tumorMG-118-normal + 5 625 c.403A>T

T C rs141049734byFrequencyMG-118-tumorMG-118-normal - 18 3186 c.2968A>G

G A MG-118-tumorMG-118-normal + 1 130 c.78G>A

A C rs10104558byFrequency|by1000genomesMG-118-tumorMG-118-normal + 3 1104 c.950A>C

A G rs2929158by1000genomesMG-118-tumorMG-118-normal - 19 4373 c.4163T>C

T G rs1998206byFrequency|by1000genomesMG-118-tumorMG-118-normal - 5 631 c.433A>C

C T rs62478357byFrequencyMG-118-tumorMG-118-normal - 8 1268 c.1050G>A

T G rs143234858by1000genomesMG-118-tumorMG-118-normal + 1 1519 c.1219T>G

C A rs138908625byFrequency|by1000genomesMG-118-tumorMG-118-normal - 8 1357 c.1139G>T

C A rs3739298byFrequency|by1000genomesMG-118-tumorMG-118-normal - 9 2230 c.1821G>T

T C rs3755806byFrequency|by1000genomesMG-118-tumorMG-118-normal - 15 2117 c.2115A>G

G A rs7234999byFrequency|by1000genomesMG-118-tumorMG-118-normal - 5 5512 c.5299C>T

T C rs74356608 MG-118-tumorMG-118-normal + 15 1328 c.1328T>C

C A rs2973558by1000genomesMG-118-tumorMG-118-normal + 20 2514 c.2338C>A

C G rs144385283byFrequency|by1000genomesMG-118-tumorMG-118-normal - 13 3766 c.3656G>C

G C rs2240 byFrequency|by1000genomesMG-118-tumorMG-118-normal - 13 2935 c.2560C>G

C G rs2298258byFrequency|by1000genomesMG-118-tumorMG-118-normal + 12 1698 c.1260C>G

G A rs7624750byFrequency|by1000genomesMG-118-tumorMG-118-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-118-tumorMG-118-normal - 18 3000 c.2874G>T

T C rs9851685byFrequency|by1000genomesMG-118-tumorMG-118-normal + 23 2508 c.2274T>C

C T rs731790 byFrequency|by1000genomesMG-118-tumorMG-118-normal - 19 2526 c.2433G>A

T G rs12963422byFrequency|by1000genomesMG-118-tumorMG-118-normal - 5 2988 c.2775A>C

T C rs2251219byFrequency|by1000genomesMG-118-tumorMG-118-normal - 26 4397 c.4395A>G



A G rs7762830by1000genomesMG-118-tumorMG-118-normal + 14 2120 c.1921A>G

C T rs17290169byFrequency|by1000genomesMG-118-tumorMG-118-normal + 15 2016 c.1839C>T

G A rs61738284byFrequency|by1000genomesMG-118-tumorMG-118-normal - 13 6005 c.5630C>T

G A rs3818831byFrequency|by1000genomesMG-118-tumorMG-118-normal - 2 193 c.121C>T

C T rs1966160 MG-118-tumorMG-118-normal - 1 143 c.144G>A

G A rs114420009byFrequency|by1000genomesMG-118-tumorMG-118-normal - 13 2667 c.2557C>T

A G MG-118-tumorMG-118-normal - 3 441 c.362T>C

G A MG-118-tumorMG-118-normal + 2 355 c.329G>A

C T rs3745762by1000genomesMG-118-tumorMG-118-normal + 6 2241 c.2047C>T

T C MG-118-tumorMG-118-normal + 8 505 c.505T>C

C T rs2229071byFrequency|by1000genomesMG-118-tumorMG-118-normal + 11 2810 c.2429C>T

C T rs1035938by1000genomesMG-118-tumorMG-118-normal + 6 1538 c.1344C>T

T C rs41266134byFrequency|by1000genomesMG-118-tumorMG-118-normal - 3 1625 c.1550A>G

T C MG-118-tumorMG-118-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-118-tumorMG-118-normal + 2 2118 c.2085A>G

C T rs7918199byFrequency|by1000genomesMG-118-tumorMG-118-normal - 13 5050 c.4675G>A

G C rs2227910byFrequency|by1000genomesMG-118-tumorMG-118-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-118-tumorMG-118-normal + 16 2064 c.1887T>A

G A rs2271189byFrequency|by1000genomesMG-118-tumorMG-118-normal + 27 3788 c.3348G>A

G T rs11054277 MG-118-tumorMG-118-normal - 3 652 c.617C>A

A G rs13346368by1000genomesMG-118-tumorMG-118-normal + 10 3324 c.3130A>G

C T rs17881168byFrequency|by1000genomesMG-118-tumorMG-118-normal + 2 551 c.168C>T

T C rs9646771by1000genomesMG-118-tumorMG-118-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-118-tumorMG-118-normal + 13 1856 c.1680A>G

C T MG-118-tumorMG-118-normal - 3 1193 c.661G>A

C G rs3818764by1000genomesMG-118-tumorMG-118-normal - 4 1331 c.995G>C

C T rs76844681 MG-118-tumorMG-118-normal - 16 2899 c.2681G>A

C T rs16843864byFrequency|by1000genomesMG-118-tumorMG-118-normal - 69 11621 c.10650G>A

T C rs1048500byFrequency|by1000genomesMG-118-tumorMG-118-normal + 2 1791 c.684T>C

C T rs28997582byFrequency|by1000genomesMG-118-tumorMG-118-normal + 29 4337 c.4053C>T

G A rs10082432byFrequency|by1000genomesMG-118-tumorMG-118-normal - 13 8757 c.8382C>T

A T MG-118-tumorMG-118-normal + 19 2573

C G rs143879890by1000genomesMG-118-tumorMG-118-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-118-tumorMG-118-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-118-tumorMG-118-normal - 19 3392 c.3393C>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-118-tumorMG-118-normal + 7 1597 c.1215T>C

A G rs4444457byFrequency|by1000genomesMG-118-tumorMG-118-normal - 54 9497 c.8526T>C

C T rs6432901by1000genomesMG-118-tumorMG-118-normal - 2 514 c.174G>A

A G rs138997916byFrequency|by1000genomesMG-118-tumorMG-118-normal - 3 2832 c.2760T>C

A G rs62177519 MG-118-tumorMG-118-normal + 4 919 c.825A>G

C T MG-118-tumorMG-118-normal - 1 103 c.104G>A

T C rs143332174by1000genomesMG-118-tumorMG-118-normal - 3 244 c.207A>G

A G rs6679449by1000genomesMG-118-tumorMG-118-normal - 3 1923 c.1851T>C

G C rs3088074byFrequency|by1000genomesMG-118-tumorMG-118-normal - 9 2999 c.2785C>G

T C rs7744765by1000genomesMG-118-tumorMG-118-normal + 14 1929 c.1730T>C

G A rs12366766 MG-118-tumorMG-118-normal + 48 8392 c.8283G>A

A C rs76504934by1000genomesMG-118-tumorMG-118-normal - 4 464 c.427T>G



T C rs10082391byFrequency|by1000genomesMG-118-tumorMG-118-normal - 13 8654 c.8279A>G

C G rs3817428by1000genomesMG-118-tumorMG-118-normal + 15 7493 c.7119C>G

G A rs1800742byFrequency|by1000genomesMG-118-tumorMG-118-normal + 11 1740 c.1110G>A

A G rs2074912byFrequency|by1000genomesMG-118-tumorMG-118-normal + 1 1709 c.1709A>G

T C rs141331335by1000genomesMG-118-tumorMG-118-normal + 2 368 c.342T>C

A G rs17443123by1000genomesMG-118-tumorMG-118-normal + 5 915 c.750A>G

C T rs7300444byFrequency|by1000genomesMG-118-tumorMG-118-normal + 19 5383 c.4740C>T

C T rs77376932byFrequencyMG-118-tumorMG-118-normal - 3 3235 c.3160G>A

G A MG-118-tumorMG-118-normal - 10 5050 c.4841C>T

G A rs16885 byFrequency|by1000genomesMG-118-tumorMG-118-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-118-tumorMG-118-normal - 15 3032 c.2696A>G

G A rs3810479byFrequency|by1000genomesMG-118-tumorMG-118-normal - 17 7692 c.7623C>T

C T rs2973571by1000genomesMG-118-tumorMG-118-normal + 12 1807 c.1631C>T

C T rs12777740byFrequency|by1000genomesMG-118-tumorMG-118-normal - 13 8321 c.7946G>A

T G rs78697077byFrequency|by1000genomesMG-118-tumorMG-118-normal - 34 5286 c.5068A>C

C T rs11591817byFrequency|by1000genomesMG-118-tumorMG-118-normal - 13 6002 c.5627G>A

G A rs77843571by1000genomesMG-118-tumorMG-118-normal + 12 1684 c.1494G>A

T C rs7935 byFrequency|by1000genomesMG-118-tumorMG-118-normal + 9 1808 c.1524T>C

G A rs143131546byFrequency|by1000genomesMG-118-tumorMG-118-normal + 8 851 c.606G>A

G C rs142674139byFrequency|by1000genomesMG-118-tumorMG-118-normal - 1 333 c.94C>G

C T rs7240355byFrequency|by1000genomesMG-118-tumorMG-118-normal - 5 5238 c.5025G>A

C T MG-118-tumorMG-118-normal - 8 1260 c.1042G>A

C T rs10082533byFrequency|by1000genomesMG-118-tumorMG-118-normal - 13 8753 c.8378G>A

T C rs7714670by1000genomesMG-118-tumorMG-118-normal + 6 849 c.673T>C

C T rs3796032byFrequency|by1000genomesMG-118-tumorMG-118-normal - 17 2381 c.1929G>A

G A rs20539 byFrequency|by1000genomesMG-118-tumorMG-118-normal + 20 3152 c.3111G>A

C T rs2271806byFrequency|by1000genomesMG-118-tumorMG-118-normal + 18 2822 c.2409C>T

G T rs918558 byFrequency|by1000genomesMG-118-tumorMG-118-normal + 1 2142 c.2142G>T

C T rs17605476by1000genomesMG-118-tumorMG-118-normal + 5 1338 c.1140C>T

T C rs2075252byFrequency|by1000genomesMG-118-tumorMG-118-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-118-tumorMG-118-normal + 1 196 c.196T>C

T C rs5927083byFrequency|by1000genomesMG-118-tumorMG-118-normal - 14 1841 c.1635A>G

A G rs13223756byFrequency|by1000genomesMG-118-tumorMG-118-normal + 7 2144 c.1944A>G

T C rs13286541by1000genomesMG-118-tumorMG-118-normal - 9 2245 c.1909A>G

G A rs144383071byFrequencyMG-118-tumorMG-118-normal - 3 3345 c.3270C>T

C T rs150436177 MG-118-tumorMG-118-normal - 38 6307 c.6063G>A

G A rs149181731byFrequencyMG-118-tumorMG-118-normal + 1 431 c.379G>A

C T rs4750936byFrequency|by1000genomesMG-118-tumorMG-118-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-118-tumorMG-118-normal - 8 1866 c.1491G>C

A G MG-118-tumorMG-118-normal + 13 1722 c.1628A>G

G A rs2973566by1000genomesMG-118-tumorMG-118-normal + 14 1930 c.1754G>A

G A rs17591320byFrequency|by1000genomesMG-118-tumorMG-118-normal - 3 657 c.466C>T

G A rs1062348byFrequency|by1000genomesMG-118-tumorMG-118-normal - 7 1005 c.846C>T

G T rs146238849byFrequency|by1000genomesMG-118-tumorMG-118-normal - 8 1391 c.1173C>A

T C rs72676907byFrequency|by1000genomesMG-118-tumorMG-118-normal + 3 517 c.327T>C

T C rs11570543byFrequency|by1000genomesMG-118-tumorMG-118-normal - 14 1839 c.1746A>G

G A rs11177 byFrequency|by1000genomesMG-118-tumorMG-118-normal + 3 290 c.80G>A



A G rs180744 by1000genomesMG-118-tumorMG-118-normal + 2 1719 c.1686A>G

C T MG-118-tumorMG-118-normal - 8 1256 c.1038G>A

G A rs74351250byFrequency|by1000genomesMG-118-tumorMG-118-normal - 9 1013 c.1014C>T

G C MG-118-tumorMG-118-normal - 5 1009 c.1010C>G

G A rs9789047by1000genomesMG-118-tumorMG-118-normal + 10 998 c.998G>A

T C rs17019360by1000genomesMG-118-tumorMG-118-normal + 17 2524 c.1800T>C

T C rs7716253by1000genomesMG-118-tumorMG-118-normal + 8 1121 c.945T>C

G A rs2289247byFrequency|by1000genomesMG-118-tumorMG-118-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-118-tumorMG-118-normal + 2 372 c.159T>C

G T rs138591330by1000genomesMG-118-tumorMG-118-normal - 27 8211 c.7863C>A

T C rs11016071byFrequency|by1000genomesMG-118-tumorMG-118-normal - 13 9086 c.8711A>G

G A rs143684430byFrequencyMG-118-tumorMG-118-normal - 3 6591 c.6516C>T

C T rs3731249byFrequency|by1000genomesMG-118-tumorMG-118-normal - 2 712 c.442G>A

G A rs9804992byFrequency|by1000genomesMG-118-tumorMG-118-normal + 11 3172 c.2529G>A

T C rs34341044byFrequency|by1000genomesMG-118-tumorMG-118-normal - 16 2591 c.2589A>G

C T rs2078478by1000genomesMG-118-tumorMG-118-normal - 5 411 c.392G>A

C T rs3743398by1000genomesMG-118-tumorMG-118-normal + 12 2965 c.2591C>T

G C rs45469098by1000genomesMG-118-tumorMG-118-normal - 1 255 c.256C>G

C G rs2509943byFrequency|by1000genomesMG-118-tumorMG-118-normal + 3 776 c.279C>G

C T rs3796031byFrequency|by1000genomesMG-118-tumorMG-118-normal - 17 2399 c.1947G>A

T C rs12990449byFrequency|by1000genomesMG-118-tumorMG-118-normal - 2 1114 c.143A>G

G A rs41312626by1000genomesMG-118-tumorMG-118-normal + 14 1770 c.1525G>A

C T rs151174 by1000genomesMG-118-tumorMG-118-normal + 2 1740 c.1707C>T

A C rs80303640by1000genomesMG-118-tumorMG-118-normal - 16 1415 c.1416T>G

G A rs4750685byFrequency|by1000genomesMG-118-tumorMG-118-normal - 13 4115 c.3740C>T

C G MG-118-tumorMG-118-normal + 1 407 c.355C>G

G A rs80198225 MG-118-tumorMG-118-normal + 8 527 c.527G>A

G A rs61814946byFrequency|by1000genomesMG-118-tumorMG-118-normal - 3 1785 c.1710C>T

C T MG-118-tumorMG-118-normal - 2 88

C A rs41292209by1000genomesMG-118-tumorMG-118-normal + 57 9141 c.8607C>A

C T MG-118-tumorMG-118-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-118-tumorMG-118-normal - 3 899 c.827G>A

G C rs142017909byFrequencyMG-118-tumorMG-118-normal - 12 1953 c.1743C>G

C T rs2229265byFrequency|by1000genomesMG-118-tumorMG-118-normal - 54 10788 c.10503G>A

T C rs41277507byFrequency|by1000genomesMG-118-tumorMG-118-normal - 4 1514 c.652A>G

T A rs17264436byFrequency|by1000genomesMG-118-tumorMG-118-normal - 21 3503 c.3501A>T

T C rs17364812byFrequency|by1000genomesMG-118-tumorMG-118-normal + 13 1219 c.1110T>C

G T rs147825872 MG-118-tumorMG-118-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-118-tumorMG-118-normal - 5 4949 c.4736A>G

G A rs12729662byFrequency|by1000genomesMG-118-tumorMG-118-normal - 3 8430 c.8355C>T

A G rs13288443byFrequency|by1000genomesMG-118-tumorMG-118-normal + 11 2036 c.1827A>G

A G rs149271 by1000genomesMG-118-tumorMG-118-normal + 2 543 c.510A>G

C T rs4802382by1000genomesMG-118-tumorMG-118-normal + 6 554 c.360C>T

G A MG-118-tumorMG-118-normal + 1 609 c.609G>A

A T rs10107774byFrequency|by1000genomesMG-118-tumorMG-118-normal + 3 1496 c.1342A>T

T C rs111331725by1000genomesMG-118-tumorMG-118-normal + 6 643 c.263T>C

C T rs10082504byFrequency|by1000genomesMG-118-tumorMG-118-normal - 14 10059 c.9684G>A



A G rs151306742by1000genomesMG-118-tumorMG-118-normal + 4 729 c.285A>G

C A rs6453022by1000genomesMG-118-tumorMG-118-normal + 7 1027 c.851C>A

T G rs1050767byFrequency|by1000genomesMG-118-tumorMG-118-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-118-tumorMG-118-normal + 6 583 c.538C>T

A G rs75639578 MG-118-tumorMG-118-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-118-tumorMG-118-normal + 2 1315 c.1282C>G

G A rs33969768byFrequency|by1000genomesMG-12-tumorMG-12-normal - 8 5863 c.5650C>T

C G MG-12-tumorMG-12-normal - 18 3600 c.3264G>C

T C rs4989318by1000genomesMG-12-tumorMG-12-normal - 4 1325 c.1130A>G

C A rs34400049byFrequency|by1000genomesMG-12-tumorMG-12-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-12-tumorMG-12-normal + 7 3183 c.3138A>G

T C rs831043 byFrequency|by1000genomesMG-12-tumorMG-12-normal - 21 3354 c.3069A>G

G T MG-12-tumorMG-12-normal + 4 391 c.314G>T

C T rs2293347byFrequency|by1000genomesMG-12-tumorMG-12-normal + 25 3159 c.2982C>T

C T rs2286007byFrequency|by1000genomesMG-12-tumorMG-12-normal + 8 2637 c.1994C>T

C T rs1386356byFrequency|by1000genomesMG-12-tumorMG-12-normal - 85 14018 c.13047G>A

G A rs3809974byFrequency|by1000genomesMG-12-tumorMG-12-normal - 5 2864 c.2651C>T

T C MG-12-tumorMG-12-normal + 1 1026 c.1026T>C

C T rs115600896byFrequency|by1000genomesMG-12-tumorMG-12-normal - 7 748 c.478G>A

G T rs2075249byFrequency|by1000genomesMG-12-tumorMG-12-normal - 21 3339 c.3054C>A

G A rs35664708byFrequency|by1000genomesMG-12-tumorMG-12-normal + 16 2470 c.2271G>A

A G MG-12-tumorMG-12-normal - 18 2993 c.2867T>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-12-tumorMG-12-normal + 6 830 c.282G>C

C T rs77070978byFrequency|by1000genomesMG-12-tumorMG-12-normal + 32 4799 c.4590C>T

G T rs74942016byFrequency|by1000genomesMG-12-tumorMG-12-normal + 9 1322 c.805G>T

C T rs9105 byFrequency|by1000genomesMG-12-tumorMG-12-normal + 33 4964 c.4680C>T

G A rs1062348byFrequency|by1000genomesMG-12-tumorMG-12-normal - 7 1005 c.846C>T

T C rs766894 by1000genomesMG-12-tumorMG-12-normal + 25 2461 c.2295T>C

T G rs3208659 MG-12-tumorMG-12-normal - 7 871 c.778A>C

G A rs139799138byFrequencyMG-12-tumorMG-12-normal - 3 6574 c.6499C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-12-tumorMG-12-normal + 17 2594 c.2046A>C

C T rs61730641by1000genomesMG-12-tumorMG-12-normal + 46 7637 c.7157C>T

C T MG-12-tumorMG-12-normal - 19 10997 c.10788G>A

C T rs2853346byFrequency|by1000genomesMG-12-tumorMG-12-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-12-tumorMG-12-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-12-tumorMG-12-normal - 9 1710 c.1496C>T

C A rs2973558by1000genomesMG-12-tumorMG-12-normal + 20 2514 c.2338C>A

A G MG-12-tumorMG-12-normal + 1 472 c.472A>G

G A MG-12-tumorMG-12-normal + 1 271 c.271G>A

G A rs7624750byFrequency|by1000genomesMG-12-tumorMG-12-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-12-tumorMG-12-normal - 18 3000 c.2874G>T

T C rs9851685byFrequency|by1000genomesMG-12-tumorMG-12-normal + 23 2508 c.2274T>C

A C rs74875648 MG-12-tumorMG-12-normal - 5 524 c.431T>G

C T MG-12-tumorMG-12-normal + 19 2845 c.2121C>T

T G rs10817033by1000genomesMG-12-tumorMG-12-normal - 8 2079 c.1743A>C

A G rs2227973byFrequency|by1000genomesMG-12-tumorMG-12-normal + 2 2571 c.2459A>G

T G rs12963422byFrequency|by1000genomesMG-12-tumorMG-12-normal - 5 2988 c.2775A>C



G A rs2973566by1000genomesMG-12-tumorMG-12-normal + 14 1930 c.1754G>A

G A rs2229266byFrequency|by1000genomesMG-12-tumorMG-12-normal - 6 924 c.639C>T

C T rs77440865by1000genomesMG-12-tumorMG-12-normal - 10 1226 c.1133G>A

G A rs13007735byFrequency|by1000genomesMG-12-tumorMG-12-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-12-tumorMG-12-normal + 14 2120 c.1921A>G

A G rs112400142byFrequency|by1000genomesMG-12-tumorMG-12-normal - 17 2298 c.2211T>C

G A rs11549105byFrequency|by1000genomesMG-12-tumorMG-12-normal - 6 1228 c.1224C>T

T C rs143638171byFrequency|by1000genomesMG-12-tumorMG-12-normal + 16 3766 c.3386T>C

G A rs3810485by1000genomesMG-12-tumorMG-12-normal - 8 6116 c.6047C>T

C T rs1043141byFrequency|by1000genomesMG-12-tumorMG-12-normal + 4 2376 c.342C>T

G C rs13397109byFrequency|by1000genomesMG-12-tumorMG-12-normal - 41 7911 c.7626C>G

G T MG-12-tumorMG-12-normal + 2 761 c.734G>T

T C rs1805129byFrequency|by1000genomesMG-12-tumorMG-12-normal - 2 327 c.252A>G

G A rs143927847byFrequency|by1000genomesMG-12-tumorMG-12-normal + 16 3851 c.3471G>A

T A rs17337023byFrequency|by1000genomesMG-12-tumorMG-12-normal + 16 2064 c.1887T>A

G A rs1713982byFrequency|by1000genomesMG-12-tumorMG-12-normal + 15 2261 c.1848G>A

A G rs1136159byFrequency|by1000genomesMG-12-tumorMG-12-normal - 10 1068 c.860T>C

T A MG-12-tumorMG-12-normal - 1 503 c.504A>T

C T rs34307082byFrequency|by1000genomesMG-12-tumorMG-12-normal + 6 863 c.629C>T

T C rs9646771by1000genomesMG-12-tumorMG-12-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-12-tumorMG-12-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-12-tumorMG-12-normal + 14 2279 c.2055T>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-12-tumorMG-12-normal + 1 3698 c.738G>A

C T rs61752773byFrequency|by1000genomesMG-12-tumorMG-12-normal - 4 887 c.677G>A

C A rs6453022by1000genomesMG-12-tumorMG-12-normal + 7 1027 c.851C>A

T A rs121913284 MG-12-tumorMG-12-normal + 5 1192 c.1035T>A

C G rs143879890by1000genomesMG-12-tumorMG-12-normal - 16 2320 c.2233G>C

T G rs1058201 MG-12-tumorMG-12-normal - 3 297 c.204A>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-12-tumorMG-12-normal + 7 1597 c.1215T>C

T C rs7935 byFrequency|by1000genomesMG-12-tumorMG-12-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-12-tumorMG-12-normal - 2 514 c.174G>A

C T rs7240355byFrequency|by1000genomesMG-12-tumorMG-12-normal - 5 5238 c.5025G>A

C T rs12155677byFrequency|by1000genomesMG-12-tumorMG-12-normal - 32 5524 c.5280G>A

C T rs1130233byFrequency|by1000genomesMG-12-tumorMG-12-normal - 8 2206 c.726G>A

G A rs17065139byFrequency|by1000genomesMG-12-tumorMG-12-normal - 5 3795 c.3582C>T

A G rs61753736byFrequency|by1000genomesMG-12-tumorMG-12-normal - 66 10707 c.10463T>C

G A rs35037984byFrequency|by1000genomesMG-12-tumorMG-12-normal - 29 3161 c.2782C>T

C T rs3749645by1000genomesMG-12-tumorMG-12-normal + 24 3194 c.3018C>T

A G rs9667 by1000genomesMG-12-tumorMG-12-normal + 3 354 c.168A>G

C T rs11558834byFrequency|by1000genomesMG-12-tumorMG-12-normal + 11 3321 c.2940C>T

A C rs881732 by1000genomesMG-12-tumorMG-12-normal + 17 1912 c.1092A>C

C G MG-12-tumorMG-12-normal + 23 6978 c.6335C>G

T C rs2275483|rs12567786by1000genomesMG-12-tumorMG-12-normal - 18 3121 c.2703A>G

G A rs16885 byFrequency|by1000genomesMG-12-tumorMG-12-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-12-tumorMG-12-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-12-tumorMG-12-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-12-tumorMG-12-normal + 12 1838 c.1458T>C



T C rs2241190byFrequency|by1000genomesMG-12-tumorMG-12-normal - 17 2745 c.2460A>G

T A rs112175378byFrequency|by1000genomesMG-12-tumorMG-12-normal - 8 1492 c.556A>T

T C rs7275 by1000genomesMG-12-tumorMG-12-normal + 35 5267 c.4983T>C

G A rs17656599byFrequency|by1000genomesMG-12-tumorMG-12-normal - 12 2007 c.1823C>T

T G rs1889323by1000genomesMG-12-tumorMG-12-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-12-tumorMG-12-normal - 24 4324 c.3988T>A

T C MG-12-tumorMG-12-normal + 1 1281 c.1281T>C

T C rs1050476byFrequency|by1000genomesMG-12-tumorMG-12-normal + 7 2254 c.1695T>C

G C rs60140950byFrequency|by1000genomesMG-12-tumorMG-12-normal + 9 986 c.767G>C

G A rs35296183byFrequency|by1000genomesMG-12-tumorMG-12-normal - 55 9794 c.8823C>T

T C rs4149056byFrequency|by1000genomesMG-12-tumorMG-12-normal + 6 617 c.521T>C

C T rs62077268 MG-12-tumorMG-12-normal - 3 262 c.169G>A

T C rs5927083byFrequency|by1000genomesMG-12-tumorMG-12-normal - 14 1841 c.1635A>G

G C rs45469098by1000genomesMG-12-tumorMG-12-normal - 1 255 c.256C>G

A G rs149271 by1000genomesMG-12-tumorMG-12-normal + 2 543 c.510A>G

G A rs7853155by1000genomesMG-12-tumorMG-12-normal - 30 5337 c.5001C>T

G A rs3733415by1000genomesMG-12-tumorMG-12-normal - 2 601 c.392C>T

A G rs3208627 MG-12-tumorMG-12-normal - 2 153 c.60T>C

C A MG-12-tumorMG-12-normal + 12 1060 c.962C>A

T G MG-12-tumorMG-12-normal - 23 4183 c.3847A>C

A C rs62077264 MG-12-tumorMG-12-normal - 7 854 c.761T>G

T C rs1002519byFrequency|by1000genomesMG-12-tumorMG-12-normal + 1 196 c.196T>C

A G MG-12-tumorMG-12-normal + 1 47 c.47A>G

A G rs180744 by1000genomesMG-12-tumorMG-12-normal + 2 1719 c.1686A>G

G A MG-12-tumorMG-12-normal + 1 7 c.7G>A

G A rs11551685byFrequency|by1000genomesMG-12-tumorMG-12-normal - 16 7464 c.7395C>T

T C rs543304 byFrequency|by1000genomesMG-12-tumorMG-12-normal + 11 4034 c.3807T>C

G C MG-12-tumorMG-12-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-12-tumorMG-12-normal + 22 2662 c.2385C>T

T C rs831042 byFrequency|by1000genomesMG-12-tumorMG-12-normal - 24 3945 c.3660A>G

T C rs7716253by1000genomesMG-12-tumorMG-12-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-12-tumorMG-12-normal - 54 9497 c.8526T>C

A G rs40831 by1000genomesMG-12-tumorMG-12-normal + 2 2118 c.2085A>G

C G rs2509943byFrequency|by1000genomesMG-12-tumorMG-12-normal + 3 776 c.279C>G

A C rs78767626byFrequency|by1000genomesMG-12-tumorMG-12-normal + 19 2007 c.1773A>C

T G rs41292149byFrequencyMG-12-tumorMG-12-normal - 3 525 c.181A>C

C T rs151174 by1000genomesMG-12-tumorMG-12-normal + 2 1740 c.1707C>T

A C rs80303640by1000genomesMG-12-tumorMG-12-normal - 16 1415 c.1416T>G

T C rs17065127byFrequency|by1000genomesMG-12-tumorMG-12-normal - 5 5401 c.5188A>G

T C rs62077266 MG-12-tumorMG-12-normal - 3 311 c.218A>G

C T rs3814883byFrequency|by1000genomesMG-12-tumorMG-12-normal + 13 2402 c.1359C>T

G A rs1718878byFrequency|by1000genomesMG-12-tumorMG-12-normal + 13 2003 c.1590G>A

A G rs11016073byFrequency|by1000genomesMG-12-tumorMG-12-normal - 13 6677 c.6302T>C

T C rs111331725by1000genomesMG-12-tumorMG-12-normal + 6 643 c.263T>C

G C rs2240089byFrequency|by1000genomesMG-12-tumorMG-12-normal - 12 3187 c.3003C>G

G A rs141180155byFrequency|by1000genomesMG-12-tumorMG-12-normal - 16 2460 c.2175C>T

G A rs2227983byFrequency|by1000genomesMG-12-tumorMG-12-normal + 13 1739 c.1562G>A



A T rs6685892byFrequency|by1000genomesMG-12-tumorMG-12-normal - 34 7560 c.7341T>A

G A MG-12-tumorMG-12-normal - 38 8012 c.7794C>T

G T rs918558 byFrequency|by1000genomesMG-12-tumorMG-12-normal + 1 2142 c.2142G>T

G T rs147825872 MG-12-tumorMG-12-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-12-tumorMG-12-normal - 5 4949 c.4736A>G

C T rs1801187byFrequency|by1000genomesMG-12-tumorMG-12-normal - 37 5440 c.5234G>A

G A rs7234999byFrequency|by1000genomesMG-12-tumorMG-12-normal - 5 5512 c.5299C>T

G C rs62077263 MG-12-tumorMG-12-normal - 7 916 c.823C>G

T A MG-12-tumorMG-12-normal + 6 698 c.629T>A

G A rs11549106byFrequency|by1000genomesMG-12-tumorMG-12-normal - 4 895 c.891C>T

C G rs180743 by1000genomesMG-12-tumorMG-12-normal + 2 1315 c.1282C>G

T C rs138996626byFrequency|by1000genomesMG-12-tumorMG-12-normal - 8 2076 c.1105A>G

C T rs75212846byFrequency|by1000genomesMG-120-tumorMG-120-normal - 35 6033 c.5697G>A

T C rs4989318by1000genomesMG-120-tumorMG-120-normal - 4 1325 c.1130A>G

A G rs3737940byFrequency|by1000genomesMG-120-tumorMG-120-normal + 7 3183 c.3138A>G

T G rs997983 byFrequency|by1000genomesMG-120-tumorMG-120-normal - 9 2266 c.1891A>C

T C rs139786530byFrequency|by1000genomesMG-120-tumorMG-120-normal - 39 6447 c.6203A>G

C T rs1386356byFrequency|by1000genomesMG-120-tumorMG-120-normal - 85 14018 c.13047G>A

C T rs3811444byFrequency|by1000genomesMG-120-tumorMG-120-normal + 6 1169 c.1121C>T

G A rs147488144byFrequencyMG-120-tumorMG-120-normal - 12 1385 c.1383C>T

G T rs71238527by1000genomesMG-120-tumorMG-120-normal + 3 639 c.494G>T

C A rs34400049byFrequency|by1000genomesMG-120-tumorMG-120-normal + 14 2474 c.2092C>A

G A rs3810188byFrequency|by1000genomesMG-120-tumorMG-120-normal - 2 1528 c.1173C>T

C T MG-120-tumorMG-120-normal + 1 142 c.142C>T

G A rs11168830by1000genomesMG-120-tumorMG-120-normal - 41 13688 c.13689C>T

C T rs1800268byFrequency|by1000genomesMG-120-tumorMG-120-normal - 23 3227 c.3021G>A

G A rs2880956 MG-120-tumorMG-120-normal + 15 1268 c.1268G>A

C T rs141383715byFrequencyMG-120-tumorMG-120-normal + 17 3444 c.2809C>T

G A rs61751542by1000genomesMG-120-tumorMG-120-normal - 25 4204 c.4129C>T

C T MG-120-tumorMG-120-normal + 18 1623 c.1623C>T

T G rs1998206byFrequency|by1000genomesMG-120-tumorMG-120-normal - 5 631 c.433A>C

C T rs62478357byFrequencyMG-120-tumorMG-120-normal - 8 1268 c.1050G>A

G A rs2853344byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 2990 c.2615C>T

T C rs766894 by1000genomesMG-120-tumorMG-120-normal + 25 2461 c.2295T>C

C A rs3739298byFrequency|by1000genomesMG-120-tumorMG-120-normal - 9 2230 c.1821G>T

G A rs117187677byFrequency|by1000genomesMG-120-tumorMG-120-normal - 38 7709 c.7491C>T

G A rs2127898byFrequency|by1000genomesMG-120-tumorMG-120-normal - 6 1130 c.920C>T

G C rs142017909byFrequencyMG-120-tumorMG-120-normal - 12 1953 c.1743C>G

G A rs77042968byFrequency|by1000genomesMG-120-tumorMG-120-normal + 6 1061 c.583G>A

T C rs3755806byFrequency|by1000genomesMG-120-tumorMG-120-normal - 15 2117 c.2115A>G

G C rs138227822byFrequency|by1000genomesMG-120-tumorMG-120-normal + 3 1005 c.851G>C

G A rs2228000byFrequency|by1000genomesMG-120-tumorMG-120-normal - 9 1710 c.1496C>T

T C rs61734875by1000genomesMG-120-tumorMG-120-normal + 25 3470 c.3294T>C

G A rs2248407byFrequency|by1000genomesMG-120-tumorMG-120-normal - 4 1003 c.918C>T

G C rs2240 byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 2935 c.2560C>G

G A rs7624750byFrequency|by1000genomesMG-120-tumorMG-120-normal + 4 707 c.473G>A

A G MG-120-tumorMG-120-normal + 1 921 c.921A>G



C A rs6738031by1000genomesMG-120-tumorMG-120-normal - 18 3000 c.2874G>T

G A rs111789308byFrequency|by1000genomesMG-120-tumorMG-120-normal - 19 4446 c.4236C>T

G C rs2227910byFrequency|by1000genomesMG-120-tumorMG-120-normal + 2 1911 c.804G>C

C T rs55669340byFrequencyMG-120-tumorMG-120-normal + 17 2224 c.2047C>T

T C rs9646771by1000genomesMG-120-tumorMG-120-normal - 4 787 c.447A>G

C T rs2274550by1000genomesMG-120-tumorMG-120-normal + 54 8820 c.8286C>T

C G rs3818764by1000genomesMG-120-tumorMG-120-normal - 4 1331 c.995G>C

G C rs149373512byFrequency|by1000genomesMG-120-tumorMG-120-normal - 38 8175 c.7957C>G

T C rs2251219byFrequency|by1000genomesMG-120-tumorMG-120-normal - 26 4397 c.4395A>G

T C rs9851685byFrequency|by1000genomesMG-120-tumorMG-120-normal + 23 2508 c.2274T>C

G T rs148069128byFrequencyMG-120-tumorMG-120-normal - 13 1531 c.1491C>A

C T MG-120-tumorMG-120-normal - 1 305 c.306G>A

T C rs28489116by1000genomesMG-120-tumorMG-120-normal - 10 5194 c.4985A>G

G A rs61738284byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 6005 c.5630C>T

A G MG-120-tumorMG-120-normal + 1 414 c.414A>G

C T rs1043141byFrequency|by1000genomesMG-120-tumorMG-120-normal + 4 2376 c.342C>T

A G rs41278435by1000genomesMG-120-tumorMG-120-normal - 38 9715 c.9379T>C

C T rs151233 by1000genomesMG-120-tumorMG-120-normal + 2 99 c.66C>T

G A rs17336988byFrequency|by1000genomesMG-120-tumorMG-120-normal + 16 2273 c.2028G>A

C T rs7918199byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 5050 c.4675G>A

C T MG-120-tumorMG-120-normal + 6 1287 c.913C>T

A G MG-120-tumorMG-120-normal + 1 117 c.117A>G

G A rs1718878byFrequency|by1000genomesMG-120-tumorMG-120-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-120-tumorMG-120-normal + 16 2064 c.1887T>A

C T rs151182657byFrequencyMG-120-tumorMG-120-normal - 9 1295 c.1263G>A

C G rs2282302byFrequency|by1000genomesMG-120-tumorMG-120-normal - 3 965 c.893G>C

A G rs121909633 MG-120-tumorMG-120-normal - 7 1840 c.899T>C

G A rs1713982byFrequency|by1000genomesMG-120-tumorMG-120-normal + 15 2261 c.1848G>A

G T rs11054277 MG-120-tumorMG-120-normal - 3 652 c.617C>A

C T MG-120-tumorMG-120-normal + 1 221 c.221C>T

A G MG-120-tumorMG-120-normal - 15 1346 c.1346T>C

T C MG-120-tumorMG-120-normal + 1 957 c.957T>C

C T rs34307082byFrequency|by1000genomesMG-120-tumorMG-120-normal + 6 863 c.629C>T

G A rs16825150byFrequency|by1000genomesMG-120-tumorMG-120-normal + 7 954 c.909G>A

G C rs11611231by1000genomesMG-120-tumorMG-120-normal + 9 2190 c.2190G>C

G A MG-120-tumorMG-120-normal - 4 836 c.837C>T

A G rs2973568by1000genomesMG-120-tumorMG-120-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-120-tumorMG-120-normal + 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-120-tumorMG-120-normal - 5 2988 c.2775A>C

G A rs76469101byFrequency|by1000genomesMG-120-tumorMG-120-normal - 35 5969 c.5633C>T

G A rs3810490by1000genomesMG-120-tumorMG-120-normal - 6 2067 c.1998C>T

G A rs3827025by1000genomesMG-120-tumorMG-120-normal - 6 2094 c.2025C>T

T A rs41305611by1000genomesMG-120-tumorMG-120-normal - 3 1170 c.834A>T

T C rs1048500byFrequency|by1000genomesMG-120-tumorMG-120-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-120-tumorMG-120-normal - 39 9817 c.9481T>A

C T rs139729752byFrequencyMG-120-tumorMG-120-normal - 3 398 c.328G>A

A C rs45525440byFrequency|by1000genomesMG-120-tumorMG-120-normal - 7 875 c.855T>G



G A rs10082432byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-120-tumorMG-120-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-120-tumorMG-120-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-120-tumorMG-120-normal - 19 3392 c.3393C>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-120-tumorMG-120-normal + 7 1597 c.1215T>C

C T rs2285975byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 2445 c.2256G>A

C T rs7240355byFrequency|by1000genomesMG-120-tumorMG-120-normal - 5 5238 c.5025G>A

C T rs140871032byFrequency|by1000genomesMG-120-tumorMG-120-normal + 4 664 c.220C>T

C T MG-120-tumorMG-120-normal - 1 103 c.104G>A

G A MG-120-tumorMG-120-normal + 1 543 c.543G>A

G C rs3088074byFrequency|by1000genomesMG-120-tumorMG-120-normal - 9 2999 c.2785C>G

C T rs26505 byFrequency|by1000genomesMG-120-tumorMG-120-normal + 1 144 c.57C>T

C T rs3745764byFrequency|by1000genomesMG-120-tumorMG-120-normal + 9 2705 c.1064C>T

T C MG-120-tumorMG-120-normal + 1 84 c.84T>C

C T rs3743398by1000genomesMG-120-tumorMG-120-normal + 12 2965 c.2591C>T

G A rs9804992byFrequency|by1000genomesMG-120-tumorMG-120-normal + 11 3172 c.2529G>A

G T rs41296069by1000genomesMG-120-tumorMG-120-normal - 11 2415 c.2079C>A

A G rs41304446 MG-120-tumorMG-120-normal + 16 5307 c.5307A>G

G T rs6748626byFrequency|by1000genomesMG-120-tumorMG-120-normal - 20 4043 c.3072C>A

C G rs3817428by1000genomesMG-120-tumorMG-120-normal + 15 7493 c.7119C>G

T C rs2450122byFrequency|by1000genomesMG-120-tumorMG-120-normal - 10 2089 c.2004A>G

G A rs34949187by1000genomesMG-120-tumorMG-120-normal + 6 1198 c.824G>A

A G rs17443123by1000genomesMG-120-tumorMG-120-normal + 5 915 c.750A>G

T A rs2060198byFrequency|by1000genomesMG-120-tumorMG-120-normal + 27 5204 c.4914T>A

G A rs16885 byFrequency|by1000genomesMG-120-tumorMG-120-normal - 9 3193 c.2257C>T

A G rs9667 by1000genomesMG-120-tumorMG-120-normal + 3 354 c.168A>G

C T rs12777740byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 8321 c.7946G>A

C T MG-120-tumorMG-120-normal - 6 790 c.731G>A

C T rs11591817byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 6002 c.5627G>A

C T rs4822790byFrequency|by1000genomesMG-120-tumorMG-120-normal + 15 2042 c.1683C>T

T C rs7714670by1000genomesMG-120-tumorMG-120-normal + 6 849 c.673T>C

T C rs7275 by1000genomesMG-120-tumorMG-120-normal + 35 5267 c.4983T>C

A G rs826549 by1000genomesMG-120-tumorMG-120-normal + 18 2676 c.2550A>G

C T MG-120-tumorMG-120-normal - 1 153 c.102G>A

T C MG-120-tumorMG-120-normal - 5 3061 c.2848A>G

C T MG-120-tumorMG-120-normal - 8 1260 c.1042G>A

T C rs34642709byFrequency|by1000genomesMG-120-tumorMG-120-normal + 1 2426 c.1560T>C

T C MG-120-tumorMG-120-normal + 1 1398 c.1398T>C

G A rs6089925byFrequency|by1000genomesMG-120-tumorMG-120-normal - 4 729 c.660C>T

C T rs17605476by1000genomesMG-120-tumorMG-120-normal + 5 1338 c.1140C>T

G C MG-120-tumorMG-120-normal - 5 1009 c.1010C>G

G A rs59505617by1000genomesMG-120-tumorMG-120-normal - 6 1756 c.1434C>T

A G rs16831887byFrequency|by1000genomesMG-120-tumorMG-120-normal + 9 2111 c.2023A>G

A T rs7095325byFrequency|by1000genomesMG-120-tumorMG-120-normal - 7 1087 c.712T>A

T C rs2075252byFrequency|by1000genomesMG-120-tumorMG-120-normal - 66 12565 c.12280A>G

T C MG-120-tumorMG-120-normal - 3 305 c.270A>G

T C rs1002519byFrequency|by1000genomesMG-120-tumorMG-120-normal + 1 196 c.196T>C



T G rs41279045byFrequency|by1000genomesMG-120-tumorMG-120-normal - 36 6228 c.5892A>C

C G rs11718329by1000genomesMG-120-tumorMG-120-normal + 4 719 c.647C>G

C T rs10082533byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 8753 c.8378G>A

T C rs143332174by1000genomesMG-120-tumorMG-120-normal - 3 244 c.207A>G

C T rs35033501by1000genomesMG-120-tumorMG-120-normal - 16 3381 c.3324G>A

T C rs41300566byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 3805 c.3430A>G

G A rs34830600byFrequency|by1000genomesMG-120-tumorMG-120-normal - 8 2874 c.2805C>T

T C MG-120-tumorMG-120-normal + 1 108 c.108T>C

C T rs4750936byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 4011 c.3636G>A

G A rs2271189byFrequency|by1000genomesMG-120-tumorMG-120-normal + 27 3788 c.3348G>A

C G rs11016076byFrequency|by1000genomesMG-120-tumorMG-120-normal - 8 1866 c.1491G>C

A T rs142508835by1000genomesMG-120-tumorMG-120-normal - 34 5872 c.5536T>A

A C rs1052908 MG-120-tumorMG-120-normal + 4 1261 c.1158A>C

G A rs1062348byFrequency|by1000genomesMG-120-tumorMG-120-normal - 7 1005 c.846C>T

C T rs61748210byFrequency|by1000genomesMG-120-tumorMG-120-normal - 30 2928 c.2898G>A

C A rs6453022by1000genomesMG-120-tumorMG-120-normal + 7 1027 c.851C>A

G A rs11177 byFrequency|by1000genomesMG-120-tumorMG-120-normal + 3 290 c.80G>A

T C rs10817025by1000genomesMG-120-tumorMG-120-normal - 15 3032 c.2696A>G

C T rs17290169byFrequency|by1000genomesMG-120-tumorMG-120-normal + 15 2016 c.1839C>T

C T rs6432901by1000genomesMG-120-tumorMG-120-normal - 2 514 c.174G>A

T C rs543304 byFrequency|by1000genomesMG-120-tumorMG-120-normal + 11 4034 c.3807T>C

C A rs79011039byFrequency|by1000genomesMG-120-tumorMG-120-normal + 6 1050 c.572C>A

A C rs76437836byFrequencyMG-120-tumorMG-120-normal - 3 142 c.98T>G

C G rs45438392byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 5825 c.5450G>C

C T rs3135867byFrequency|by1000genomesMG-120-tumorMG-120-normal + 4 673 c.417C>T

G T rs138591330by1000genomesMG-120-tumorMG-120-normal - 27 8211 c.7863C>A

C T rs12982642by1000genomesMG-120-tumorMG-120-normal + 12 1688 c.1272C>T

C A rs41306015byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 4052 c.3677G>T

G A rs61744341byFrequency|by1000genomesMG-120-tumorMG-120-normal + 3 788 c.675G>A

T C rs7716253by1000genomesMG-120-tumorMG-120-normal + 8 1121 c.945T>C

A C rs76504934by1000genomesMG-120-tumorMG-120-normal - 4 464 c.427T>G

A G rs28647489by1000genomesMG-120-tumorMG-120-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-120-tumorMG-120-normal - 54 9497 c.8526T>C

G A rs2289247byFrequency|by1000genomesMG-120-tumorMG-120-normal + 11 1273 c.1063G>A

T C rs11016071byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 9086 c.8711A>G

C T rs1130233byFrequency|by1000genomesMG-120-tumorMG-120-normal - 8 2206 c.726G>A

T C rs2072736byFrequency|by1000genomesMG-120-tumorMG-120-normal - 8 1410 c.474A>G

G C rs45469098by1000genomesMG-120-tumorMG-120-normal - 1 255 c.256C>G

T C rs41276710by1000genomesMG-120-tumorMG-120-normal + 36 4750 c.4485T>C

A T rs1063536byFrequency|by1000genomesMG-120-tumorMG-120-normal - 4 612 c.237T>A

A G rs28434205byFrequencyMG-120-tumorMG-120-normal + 1 593 c.348A>G

C T MG-120-tumorMG-120-normal + 2 394 c.167C>T

T C rs10082391byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 8654 c.8279A>G

G A MG-120-tumorMG-120-normal - 15 1313 c.1313C>T

A C rs78767626byFrequency|by1000genomesMG-120-tumorMG-120-normal + 19 2007 c.1773A>C

T C rs12990449byFrequency|by1000genomesMG-120-tumorMG-120-normal - 2 1114 c.143A>G

T C rs56145533byFrequency|by1000genomesMG-120-tumorMG-120-normal - 5 4496 c.4283A>G



T C MG-120-tumorMG-120-normal + 1 249 c.249T>C

G A rs4750685byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 4115 c.3740C>T

T C rs4149056byFrequency|by1000genomesMG-120-tumorMG-120-normal + 6 617 c.521T>C

G A rs80198225 MG-120-tumorMG-120-normal + 8 527 c.527G>A

C T MG-120-tumorMG-120-normal - 2 88

A G rs2929158by1000genomesMG-120-tumorMG-120-normal - 19 4373 c.4163T>C

G C rs2240089byFrequency|by1000genomesMG-120-tumorMG-120-normal - 12 3187 c.3003C>G

A C rs1410048by1000genomesMG-120-tumorMG-120-normal - 40 10053 c.9717T>G

T C MG-120-tumorMG-120-normal + 1 684 c.684T>C

G A rs16912247byFrequency|by1000genomesMG-120-tumorMG-120-normal - 14 9973 c.9598C>T

A G rs1385600byFrequency|by1000genomesMG-120-tumorMG-120-normal - 5 1375 c.1290T>C

C T MG-120-tumorMG-120-normal - 3 370 c.335G>A

C T rs2229265byFrequency|by1000genomesMG-120-tumorMG-120-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-120-tumorMG-120-normal - 21 3503 c.3501A>T

G T rs918558 byFrequency|by1000genomesMG-120-tumorMG-120-normal + 1 2142 c.2142G>T

G T rs147825872 MG-120-tumorMG-120-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-120-tumorMG-120-normal - 5 4949 c.4736A>G

T C MG-120-tumorMG-120-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-120-tumorMG-120-normal - 37 5440 c.5234G>A

G A rs7234999byFrequency|by1000genomesMG-120-tumorMG-120-normal - 5 5512 c.5299C>T

A G rs2074912byFrequency|by1000genomesMG-120-tumorMG-120-normal + 1 1709 c.1709A>G

G A rs13054014byFrequency|by1000genomesMG-120-tumorMG-120-normal + 2 569 c.210G>A

C T rs57014690by1000genomesMG-120-tumorMG-120-normal - 6 1554 c.1232G>A

G A rs6089924byFrequency|by1000genomesMG-120-tumorMG-120-normal - 4 920 c.851C>T

C G rs2509943byFrequency|by1000genomesMG-120-tumorMG-120-normal + 3 776 c.279C>G

C T rs10082504byFrequency|by1000genomesMG-120-tumorMG-120-normal - 14 10059 c.9684G>A

G A rs140781714by1000genomesMG-120-tumorMG-120-normal + 12 1035 c.1035G>A

T G rs1050767byFrequency|by1000genomesMG-120-tumorMG-120-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-120-tumorMG-120-normal + 6 583 c.538C>T

C T rs75367100byFrequency|by1000genomesMG-120-tumorMG-120-normal - 2 286 c.77G>A

C T rs3745764byFrequency|by1000genomesMG-121-tumorMG-121-normal + 9 2705 c.1064C>T

A T rs150289150byFrequency|by1000genomesMG-121-tumorMG-121-normal - 4 1377 c.1307T>A

G A rs16847812byFrequency|by1000genomesMG-121-tumorMG-121-normal + 4 978 c.865G>A

C A rs17346571byFrequency|by1000genomesMG-121-tumorMG-121-normal + 1 185 c.158C>A

C G rs78132363by1000genomesMG-121-tumorMG-121-normal + 3 1212 c.1185C>G

C T rs1386356byFrequency|by1000genomesMG-121-tumorMG-121-normal - 85 14018 c.13047G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-121-tumorMG-121-normal + 7 1073 c.525C>T

C T rs3811444byFrequency|by1000genomesMG-121-tumorMG-121-normal + 6 1169 c.1121C>T

C T MG-121-tumorMG-121-normal + 3 423 c.43C>T

G A rs34722354byFrequency|by1000genomesMG-121-tumorMG-121-normal + 13 1761 c.1323G>A

C T rs72987361byFrequency|by1000genomesMG-121-tumorMG-121-normal - 3 898 c.558G>A

A G MG-121-tumorMG-121-normal + 10 1620 c.1253A>G

A T MG-121-tumorMG-121-normal + 5 625 c.403A>T

T C rs141049734byFrequencyMG-121-tumorMG-121-normal - 18 3186 c.2968A>G

G A rs20539 byFrequency|by1000genomesMG-121-tumorMG-121-normal + 20 3152 c.3111G>A

C T MG-121-tumorMG-121-normal + 1 1598 c.1598C>T

G C rs2229933|rs116048761byFrequency|by1000genomesMG-121-tumorMG-121-normal + 6 830 c.282G>C



T C rs16921260by1000genomesMG-121-tumorMG-121-normal + 1 1073 c.773T>C

C T rs62478357byFrequencyMG-121-tumorMG-121-normal - 8 1268 c.1050G>A

C A rs138908625byFrequency|by1000genomesMG-121-tumorMG-121-normal - 8 1357 c.1139G>T

G T rs7206111byFrequency|by1000genomesMG-121-tumorMG-121-normal - 9 1041 c.404C>A

A C rs115945341|rs2267641byFrequency|by1000genomesMG-121-tumorMG-121-normal + 17 2594 c.2046A>C

G C rs138227822byFrequency|by1000genomesMG-121-tumorMG-121-normal + 3 1005 c.851G>C

G A MG-121-tumorMG-121-normal - 8 1231 c.1013C>T

T C rs61734875by1000genomesMG-121-tumorMG-121-normal + 25 3470 c.3294T>C

G A rs17634853by1000genomesMG-121-tumorMG-121-normal + 34 4564 c.4388G>A

G A MG-121-tumorMG-121-normal - 8 5073 c.5004C>T

T G rs112631212byFrequency|by1000genomesMG-121-tumorMG-121-normal - 2 155 c.115A>C

C T rs77791636by1000genomesMG-121-tumorMG-121-normal + 6 1132 c.1080C>T

T C rs142304809byFrequencyMG-121-tumorMG-121-normal - 9 1291 c.1259A>G

T C rs8089144by1000genomesMG-121-tumorMG-121-normal - 7 1142 c.1143A>G

C T rs17325713byFrequency|by1000genomesMG-121-tumorMG-121-normal - 8 2668 c.2080G>A

A G rs9653483by1000genomesMG-121-tumorMG-121-normal - 21 5040 c.4953T>C

C T rs17634865by1000genomesMG-121-tumorMG-121-normal + 34 4818 c.4642C>T

C G rs3818764by1000genomesMG-121-tumorMG-121-normal - 4 1331 c.995G>C

G T rs146238849byFrequency|by1000genomesMG-121-tumorMG-121-normal - 8 1391 c.1173C>A

C T rs26505 byFrequency|by1000genomesMG-121-tumorMG-121-normal + 1 144 c.57C>T

T C rs9851685byFrequency|by1000genomesMG-121-tumorMG-121-normal + 23 2508 c.2274T>C

G A rs62070401by1000genomesMG-121-tumorMG-121-normal - 12 2205 c.2162C>T

A G MG-121-tumorMG-121-normal + 1 276 c.276A>G

G A rs11549105byFrequency|by1000genomesMG-121-tumorMG-121-normal - 6 1228 c.1224C>T

T C MG-121-tumorMG-121-normal + 8 505 c.505T>C

T C rs72676907byFrequency|by1000genomesMG-121-tumorMG-121-normal + 3 517 c.327T>C

T C MG-121-tumorMG-121-normal - 3 305 c.270A>G

A C rs79723119byFrequency|by1000genomesMG-121-tumorMG-121-normal - 64 12281 c.11996T>G

T C rs61942218by1000genomesMG-121-tumorMG-121-normal - 38 10670 c.10671A>G

A G rs40831 by1000genomesMG-121-tumorMG-121-normal + 2 2118 c.2085A>G

T C rs17019360by1000genomesMG-121-tumorMG-121-normal + 17 2524 c.1800T>C

T A rs17337023byFrequency|by1000genomesMG-121-tumorMG-121-normal + 16 2064 c.1887T>A

C A rs12454500by1000genomesMG-121-tumorMG-121-normal - 1 497 c.498G>T

A G MG-121-tumorMG-121-normal + 1 492 c.492A>G

C G rs78992879byFrequency|by1000genomesMG-121-tumorMG-121-normal + 34 4798 c.4622C>G

C T MG-121-tumorMG-121-normal + 15 2159 c.2082C>T

A G rs151306742by1000genomesMG-121-tumorMG-121-normal + 4 729 c.285A>G

G A rs16825150byFrequency|by1000genomesMG-121-tumorMG-121-normal + 7 954 c.909G>A

G A MG-121-tumorMG-121-normal + 1 1372 c.1372G>A

T G rs552183 byFrequency|by1000genomesMG-121-tumorMG-121-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-121-tumorMG-121-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-121-tumorMG-121-normal + 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-121-tumorMG-121-normal - 5 2988 c.2775A>C

T A rs3740423byFrequency|by1000genomesMG-121-tumorMG-121-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-121-tumorMG-121-normal - 3 533 c.248A>G

C A rs6453022by1000genomesMG-121-tumorMG-121-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-121-tumorMG-121-normal + 2 1791 c.684T>C



A T rs3739451by1000genomesMG-121-tumorMG-121-normal - 39 9817 c.9481T>A

A C rs45525440byFrequency|by1000genomesMG-121-tumorMG-121-normal - 7 875 c.855T>G

T G rs146012937by1000genomesMG-121-tumorMG-121-normal + 4 295

T C rs7714670by1000genomesMG-121-tumorMG-121-normal + 6 849 c.673T>C

G A rs77870074byFrequency|by1000genomesMG-121-tumorMG-121-normal + 1 175 c.148G>A

C T rs140871032byFrequency|by1000genomesMG-121-tumorMG-121-normal + 4 664 c.220C>T

G A rs7624750byFrequency|by1000genomesMG-121-tumorMG-121-normal + 4 707 c.473G>A

T C rs143332174by1000genomesMG-121-tumorMG-121-normal - 3 244 c.207A>G

T C MG-121-tumorMG-121-normal + 1 910 c.910T>C

G C rs62070406by1000genomesMG-121-tumorMG-121-normal - 9 1754 c.1711C>G

A G rs9667 by1000genomesMG-121-tumorMG-121-normal + 3 354 c.168A>G

A G MG-121-tumorMG-121-normal - 15 1346 c.1346T>C

C G rs3817428by1000genomesMG-121-tumorMG-121-normal + 15 7493 c.7119C>G

A G rs28377978by1000genomesMG-121-tumorMG-121-normal + 1 870 c.570A>G

C T rs7300444byFrequency|by1000genomesMG-121-tumorMG-121-normal + 19 5383 c.4740C>T

G A rs11549106byFrequency|by1000genomesMG-121-tumorMG-121-normal - 4 895 c.891C>T

T C rs2229992byFrequency|by1000genomesMG-121-tumorMG-121-normal + 12 1838 c.1458T>C

G T MG-121-tumorMG-121-normal + 18 1945 c.1084G>T

T C rs6865460byFrequency|by1000genomesMG-121-tumorMG-121-normal + 10 1960 c.1578T>C

G A rs6070697byFrequency|by1000genomesMG-121-tumorMG-121-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-121-tumorMG-121-normal + 35 5267 c.4983T>C

C T rs2269654byFrequency|by1000genomesMG-121-tumorMG-121-normal + 11 2687 c.2574C>T

C T MG-121-tumorMG-121-normal - 8 1260 c.1042G>A

T G rs9807633by1000genomesMG-121-tumorMG-121-normal - 1 88 c.89A>C

G T rs139431164byFrequencyMG-121-tumorMG-121-normal + 3 1043 c.824G>T

A G rs45496292byFrequencyMG-121-tumorMG-121-normal + 4 435 c.395A>G

A G MG-121-tumorMG-121-normal + 1 340 c.340A>G

T C rs9807555by1000genomesMG-121-tumorMG-121-normal - 1 196 c.197A>G

C T rs61742351 MG-121-tumorMG-121-normal + 25 3360 c.3307C>T

C T rs2271806byFrequency|by1000genomesMG-121-tumorMG-121-normal + 18 2822 c.2409C>T

G A rs142730462byFrequencyMG-121-tumorMG-121-normal - 16 2027 c.1087C>T

G A rs3810479byFrequency|by1000genomesMG-121-tumorMG-121-normal - 17 7692 c.7623C>T

C T rs11873462by1000genomesMG-121-tumorMG-121-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-121-tumorMG-121-normal - 66 12565 c.12280A>G

C T rs2243380byFrequency|by1000genomesMG-121-tumorMG-121-normal - 6 698 c.500G>A

T G MG-121-tumorMG-121-normal - 4 1698 c.1225A>C

C T rs145774953byFrequency|by1000genomesMG-121-tumorMG-121-normal + 16 2510 c.1962C>T

T C rs5927083byFrequency|by1000genomesMG-121-tumorMG-121-normal - 14 1841 c.1635A>G

T G rs1800275byFrequency|by1000genomesMG-121-tumorMG-121-normal - 48 7302 c.7096A>C

A G rs6694078byFrequency|by1000genomesMG-121-tumorMG-121-normal + 11 2688 c.2575A>G

A G rs149271 by1000genomesMG-121-tumorMG-121-normal + 2 543 c.510A>G

A C rs62534884by1000genomesMG-121-tumorMG-121-normal + 4 892 c.683A>C

C T rs146592977byFrequencyMG-121-tumorMG-121-normal - 3 1709 c.1634G>A

C T rs12708402by1000genomesMG-121-tumorMG-121-normal - 16 3405 c.3178G>A

T G rs3204790byFrequency|by1000genomesMG-121-tumorMG-121-normal + 2 287 c.200T>G

G A rs35353912byFrequency|by1000genomesMG-121-tumorMG-121-normal - 11 2125 c.1593C>T

A G rs35873108|rs111782215byFrequencyMG-121-tumorMG-121-normal + 48 8443 c.8334A>G



G C MG-121-tumorMG-121-normal - 10 1164 c.1032C>G

T C MG-121-tumorMG-121-normal + 1 52 c.52T>C

A G rs180744 by1000genomesMG-121-tumorMG-121-normal + 2 1719 c.1686A>G

G A MG-121-tumorMG-121-normal - 19 4166 c.3956C>T

C T MG-121-tumorMG-121-normal - 8 1256 c.1038G>A

T C rs543304 byFrequency|by1000genomesMG-121-tumorMG-121-normal + 11 4034 c.3807T>C

G A rs35389971by1000genomesMG-121-tumorMG-121-normal - 10 6818 c.6609C>T

C A rs144349020by1000genomesMG-121-tumorMG-121-normal + 3 1131 c.912C>A

G T rs34104660byFrequency|by1000genomesMG-121-tumorMG-121-normal - 4 687 c.402C>A

C T rs3812458byFrequency|by1000genomesMG-121-tumorMG-121-normal + 22 2662 c.2385C>T

C A MG-121-tumorMG-121-normal + 1 706 c.706C>A

C T rs45554841by1000genomesMG-121-tumorMG-121-normal - 1 214 c.215G>A

G A rs3810188byFrequency|by1000genomesMG-121-tumorMG-121-normal - 2 1528 c.1173C>T

T C rs7716253by1000genomesMG-121-tumorMG-121-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-121-tumorMG-121-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-121-tumorMG-121-normal - 3 660 c.661T>C

C T rs2078478by1000genomesMG-121-tumorMG-121-normal - 5 411 c.392G>A

G A MG-121-tumorMG-121-normal + 4 1921 c.1920G>A

C T rs3743398by1000genomesMG-121-tumorMG-121-normal + 12 2965 c.2591C>T

C T rs139009913byFrequencyMG-121-tumorMG-121-normal - 4 863 c.653G>A

T C rs12990449byFrequency|by1000genomesMG-121-tumorMG-121-normal - 2 1114 c.143A>G

C T rs151174 by1000genomesMG-121-tumorMG-121-normal + 2 1740 c.1707C>T

C T rs3814883byFrequency|by1000genomesMG-121-tumorMG-121-normal + 13 2402 c.1359C>T

C T rs872665 by1000genomesMG-121-tumorMG-121-normal - 7 1855 c.1519G>A

C T MG-121-tumorMG-121-normal + 12 2915 c.2541C>T

A G rs79193271by1000genomesMG-121-tumorMG-121-normal + 3 1208 c.1181A>G

G T rs41292207by1000genomesMG-121-tumorMG-121-normal + 55 8884 c.8350G>T

T C rs62070402by1000genomesMG-121-tumorMG-121-normal - 12 2105 c.2062A>G

A G rs2929158by1000genomesMG-121-tumorMG-121-normal - 19 4373 c.4163T>C

C G rs142775705byFrequencyMG-121-tumorMG-121-normal + 1 370 c.370C>G

G A rs41294868by1000genomesMG-121-tumorMG-121-normal + 14 2132 c.1933G>A

C T MG-121-tumorMG-121-normal - 3 370 c.335G>A

C T rs72474509byFrequency|by1000genomesMG-121-tumorMG-121-normal - 4 1337 c.1267G>A

T C rs1800279byFrequency|by1000genomesMG-121-tumorMG-121-normal - 59 8968 c.8762A>G

G C rs142017909byFrequencyMG-121-tumorMG-121-normal - 12 1953 c.1743C>G

G A rs2227983byFrequency|by1000genomesMG-121-tumorMG-121-normal + 13 1739 c.1562G>A

C G rs2282302byFrequency|by1000genomesMG-121-tumorMG-121-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-121-tumorMG-121-normal - 54 10788 c.10503G>A

T C MG-121-tumorMG-121-normal + 1 556 c.556T>C

T C rs17364812byFrequency|by1000genomesMG-121-tumorMG-121-normal + 13 1219 c.1110T>C

A C rs77229081byFrequency|by1000genomesMG-121-tumorMG-121-normal + 2 114 c.27A>C

A G rs121913279 MG-121-tumorMG-121-normal + 21 3297 c.3140A>G

G C rs2227910byFrequency|by1000genomesMG-121-tumorMG-121-normal + 2 1911 c.804G>C

G A rs61738759by1000genomesMG-121-tumorMG-121-normal + 3 3096 c.3063G>A

T C rs116806122byFrequency|by1000genomesMG-121-tumorMG-121-normal - 9 1620 c.1410A>G

G A rs56043170 MG-121-tumorMG-121-normal + 1 1442 c.1142G>A

C T rs1801187byFrequency|by1000genomesMG-121-tumorMG-121-normal - 37 5440 c.5234G>A



C G rs149605490by1000genomesMG-121-tumorMG-121-normal + 3 1000 c.781C>G

A C rs881732 by1000genomesMG-121-tumorMG-121-normal + 17 1912 c.1092A>C

G A rs112167630byFrequency|by1000genomesMG-121-tumorMG-121-normal + 39 7488 c.6853G>A

G A MG-121-tumorMG-121-normal + 1 549 c.549G>A

G A rs9728577byFrequency|by1000genomesMG-121-tumorMG-121-normal + 2 334 c.247G>A

C G rs2509943byFrequency|by1000genomesMG-121-tumorMG-121-normal + 3 776 c.279C>G

G A rs61814946byFrequency|by1000genomesMG-121-tumorMG-121-normal - 3 1785 c.1710C>T

G A rs142702316byFrequencyMG-121-tumorMG-121-normal + 1 160 c.108G>A

C G rs180743 by1000genomesMG-121-tumorMG-121-normal + 2 1315 c.1282C>G

G C rs3088074byFrequency|by1000genomesMG-121-tumorMG-121-normal - 9 2999 c.2785C>G

T C rs831043 byFrequency|by1000genomesMG-122-tumorMG-122-normal - 21 3354 c.3069A>G

C T rs3745764byFrequency|by1000genomesMG-122-tumorMG-122-normal + 9 2705 c.1064C>T

C T rs41299110byFrequency|by1000genomesMG-122-tumorMG-122-normal + 14 1944 c.1699C>T

A G rs3737940byFrequency|by1000genomesMG-122-tumorMG-122-normal + 7 3183 c.3138A>G

C T rs2293347byFrequency|by1000genomesMG-122-tumorMG-122-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-122-tumorMG-122-normal - 85 14018 c.13047G>A

C T MG-122-tumorMG-122-normal + 3 423 c.43C>T

C T rs77376932byFrequencyMG-122-tumorMG-122-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-122-tumorMG-122-normal - 3 4602 c.4530C>T

G T rs12568784byFrequency|by1000genomesMG-122-tumorMG-122-normal - 3 7202 c.7130C>A

A G rs2229267byFrequency|by1000genomesMG-122-tumorMG-122-normal - 29 5160 c.4875T>C

G T rs2075249byFrequency|by1000genomesMG-122-tumorMG-122-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-122-tumorMG-122-normal + 19 2459 c.2283C>T

C G rs72474510byFrequency|by1000genomesMG-122-tumorMG-122-normal - 4 1198 c.1128G>C

A G rs4143768byFrequency|by1000genomesMG-122-tumorMG-122-normal - 10 6783 c.6195T>C

G A rs35678076byFrequency|by1000genomesMG-122-tumorMG-122-normal + 5 1417 c.1137G>A

G T rs74942016byFrequency|by1000genomesMG-122-tumorMG-122-normal + 9 1322 c.805G>T

C T rs62478357byFrequencyMG-122-tumorMG-122-normal - 8 1268 c.1050G>A

A G rs11016073byFrequency|by1000genomesMG-122-tumorMG-122-normal - 13 6677 c.6302T>C

T G rs3208659 MG-122-tumorMG-122-normal - 7 871 c.778A>C

C T rs77791636by1000genomesMG-122-tumorMG-122-normal + 6 1132 c.1080C>T

T C rs2016607byFrequency|by1000genomesMG-122-tumorMG-122-normal + 10 2002 c.1722T>C

T C rs3755806byFrequency|by1000genomesMG-122-tumorMG-122-normal - 15 2117 c.2115A>G

G A rs61998196by1000genomesMG-122-tumorMG-122-normal - 5 1488 c.1152C>T

A G MG-122-tumorMG-122-normal + 1 324 c.324A>G

C T rs2853346byFrequency|by1000genomesMG-122-tumorMG-122-normal - 13 5919 c.5544G>A

A C rs4625290byFrequency|by1000genomesMG-122-tumorMG-122-normal - 2 325 c.255T>G

A C rs7995564by1000genomesMG-122-tumorMG-122-normal + 10 2068 c.1534A>C

G C rs12104021by1000genomesMG-122-tumorMG-122-normal - 3 790 c.258C>G

T C rs61752484byFrequency|by1000genomesMG-122-tumorMG-122-normal - 24 4199 c.3980A>G

G A rs7624750byFrequency|by1000genomesMG-122-tumorMG-122-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-122-tumorMG-122-normal - 18 3000 c.2874G>T

C T rs140105230byFrequency|by1000genomesMG-122-tumorMG-122-normal - 4 1405 c.1335G>A

A G rs9653483by1000genomesMG-122-tumorMG-122-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-122-tumorMG-122-normal + 23 2508 c.2274T>C

G A MG-122-tumorMG-122-normal + 1 376 c.376G>A

T C rs74597491byFrequency|by1000genomesMG-122-tumorMG-122-normal - 9 2185 c.1849A>G



T C rs2251219byFrequency|by1000genomesMG-122-tumorMG-122-normal - 26 4397 c.4395A>G

G A rs13007735byFrequency|by1000genomesMG-122-tumorMG-122-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-122-tumorMG-122-normal + 14 2120 c.1921A>G

C T rs10258429byFrequency|by1000genomesMG-122-tumorMG-122-normal + 16 2213 c.1968C>T

G A rs3818831byFrequency|by1000genomesMG-122-tumorMG-122-normal - 2 193 c.121C>T

A G rs33953730by1000genomesMG-122-tumorMG-122-normal - 25 4326 c.4200T>C

C T rs151233 by1000genomesMG-122-tumorMG-122-normal + 2 99 c.66C>T

C G rs80027487byFrequency|by1000genomesMG-122-tumorMG-122-normal + 3 451 c.364C>G

T C MG-122-tumorMG-122-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-122-tumorMG-122-normal + 2 2118 c.2085A>G

G T rs11952292byFrequency|by1000genomesMG-122-tumorMG-122-normal + 1 2442 c.2442G>T

G A rs1718878byFrequency|by1000genomesMG-122-tumorMG-122-normal + 13 2003 c.1590G>A

C A MG-122-tumorMG-122-normal - 24 5233 c.5023G>T

A G rs11778209byFrequency|by1000genomesMG-122-tumorMG-122-normal - 39 6448 c.6204T>C

G C rs2227910byFrequency|by1000genomesMG-122-tumorMG-122-normal + 2 1911 c.804G>C

A G rs17051895by1000genomesMG-122-tumorMG-122-normal + 23 4485 c.3951A>G

G A rs1713982byFrequency|by1000genomesMG-122-tumorMG-122-normal + 15 2261 c.1848G>A

C G rs145987835byFrequencyMG-122-tumorMG-122-normal - 4 1432 c.1362G>C

T C rs2229263byFrequency|by1000genomesMG-122-tumorMG-122-normal - 3 533 c.248A>G

T C rs9646771by1000genomesMG-122-tumorMG-122-normal - 4 787 c.447A>G

T G rs552183 byFrequency|by1000genomesMG-122-tumorMG-122-normal - 40 6445 c.6247A>C

T C rs3026101by1000genomesMG-122-tumorMG-122-normal + 14 2279 c.2055T>C

T C MG-122-tumorMG-122-normal - 4 1446 c.1376A>G

C A rs6453022by1000genomesMG-122-tumorMG-122-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-122-tumorMG-122-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-122-tumorMG-122-normal - 69 11621 c.10650G>A

A G MG-122-tumorMG-122-normal - 20 1785 c.1755T>C

A G rs61831150byFrequency|by1000genomesMG-122-tumorMG-122-normal + 7 1855 c.1810A>G

T G rs1058201 MG-122-tumorMG-122-normal - 3 297 c.204A>C

T C rs7716253by1000genomesMG-122-tumorMG-122-normal + 8 1121 c.945T>C

G A rs2074852byFrequency|by1000genomesMG-122-tumorMG-122-normal - 6 702 c.372C>T

T G MG-122-tumorMG-122-normal + 5 847 c.403T>G

C G MG-122-tumorMG-122-normal - 15 1302 c.1302G>C

G A rs10817003by1000genomesMG-122-tumorMG-122-normal - 43 10512 c.10176C>T

A G rs138997916byFrequency|by1000genomesMG-122-tumorMG-122-normal - 3 2832 c.2760T>C

A T rs78455617byFrequency|by1000genomesMG-122-tumorMG-122-normal - 4 1208 c.1138T>A

A G rs4862726by1000genomesMG-122-tumorMG-122-normal - 2 2054 c.1845T>C

A G rs62177519 MG-122-tumorMG-122-normal + 4 919 c.825A>G

G A rs1197682by1000genomesMG-122-tumorMG-122-normal - 16 3384 c.3157C>T

T C rs111245230by1000genomesMG-122-tumorMG-122-normal - 38 8441 c.8105A>G

C T rs34315566byFrequency|by1000genomesMG-122-tumorMG-122-normal + 35 5595 c.4527C>T

A C rs76504934by1000genomesMG-122-tumorMG-122-normal - 4 464 c.427T>G

G A rs17552682by1000genomesMG-122-tumorMG-122-normal + 4 443 c.267G>A

G A rs34949187by1000genomesMG-122-tumorMG-122-normal + 6 1198 c.824G>A

A C rs1141701by1000genomesMG-122-tumorMG-122-normal - 10 1239 c.1146T>G

C T rs7300444byFrequency|by1000genomesMG-122-tumorMG-122-normal + 19 5383 c.4740C>T

C T rs55913776 MG-122-tumorMG-122-normal - 3 1207 c.675G>A



G A rs2227983byFrequency|by1000genomesMG-122-tumorMG-122-normal + 13 1739 c.1562G>A

G A rs16885 byFrequency|by1000genomesMG-122-tumorMG-122-normal - 9 3193 c.2257C>T

C T rs2973571by1000genomesMG-122-tumorMG-122-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-122-tumorMG-122-normal + 12 1838 c.1458T>C

G A rs2275527byFrequency|by1000genomesMG-122-tumorMG-122-normal - 39 5629 c.5553C>T

T C rs7714670by1000genomesMG-122-tumorMG-122-normal + 6 849 c.673T>C

A G rs80358588 MG-122-tumorMG-122-normal + 11 3664 c.3437A>G

T C rs41286961byFrequency|by1000genomesMG-122-tumorMG-122-normal + 14 1440 c.1340T>C

C T rs2292556byFrequency|by1000genomesMG-122-tumorMG-122-normal - 19 1959 c.1689G>A

C A rs41292209by1000genomesMG-122-tumorMG-122-normal + 57 9141 c.8607C>A

A G rs2227985byFrequency|by1000genomesMG-122-tumorMG-122-normal + 9 1878 c.1497A>G

G A rs3793379byFrequency|by1000genomesMG-122-tumorMG-122-normal + 32 4159 c.3882G>A

C T MG-122-tumorMG-122-normal + 1 879 c.879C>T

G A MG-122-tumorMG-122-normal - 12 2614 c.2430C>T

C T rs11121691byFrequency|by1000genomesMG-122-tumorMG-122-normal - 49 6985 c.6909G>A

C T rs75838083byFrequency|by1000genomesMG-122-tumorMG-122-normal + 3 450 c.363C>T

T C rs2075252byFrequency|by1000genomesMG-122-tumorMG-122-normal - 66 12565 c.12280A>G

G A rs1128761byFrequency|by1000genomesMG-122-tumorMG-122-normal + 7 1219 c.966G>A

T C rs2241190byFrequency|by1000genomesMG-122-tumorMG-122-normal - 17 2745 c.2460A>G

A G rs6679449by1000genomesMG-122-tumorMG-122-normal - 3 1923 c.1851T>C

T C MG-122-tumorMG-122-normal + 8 505 c.505T>C

G A rs3795666byFrequency|by1000genomesMG-122-tumorMG-122-normal - 34 6640 c.6421C>T

T G rs1800275byFrequency|by1000genomesMG-122-tumorMG-122-normal - 48 7302 c.7096A>C

T C rs140856347by1000genomesMG-122-tumorMG-122-normal - 20 3525 c.3438A>G

T C rs831042 byFrequency|by1000genomesMG-122-tumorMG-122-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-122-tumorMG-122-normal + 2 543 c.510A>G

G A rs144383071byFrequencyMG-122-tumorMG-122-normal - 3 3345 c.3270C>T

C T MG-122-tumorMG-122-normal - 6 877 c.686G>A

G A rs12729662byFrequency|by1000genomesMG-122-tumorMG-122-normal - 3 8430 c.8355C>T

G A rs149181731byFrequencyMG-122-tumorMG-122-normal + 1 431 c.379G>A

T C rs2292561byFrequency|by1000genomesMG-122-tumorMG-122-normal - 15 1569 c.1299A>G

A G rs2973568by1000genomesMG-122-tumorMG-122-normal + 13 1856 c.1680A>G

G A rs3733415by1000genomesMG-122-tumorMG-122-normal - 2 601 c.392C>T

A C rs62077264 MG-122-tumorMG-122-normal - 7 854 c.761T>G

A G rs17078605byFrequency|by1000genomesMG-122-tumorMG-122-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-122-tumorMG-122-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-122-tumorMG-122-normal + 2 1719 c.1686A>G

C G MG-122-tumorMG-122-normal + 11 3105 c.2716C>G

T C rs12731746byFrequency|by1000genomesMG-122-tumorMG-122-normal - 11 1394 c.897A>G

G C MG-122-tumorMG-122-normal - 5 1009 c.1010C>G

T C rs17019360by1000genomesMG-122-tumorMG-122-normal + 17 2524 c.1800T>C

G A rs12104022by1000genomesMG-122-tumorMG-122-normal - 3 784 c.252C>T

A G rs4444457byFrequency|by1000genomesMG-122-tumorMG-122-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-122-tumorMG-122-normal - 10 9441 c.8853T>C

C T rs2273779byFrequency|by1000genomesMG-122-tumorMG-122-normal + 6 583 c.538C>T

G A rs2289247byFrequency|by1000genomesMG-122-tumorMG-122-normal + 11 1273 c.1063G>A

G A rs35567044 MG-122-tumorMG-122-normal - 11 3643 c.3234C>T



G A rs61814946byFrequency|by1000genomesMG-122-tumorMG-122-normal - 3 1785 c.1710C>T

C T rs2285975byFrequency|by1000genomesMG-122-tumorMG-122-normal - 13 2445 c.2256G>A

C T rs1130233byFrequency|by1000genomesMG-122-tumorMG-122-normal - 8 2206 c.726G>A

G C rs45469098by1000genomesMG-122-tumorMG-122-normal - 1 255 c.256C>G

C T rs3749645by1000genomesMG-122-tumorMG-122-normal + 24 3194 c.3018C>T

C T rs6432901by1000genomesMG-122-tumorMG-122-normal - 2 514 c.174G>A

T A MG-122-tumorMG-122-normal + 11 1633 c.1543T>A

T C MG-122-tumorMG-122-normal + 5 516 c.136T>C

T C rs12990449byFrequency|by1000genomesMG-122-tumorMG-122-normal - 2 1114 c.143A>G

T G rs61757612byFrequency|by1000genomesMG-122-tumorMG-122-normal - 9 2110 c.1701A>C

C T rs151174 by1000genomesMG-122-tumorMG-122-normal + 2 1740 c.1707C>T

G A rs10964525byFrequency|by1000genomesMG-122-tumorMG-122-normal + 4 926 c.717G>A

G A rs55855602by1000genomesMG-122-tumorMG-122-normal - 3 1030 c.498C>T

G T rs140059935by1000genomesMG-122-tumorMG-122-normal + 16 1408 c.1408G>T

T C rs62077266 MG-122-tumorMG-122-normal - 3 311 c.218A>G

C T rs9489143byFrequency|by1000genomesMG-122-tumorMG-122-normal - 13 2184 c.1986G>A

C T rs3814883byFrequency|by1000genomesMG-122-tumorMG-122-normal + 13 2402 c.1359C>T

G A rs80198225 MG-122-tumorMG-122-normal + 8 527 c.527G>A

A G rs4659654byFrequency|by1000genomesMG-122-tumorMG-122-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-122-tumorMG-122-normal - 7 1855 c.1519G>A

T C rs41277507byFrequency|by1000genomesMG-122-tumorMG-122-normal - 4 1514 c.652A>G

A G rs2737699byFrequency|by1000genomesMG-122-tumorMG-122-normal - 10 12892 c.12304T>C

G A rs146319427byFrequency|by1000genomesMG-122-tumorMG-122-normal - 14 4159 c.3975C>T

A G rs13223756byFrequency|by1000genomesMG-122-tumorMG-122-normal + 7 2144 c.1944A>G

C T rs2282303byFrequency|by1000genomesMG-122-tumorMG-122-normal - 3 899 c.827G>A

G A rs2973566by1000genomesMG-122-tumorMG-122-normal + 14 1930 c.1754G>A

T A rs56279059by1000genomesMG-122-tumorMG-122-normal - 3 1034 c.502A>T

G A rs148848913byFrequency|by1000genomesMG-122-tumorMG-122-normal + 7 1369 c.513G>A

C T rs2229265byFrequency|by1000genomesMG-122-tumorMG-122-normal - 54 10788 c.10503G>A

G C MG-122-tumorMG-122-normal - 2 248 c.238C>G

T A rs17264436byFrequency|by1000genomesMG-122-tumorMG-122-normal - 21 3503 c.3501A>T

A G rs13288443byFrequency|by1000genomesMG-122-tumorMG-122-normal + 11 2036 c.1827A>G

G A rs61738759by1000genomesMG-122-tumorMG-122-normal + 3 3096 c.3063G>A

C T rs1801187byFrequency|by1000genomesMG-122-tumorMG-122-normal - 37 5440 c.5234G>A

T A rs17337023byFrequency|by1000genomesMG-122-tumorMG-122-normal + 16 2064 c.1887T>A

G A rs4151025byFrequency|by1000genomesMG-122-tumorMG-122-normal + 2 415 c.303G>A

G A rs56057569byFrequency|by1000genomesMG-122-tumorMG-122-normal + 8 2488 c.1632G>A

G A rs41269803byFrequency|by1000genomesMG-122-tumorMG-122-normal + 8 1857 c.1001G>A

T C rs61747978byFrequency|by1000genomesMG-122-tumorMG-122-normal + 9 2081 c.1968T>C

C T rs55979329by1000genomesMG-122-tumorMG-122-normal - 3 1257 c.725G>A

A G rs151306742by1000genomesMG-122-tumorMG-122-normal + 4 729 c.285A>G

C A rs2973558by1000genomesMG-122-tumorMG-122-normal + 20 2514 c.2338C>A

G A rs142702316byFrequencyMG-122-tumorMG-122-normal + 1 160 c.108G>A

C T rs2229975by1000genomesMG-122-tumorMG-122-normal - 5 927 c.852G>A

C G rs180743 by1000genomesMG-122-tumorMG-122-normal + 2 1315 c.1282C>G

T C rs831043 byFrequency|by1000genomesMG-124-tumorMG-124-normal - 21 3354 c.3069A>G

C T rs75212846byFrequency|by1000genomesMG-124-tumorMG-124-normal - 35 6033 c.5697G>A



A G rs3737940byFrequency|by1000genomesMG-124-tumorMG-124-normal + 7 3183 c.3138A>G

C T rs41306648byFrequency|by1000genomesMG-124-tumorMG-124-normal - 7 1022 c.647G>A

G A rs1713982byFrequency|by1000genomesMG-124-tumorMG-124-normal + 15 2261 c.1848G>A

C T rs1386356byFrequency|by1000genomesMG-124-tumorMG-124-normal - 85 14018 c.13047G>A

A G MG-124-tumorMG-124-normal - 11 815 c.771T>C

G A rs140285438byFrequencyMG-124-tumorMG-124-normal + 4 464 c.292G>A

C T MG-124-tumorMG-124-normal + 3 423 c.43C>T

G A rs62070401by1000genomesMG-124-tumorMG-124-normal - 12 2205 c.2162C>T

G A rs2229079byFrequency|by1000genomesMG-124-tumorMG-124-normal - 21 3524 c.3326C>T

C T rs77376932byFrequencyMG-124-tumorMG-124-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-124-tumorMG-124-normal - 3 4602 c.4530C>T

T C rs2229992byFrequency|by1000genomesMG-124-tumorMG-124-normal + 12 1838 c.1458T>C

G C rs146249377byFrequencyMG-124-tumorMG-124-normal + 1 3447 c.487G>C

A G rs2229267byFrequency|by1000genomesMG-124-tumorMG-124-normal - 29 5160 c.4875T>C

G T rs2075249byFrequency|by1000genomesMG-124-tumorMG-124-normal - 21 3339 c.3054C>A

C T rs71299249|rs77022425byFrequencyMG-124-tumorMG-124-normal + 1 3677 c.717C>T

C T rs2931423by1000genomesMG-124-tumorMG-124-normal + 19 2459 c.2283C>T

C T rs2282303byFrequency|by1000genomesMG-124-tumorMG-124-normal - 3 899 c.827G>A

A G rs4143768byFrequency|by1000genomesMG-124-tumorMG-124-normal - 10 6783 c.6195T>C

C T MG-124-tumorMG-124-normal + 13 1920 c.1830C>T

G A rs61730875byFrequency|by1000genomesMG-124-tumorMG-124-normal - 20 3374 c.2877C>T

G C rs2229933|rs116048761byFrequency|by1000genomesMG-124-tumorMG-124-normal + 6 830 c.282G>C

C T rs62478357byFrequencyMG-124-tumorMG-124-normal - 8 1268 c.1050G>A

A G rs4659654byFrequency|by1000genomesMG-124-tumorMG-124-normal - 16 2000 c.1503T>C

C A rs138908625byFrequency|by1000genomesMG-124-tumorMG-124-normal - 8 1357 c.1139G>T

G A rs2127898byFrequency|by1000genomesMG-124-tumorMG-124-normal - 6 1130 c.920C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-124-tumorMG-124-normal + 17 2594 c.2046A>C

G A rs139237114byFrequency|by1000genomesMG-124-tumorMG-124-normal - 3 1332 c.859C>T

A T MG-124-tumorMG-124-normal + 6 724 c.502A>T

A G MG-124-tumorMG-124-normal - 15 1346 c.1346T>C

C T rs61730641by1000genomesMG-124-tumorMG-124-normal + 46 7637 c.7157C>T

T C rs7714670by1000genomesMG-124-tumorMG-124-normal + 6 849 c.673T>C

G A rs2248407byFrequency|by1000genomesMG-124-tumorMG-124-normal - 4 1003 c.918C>T

G A rs61742585by1000genomesMG-124-tumorMG-124-normal - 8 2676 c.2607C>T

A G rs2229268byFrequency|by1000genomesMG-124-tumorMG-124-normal - 61 11886 c.11601T>C

G A rs4151031byFrequency|by1000genomesMG-124-tumorMG-124-normal + 2 1458 c.1346G>A

G A rs2271189byFrequency|by1000genomesMG-124-tumorMG-124-normal + 27 3788 c.3348G>A

C A rs12627379byFrequency|by1000genomesMG-124-tumorMG-124-normal - 23 1834

C T rs199930 by1000genomesMG-124-tumorMG-124-normal + 36 5181 c.5016C>T

G A rs61737954byFrequency|by1000genomesMG-124-tumorMG-124-normal - 13 3908 c.3724C>T

T C rs140856347by1000genomesMG-124-tumorMG-124-normal - 20 3525 c.3438A>G

C T rs117033008byFrequency|by1000genomesMG-124-tumorMG-124-normal - 12 1842 c.1422G>A

C T rs2853346byFrequency|by1000genomesMG-124-tumorMG-124-normal - 13 5919 c.5544G>A

G A rs17882627byFrequency|by1000genomesMG-124-tumorMG-124-normal - 5 540 c.541C>T

C T rs41299110byFrequency|by1000genomesMG-124-tumorMG-124-normal + 14 1944 c.1699C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-124-tumorMG-124-normal + 7 1073 c.525C>T

G A rs17634853by1000genomesMG-124-tumorMG-124-normal + 34 4564 c.4388G>A



C A rs2973558by1000genomesMG-124-tumorMG-124-normal + 20 2514 c.2338C>A

C T MG-124-tumorMG-124-normal - 12 1496 c.955G>A

A G rs11016073byFrequency|by1000genomesMG-124-tumorMG-124-normal - 13 6677 c.6302T>C

G A rs7624750byFrequency|by1000genomesMG-124-tumorMG-124-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-124-tumorMG-124-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-124-tumorMG-124-normal - 18 3000 c.2874G>T

T C MG-124-tumorMG-124-normal + 1 873 c.873T>C

A C rs72468681byFrequency|by1000genomesMG-124-tumorMG-124-normal - 20 2597 c.2391T>G

A G rs33954745byFrequency|by1000genomesMG-124-tumorMG-124-normal - 17 2661 c.2376T>C

A G rs9653483by1000genomesMG-124-tumorMG-124-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-124-tumorMG-124-normal + 23 2508 c.2274T>C

C T MG-124-tumorMG-124-normal - 1 71 c.9G>A

C T MG-124-tumorMG-124-normal - 3 300 c.263G>A

C T MG-124-tumorMG-124-normal - 2 3117 c.1833G>A

G T rs71238527by1000genomesMG-124-tumorMG-124-normal + 3 639 c.494G>T

C G rs148668463byFrequencyMG-124-tumorMG-124-normal - 5 1533 c.1419G>C

A G rs2227973byFrequency|by1000genomesMG-124-tumorMG-124-normal + 2 2571 c.2459A>G

C G rs147865267byFrequencyMG-124-tumorMG-124-normal - 4 1304 c.1234G>C

G T rs146238849byFrequency|by1000genomesMG-124-tumorMG-124-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-124-tumorMG-124-normal - 31 5385 c.5100C>T

G A rs13007735byFrequency|by1000genomesMG-124-tumorMG-124-normal - 16 3587 c.2616C>T

G A rs3818831byFrequency|by1000genomesMG-124-tumorMG-124-normal - 2 193 c.121C>T

T C rs2450122byFrequency|by1000genomesMG-124-tumorMG-124-normal - 10 2089 c.2004A>G

C T rs3745762by1000genomesMG-124-tumorMG-124-normal + 6 2241 c.2047C>T

A G rs41278435by1000genomesMG-124-tumorMG-124-normal - 38 9715 c.9379T>C

T C MG-124-tumorMG-124-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-124-tumorMG-124-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-124-tumorMG-124-normal + 2 2118 c.2085A>G

C T rs76994389byFrequency|by1000genomesMG-124-tumorMG-124-normal + 14 1890 c.1718C>T

G A rs1718878byFrequency|by1000genomesMG-124-tumorMG-124-normal + 13 2003 c.1590G>A

C T rs113708906byFrequency|by1000genomesMG-124-tumorMG-124-normal + 4 1103 c.1000C>T

G C rs2227910byFrequency|by1000genomesMG-124-tumorMG-124-normal + 2 1911 c.804G>C

C T MG-124-tumorMG-124-normal - 6 1000 c.590G>A

A G rs13346368by1000genomesMG-124-tumorMG-124-normal + 10 3324 c.3130A>G

T G rs41279045byFrequency|by1000genomesMG-124-tumorMG-124-normal - 36 6228 c.5892A>C

G T rs55985569by1000genomesMG-124-tumorMG-124-normal + 2 704 c.504G>T

G C rs11611231by1000genomesMG-124-tumorMG-124-normal + 9 2190 c.2190G>C

T C rs9646771by1000genomesMG-124-tumorMG-124-normal - 4 787 c.447A>G

G A rs10964471byFrequency|by1000genomesMG-124-tumorMG-124-normal + 2 386 c.177G>A

C T MG-124-tumorMG-124-normal - 1 689 c.528G>A

C T rs17634865by1000genomesMG-124-tumorMG-124-normal + 34 4818 c.4642C>T

G A rs71299249|rs76723438byFrequency|by1000genomesMG-124-tumorMG-124-normal + 1 3698 c.738G>A

G A rs76469101byFrequency|by1000genomesMG-124-tumorMG-124-normal - 35 5969 c.5633C>T

T A rs3740423byFrequency|by1000genomesMG-124-tumorMG-124-normal - 13 4583 c.4208A>T

C A rs6453022by1000genomesMG-124-tumorMG-124-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-124-tumorMG-124-normal + 2 1791 c.684T>C

G T rs12568784byFrequency|by1000genomesMG-124-tumorMG-124-normal - 3 7202 c.7130C>A



C T rs45443899byFrequency|by1000genomesMG-124-tumorMG-124-normal + 2 304 c.217C>T

C G rs143879890by1000genomesMG-124-tumorMG-124-normal - 16 2320 c.2233G>C

T C MG-124-tumorMG-124-normal + 1 520 c.520T>C

T C rs7716253by1000genomesMG-124-tumorMG-124-normal + 8 1121 c.945T>C

C T rs6432901by1000genomesMG-124-tumorMG-124-normal - 2 514 c.174G>A

C T rs1130233byFrequency|by1000genomesMG-124-tumorMG-124-normal - 8 2206 c.726G>A

A G rs138997916byFrequency|by1000genomesMG-124-tumorMG-124-normal - 3 2832 c.2760T>C

T C rs4652678by1000genomesMG-124-tumorMG-124-normal + 28 4116 c.3951T>C

A G rs6679449by1000genomesMG-124-tumorMG-124-normal - 3 1923 c.1851T>C

T C rs143332174by1000genomesMG-124-tumorMG-124-normal - 3 244 c.207A>G

C T rs26505 byFrequency|by1000genomesMG-124-tumorMG-124-normal + 1 144 c.57C>T

G A rs142702316byFrequencyMG-124-tumorMG-124-normal + 1 160 c.108G>A

A G rs61831150byFrequency|by1000genomesMG-124-tumorMG-124-normal + 7 1855 c.1810A>G

C T rs34315566byFrequency|by1000genomesMG-124-tumorMG-124-normal + 35 5595 c.4527C>T

A C rs76504934by1000genomesMG-124-tumorMG-124-normal - 4 464 c.427T>G

G A rs45469491by1000genomesMG-124-tumorMG-124-normal - 8 4518 c.4449C>T

G C rs6771157byFrequency|by1000genomesMG-124-tumorMG-124-normal - 19 3392 c.3393C>G

G T rs41296069by1000genomesMG-124-tumorMG-124-normal - 11 2415 c.2079C>A

A G rs9667 by1000genomesMG-124-tumorMG-124-normal + 3 354 c.168A>G

C T rs11558834byFrequency|by1000genomesMG-124-tumorMG-124-normal + 11 3321 c.2940C>T

T C rs141331335by1000genomesMG-124-tumorMG-124-normal + 2 368 c.342T>C

C A rs1801270byFrequency|by1000genomesMG-124-tumorMG-124-normal + 2 328 c.93C>A

C A rs78225807byFrequency|by1000genomesMG-124-tumorMG-124-normal - 11 919 c.552G>T

A C rs881732 by1000genomesMG-124-tumorMG-124-normal + 17 1912 c.1092A>C

T A rs2060198byFrequency|by1000genomesMG-124-tumorMG-124-normal + 27 5204 c.4914T>A

C A MG-124-tumorMG-124-normal + 4 453 c.436C>A

T C rs10817025by1000genomesMG-124-tumorMG-124-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-124-tumorMG-124-normal + 12 1807 c.1631C>T

C A MG-124-tumorMG-124-normal + 5 585 c.205C>A

G A rs6070697byFrequency|by1000genomesMG-124-tumorMG-124-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-124-tumorMG-124-normal + 35 5267 c.4983T>C

A G rs826549 by1000genomesMG-124-tumorMG-124-normal + 18 2676 c.2550A>G

A C rs115088331byFrequency|by1000genomesMG-124-tumorMG-124-normal - 5 1353 c.1284T>G

C T rs17029184byFrequency|by1000genomesMG-124-tumorMG-124-normal - 22 3435 c.3336G>A

T C rs41266134byFrequency|by1000genomesMG-124-tumorMG-124-normal - 3 1625 c.1550A>G

A T MG-124-tumorMG-124-normal - 12 1492 c.951T>A

C T rs17802557byFrequency|by1000genomesMG-124-tumorMG-124-normal - 6 756 c.567G>A

C T MG-124-tumorMG-124-normal - 8 1260 c.1042G>A

T G rs1889323by1000genomesMG-124-tumorMG-124-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-124-tumorMG-124-normal - 24 4324 c.3988T>A

G A rs56162367byFrequency|by1000genomesMG-124-tumorMG-124-normal - 13 6778 c.6668C>T

C T rs3796032byFrequency|by1000genomesMG-124-tumorMG-124-normal - 17 2381 c.1929G>A

G A rs4514247byFrequency|by1000genomesMG-124-tumorMG-124-normal - 3 878 c.808C>T

G A MG-124-tumorMG-124-normal + 1 285 c.285G>A

C T rs34488539by1000genomesMG-124-tumorMG-124-normal + 22 3555 c.3390C>T

G A rs3793379byFrequency|by1000genomesMG-124-tumorMG-124-normal + 32 4159 c.3882G>A

G A rs4962081byFrequency|by1000genomesMG-124-tumorMG-124-normal - 22 3050 c.2829C>T



G A rs12729662byFrequency|by1000genomesMG-124-tumorMG-124-normal - 3 8430 c.8355C>T

T C rs2241190byFrequency|by1000genomesMG-124-tumorMG-124-normal - 17 2745 c.2460A>G

C T rs61733573by1000genomesMG-124-tumorMG-124-normal - 2 1092 c.883G>A

G C rs45469098by1000genomesMG-124-tumorMG-124-normal - 1 255 c.256C>G

T C rs112827102byFrequency|by1000genomesMG-124-tumorMG-124-normal - 19 3495 c.3285A>G

G A rs35296183byFrequency|by1000genomesMG-124-tumorMG-124-normal - 55 9794 c.8823C>T

T C MG-124-tumorMG-124-normal - 20 3938 c.3851A>G

T C rs831042 byFrequency|by1000genomesMG-124-tumorMG-124-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-124-tumorMG-124-normal + 2 543 c.510A>G

C A rs3739298byFrequency|by1000genomesMG-124-tumorMG-124-normal - 9 2230 c.1821G>T

C T rs141801107byFrequencyMG-124-tumorMG-124-normal + 9 1158 c.720C>T

T C MG-124-tumorMG-124-normal - 12 1480 c.939A>G

G T MG-124-tumorMG-124-normal + 13 1295 c.1163G>T

A G rs2973568by1000genomesMG-124-tumorMG-124-normal + 13 1856 c.1680A>G

A G rs2737699byFrequency|by1000genomesMG-124-tumorMG-124-normal - 10 12892 c.12304T>C

A G MG-124-tumorMG-124-normal - 19 3733 c.3523T>C

T C rs2075252byFrequency|by1000genomesMG-124-tumorMG-124-normal - 66 12565 c.12280A>G

C T rs3796031byFrequency|by1000genomesMG-124-tumorMG-124-normal - 17 2399 c.1947G>A

A G rs17078605byFrequency|by1000genomesMG-124-tumorMG-124-normal - 10 10694 c.10106T>C

A G MG-124-tumorMG-124-normal - 3 441 c.362T>C

A G rs180744 by1000genomesMG-124-tumorMG-124-normal + 2 1719 c.1686A>G

A C rs76437836byFrequencyMG-124-tumorMG-124-normal - 3 142 c.98T>G

C T rs1035938by1000genomesMG-124-tumorMG-124-normal + 6 1538 c.1344C>T

T C rs11886219byFrequency|by1000genomesMG-124-tumorMG-124-normal - 36 6144 c.5859A>G

G C MG-124-tumorMG-124-normal - 5 1009 c.1010C>G

G A rs2973566by1000genomesMG-124-tumorMG-124-normal + 14 1930 c.1754G>A

C T rs12982642by1000genomesMG-124-tumorMG-124-normal + 12 1688 c.1272C>T

G A MG-124-tumorMG-124-normal - 1 25 c.26C>T

G T rs147825872 MG-124-tumorMG-124-normal + 20 4359 c.4282G>T

G A rs74483926byFrequency|by1000genomesMG-124-tumorMG-124-normal - 43 11197 c.10979C>T

A G rs4444457byFrequency|by1000genomesMG-124-tumorMG-124-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-124-tumorMG-124-normal - 10 9441 c.8853T>C

T C rs13796 byFrequency|by1000genomesMG-124-tumorMG-124-normal + 2 372 c.159T>C

T C rs12731746byFrequency|by1000genomesMG-124-tumorMG-124-normal - 11 1394 c.897A>G

C T rs16921265by1000genomesMG-124-tumorMG-124-normal + 1 417 c.117C>T

C T MG-124-tumorMG-124-normal + 12 2915 c.2541C>T

C T rs2285975byFrequency|by1000genomesMG-124-tumorMG-124-normal - 13 2445 c.2256G>A

G C rs62070406by1000genomesMG-124-tumorMG-124-normal - 9 1754 c.1711C>G

G T rs3745765byFrequency|by1000genomesMG-124-tumorMG-124-normal + 9 2360 c.719G>T

C T rs56114611byFrequency|by1000genomesMG-124-tumorMG-124-normal + 6 948 c.438C>T

T C rs12990449byFrequency|by1000genomesMG-124-tumorMG-124-normal - 2 1114 c.143A>G

C T rs151174 by1000genomesMG-124-tumorMG-124-normal + 2 1740 c.1707C>T

G T rs140059935by1000genomesMG-124-tumorMG-124-normal + 16 1408 c.1408G>T

G T rs138591330by1000genomesMG-124-tumorMG-124-normal - 27 8211 c.7863C>A

C T MG-124-tumorMG-124-normal - 3 5767 c.5692G>A

C T rs872665 by1000genomesMG-124-tumorMG-124-normal - 7 1855 c.1519G>A

T C rs2229263byFrequency|by1000genomesMG-124-tumorMG-124-normal - 3 533 c.248A>G



C G rs78992879byFrequency|by1000genomesMG-124-tumorMG-124-normal + 34 4798 c.4622C>G

C T rs468525 by1000genomesMG-124-tumorMG-124-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-124-tumorMG-124-normal - 12 2105 c.2062A>G

A G rs2929158by1000genomesMG-124-tumorMG-124-normal - 19 4373 c.4163T>C

G A MG-124-tumorMG-124-normal + 8 627 c.627G>A

T A rs35737760by1000genomesMG-124-tumorMG-124-normal + 19 2685 c.2520T>A

C T rs2273779byFrequency|by1000genomesMG-124-tumorMG-124-normal + 6 583 c.538C>T

A G rs13223756byFrequency|by1000genomesMG-124-tumorMG-124-normal + 7 2144 c.1944A>G

C T MG-124-tumorMG-124-normal - 3 370 c.335G>A

T C rs142545779byFrequency|by1000genomesMG-124-tumorMG-124-normal - 31 7433 c.6624A>G

A G rs1385600byFrequency|by1000genomesMG-124-tumorMG-124-normal - 5 1375 c.1290T>C

G A MG-124-tumorMG-124-normal - 7 889 c.796C>T

G C rs142017909byFrequencyMG-124-tumorMG-124-normal - 12 1953 c.1743C>G

C T rs61751543by1000genomesMG-124-tumorMG-124-normal - 23 3911 c.3836G>A

C A rs2230018byFrequency|by1000genomesMG-124-tumorMG-124-normal + 17 2218 c.2177C>A

C T rs2229265byFrequency|by1000genomesMG-124-tumorMG-124-normal - 54 10788 c.10503G>A

C T rs78425180byFrequency|by1000genomesMG-124-tumorMG-124-normal - 27 4709 c.4710G>A

C T rs210498 by1000genomesMG-124-tumorMG-124-normal - 23 1885 c.1518G>A

T G rs1998206byFrequency|by1000genomesMG-124-tumorMG-124-normal - 5 631 c.433A>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-124-tumorMG-124-normal + 7 1597 c.1215T>C

C T rs7300444byFrequency|by1000genomesMG-124-tumorMG-124-normal + 19 5383 c.4740C>T

C T rs1801187byFrequency|by1000genomesMG-124-tumorMG-124-normal - 37 5440 c.5234G>A

A T rs35238720byFrequency|by1000genomesMG-124-tumorMG-124-normal + 4 1205 c.860A>T

C T rs4802382by1000genomesMG-124-tumorMG-124-normal + 6 554 c.360C>T

C G rs149605490by1000genomesMG-124-tumorMG-124-normal + 3 1000 c.781C>G

G A rs13054014byFrequency|by1000genomesMG-124-tumorMG-124-normal + 2 569 c.210G>A

A T MG-124-tumorMG-124-normal + 6 678 c.298A>T

T G rs74842149byFrequencyMG-124-tumorMG-124-normal - 4 1217 c.1147A>C

G A MG-124-tumorMG-124-normal - 1 41 c.42C>T

T G rs79385100by1000genomesMG-124-tumorMG-124-normal - 11 1929 c.1930A>C

G A rs144383071byFrequencyMG-124-tumorMG-124-normal - 3 3345 c.3270C>T

T C rs78472618byFrequencyMG-124-tumorMG-124-normal - 3 159 c.115A>G

T C rs28909982 MG-124-tumorMG-124-normal - 4 553 c.478A>G

G A rs20539 byFrequency|by1000genomesMG-124-tumorMG-124-normal + 20 3152 c.3111G>A

C G rs180743 by1000genomesMG-124-tumorMG-124-normal + 2 1315 c.1282C>G

T C rs831043 byFrequency|by1000genomesMG-125-tumorMG-125-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-125-tumorMG-125-normal + 14 2474 c.2092C>A

A G rs62077275 MG-125-tumorMG-125-normal - 2 173 c.80T>C

C T rs1386356byFrequency|by1000genomesMG-125-tumorMG-125-normal - 85 14018 c.13047G>A

A G MG-125-tumorMG-125-normal - 1 440 c.441T>C

C T rs3811444byFrequency|by1000genomesMG-125-tumorMG-125-normal + 6 1169 c.1121C>T

G A rs147488144byFrequencyMG-125-tumorMG-125-normal - 12 1385 c.1383C>T

A G MG-125-tumorMG-125-normal + 1 861 c.861A>G

G A rs11168830by1000genomesMG-125-tumorMG-125-normal - 41 13688 c.13689C>T

T C rs142712751byFrequency|by1000genomesMG-125-tumorMG-125-normal + 16 2193 c.1810T>C

A G rs2229267byFrequency|by1000genomesMG-125-tumorMG-125-normal - 29 5160 c.4875T>C

G T rs2075249byFrequency|by1000genomesMG-125-tumorMG-125-normal - 21 3339 c.3054C>A



T G rs9807633by1000genomesMG-125-tumorMG-125-normal - 1 88 c.89A>C

A G MG-125-tumorMG-125-normal + 1 448 c.448A>G

A G rs141480481by1000genomesMG-125-tumorMG-125-normal + 4 1425 c.1342A>G

C T rs62478357byFrequencyMG-125-tumorMG-125-normal - 8 1268 c.1050G>A

G A rs1062348byFrequency|by1000genomesMG-125-tumorMG-125-normal - 7 1005 c.846C>T

G A rs7624750byFrequency|by1000genomesMG-125-tumorMG-125-normal + 4 707 c.473G>A

T G rs3208659 MG-125-tumorMG-125-normal - 7 871 c.778A>C

C T rs77791636by1000genomesMG-125-tumorMG-125-normal + 6 1132 c.1080C>T

A C rs147999369byFrequency|by1000genomesMG-125-tumorMG-125-normal + 12 2859 c.2746A>C

C T rs72987361byFrequency|by1000genomesMG-125-tumorMG-125-normal - 3 898 c.558G>A

A G rs2229268byFrequency|by1000genomesMG-125-tumorMG-125-normal - 61 11886 c.11601T>C

G A rs34823643byFrequency|by1000genomesMG-125-tumorMG-125-normal - 9 5950 c.5737C>T

T C rs3755806byFrequency|by1000genomesMG-125-tumorMG-125-normal - 15 2117 c.2115A>G

G A rs61737954byFrequency|by1000genomesMG-125-tumorMG-125-normal - 13 3908 c.3724C>T

T C rs7716253by1000genomesMG-125-tumorMG-125-normal + 8 1121 c.945T>C

A C rs7995564by1000genomesMG-125-tumorMG-125-normal + 10 2068 c.1534A>C

G A rs2248407byFrequency|by1000genomesMG-125-tumorMG-125-normal - 4 1003 c.918C>T

T C rs831042 byFrequency|by1000genomesMG-125-tumorMG-125-normal - 24 3945 c.3660A>G

C G rs2298258byFrequency|by1000genomesMG-125-tumorMG-125-normal + 12 1698 c.1260C>G

A G rs62077276 MG-125-tumorMG-125-normal - 2 170 c.77T>C

C A rs6738031by1000genomesMG-125-tumorMG-125-normal - 18 3000 c.2874G>T

C A MG-125-tumorMG-125-normal + 1 706 c.706C>A

G A rs41294868by1000genomesMG-125-tumorMG-125-normal + 14 2132 c.1933G>A

T C rs8089144by1000genomesMG-125-tumorMG-125-normal - 7 1142 c.1143A>G

T C rs62077265 MG-125-tumorMG-125-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-125-tumorMG-125-normal + 23 2508 c.2274T>C

T C rs9646771by1000genomesMG-125-tumorMG-125-normal - 4 787 c.447A>G

T G rs74842149byFrequencyMG-125-tumorMG-125-normal - 4 1217 c.1147A>C

C G MG-125-tumorMG-125-normal + 12 888 c.888C>G

C G rs3818764by1000genomesMG-125-tumorMG-125-normal - 4 1331 c.995G>C

C G rs147865267byFrequencyMG-125-tumorMG-125-normal - 4 1304 c.1234G>C

G T rs146238849byFrequency|by1000genomesMG-125-tumorMG-125-normal - 8 1391 c.1173C>A

T C rs2251219byFrequency|by1000genomesMG-125-tumorMG-125-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-125-tumorMG-125-normal - 6 924 c.639C>T

T C rs28489116by1000genomesMG-125-tumorMG-125-normal - 10 5194 c.4985A>G

G C rs3816748byFrequency|by1000genomesMG-125-tumorMG-125-normal - 2 650 c.241C>G

A G rs7762830by1000genomesMG-125-tumorMG-125-normal + 14 2120 c.1921A>G

C G rs3791251by1000genomesMG-125-tumorMG-125-normal - 25 4912 c.4786G>C

A G MG-125-tumorMG-125-normal - 3 441 c.362T>C

A G rs33953730by1000genomesMG-125-tumorMG-125-normal - 25 4326 c.4200T>C

A G MG-125-tumorMG-125-normal - 19 3733 c.3523T>C

C T rs151233 by1000genomesMG-125-tumorMG-125-normal + 2 99 c.66C>T

T C MG-125-tumorMG-125-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-125-tumorMG-125-normal + 1 376 c.99G>A

T C rs12990449byFrequency|by1000genomesMG-125-tumorMG-125-normal - 2 1114 c.143A>G

C T rs113708906byFrequency|by1000genomesMG-125-tumorMG-125-normal + 4 1103 c.1000C>T

A G rs144929567byFrequency|by1000genomesMG-125-tumorMG-125-normal - 3 2793 c.2718T>C



A G MG-125-tumorMG-125-normal + 1 492 c.492A>G

A G rs17051895by1000genomesMG-125-tumorMG-125-normal + 23 4485 c.3951A>G

A G MG-125-tumorMG-125-normal - 15 1346 c.1346T>C

T C rs72716244byFrequency|by1000genomesMG-125-tumorMG-125-normal - 25 12862 c.12653A>G

C T rs17881168byFrequency|by1000genomesMG-125-tumorMG-125-normal + 2 551 c.168C>T

A G rs2973568by1000genomesMG-125-tumorMG-125-normal + 13 1856 c.1680A>G

G A MG-125-tumorMG-125-normal + 1 1032 c.1032G>A

T G rs12963422byFrequency|by1000genomesMG-125-tumorMG-125-normal - 5 2988 c.2775A>C

C T rs76844681 MG-125-tumorMG-125-normal - 16 2899 c.2681G>A

C A rs6453022by1000genomesMG-125-tumorMG-125-normal + 7 1027 c.851C>A

A T rs3739451by1000genomesMG-125-tumorMG-125-normal - 39 9817 c.9481T>A

T C rs7714670by1000genomesMG-125-tumorMG-125-normal + 6 849 c.673T>C

T G rs1058201 MG-125-tumorMG-125-normal - 3 297 c.204A>C

T C MG-125-tumorMG-125-normal + 1 1140 c.1140T>C

T C rs7935 byFrequency|by1000genomesMG-125-tumorMG-125-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-125-tumorMG-125-normal - 2 514 c.174G>A

A G rs4444457byFrequency|by1000genomesMG-125-tumorMG-125-normal - 54 9497 c.8526T>C

C T rs56390741byFrequency|by1000genomesMG-125-tumorMG-125-normal - 5 2838 c.2625G>A

T C rs143332174by1000genomesMG-125-tumorMG-125-normal - 3 244 c.207A>G

G A MG-125-tumorMG-125-normal + 1 678 c.678G>A

G C rs3088074byFrequency|by1000genomesMG-125-tumorMG-125-normal - 9 2999 c.2785C>G

T C rs7744765by1000genomesMG-125-tumorMG-125-normal + 14 1929 c.1730T>C

G A rs4514247byFrequency|by1000genomesMG-125-tumorMG-125-normal - 3 878 c.808C>T

A C rs10104558byFrequency|by1000genomesMG-125-tumorMG-125-normal + 3 1104 c.950A>C

A C rs76504934by1000genomesMG-125-tumorMG-125-normal - 4 464 c.427T>G

C T MG-125-tumorMG-125-normal + 6 1514 c.1234C>T

T C rs13155212|rs34364709byFrequency|by1000genomesMG-125-tumorMG-125-normal + 7 1597 c.1215T>C

G A rs3793379byFrequency|by1000genomesMG-125-tumorMG-125-normal + 32 4159 c.3882G>A

T C rs2450122byFrequency|by1000genomesMG-125-tumorMG-125-normal - 10 2089 c.2004A>G

A G rs150500921byFrequency|by1000genomesMG-125-tumorMG-125-normal + 4 1105 c.919A>G

T C rs141331335by1000genomesMG-125-tumorMG-125-normal + 2 368 c.342T>C

A G rs17443123by1000genomesMG-125-tumorMG-125-normal + 5 915 c.750A>G

A C rs881732 by1000genomesMG-125-tumorMG-125-normal + 17 1912 c.1092A>C

A G MG-125-tumorMG-125-normal + 1 1053 c.1053A>G

T C rs2229992byFrequency|by1000genomesMG-125-tumorMG-125-normal + 12 1838 c.1458T>C

C G rs112835318by1000genomesMG-125-tumorMG-125-normal - 1 33 c.13G>C

T C rs141049734byFrequencyMG-125-tumorMG-125-normal - 18 3186 c.2968A>G

T C rs7275 by1000genomesMG-125-tumorMG-125-normal + 35 5267 c.4983T>C

A T rs111657679byFrequency|by1000genomesMG-125-tumorMG-125-normal - 7 516 c.149T>A

T A rs61748150byFrequencyMG-125-tumorMG-125-normal + 20 6067 c.5941T>A

T C rs41286961byFrequency|by1000genomesMG-125-tumorMG-125-normal + 14 1440 c.1340T>C

C T rs17215409byFrequency|by1000genomesMG-125-tumorMG-125-normal + 1 1148 c.919C>T

C T rs113857613byFrequencyMG-125-tumorMG-125-normal - 12 1037 c.670G>A

C T MG-125-tumorMG-125-normal - 8 1260 c.1042G>A

A G rs4143768byFrequency|by1000genomesMG-125-tumorMG-125-normal - 10 6783 c.6195T>C

T C rs9807555by1000genomesMG-125-tumorMG-125-normal - 1 196 c.197A>G

G C rs60140950byFrequency|by1000genomesMG-125-tumorMG-125-normal + 9 986 c.767G>C



C T rs11873462by1000genomesMG-125-tumorMG-125-normal - 1 47 c.48G>A

G A rs145709922byFrequencyMG-125-tumorMG-125-normal - 15 2364 c.2079C>T

T C rs2241190byFrequency|by1000genomesMG-125-tumorMG-125-normal - 17 2745 c.2460A>G

C T rs3812458byFrequency|by1000genomesMG-125-tumorMG-125-normal + 22 2662 c.2385C>T

T C rs5927083byFrequency|by1000genomesMG-125-tumorMG-125-normal - 14 1841 c.1635A>G

G A rs61740940byFrequency|by1000genomesMG-125-tumorMG-125-normal - 4 662 c.165C>T

G A rs2229354byFrequency|by1000genomesMG-125-tumorMG-125-normal + 7 1131 c.924G>A

C T rs12708402by1000genomesMG-125-tumorMG-125-normal - 16 3405 c.3178G>A

T G MG-125-tumorMG-125-normal - 4 1216 c.1021A>C

C T rs148653429by1000genomesMG-125-tumorMG-125-normal - 19 1804 c.1804G>A

C A rs16829829byFrequency|by1000genomesMG-125-tumorMG-125-normal + 23 3457 c.2314C>A

G A rs2271189byFrequency|by1000genomesMG-125-tumorMG-125-normal + 27 3788 c.3348G>A

A G rs16831887byFrequency|by1000genomesMG-125-tumorMG-125-normal + 9 2111 c.2023A>G

C T rs9105 byFrequency|by1000genomesMG-125-tumorMG-125-normal + 33 4964 c.4680C>T

T C MG-125-tumorMG-125-normal + 1 910 c.910T>C

A T rs142508835by1000genomesMG-125-tumorMG-125-normal - 34 5872 c.5536T>A

C T MG-125-tumorMG-125-normal + 12 962 c.962C>T

A G rs3208627 MG-125-tumorMG-125-normal - 2 153 c.60T>C

G A MG-125-tumorMG-125-normal + 1 159 c.159G>A

T C rs2075252byFrequency|by1000genomesMG-125-tumorMG-125-normal - 66 12565 c.12280A>G

T C rs766894 by1000genomesMG-125-tumorMG-125-normal + 25 2461 c.2295T>C

A G rs17078605byFrequency|by1000genomesMG-125-tumorMG-125-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-125-tumorMG-125-normal + 3 290 c.80G>A

C A rs138908625byFrequency|by1000genomesMG-125-tumorMG-125-normal - 8 1357 c.1139G>T

A G rs180744 by1000genomesMG-125-tumorMG-125-normal + 2 1719 c.1686A>G

C T MG-125-tumorMG-125-normal - 8 1256 c.1038G>A

T C rs543304 byFrequency|by1000genomesMG-125-tumorMG-125-normal + 11 4034 c.3807T>C

G A rs74351250byFrequency|by1000genomesMG-125-tumorMG-125-normal - 9 1013 c.1014C>T

G A rs2127898byFrequency|by1000genomesMG-125-tumorMG-125-normal - 6 1130 c.920C>T

G A rs143224517byFrequency|by1000genomesMG-125-tumorMG-125-normal - 3 219 c.87C>T

G C MG-125-tumorMG-125-normal - 5 1009 c.1010C>G

C T rs45554841by1000genomesMG-125-tumorMG-125-normal - 1 214 c.215G>A

G A rs149651686|rs76723236by1000genomesMG-125-tumorMG-125-normal - 11 977 c.610C>T

A G rs11778209byFrequency|by1000genomesMG-125-tumorMG-125-normal - 39 6448 c.6204T>C

A G rs28647489by1000genomesMG-125-tumorMG-125-normal - 15 10210 c.10001T>C

A G rs9552929byFrequency|by1000genomesMG-125-tumorMG-125-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-125-tumorMG-125-normal - 3 660 c.661T>C

T C rs13796 byFrequency|by1000genomesMG-125-tumorMG-125-normal + 2 372 c.159T>C

C T rs1130233byFrequency|by1000genomesMG-125-tumorMG-125-normal - 8 2206 c.726G>A

A G rs40831 by1000genomesMG-125-tumorMG-125-normal + 2 2118 c.2085A>G

G C rs45469098by1000genomesMG-125-tumorMG-125-normal - 1 255 c.256C>G

C G rs2509943byFrequency|by1000genomesMG-125-tumorMG-125-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-125-tumorMG-125-normal + 11 1273 c.1063G>A

T C rs112827102byFrequency|by1000genomesMG-125-tumorMG-125-normal - 19 3495 c.3285A>G

C T rs151174 by1000genomesMG-125-tumorMG-125-normal + 2 1740 c.1707C>T

C T rs141560248byFrequency|by1000genomesMG-125-tumorMG-125-normal + 2 2683 c.2571C>T

T C rs4149056byFrequency|by1000genomesMG-125-tumorMG-125-normal + 6 617 c.521T>C



T C rs62077266 MG-125-tumorMG-125-normal - 3 311 c.218A>G

C T rs3814883byFrequency|by1000genomesMG-125-tumorMG-125-normal + 13 2402 c.1359C>T

G A rs34949187by1000genomesMG-125-tumorMG-125-normal + 6 1198 c.824G>A

C G MG-125-tumorMG-125-normal + 16 2424 c.1876C>G

C G rs3817428by1000genomesMG-125-tumorMG-125-normal + 15 7493 c.7119C>G

A G rs2737699byFrequency|by1000genomesMG-125-tumorMG-125-normal - 10 12892 c.12304T>C

G A rs11762213byFrequency|by1000genomesMG-125-tumorMG-125-normal + 2 344 c.144G>A

C T MG-125-tumorMG-125-normal - 2 88

A C rs1410048by1000genomesMG-125-tumorMG-125-normal - 40 10053 c.9717T>G

A C rs80029043 MG-125-tumorMG-125-normal - 12 1622 c.1529T>G

C T MG-125-tumorMG-125-normal - 3 370 c.335G>A

A C rs76437836byFrequencyMG-125-tumorMG-125-normal - 3 142 c.98T>G

G A rs2227983byFrequency|by1000genomesMG-125-tumorMG-125-normal + 13 1739 c.1562G>A

A G rs1385600byFrequency|by1000genomesMG-125-tumorMG-125-normal - 5 1375 c.1290T>C

C G rs2282302byFrequency|by1000genomesMG-125-tumorMG-125-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-125-tumorMG-125-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-125-tumorMG-125-normal - 21 3503 c.3501A>T

G A MG-125-tumorMG-125-normal + 1 171 c.171G>A

C T rs7300444byFrequency|by1000genomesMG-125-tumorMG-125-normal + 19 5383 c.4740C>T

C T rs1801187byFrequency|by1000genomesMG-125-tumorMG-125-normal - 37 5440 c.5234G>A

A C rs62534884by1000genomesMG-125-tumorMG-125-normal + 4 892 c.683A>C

T C MG-125-tumorMG-125-normal - 10 13186 c.12598A>G

C A rs3739298byFrequency|by1000genomesMG-125-tumorMG-125-normal - 9 2230 c.1821G>T

G C rs62077263 MG-125-tumorMG-125-normal - 7 916 c.823C>G

A T rs10107774byFrequency|by1000genomesMG-125-tumorMG-125-normal + 3 1496 c.1342A>T

G T rs138591330by1000genomesMG-125-tumorMG-125-normal - 27 8211 c.7863C>A

G A rs61814946byFrequency|by1000genomesMG-125-tumorMG-125-normal - 3 1785 c.1710C>T

G A rs142702316byFrequencyMG-125-tumorMG-125-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-125-tumorMG-125-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-125-tumorMG-125-normal + 2 1315 c.1282C>G

A G rs147994056by1000genomesMG-125371-tumorMG-125371-normal+ 12 3193 c.2974A>G

C T MG-126-tumorMG-126-normal + 1 227 c.227C>T

T C rs41300566byFrequency|by1000genomesMG-126-tumorMG-126-normal - 13 3805 c.3430A>G

T C rs831043 byFrequency|by1000genomesMG-126-tumorMG-126-normal - 21 3354 c.3069A>G

A C MG-126-tumorMG-126-normal - 25 4469 c.4225T>G

C A rs12627379byFrequency|by1000genomesMG-126-tumorMG-126-normal - 23 1834

C T rs1386356byFrequency|by1000genomesMG-126-tumorMG-126-normal - 85 14018 c.13047G>A

G A rs62070401by1000genomesMG-126-tumorMG-126-normal - 12 2205 c.2162C>T

G A rs61754477byFrequency|by1000genomesMG-126-tumorMG-126-normal - 10 4776 c.4188C>T

C T rs16842865byFrequency|by1000genomesMG-126-tumorMG-126-normal - 3 2239 c.2167G>A

G A rs11168830by1000genomesMG-126-tumorMG-126-normal - 41 13688 c.13689C>T

C T rs9550956byFrequency|by1000genomesMG-126-tumorMG-126-normal - 10 6855 c.6267G>A

G A rs2229995byFrequency|by1000genomesMG-126-tumorMG-126-normal + 16 7884 c.7504G>A

G T rs2075249byFrequency|by1000genomesMG-126-tumorMG-126-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-126-tumorMG-126-normal + 19 2459 c.2283C>T

C T MG-126-tumorMG-126-normal + 6 1194 c.820C>T

G C rs2229933|rs116048761byFrequency|by1000genomesMG-126-tumorMG-126-normal + 6 830 c.282G>C



C T rs2078478by1000genomesMG-126-tumorMG-126-normal - 5 411 c.392G>A

G A rs2853344byFrequency|by1000genomesMG-126-tumorMG-126-normal - 13 2990 c.2615C>T

C T rs77791636by1000genomesMG-126-tumorMG-126-normal + 6 1132 c.1080C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-126-tumorMG-126-normal + 17 2594 c.2046A>C

A G rs4532127byFrequency|by1000genomesMG-126-tumorMG-126-normal + 13 1587 c.1377A>G

G A rs17052357byFrequency|by1000genomesMG-126-tumorMG-126-normal - 10 1187 c.1185C>T

A G rs2229268byFrequency|by1000genomesMG-126-tumorMG-126-normal - 61 11886 c.11601T>C

C T rs199930 by1000genomesMG-126-tumorMG-126-normal + 36 5181 c.5016C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-126-tumorMG-126-normal + 7 1073 c.525C>T

G C rs12104021by1000genomesMG-126-tumorMG-126-normal - 3 790 c.258C>G

C A rs149207258by1000genomesMG-126-tumorMG-126-normal - 27 5155 c.4815G>T

C A rs2973558by1000genomesMG-126-tumorMG-126-normal + 20 2514 c.2338C>A

G T MG-126-tumorMG-126-normal - 19 1813 c.1813C>A

T C rs7275 by1000genomesMG-126-tumorMG-126-normal + 35 5267 c.4983T>C

G A rs7179364by1000genomesMG-126-tumorMG-126-normal + 1 520 c.85G>A

C A rs6738031by1000genomesMG-126-tumorMG-126-normal - 18 3000 c.2874G>T

A C rs1208606byFrequency|by1000genomesMG-126-tumorMG-126-normal - 6 1571 c.1359T>G

C G MG-126-tumorMG-126-normal - 16 1416 c.1417G>C

T C rs11373 byFrequency|by1000genomesMG-126-tumorMG-126-normal - 3 787 c.367A>G

T C rs9851685byFrequency|by1000genomesMG-126-tumorMG-126-normal + 23 2508 c.2274T>C

C G rs138119145byFrequencyMG-126-tumorMG-126-normal - 25 4173 c.3955G>C

G A rs12104022by1000genomesMG-126-tumorMG-126-normal - 3 784 c.252C>T

T C rs41286961byFrequency|by1000genomesMG-126-tumorMG-126-normal + 14 1440 c.1340T>C

G A rs113701414byFrequency|by1000genomesMG-126-tumorMG-126-normal - 4 824 c.596C>T

C G rs3818764by1000genomesMG-126-tumorMG-126-normal - 4 1331 c.995G>C

G T rs146238849byFrequency|by1000genomesMG-126-tumorMG-126-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-126-tumorMG-126-normal + 28 4116 c.3951T>C

C T MG-126-tumorMG-126-normal + 12 1430 c.569C>T

G A rs13007735byFrequency|by1000genomesMG-126-tumorMG-126-normal - 16 3587 c.2616C>T

C T rs41266136byFrequency|by1000genomesMG-126-tumorMG-126-normal - 3 1018 c.943G>A

T G MG-126-tumorMG-126-normal + 1 1104 c.1104T>G

G A rs11549105byFrequency|by1000genomesMG-126-tumorMG-126-normal - 6 1228 c.1224C>T

G A rs4863506by1000genomesMG-126-tumorMG-126-normal - 5 4046 c.3190C>T

G A rs16912247byFrequency|by1000genomesMG-126-tumorMG-126-normal - 14 9973 c.9598C>T

C A rs1801270byFrequency|by1000genomesMG-126-tumorMG-126-normal + 2 328 c.93C>A

T C MG-126-tumorMG-126-normal - 3 305 c.270A>G

C T MG-126-tumorMG-126-normal + 1 1002 c.1002C>T

C T MG-126-tumorMG-126-normal + 11 2314 c.1925C>T

G A rs1718878byFrequency|by1000genomesMG-126-tumorMG-126-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-126-tumorMG-126-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-126-tumorMG-126-normal + 16 2064 c.1887T>A

T G rs79385100by1000genomesMG-126-tumorMG-126-normal - 11 1929 c.1930A>C

G A rs1713982byFrequency|by1000genomesMG-126-tumorMG-126-normal + 15 2261 c.1848G>A

A G rs1136159byFrequency|by1000genomesMG-126-tumorMG-126-normal - 10 1068 c.860T>C

A G rs13346368by1000genomesMG-126-tumorMG-126-normal + 10 3324 c.3130A>G

A G rs35955389by1000genomesMG-126-tumorMG-126-normal + 8 877 c.690A>G

T C rs12990449byFrequency|by1000genomesMG-126-tumorMG-126-normal - 2 1114 c.143A>G



A G MG-126-tumorMG-126-normal - 2 706 c.655T>C

T C rs9646771by1000genomesMG-126-tumorMG-126-normal - 4 787 c.447A>G

C T rs141428612byFrequencyMG-126-tumorMG-126-normal + 11 4218 c.3575C>T

T G rs552183 byFrequency|by1000genomesMG-126-tumorMG-126-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-126-tumorMG-126-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-126-tumorMG-126-normal + 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-126-tumorMG-126-normal - 5 2988 c.2775A>C

C T rs9489143byFrequency|by1000genomesMG-126-tumorMG-126-normal - 13 2184 c.1986G>A

T A rs3740423byFrequency|by1000genomesMG-126-tumorMG-126-normal - 13 4583 c.4208A>T

C A rs6453022by1000genomesMG-126-tumorMG-126-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-126-tumorMG-126-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-126-tumorMG-126-normal - 39 9817 c.9481T>A

C T rs1779132byFrequency|by1000genomesMG-126-tumorMG-126-normal - 6 2113 c.1563G>A

C G rs143879890by1000genomesMG-126-tumorMG-126-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-126-tumorMG-126-normal + 7 1855 c.1810A>G

A G rs34625286byFrequency|by1000genomesMG-126-tumorMG-126-normal - 3 2493 c.2418T>C

C T rs6432901by1000genomesMG-126-tumorMG-126-normal - 2 514 c.174G>A

C T rs3796032byFrequency|by1000genomesMG-126-tumorMG-126-normal - 17 2381 c.1929G>A

G A rs7624750byFrequency|by1000genomesMG-126-tumorMG-126-normal + 4 707 c.473G>A

A G rs6679449by1000genomesMG-126-tumorMG-126-normal - 3 1923 c.1851T>C

A G rs1211708byFrequency|by1000genomesMG-126-tumorMG-126-normal - 6 1888 c.1338T>C

G C rs3088074byFrequency|by1000genomesMG-126-tumorMG-126-normal - 9 2999 c.2785C>G

A G rs41305024byFrequency|by1000genomesMG-126-tumorMG-126-normal - 13 3872 c.3497T>C

C T rs56351141byFrequency|by1000genomesMG-126-tumorMG-126-normal + 9 1137 c.699C>T

C T rs3749645by1000genomesMG-126-tumorMG-126-normal + 24 3194 c.3018C>T

C T rs9904366byFrequency|by1000genomesMG-126-tumorMG-126-normal - 3 554 c.175G>A

C T rs7300444byFrequency|by1000genomesMG-126-tumorMG-126-normal + 19 5383 c.4740C>T

G A MG-126-tumorMG-126-normal + 1 315 c.315G>A

C T rs55913776 MG-126-tumorMG-126-normal - 3 1207 c.675G>A

G A rs11549106byFrequency|by1000genomesMG-126-tumorMG-126-normal - 4 895 c.891C>T

T C MG-126-tumorMG-126-normal + 1 541 c.541T>C

G A rs16885 byFrequency|by1000genomesMG-126-tumorMG-126-normal - 9 3193 c.2257C>T

C T MG-126-tumorMG-126-normal - 8 1940 c.1004G>A

C T rs2973571by1000genomesMG-126-tumorMG-126-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-126-tumorMG-126-normal + 12 1838 c.1458T>C

C T rs151174 by1000genomesMG-126-tumorMG-126-normal + 2 1740 c.1707C>T

T C rs2241190byFrequency|by1000genomesMG-126-tumorMG-126-normal - 17 2745 c.2460A>G

C A MG-126-tumorMG-126-normal + 31 4220 c.4044C>A

T C MG-126-tumorMG-126-normal + 1 560 c.560T>C

T C rs7714670by1000genomesMG-126-tumorMG-126-normal + 6 849 c.673T>C

A G rs1801426byFrequency|by1000genomesMG-126-tumorMG-126-normal + 27 10461 c.10234A>G

A T rs111657679byFrequency|by1000genomesMG-126-tumorMG-126-normal - 7 516 c.149T>A

A C rs1410048by1000genomesMG-126-tumorMG-126-normal - 40 10053 c.9717T>G

C T rs6587667byFrequency|by1000genomesMG-126-tumorMG-126-normal - 3 482 c.410G>A

T C MG-126-tumorMG-126-normal + 16 8269 c.7889T>C

T C rs142470496byFrequencyMG-126-tumorMG-126-normal - 12 1890 c.454A>G

G T MG-126-tumorMG-126-normal + 24 4134



A C rs76504934by1000genomesMG-126-tumorMG-126-normal - 4 464 c.427T>G

G C rs34188717byFrequency|by1000genomesMG-126-tumorMG-126-normal - 3 2484 c.2409C>G

T C rs41290900byFrequency|by1000genomesMG-126-tumorMG-126-normal - 8 3374 c.804A>G

C G rs71057717|rs71057716MG-126-tumorMG-126-normal - 3 721 c.586G>C

G A rs11554397byFrequency|by1000genomesMG-126-tumorMG-126-normal - 10 13350 c.12762C>T

C T rs3135867byFrequency|by1000genomesMG-126-tumorMG-126-normal + 4 673 c.417C>T

G A rs7234999byFrequency|by1000genomesMG-126-tumorMG-126-normal - 5 5512 c.5299C>T

G A rs118102196byFrequency|by1000genomesMG-126-tumorMG-126-normal - 4 1292 c.921C>T

C G rs11718329by1000genomesMG-126-tumorMG-126-normal + 4 719 c.647C>G

G T MG-126-tumorMG-126-normal - 2 2808 c.1952C>A

A T rs7095325byFrequency|by1000genomesMG-126-tumorMG-126-normal - 7 1087 c.712T>A

T C rs2075252byFrequency|by1000genomesMG-126-tumorMG-126-normal - 66 12565 c.12280A>G

T C rs5927083byFrequency|by1000genomesMG-126-tumorMG-126-normal - 14 1841 c.1635A>G

G C rs45469098by1000genomesMG-126-tumorMG-126-normal - 1 255 c.256C>G

T C rs112827102byFrequency|by1000genomesMG-126-tumorMG-126-normal - 19 3495 c.3285A>G

C G rs149605490by1000genomesMG-126-tumorMG-126-normal + 3 1000 c.781C>G

C T rs3745762by1000genomesMG-126-tumorMG-126-normal + 6 2241 c.2047C>T

G A rs141229157 MG-126-tumorMG-126-normal - 6 1198 c.1194C>T

C T MG-126-tumorMG-126-normal + 10 1444 c.1370C>T

C T rs1208731byFrequency|by1000genomesMG-126-tumorMG-126-normal - 6 2191 c.1641G>A

T C rs831042 byFrequency|by1000genomesMG-126-tumorMG-126-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-126-tumorMG-126-normal + 2 543 c.510A>G

C T rs12741518byFrequency|by1000genomesMG-126-tumorMG-126-normal - 3 575 c.500G>A

C T MG-126-tumorMG-126-normal + 1 852 c.852C>T

C T rs62478357byFrequencyMG-126-tumorMG-126-normal - 8 1268 c.1050G>A

G A rs3744007byFrequency|by1000genomesMG-126-tumorMG-126-normal - 4 658 c.279C>T

A G rs34961678byFrequency|by1000genomesMG-126-tumorMG-126-normal - 3 514 c.429T>C

G A rs2271189byFrequency|by1000genomesMG-126-tumorMG-126-normal + 27 3788 c.3348G>A

T C MG-126-tumorMG-126-normal - 10 4160 c.3572A>G

G A rs76487761byFrequency|by1000genomesMG-126-tumorMG-126-normal - 5 1420 c.1096C>T

G A rs3733415by1000genomesMG-126-tumorMG-126-normal - 2 601 c.392C>T

T C rs766894 by1000genomesMG-126-tumorMG-126-normal + 25 2461 c.2295T>C

C T MG-126-tumorMG-126-normal + 4 1227 c.1227C>T

C T rs3796031byFrequency|by1000genomesMG-126-tumorMG-126-normal - 17 2399 c.1947G>A

C T rs7240355byFrequency|by1000genomesMG-126-tumorMG-126-normal - 5 5238 c.5025G>A

G A rs6018623byFrequency|by1000genomesMG-126-tumorMG-126-normal + 20 3957 c.3741G>A

C A rs138908625byFrequency|by1000genomesMG-126-tumorMG-126-normal - 8 1357 c.1139G>T

A G rs180744 by1000genomesMG-126-tumorMG-126-normal + 2 1719 c.1686A>G

C T MG-126-tumorMG-126-normal - 7 408 c.408G>A

C T MG-126-tumorMG-126-normal - 8 1256 c.1038G>A

T C rs543304 byFrequency|by1000genomesMG-126-tumorMG-126-normal + 11 4034 c.3807T>C

G A rs2127898byFrequency|by1000genomesMG-126-tumorMG-126-normal - 6 1130 c.920C>T

T G rs140832996byFrequency|by1000genomesMG-126-tumorMG-126-normal + 2 369 c.281T>G

C T rs1035938by1000genomesMG-126-tumorMG-126-normal + 6 1538 c.1344C>T

A G MG-126-tumorMG-126-normal + 15 1958 c.1906A>G

G A MG-126-tumorMG-126-normal - 3 1505 c.973C>T

G C MG-126-tumorMG-126-normal - 5 1009 c.1010C>G



C T rs2243380byFrequency|by1000genomesMG-126-tumorMG-126-normal - 6 698 c.500G>A

G A rs2973566by1000genomesMG-126-tumorMG-126-normal + 14 1930 c.1754G>A

G A rs150465850byFrequencyMG-126-tumorMG-126-normal + 15 3330 c.3217G>A

G A rs146546850byFrequencyMG-126-tumorMG-126-normal - 12 1889 c.453C>T

G A rs2248407byFrequency|by1000genomesMG-126-tumorMG-126-normal - 4 1003 c.918C>T

C A rs41306015byFrequency|by1000genomesMG-126-tumorMG-126-normal - 13 4052 c.3677G>T

T C rs7716253by1000genomesMG-126-tumorMG-126-normal + 8 1121 c.945T>C

C T MG-126-tumorMG-126-normal - 8 1260 c.1042G>A

A G rs4444457byFrequency|by1000genomesMG-126-tumorMG-126-normal - 54 9497 c.8526T>C

C T MG-126-tumorMG-126-normal + 1 213 c.213C>T

G A rs2289247byFrequency|by1000genomesMG-126-tumorMG-126-normal + 11 1273 c.1063G>A

C T rs2285975byFrequency|by1000genomesMG-126-tumorMG-126-normal - 13 2445 c.2256G>A

A G rs40831 by1000genomesMG-126-tumorMG-126-normal + 2 2118 c.2085A>G

A G rs35670472byFrequency|by1000genomesMG-126-tumorMG-126-normal - 10 10893 c.10305T>C

G C rs62070406by1000genomesMG-126-tumorMG-126-normal - 9 1754 c.1711C>G

C A rs3817753 MG-126-tumorMG-126-normal - 8 1575 c.639G>T

G T rs3745765byFrequency|by1000genomesMG-126-tumorMG-126-normal + 9 2360 c.719G>T

C G rs2509943byFrequency|by1000genomesMG-126-tumorMG-126-normal + 3 776 c.279C>G

A T rs1063536byFrequency|by1000genomesMG-126-tumorMG-126-normal - 4 612 c.237T>A

C T rs61744481by1000genomesMG-126-tumorMG-126-normal + 5 1560 c.1362C>T

A G MG-126-tumorMG-126-normal + 19 1823 c.1823A>G

G T MG-126-tumorMG-126-normal + 9 1298 c.1132G>T

A C rs80303640by1000genomesMG-126-tumorMG-126-normal - 16 1415 c.1416T>G

A G rs4659654byFrequency|by1000genomesMG-126-tumorMG-126-normal - 16 2000 c.1503T>C

T C rs62070402by1000genomesMG-126-tumorMG-126-normal - 12 2105 c.2062A>G

C T MG-126-tumorMG-126-normal - 3 1048 c.516G>A

C T MG-126-tumorMG-126-normal - 2 88

A G rs13223756byFrequency|by1000genomesMG-126-tumorMG-126-normal + 7 2144 c.1944A>G

C G MG-126-tumorMG-126-normal - 1 124 c.31G>C

C T rs115093623by1000genomesMG-126-tumorMG-126-normal + 33 4842 c.4677C>T

A G rs1385600byFrequency|by1000genomesMG-126-tumorMG-126-normal - 5 1375 c.1290T>C

A G rs113995284byFrequency|by1000genomesMG-126-tumorMG-126-normal + 7 1761 c.1673A>G

G A MG-126-tumorMG-126-normal - 4 453 c.138C>T

G A rs2227983byFrequency|by1000genomesMG-126-tumorMG-126-normal + 13 1739 c.1562G>A

C G rs2282302byFrequency|by1000genomesMG-126-tumorMG-126-normal - 3 965 c.893G>C

G T rs147825872 MG-126-tumorMG-126-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-126-tumorMG-126-normal - 5 4949 c.4736A>G

G A rs12729662byFrequency|by1000genomesMG-126-tumorMG-126-normal - 3 8430 c.8355C>T

T C rs13155212|rs34364709byFrequency|by1000genomesMG-126-tumorMG-126-normal + 7 1597 c.1215T>C

C T rs4802382by1000genomesMG-126-tumorMG-126-normal + 6 554 c.360C>T

C A rs78225807byFrequency|by1000genomesMG-126-tumorMG-126-normal - 11 919 c.552G>T

C T rs140871032byFrequency|by1000genomesMG-126-tumorMG-126-normal + 4 664 c.220C>T

T G MG-126-tumorMG-126-normal + 13 1700 c.1606T>G

C T rs55979329by1000genomesMG-126-tumorMG-126-normal - 3 1257 c.725G>A

T A rs2060198byFrequency|by1000genomesMG-126-tumorMG-126-normal + 27 5204 c.4914T>A

C T rs2273779byFrequency|by1000genomesMG-126-tumorMG-126-normal + 6 583 c.538C>T

C G rs180743 by1000genomesMG-126-tumorMG-126-normal + 2 1315 c.1282C>G



C G rs3809975byFrequency|by1000genomesMG-126-tumorMG-126-normal - 5 3143 c.2930G>C

T C rs62075623 MG-127-tumorMG-127-normal - 14 1825 c.1732A>G

C T rs3745764byFrequency|by1000genomesMG-127-tumorMG-127-normal + 9 2705 c.1064C>T

G A MG-127-tumorMG-127-normal + 1 670 c.670G>A

C T rs2293347byFrequency|by1000genomesMG-127-tumorMG-127-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-127-tumorMG-127-normal - 85 14018 c.13047G>A

G C rs2240 byFrequency|by1000genomesMG-127-tumorMG-127-normal - 13 2935 c.2560C>G

G T rs3745765byFrequency|by1000genomesMG-127-tumorMG-127-normal + 9 2360 c.719G>T

C T rs16842865byFrequency|by1000genomesMG-127-tumorMG-127-normal - 3 2239 c.2167G>A

G A MG-127-tumorMG-127-normal + 11 1634 c.1582G>A

T C rs61747978byFrequency|by1000genomesMG-127-tumorMG-127-normal + 9 2081 c.1968T>C

C T MG-127-tumorMG-127-normal + 20 3982 c.3905C>T

G A rs34916904byFrequency|by1000genomesMG-127-tumorMG-127-normal - 13 2869 c.2494C>T

C T rs74398156 MG-127-tumorMG-127-normal - 5 487 c.394G>A

G T rs2075249byFrequency|by1000genomesMG-127-tumorMG-127-normal - 21 3339 c.3054C>A

A T MG-127-tumorMG-127-normal + 5 625 c.403A>T

G A MG-127-tumorMG-127-normal - 43 8454 c.8169C>T

A G rs62077275 MG-127-tumorMG-127-normal - 2 173 c.80T>C

A G rs4143768byFrequency|by1000genomesMG-127-tumorMG-127-normal - 10 6783 c.6195T>C

G A rs149181731byFrequencyMG-127-tumorMG-127-normal + 1 431 c.379G>A

A G rs62077276 MG-127-tumorMG-127-normal - 2 170 c.77T>C

G A MG-127-tumorMG-127-normal + 13 1782 c.1688G>A

G A rs1062348byFrequency|by1000genomesMG-127-tumorMG-127-normal - 7 1005 c.846C>T

T C rs766894 by1000genomesMG-127-tumorMG-127-normal + 25 2461 c.2295T>C

T G rs3208659 MG-127-tumorMG-127-normal - 7 871 c.778A>C

C T MG-127-tumorMG-127-normal + 2 629 c.535C>T

A G rs3108200byFrequency|by1000genomesMG-127-tumorMG-127-normal + 3 2040 c.810A>G

C T rs199930 by1000genomesMG-127-tumorMG-127-normal + 36 5181 c.5016C>T

T C rs80268686 MG-127-tumorMG-127-normal - 14 2213 c.1995A>G

G A rs7624750byFrequency|by1000genomesMG-127-tumorMG-127-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-127-tumorMG-127-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-127-tumorMG-127-normal - 18 3000 c.2874G>T

C T rs74401238byFrequency|by1000genomesMG-127-tumorMG-127-normal - 18 3705 c.3365G>A

G C rs35641374byFrequency|by1000genomesMG-127-tumorMG-127-normal + 1 397 c.397G>C

A G rs137854557 MG-127-tumorMG-127-normal + 13 1849 c.1466A>G

G A rs41294868by1000genomesMG-127-tumorMG-127-normal + 14 2132 c.1933G>A

A G MG-127-tumorMG-127-normal + 1 1164 c.1164A>G

T C rs9851685byFrequency|by1000genomesMG-127-tumorMG-127-normal + 23 2508 c.2274T>C

A C rs74875648 MG-127-tumorMG-127-normal - 5 524 c.431T>G

T C rs143087624 MG-127-tumorMG-127-normal - 11 2497 c.2122A>G

T C MG-127-tumorMG-127-normal - 9 1441 c.1390A>G

A G rs2227973byFrequency|by1000genomesMG-127-tumorMG-127-normal + 2 2571 c.2459A>G

C T rs17634865by1000genomesMG-127-tumorMG-127-normal + 34 4818 c.4642C>T

T G rs12963422byFrequency|by1000genomesMG-127-tumorMG-127-normal - 5 2988 c.2775A>C

C T rs26505 byFrequency|by1000genomesMG-127-tumorMG-127-normal + 1 144 c.57C>T

G A rs13007735byFrequency|by1000genomesMG-127-tumorMG-127-normal - 16 3587 c.2616C>T

A T MG-127-tumorMG-127-normal + 20 4045 c.3968A>T



C T rs41266136byFrequency|by1000genomesMG-127-tumorMG-127-normal - 3 1018 c.943G>A

C T rs10258429byFrequency|by1000genomesMG-127-tumorMG-127-normal + 16 2213 c.1968C>T

C G MG-127-tumorMG-127-normal + 10 1982 c.1448C>G

A G MG-127-tumorMG-127-normal + 1 340 c.340A>G

G A MG-127-tumorMG-127-normal + 20 2750 c.2367G>A

G A MG-127-tumorMG-127-normal + 2 646 c.552G>A

G A rs11549105byFrequency|by1000genomesMG-127-tumorMG-127-normal - 6 1228 c.1224C>T

G A MG-127-tumorMG-127-normal + 1 991 c.991G>A

A G rs74771330 MG-127-tumorMG-127-normal - 12 1587 c.1494T>C

T C rs72676907byFrequency|by1000genomesMG-127-tumorMG-127-normal + 3 517 c.327T>C

T C MG-127-tumorMG-127-normal + 1 52 c.52T>C

T C rs79454290 MG-127-tumorMG-127-normal - 10 1195 c.1102A>G

G A rs1718878byFrequency|by1000genomesMG-127-tumorMG-127-normal + 13 2003 c.1590G>A

A C rs10473959by1000genomesMG-127-tumorMG-127-normal + 6 999 c.823A>C

T C rs62075621 MG-127-tumorMG-127-normal - 14 1851 c.1758A>G

T A rs17337023byFrequency|by1000genomesMG-127-tumorMG-127-normal + 16 2064 c.1887T>A

A G rs17051895by1000genomesMG-127-tumorMG-127-normal + 23 4485 c.3951A>G

G A rs1713982byFrequency|by1000genomesMG-127-tumorMG-127-normal + 15 2261 c.1848G>A

A C rs77739281 MG-127-tumorMG-127-normal - 10 1194 c.1101T>G

A G rs1136159byFrequency|by1000genomesMG-127-tumorMG-127-normal - 10 1068 c.860T>C

A T MG-127-tumorMG-127-normal + 9 626 c.626A>T

T C rs9646771by1000genomesMG-127-tumorMG-127-normal - 4 787 c.447A>G

C T rs1893177byFrequency|by1000genomesMG-127-tumorMG-127-normal + 16 2968 c.2592C>T

T G rs552183 byFrequency|by1000genomesMG-127-tumorMG-127-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-127-tumorMG-127-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-127-tumorMG-127-normal + 14 2279 c.2055T>C

C T rs76844681 MG-127-tumorMG-127-normal - 16 2899 c.2681G>A

T C rs1048500byFrequency|by1000genomesMG-127-tumorMG-127-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-127-tumorMG-127-normal - 69 11621 c.10650G>A

G A rs10082432byFrequency|by1000genomesMG-127-tumorMG-127-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-127-tumorMG-127-normal - 16 2320 c.2233G>C

T G rs62075657 MG-127-tumorMG-127-normal - 13 1770 c.1677A>C

T G rs1058201 MG-127-tumorMG-127-normal - 3 297 c.204A>C

G A MG-127-tumorMG-127-normal + 1 369 c.369G>A

A G MG-127-tumorMG-127-normal + 1 81 c.81A>G

G A MG-127-tumorMG-127-normal + 17 2563 c.2473G>A

T G MG-127-tumorMG-127-normal + 2 943 c.409T>G

A G rs80120716 MG-127-tumorMG-127-normal - 10 1214 c.1121T>C

C T rs7240355byFrequency|by1000genomesMG-127-tumorMG-127-normal - 5 5238 c.5025G>A

A G rs6679449by1000genomesMG-127-tumorMG-127-normal - 3 1923 c.1851T>C

C T MG-127-tumorMG-127-normal + 23 3381 c.2998C>T

C T rs12708402by1000genomesMG-127-tumorMG-127-normal - 16 3405 c.3178G>A

G A MG-127-tumorMG-127-normal + 22 3334 c.2951G>A

A C rs76504934by1000genomesMG-127-tumorMG-127-normal - 4 464 c.427T>G

G A rs151187373by1000genomesMG-127-tumorMG-127-normal + 16 2477 c.2351G>A

T C rs10082391byFrequency|by1000genomesMG-127-tumorMG-127-normal - 13 8654 c.8279A>G

G A rs80198225 MG-127-tumorMG-127-normal + 8 527 c.527G>A



T C rs13155212|rs34364709byFrequency|by1000genomesMG-127-tumorMG-127-normal + 7 1597 c.1215T>C

T C MG-127-tumorMG-127-normal + 5 991 c.547T>C

A C rs1141701by1000genomesMG-127-tumorMG-127-normal - 10 1239 c.1146T>G

T G rs62075658 MG-127-tumorMG-127-normal - 13 1761 c.1668A>C

T A MG-127-tumorMG-127-normal + 36 5133 c.4750T>A

G A MG-127-tumorMG-127-normal + 9 1795 c.1261G>A

G A rs16885 byFrequency|by1000genomesMG-127-tumorMG-127-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-127-tumorMG-127-normal - 15 3032 c.2696A>G

A C rs79936417by1000genomesMG-127-tumorMG-127-normal - 5 505 c.412T>G

C G rs2282302byFrequency|by1000genomesMG-127-tumorMG-127-normal - 3 965 c.893G>C

A T rs7095325byFrequency|by1000genomesMG-127-tumorMG-127-normal - 7 1087 c.712T>A

C T rs12777740byFrequency|by1000genomesMG-127-tumorMG-127-normal - 13 8321 c.7946G>A

T C rs34750407byFrequency|by1000genomesMG-127-tumorMG-127-normal - 14 9680 c.9305A>G

T C rs2229992byFrequency|by1000genomesMG-127-tumorMG-127-normal + 12 1838 c.1458T>C

C T rs11591817byFrequency|by1000genomesMG-127-tumorMG-127-normal - 13 6002 c.5627G>A

A G rs1801426byFrequency|by1000genomesMG-127-tumorMG-127-normal + 27 10461 c.10234A>G

A G rs826549 by1000genomesMG-127-tumorMG-127-normal + 18 2676 c.2550A>G

T A MG-127-tumorMG-127-normal + 21 3133 c.2750T>A

C T rs142342392 MG-127-tumorMG-127-normal - 3 2837 c.2762G>A

G A rs17656599byFrequency|by1000genomesMG-127-tumorMG-127-normal - 12 2007 c.1823C>T

T C rs142470496byFrequencyMG-127-tumorMG-127-normal - 12 1890 c.454A>G

A T MG-127-tumorMG-127-normal + 11 1105 c.977A>T

T G rs1889323by1000genomesMG-127-tumorMG-127-normal - 25 4582 c.4246A>C

A G rs61746571byFrequency|by1000genomesMG-127-tumorMG-127-normal - 13 3761 c.3651T>C

T G rs113206140 MG-127-tumorMG-127-normal - 7 883 c.790A>C

C G rs34693334byFrequency|by1000genomesMG-127-tumorMG-127-normal - 8 1060 c.775G>C

A G rs2227985byFrequency|by1000genomesMG-127-tumorMG-127-normal + 9 1878 c.1497A>G

T C rs62077265 MG-127-tumorMG-127-normal - 3 321 c.228A>G

A G rs10120982by1000genomesMG-127-tumorMG-127-normal - 6 1689 c.1353T>C

A G MG-127-tumorMG-127-normal + 1 498 c.498A>G

A C MG-127-tumorMG-127-normal + 42 7128 c.6594A>C

G A rs7234999byFrequency|by1000genomesMG-127-tumorMG-127-normal - 5 5512 c.5299C>T

C T rs10082533byFrequency|by1000genomesMG-127-tumorMG-127-normal - 13 8753 c.8378G>A

A G MG-127-tumorMG-127-normal + 1 174 c.174A>G

G A MG-127-tumorMG-127-normal + 1 529 c.529G>A

T C rs2075252byFrequency|by1000genomesMG-127-tumorMG-127-normal - 66 12565 c.12280A>G

T C rs62075619 MG-127-tumorMG-127-normal - 14 1980 c.1887A>G

G A MG-127-tumorMG-127-normal + 2 1015 c.481G>A

C T rs62077268 MG-127-tumorMG-127-normal - 3 262 c.169G>A

C T rs77440865by1000genomesMG-127-tumorMG-127-normal - 10 1226 c.1133G>A

C T MG-127-tumorMG-127-normal + 8 2191 c.834C>T

G C rs45469098by1000genomesMG-127-tumorMG-127-normal - 1 255 c.256C>G

G A rs41293485by1000genomesMG-127-tumorMG-127-normal + 11 4096 c.3869G>A

G A rs35296183byFrequency|by1000genomesMG-127-tumorMG-127-normal - 55 9794 c.8823C>T

T C MG-127-tumorMG-127-normal + 1 492 c.492T>C

C T rs11016072byFrequency|by1000genomesMG-127-tumorMG-127-normal - 13 8909 c.8534G>A

A G MG-127-tumorMG-127-normal + 20 7795 c.7669A>G



C T rs4750936byFrequency|by1000genomesMG-127-tumorMG-127-normal - 13 4011 c.3636G>A

G A rs79863383byFrequency|by1000genomesMG-127-tumorMG-127-normal - 4 1403 c.1190C>T

C G rs11016076byFrequency|by1000genomesMG-127-tumorMG-127-normal - 8 1866 c.1491G>C

T G rs62075620 MG-127-tumorMG-127-normal - 14 1855 c.1762A>C

C G MG-127-tumorMG-127-normal + 13 1744 c.1650C>G

A T rs10817021by1000genomesMG-127-tumorMG-127-normal - 24 4324 c.3988T>A

T C MG-127-tumorMG-127-normal + 21 3140 c.2757T>C

A G MG-127-tumorMG-127-normal + 9 1927 c.1393A>G

C A MG-127-tumorMG-127-normal + 12 1060 c.962C>A

A C rs62077264 MG-127-tumorMG-127-normal - 7 854 c.761T>G

G A rs76836956by1000genomesMG-127-tumorMG-127-normal - 10 1209 c.1116C>T

T A rs41305611by1000genomesMG-127-tumorMG-127-normal - 3 1170 c.834A>T

A G rs17078605byFrequency|by1000genomesMG-127-tumorMG-127-normal - 10 10694 c.10106T>C

C T rs17290169byFrequency|by1000genomesMG-127-tumorMG-127-normal + 15 2016 c.1839C>T

C T rs6432901by1000genomesMG-127-tumorMG-127-normal - 2 514 c.174G>A

A C MG-127-tumorMG-127-normal + 1 654 c.654A>C

T C rs543304 byFrequency|by1000genomesMG-127-tumorMG-127-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-127-tumorMG-127-normal - 3 142 c.98T>G

T C MG-127-tumorMG-127-normal + 1 540 c.540T>C

C T rs6587667byFrequency|by1000genomesMG-127-tumorMG-127-normal - 3 482 c.410G>A

G A rs12729662byFrequency|by1000genomesMG-127-tumorMG-127-normal - 3 8430 c.8355C>T

G T rs34104660byFrequency|by1000genomesMG-127-tumorMG-127-normal - 4 687 c.402C>A

T C rs146307712by1000genomesMG-127-tumorMG-127-normal + 16 1462 c.1462T>C

A G rs34172482by1000genomesMG-127-tumorMG-127-normal + 3 253 c.87A>G

G C MG-127-tumorMG-127-normal - 5 1009 c.1010C>G

C G rs77609498 MG-127-tumorMG-127-normal - 11 1343 c.1250G>C

G A rs146546850byFrequencyMG-127-tumorMG-127-normal - 12 1889 c.453C>T

C T rs34594998by1000genomesMG-127-tumorMG-127-normal + 9 1733 c.1509C>T

T C rs7716253by1000genomesMG-127-tumorMG-127-normal + 8 1121 c.945T>C

C T rs62637614byFrequency|by1000genomesMG-127-tumorMG-127-normal - 2 1183 c.774G>A

C G rs17386226byFrequency|by1000genomesMG-127-tumorMG-127-normal - 83 13761 c.12790G>C

A G rs4444457byFrequency|by1000genomesMG-127-tumorMG-127-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-127-tumorMG-127-normal - 10 9441 c.8853T>C

C T rs71299249|rs74841974byFrequency|by1000genomesMG-127-tumorMG-127-normal + 1 3814 c.854C>T

A C rs111227623 MG-127-tumorMG-127-normal - 13 1740 c.1647T>G

T G rs77320707 MG-127-tumorMG-127-normal - 5 520 c.427A>C

T C rs11016071byFrequency|by1000genomesMG-127-tumorMG-127-normal - 13 9086 c.8711A>G

C A MG-127-tumorMG-127-normal + 9 1952 c.1418C>A

G T rs7083622byFrequency|by1000genomesMG-127-tumorMG-127-normal - 13 7385 c.7010C>A

C T MG-127-tumorMG-127-normal + 1 411 c.411C>T

T C MG-127-tumorMG-127-normal + 5 516 c.136T>C

T C rs76995821 MG-127-tumorMG-127-normal - 12 1580 c.1487A>G

A G rs3729680by1000genomesMG-127-tumorMG-127-normal + 7 1330 c.1173A>G

T C rs62077266 MG-127-tumorMG-127-normal - 3 311 c.218A>G

T C MG-127-tumorMG-127-normal - 2 187 c.175A>G

C T rs12741518byFrequency|by1000genomesMG-127-tumorMG-127-normal - 3 575 c.500G>A

A G rs151306742by1000genomesMG-127-tumorMG-127-normal + 4 729 c.285A>G



G A MG-127-tumorMG-127-normal + 15 2089 c.1995G>A

A G MG-127-tumorMG-127-normal + 13 1896 c.1513A>G

G A MG-127-tumorMG-127-normal - 49 9462 c.9177C>T

A G rs2737699byFrequency|by1000genomesMG-127-tumorMG-127-normal - 10 12892 c.12304T>C

C T MG-127-tumorMG-127-normal + 1 391 c.391C>T

T C MG-127-tumorMG-127-normal - 9 758 c.391A>G

C T rs2229265byFrequency|by1000genomesMG-127-tumorMG-127-normal - 54 10788 c.10503G>A

G T rs147825872 MG-127-tumorMG-127-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-127-tumorMG-127-normal - 5 4949 c.4736A>G

T C MG-127-tumorMG-127-normal + 8 505 c.505T>C

C T rs58287721 MG-127-tumorMG-127-normal - 2 2356 c.1500G>A

G A rs55656447byFrequency|by1000genomesMG-127-tumorMG-127-normal - 5 5162 c.4949C>T

T C MG-127-tumorMG-127-normal + 21 2856 c.2473T>C

C G rs2509943byFrequency|by1000genomesMG-127-tumorMG-127-normal + 3 776 c.279C>G

T A rs2060198byFrequency|by1000genomesMG-127-tumorMG-127-normal + 27 5204 c.4914T>A

G A rs11549106byFrequency|by1000genomesMG-127-tumorMG-127-normal - 4 895 c.891C>T

T G rs1050767byFrequency|by1000genomesMG-127-tumorMG-127-normal - 13 8533 c.8158A>C

G T MG-127-tumorMG-127-normal + 24 4302 c.3822G>T

C G MG-127-tumorMG-127-normal - 13 930 c.886G>C

G A rs142702316byFrequencyMG-127-tumorMG-127-normal + 1 160 c.108G>A

C T MG-127-tumorMG-127-normal - 1 506 c.507G>A

G A rs3733415by1000genomesMG-127-tumorMG-127-normal - 2 601 c.392C>T

C T rs41306648byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 7 1022 c.647G>A

C T rs2293347byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 25 3159 c.2982C>T

C T rs3811444byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 6 1169 c.1121C>T

G A rs2227983byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 13 1739 c.1562G>A

G A rs139799138byFrequencyMG-127273-tumorMG-127273-normal- 3 6574 c.6499C>T

C T MG-127273-tumorMG-127273-normal- 15 2425 c.1995G>A

T C rs3750904by1000genomesMG-127273-tumorMG-127273-normal- 27 6099 c.5759A>G

A G rs3108200byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 3 2040 c.810A>G

C T rs199930 by1000genomesMG-127273-tumorMG-127273-normal+ 36 5181 c.5016C>T

T C rs140856347by1000genomesMG-127273-tumorMG-127273-normal- 20 3525 c.3438A>G

A T rs11571833byFrequencyMG-127273-tumorMG-127273-normal+ 27 10203 c.9976A>T

T C rs4652678by1000genomesMG-127273-tumorMG-127273-normal+ 28 4116 c.3951T>C

G C rs17078601byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 10 11620 c.11032C>G

G A rs28897724byFrequencyMG-127273-tumorMG-127273-normal+ 11 4295 c.4068G>A

T G rs552183 byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 40 6445 c.6247A>C

G A rs75124368byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 50 9074 c.8103C>T

G A rs3810485by1000genomesMG-127273-tumorMG-127273-normal- 8 6116 c.6047C>T

A G rs40831 by1000genomesMG-127273-tumorMG-127273-normal+ 2 2118 c.2085A>G

G A rs1718878byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 16 2064 c.1887T>A

A G rs2973568by1000genomesMG-127273-tumorMG-127273-normal+ 13 1856 c.1680A>G

G A rs6601 byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 25 3881 c.3672G>A

T C rs13155212|rs34364709byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 7 1597 c.1215T>C

C G rs112835318by1000genomesMG-127273-tumorMG-127273-normal- 1 33 c.13G>C

A G rs826549 by1000genomesMG-127273-tumorMG-127273-normal+ 18 2676 c.2550A>G



G T rs139431164byFrequencyMG-127273-tumorMG-127273-normal+ 3 1043 c.824G>T

G A MG-127273-tumorMG-127273-normal- 31 5991 c.5916C>T

C T rs4822790byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 15 2042 c.1683C>T

G A rs7853155by1000genomesMG-127273-tumorMG-127273-normal- 30 5337 c.5001C>T

C A rs144349020by1000genomesMG-127273-tumorMG-127273-normal+ 3 1131 c.912C>A

G C MG-127273-tumorMG-127273-normal- 5 1009 c.1010C>G

G A rs9789047by1000genomesMG-127273-tumorMG-127273-normal+ 10 998 c.998G>A

A G rs4444457byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 54 9497 c.8526T>C

C T MG-127273-tumorMG-127273-normal+ 11 2513 c.2331C>T

T C rs7716253by1000genomesMG-127273-tumorMG-127273-normal+ 8 1121 c.945T>C

G A rs61814946byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 3 1785 c.1710C>T

C G rs2509943byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 3 776 c.279C>G

A G rs4659654byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 16 2000 c.1503T>C

A G rs13223756byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 7 2144 c.1944A>G

G A MG-127273-tumorMG-127273-normal+ 1 988 c.988G>A

A G rs1980131byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 2 2992 c.2880A>G

T C rs74789055byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 58 10196 c.9225A>G

G A MG-127273-tumorMG-127273-normal- 3 5775 c.5700C>T

T C MG-127273-tumorMG-127273-normal+ 1 324 c.324T>C

C T rs72987361byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 3 898 c.558G>A

G A rs16885 byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 9 3193 c.2257C>T

A G rs146505774by1000genomesMG-127273-tumorMG-127273-normal+ 11 2544 c.2362A>G

C T MG-127273-tumorMG-127273-normal- 3 1048 c.516G>A

C T rs2853346byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 13 5919 c.5544G>A

A G rs11016073byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 13 6677 c.6302T>C

C T rs77791636by1000genomesMG-127273-tumorMG-127273-normal+ 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-127273-tumorMG-127273-normal- 18 3000 c.2874G>T

A G rs9653483by1000genomesMG-127273-tumorMG-127273-normal- 21 5040 c.4953T>C

C G rs148668463byFrequencyMG-127273-tumorMG-127273-normal- 5 1533 c.1419G>C

G A rs16912247byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 14 9973 c.9598C>T

G A rs61753697byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 1 376 c.99G>A

C T rs45504599byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 1 610 c.381C>T

A C rs11552054byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 5 630 c.540A>C

G A MG-127273-tumorMG-127273-normal- 4 453 c.138C>T

C G rs143879890by1000genomesMG-127273-tumorMG-127273-normal- 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 7 1855 c.1810A>G

A C MG-127273-tumorMG-127273-normal- 13 9649 c.9440T>G

G A rs150235556byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 13 4705 c.4330C>T

G A rs2275527byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 39 5629 c.5553C>T

T C rs34488772byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 59 10390 c.9419A>G

T C rs7714670by1000genomesMG-127273-tumorMG-127273-normal+ 6 849 c.673T>C

A T rs7095325byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 7 1087 c.712T>A

A G rs151306742by1000genomesMG-127273-tumorMG-127273-normal+ 4 729 c.285A>G

T C rs45439799byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 23 5793 c.5579A>G

T C rs12990449byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 2 1114 c.143A>G

G A rs6018623byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 20 3957 c.3741G>A

A G rs180744 by1000genomesMG-127273-tumorMG-127273-normal+ 2 1719 c.1686A>G



T C MG-127273-tumorMG-127273-normal+ 1 354 c.354T>C

T C rs77652527byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 10 1583 c.1365A>G

G A MG-127273-tumorMG-127273-normal- 3 1505 c.973C>T

C T rs1130233byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 8 2206 c.726G>A

G A MG-127273-tumorMG-127273-normal+ 1 666 c.666G>A

C T rs151174 by1000genomesMG-127273-tumorMG-127273-normal+ 2 1740 c.1707C>T

G A rs61749244byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 10 1987 c.1902C>T

G C rs142017909byFrequencyMG-127273-tumorMG-127273-normal- 12 1953 c.1743C>G

C T rs2229265byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 54 10788 c.10503G>A

G T rs147825872 MG-127273-tumorMG-127273-normal+ 20 4359 c.4282G>T

T C MG-127273-tumorMG-127273-normal+ 8 505 c.505T>C

A T rs35238720byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 4 1205 c.860A>T

G T rs138591330by1000genomesMG-127273-tumorMG-127273-normal- 27 8211 c.7863C>A

C T rs4667596byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 36 6320 c.6035G>A

C T rs57014690by1000genomesMG-127273-tumorMG-127273-normal- 6 1554 c.1232G>A

C T rs2273779byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 6 583 c.538C>T

G A rs142702316byFrequencyMG-127273-tumorMG-127273-normal+ 1 160 c.108G>A

C G rs180743 by1000genomesMG-127273-tumorMG-127273-normal+ 2 1315 c.1282C>G

C T MG-127273-tumorMG-127273-normal+ 14 1304 c.1206C>T

C T rs3745764byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 9 2705 c.1064C>T

A G rs3737940byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 7 3183 c.3138A>G

C T rs71299249|rs77022425byFrequencyMG-127273-tumorMG-127273-normal+ 1 3677 c.717C>T

G A rs20539 byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 20 3152 c.3111G>A

C T rs62478357byFrequencyMG-127273-tumorMG-127273-normal- 8 1268 c.1050G>A

G A rs80025449byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 19 7977 c.7908C>T

C T rs1386356byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 85 14018 c.13047G>A

G A rs61753643byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 19 1908 c.1638C>T

C A rs2973558by1000genomesMG-127273-tumorMG-127273-normal+ 20 2514 c.2338C>A

C T rs73241801by1000genomesMG-127273-tumorMG-127273-normal+ 16 2273 c.2208C>T

G A rs7624750byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 4 707 c.473G>A

T C rs9851685byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 23 2508 c.2274T>C

T G rs12963422byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 5 2988 c.2775A>C

G A rs2302694byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 31 5385 c.5100C>T

G C MG-127273-tumorMG-127273-normal- 3 1273 c.741C>G

G A rs13007735byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 16 3587 c.2616C>T

T C rs11373 byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 3 787 c.367A>G

T C rs9646771by1000genomesMG-127273-tumorMG-127273-normal- 4 787 c.447A>G

A T MG-127273-tumorMG-127273-normal+ 1 105 c.105A>T

G A rs34741608by1000genomesMG-127273-tumorMG-127273-normal+ 43 5952 c.5787G>A

A T rs71299249|rs142640592byFrequencyMG-127273-tumorMG-127273-normal+ 1 3479 c.519A>T

A G rs3211362byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 9 1020 c.846T>C

G A rs12366766 MG-127273-tumorMG-127273-normal+ 48 8392 c.8283G>A

C T rs7300444byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 19 5383 c.4740C>T

G A rs11549106byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 4 895 c.891C>T

C T rs2973571by1000genomesMG-127273-tumorMG-127273-normal+ 12 1807 c.1631C>T

T C MG-127273-tumorMG-127273-normal- 6 340 c.296A>G

C T rs11121691byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 49 6985 c.6909G>A



G A rs59505617by1000genomesMG-127273-tumorMG-127273-normal- 6 1756 c.1434C>T

G C rs45469098by1000genomesMG-127273-tumorMG-127273-normal- 1 255 c.256C>G

A G rs149271 by1000genomesMG-127273-tumorMG-127273-normal+ 2 543 c.510A>G

C T rs148653429by1000genomesMG-127273-tumorMG-127273-normal- 19 1804 c.1804G>A

G A rs2271189byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 27 3788 c.3348G>A

C T rs6432901by1000genomesMG-127273-tumorMG-127273-normal- 2 514 c.174G>A

A C rs76437836byFrequencyMG-127273-tumorMG-127273-normal- 3 142 c.98T>G

T G MG-127273-tumorMG-127273-normal+ 6 651 c.271T>G

C A rs41306015byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 13 4052 c.3677G>T

A G MG-127273-tumorMG-127273-normal- 2 624 c.92T>C

G A rs61744341byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 3 788 c.675G>A

C T rs1801187byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 37 5440 c.5234G>A

T C rs78472618byFrequencyMG-127273-tumorMG-127273-normal- 3 159 c.115A>G

T C rs41300566byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 13 3805 c.3430A>G

T C rs140478676byFrequencyMG-127273-tumorMG-127273-normal- 19 3483 c.3273A>G

G T rs3745765byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 9 2360 c.719G>T

G C rs146249377byFrequencyMG-127273-tumorMG-127273-normal+ 1 3447 c.487G>C

A G MG-127273-tumorMG-127273-normal+ 10 1620 c.1253A>G

C T rs2931423by1000genomesMG-127273-tumorMG-127273-normal+ 19 2459 c.2283C>T

A T MG-127273-tumorMG-127273-normal+ 5 625 c.403A>T

G A rs2853344byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 13 2990 c.2615C>T

G A rs11551685byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 16 7464 c.7395C>T

G A rs3741626by1000genomesMG-127273-tumorMG-127273-normal- 31 7143 c.7144C>T

C T rs61741759by1000genomesMG-127273-tumorMG-127273-normal+ 22 2332 c.2145C>T

C G rs2298258byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 12 1698 c.1260C>G

C T rs55979329by1000genomesMG-127273-tumorMG-127273-normal- 3 1257 c.725G>A

C T rs140237315byFrequencyMG-127273-tumorMG-127273-normal- 26 5435 c.5418G>A

G T rs138072195byFrequencyMG-127273-tumorMG-127273-normal- 12 2983 c.2799C>A

G A MG-127273-tumorMG-127273-normal+ 3 522 c.243G>A

C G rs3791251by1000genomesMG-127273-tumorMG-127273-normal- 25 4912 c.4786G>C

G A rs11549105byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 6 1228 c.1224C>T

A G rs33953730by1000genomesMG-127273-tumorMG-127273-normal- 25 4326 c.4200T>C

T C rs72676907byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 3 517 c.327T>C

A G MG-127273-tumorMG-127273-normal+ 14 1303 c.1205A>G

G A rs1713982byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 15 2261 c.1848G>A

A G MG-127273-tumorMG-127273-normal- 15 1346 c.1346T>C

T C MG-127273-tumorMG-127273-normal- 20 3938 c.3851A>G

G A rs2880955by1000genomesMG-127273-tumorMG-127273-normal+ 12 1031 c.1031G>A

G A rs71299249|rs76723438byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 1 3698 c.738G>A

G A rs66568705|rs9993357MG-127273-tumorMG-127273-normal+ 1 250 c.105G>A

G A MG-127273-tumorMG-127273-normal- 19 3503 c.3293C>T

T C rs2229992byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 12 1838 c.1458T>C

G A MG-127273-tumorMG-127273-normal+ 1 328 c.328G>A

C T MG-127273-tumorMG-127273-normal- 8 1260 c.1042G>A

C T rs3796032byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 17 2381 c.1929G>A

C T rs34488539by1000genomesMG-127273-tumorMG-127273-normal+ 22 3555 c.3390C>T

G A rs35296183byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 55 9794 c.8823C>T



T C rs2075252byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 66 12565 c.12280A>G

C T rs114966751byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 1 3089 c.129C>T

T C rs17114803byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 11 1465 c.1299T>C

C T rs3796031byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 17 2399 c.1947G>A

C A rs6453022by1000genomesMG-127273-tumorMG-127273-normal+ 7 1027 c.851C>A

G T MG-127273-tumorMG-127273-normal- 4 372 c.335C>A

G A rs2973566by1000genomesMG-127273-tumorMG-127273-normal+ 14 1930 c.1754G>A

T C rs13796 byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 2 372 c.159T>C

G A rs34575560byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 2 488 c.79C>T

A G MG-127273-tumorMG-127273-normal+ 15 2144 c.2050A>G

T C rs2072736byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 8 1410 c.474A>G

C A rs34400049byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 14 2474 c.2092C>A

C T rs3814883byFrequency|by1000genomesMG-127273-tumorMG-127273-normal+ 13 2402 c.1359C>T

C T rs140608359 MG-127273-tumorMG-127273-normal+ 1 388 c.336C>T

A G rs2929158by1000genomesMG-127273-tumorMG-127273-normal- 19 4373 c.4163T>C

G C rs2240089byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 12 3187 c.3003C>G

G T MG-127273-tumorMG-127273-normal+ 34 4769 c.4593G>T

T C rs12731746byFrequency|by1000genomesMG-127273-tumorMG-127273-normal- 11 1394 c.897A>G

T C rs62075623 MG-129-tumorMG-129-normal - 14 1825 c.1732A>G

T C rs831043 byFrequency|by1000genomesMG-129-tumorMG-129-normal - 21 3354 c.3069A>G

G A rs1713982byFrequency|by1000genomesMG-129-tumorMG-129-normal + 15 2261 c.1848G>A

T G rs997983 byFrequency|by1000genomesMG-129-tumorMG-129-normal - 9 2266 c.1891A>C

A C rs76190542 MG-129-tumorMG-129-normal - 5 557 c.464T>G

C T rs1386356byFrequency|by1000genomesMG-129-tumorMG-129-normal - 85 14018 c.13047G>A

G T rs61737617by1000genomesMG-129-tumorMG-129-normal + 1 1711 c.1411G>T

G A rs2229079byFrequency|by1000genomesMG-129-tumorMG-129-normal - 21 3524 c.3326C>T

C A MG-129-tumorMG-129-normal + 5 631 c.409C>A

G T rs2075249byFrequency|by1000genomesMG-129-tumorMG-129-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-129-tumorMG-129-normal + 19 2459 c.2283C>T

T C rs141049734byFrequencyMG-129-tumorMG-129-normal - 18 3186 c.2968A>G

T G rs1998206byFrequency|by1000genomesMG-129-tumorMG-129-normal - 5 631 c.433A>C

G A rs35678076byFrequency|by1000genomesMG-129-tumorMG-129-normal + 5 1417 c.1137G>A

G C rs2229933|rs116048761byFrequency|by1000genomesMG-129-tumorMG-129-normal + 6 830 c.282G>C

C A rs138908625byFrequency|by1000genomesMG-129-tumorMG-129-normal - 8 1357 c.1139G>T

T G rs3208659 MG-129-tumorMG-129-normal - 7 871 c.778A>C

A G rs2229268byFrequency|by1000genomesMG-129-tumorMG-129-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-129-tumorMG-129-normal - 15 2117 c.2115A>G

A G rs62077260 MG-129-tumorMG-129-normal - 13 1686 c.1593T>C

C T rs61741759by1000genomesMG-129-tumorMG-129-normal + 22 2332 c.2145C>T

A C rs7995564by1000genomesMG-129-tumorMG-129-normal + 10 2068 c.1534A>C

T C rs142304809byFrequencyMG-129-tumorMG-129-normal - 9 1291 c.1259A>G

G C rs2240 byFrequency|by1000genomesMG-129-tumorMG-129-normal - 13 2935 c.2560C>G

G A MG-129-tumorMG-129-normal + 1 271 c.271G>A

A G rs62077276 MG-129-tumorMG-129-normal - 2 170 c.77T>C

C T rs77791636by1000genomesMG-129-tumorMG-129-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-129-tumorMG-129-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-129-tumorMG-129-normal - 16 2000 c.1503T>C



G A rs41294868by1000genomesMG-129-tumorMG-129-normal + 14 2132 c.1933G>A

C T rs140105230byFrequency|by1000genomesMG-129-tumorMG-129-normal - 4 1405 c.1335G>A

T C rs62077265 MG-129-tumorMG-129-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-129-tumorMG-129-normal + 23 2508 c.2274T>C

A C rs74875648 MG-129-tumorMG-129-normal - 5 524 c.431T>G

A G rs9653483by1000genomesMG-129-tumorMG-129-normal - 21 5040 c.4953T>C

T G rs10817033by1000genomesMG-129-tumorMG-129-normal - 8 2079 c.1743A>C

T G rs12963422byFrequency|by1000genomesMG-129-tumorMG-129-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-129-tumorMG-129-normal - 8 1391 c.1173C>A

T C rs2251219byFrequency|by1000genomesMG-129-tumorMG-129-normal - 26 4397 c.4395A>G

G A rs61738284byFrequency|by1000genomesMG-129-tumorMG-129-normal - 13 6005 c.5630C>T

C T rs26505 byFrequency|by1000genomesMG-129-tumorMG-129-normal + 1 144 c.57C>T

G A rs2229266byFrequency|by1000genomesMG-129-tumorMG-129-normal - 6 924 c.639C>T

T C rs28489116by1000genomesMG-129-tumorMG-129-normal - 10 5194 c.4985A>G

A G rs7762830by1000genomesMG-129-tumorMG-129-normal + 14 2120 c.1921A>G

G A MG-129-tumorMG-129-normal + 2 646 c.552G>A

G C rs62077263 MG-129-tumorMG-129-normal - 7 916 c.823C>G

T C MG-129-tumorMG-129-normal - 3 305 c.270A>G

A G MG-129-tumorMG-129-normal + 1 1294 c.1294A>G

C T rs7918199byFrequency|by1000genomesMG-129-tumorMG-129-normal - 13 5050 c.4675G>A

G A rs1718878byFrequency|by1000genomesMG-129-tumorMG-129-normal + 13 2003 c.1590G>A

T C rs62075621 MG-129-tumorMG-129-normal - 14 1851 c.1758A>G

T A rs17337023byFrequency|by1000genomesMG-129-tumorMG-129-normal + 16 2064 c.1887T>A

A G rs17051895by1000genomesMG-129-tumorMG-129-normal + 23 4485 c.3951A>G

A C rs77739281 MG-129-tumorMG-129-normal - 10 1194 c.1101T>G

G C rs11611231by1000genomesMG-129-tumorMG-129-normal + 9 2190 c.2190G>C

C T rs61730876byFrequency|by1000genomesMG-129-tumorMG-129-normal - 20 3385 c.2888G>A

T C rs137871677by1000genomesMG-129-tumorMG-129-normal + 5 529 c.149T>C

T C rs144942544byFrequencyMG-129-tumorMG-129-normal - 8 1674 c.1579A>G

T C rs9646771by1000genomesMG-129-tumorMG-129-normal - 4 787 c.447A>G

G T MG-129-tumorMG-129-normal - 3 6547 c.6472C>A

A G rs2973568by1000genomesMG-129-tumorMG-129-normal + 13 1856 c.1680A>G

C G rs3818764by1000genomesMG-129-tumorMG-129-normal - 4 1331 c.995G>C

T A rs3740423byFrequency|by1000genomesMG-129-tumorMG-129-normal - 13 4583 c.4208A>T

C T rs16843864byFrequency|by1000genomesMG-129-tumorMG-129-normal - 69 11621 c.10650G>A

A T rs3739451by1000genomesMG-129-tumorMG-129-normal - 39 9817 c.9481T>A

G A rs41266078|rs34171717byFrequency|by1000genomesMG-129-tumorMG-129-normal + 2 385 c.272G>A

C G rs143879890by1000genomesMG-129-tumorMG-129-normal - 16 2320 c.2233G>C

G A MG-129-tumorMG-129-normal + 6 1154 c.1102G>A

T G rs1058201 MG-129-tumorMG-129-normal - 3 297 c.204A>C

A G rs80120716 MG-129-tumorMG-129-normal - 10 1214 c.1121T>C

C T rs6432901by1000genomesMG-129-tumorMG-129-normal - 2 514 c.174G>A

A G MG-129-tumorMG-129-normal + 1 464 c.464A>G

G A rs7624750byFrequency|by1000genomesMG-129-tumorMG-129-normal + 4 707 c.473G>A

G A MG-129-tumorMG-129-normal + 1 678 c.678G>A

G C rs3088074byFrequency|by1000genomesMG-129-tumorMG-129-normal - 9 2999 c.2785C>G

C T rs3745764byFrequency|by1000genomesMG-129-tumorMG-129-normal + 9 2705 c.1064C>T



T G rs62075657 MG-129-tumorMG-129-normal - 13 1770 c.1677A>C

A C rs76504934by1000genomesMG-129-tumorMG-129-normal - 4 464 c.427T>G

A G rs144905518byFrequencyMG-129-tumorMG-129-normal + 9 889 c.644A>G

T C rs10082391byFrequency|by1000genomesMG-129-tumorMG-129-normal - 13 8654 c.8279A>G

C T rs116784674by1000genomesMG-129-tumorMG-129-normal - 10 7909 c.7700G>A

T G rs113206140 MG-129-tumorMG-129-normal - 7 883 c.790A>C

T C rs831042 byFrequency|by1000genomesMG-129-tumorMG-129-normal - 24 3945 c.3660A>G

C T rs7300444byFrequency|by1000genomesMG-129-tumorMG-129-normal + 19 5383 c.4740C>T

G A rs2124203byFrequency|by1000genomesMG-129-tumorMG-129-normal - 19 2832 c.2745C>T

A C rs881732 by1000genomesMG-129-tumorMG-129-normal + 17 1912 c.1092A>C

C T rs80127039byFrequency|by1000genomesMG-129-tumorMG-129-normal + 13 2174 c.1657C>T

T C rs2275483|rs12567786by1000genomesMG-129-tumorMG-129-normal - 18 3121 c.2703A>G

G A rs16885 byFrequency|by1000genomesMG-129-tumorMG-129-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-129-tumorMG-129-normal - 15 3032 c.2696A>G

A C rs79936417by1000genomesMG-129-tumorMG-129-normal - 5 505 c.412T>G

C T rs2973571by1000genomesMG-129-tumorMG-129-normal + 12 1807 c.1631C>T

A T rs7095325byFrequency|by1000genomesMG-129-tumorMG-129-normal - 7 1087 c.712T>A

C T rs12777740byFrequency|by1000genomesMG-129-tumorMG-129-normal - 13 8321 c.7946G>A

T C rs2229992byFrequency|by1000genomesMG-129-tumorMG-129-normal + 12 1838 c.1458T>C

G A rs2275527byFrequency|by1000genomesMG-129-tumorMG-129-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-129-tumorMG-129-normal - 17 2745 c.2460A>G

C T rs117688574byFrequency|by1000genomesMG-129-tumorMG-129-normal + 8 829 c.729C>T

C T rs116517080byFrequency|by1000genomesMG-129-tumorMG-129-normal + 8 4498 c.3642C>T

C T rs11591817byFrequency|by1000genomesMG-129-tumorMG-129-normal - 13 6002 c.5627G>A

A G rs3822625by1000genomesMG-129-tumorMG-129-normal + 14 3084 c.3084A>G

T C rs7714670by1000genomesMG-129-tumorMG-129-normal + 6 849 c.673T>C

A G rs826549 by1000genomesMG-129-tumorMG-129-normal + 18 2676 c.2550A>G

A G MG-129-tumorMG-129-normal + 1 1301 c.1301A>G

A G MG-129-tumorMG-129-normal + 1 894 c.894A>G

C T rs7240355byFrequency|by1000genomesMG-129-tumorMG-129-normal - 5 5238 c.5025G>A

T C MG-129-tumorMG-129-normal - 1 491 c.492A>G

T A rs17264436byFrequency|by1000genomesMG-129-tumorMG-129-normal - 21 3503 c.3501A>T

C G rs34693334byFrequency|by1000genomesMG-129-tumorMG-129-normal - 8 1060 c.775G>C

T C MG-129-tumorMG-129-normal + 1 1281 c.1281T>C

T A rs146051142by1000genomesMG-129-tumorMG-129-normal - 13 3960 c.3551A>T

A G MG-129-tumorMG-129-normal + 1 183 c.183A>G

G A rs7234999byFrequency|by1000genomesMG-129-tumorMG-129-normal - 5 5512 c.5299C>T

C T rs11121691byFrequency|by1000genomesMG-129-tumorMG-129-normal - 49 6985 c.6909G>A

C T rs10082533byFrequency|by1000genomesMG-129-tumorMG-129-normal - 13 8753 c.8378G>A

T C rs2075252byFrequency|by1000genomesMG-129-tumorMG-129-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-129-tumorMG-129-normal + 1 196 c.196T>C

A G rs13288443byFrequency|by1000genomesMG-129-tumorMG-129-normal + 11 2036 c.1827A>G

T C rs62075619 MG-129-tumorMG-129-normal - 14 1980 c.1887A>G

C T rs62077268 MG-129-tumorMG-129-normal - 3 262 c.169G>A

T A MG-129-tumorMG-129-normal - 4 982 c.931A>T

T C rs5927083byFrequency|by1000genomesMG-129-tumorMG-129-normal - 14 1841 c.1635A>G

T C rs13286541by1000genomesMG-129-tumorMG-129-normal - 9 2245 c.1909A>G



G T rs145347948 MG-129-tumorMG-129-normal - 67 10859 c.10615C>A

A G rs149271 by1000genomesMG-129-tumorMG-129-normal + 2 543 c.510A>G

T G rs62075658 MG-129-tumorMG-129-normal - 13 1761 c.1668A>C

C T rs4750936byFrequency|by1000genomesMG-129-tumorMG-129-normal - 13 4011 c.3636G>A

G A rs2271189byFrequency|by1000genomesMG-129-tumorMG-129-normal + 27 3788 c.3348G>A

C G rs11016076byFrequency|by1000genomesMG-129-tumorMG-129-normal - 8 1866 c.1491G>C

T C rs144056494byFrequencyMG-129-tumorMG-129-normal + 14 2011 c.1631T>C

T G rs62075620 MG-129-tumorMG-129-normal - 14 1855 c.1762A>C

A G rs149642899byFrequencyMG-129-tumorMG-129-normal - 23 2277 c.2247T>C

A T rs142508835by1000genomesMG-129-tumorMG-129-normal - 34 5872 c.5536T>A

A G rs3208627 MG-129-tumorMG-129-normal - 2 153 c.60T>C

G T rs144792804by1000genomesMG-129-tumorMG-129-normal - 1 174 c.29C>A

T C MG-129-tumorMG-129-normal + 15 1987 c.1935T>C

A C rs62077264 MG-129-tumorMG-129-normal - 7 854 c.761T>G

G A rs76836956by1000genomesMG-129-tumorMG-129-normal - 10 1209 c.1116C>T

C A rs6453022by1000genomesMG-129-tumorMG-129-normal + 7 1027 c.851C>A

G A rs11177 byFrequency|by1000genomesMG-129-tumorMG-129-normal + 3 290 c.80G>A

A C rs76437836byFrequencyMG-129-tumorMG-129-normal - 3 142 c.98T>G

T C rs7716253by1000genomesMG-129-tumorMG-129-normal + 8 1121 c.945T>C

T C rs77652527byFrequency|by1000genomesMG-129-tumorMG-129-normal - 10 1583 c.1365A>G

A G MG-129-tumorMG-129-normal + 1 298 c.298A>G

G C MG-129-tumorMG-129-normal - 5 1009 c.1010C>G

G A rs117821778byFrequency|by1000genomesMG-129-tumorMG-129-normal + 18 1800 c.1668G>A

G A rs1128761byFrequency|by1000genomesMG-129-tumorMG-129-normal + 7 1219 c.966G>A

C T rs3812458byFrequency|by1000genomesMG-129-tumorMG-129-normal + 22 2662 c.2385C>T

G A rs2973566by1000genomesMG-129-tumorMG-129-normal + 14 1930 c.1754G>A

T C rs79454290 MG-129-tumorMG-129-normal - 10 1195 c.1102A>G

C T rs3743398by1000genomesMG-129-tumorMG-129-normal + 12 2965 c.2591C>T

G A rs149651686|rs76723236by1000genomesMG-129-tumorMG-129-normal - 11 977 c.610C>T

A G rs11778209byFrequency|by1000genomesMG-129-tumorMG-129-normal - 39 6448 c.6204T>C

C T rs2229882by1000genomesMG-129-tumorMG-129-normal + 9 1566 c.1566C>T

A G rs28647489by1000genomesMG-129-tumorMG-129-normal - 15 10210 c.10001T>C

A G rs77870608 MG-129-tumorMG-129-normal - 12 1431 c.1380T>C

G A rs2289247byFrequency|by1000genomesMG-129-tumorMG-129-normal + 11 1273 c.1063G>A

C G rs2509943byFrequency|by1000genomesMG-129-tumorMG-129-normal + 3 776 c.279C>G

T C rs61740142byFrequency|by1000genomesMG-129-tumorMG-129-normal - 6 1982 c.1495A>G

A G rs2229267byFrequency|by1000genomesMG-129-tumorMG-129-normal - 29 5160 c.4875T>C

T G rs77320707 MG-129-tumorMG-129-normal - 5 520 c.427A>C

G A rs4750685byFrequency|by1000genomesMG-129-tumorMG-129-normal - 13 4115 c.3740C>T

T C rs4149056byFrequency|by1000genomesMG-129-tumorMG-129-normal + 6 617 c.521T>C

T C rs62077266 MG-129-tumorMG-129-normal - 3 311 c.218A>G

A G rs150196149by1000genomesMG-129-tumorMG-129-normal - 9 1008 c.989T>C

A G rs116020626byFrequency|by1000genomesMG-129-tumorMG-129-normal + 5 830 c.450A>G

A C rs1410048by1000genomesMG-129-tumorMG-129-normal - 40 10053 c.9717T>G

C T rs1130233byFrequency|by1000genomesMG-129-tumorMG-129-normal - 8 2206 c.726G>A

C T rs2229265byFrequency|by1000genomesMG-129-tumorMG-129-normal - 54 10788 c.10503G>A

A G rs9667 by1000genomesMG-129-tumorMG-129-normal + 3 354 c.168A>G



G A rs9789047by1000genomesMG-129-tumorMG-129-normal + 10 998 c.998G>A

G T rs918558 byFrequency|by1000genomesMG-129-tumorMG-129-normal + 1 2142 c.2142G>T

G T rs147825872 MG-129-tumorMG-129-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-129-tumorMG-129-normal - 5 4949 c.4736A>G

C T rs1801187byFrequency|by1000genomesMG-129-tumorMG-129-normal - 37 5440 c.5234G>A

C T MG-129-tumorMG-129-normal - 13 7953 c.7578G>A

A G rs2074912byFrequency|by1000genomesMG-129-tumorMG-129-normal + 1 1709 c.1709A>G

T C rs12731746byFrequency|by1000genomesMG-129-tumorMG-129-normal - 11 1394 c.897A>G

A G rs149788789 MG-129-tumorMG-129-normal + 6 1406 c.1024A>G

T A MG-129-tumorMG-129-normal + 36 5133 c.4750T>A

A G rs75731161 MG-129-tumorMG-129-normal - 14 1942 c.1849T>C

C T rs10082504byFrequency|by1000genomesMG-129-tumorMG-129-normal - 14 10059 c.9684G>A

T G rs1050767byFrequency|by1000genomesMG-129-tumorMG-129-normal - 13 8533 c.8158A>C

G A MG-129-tumorMG-129-normal + 20 2750 c.2367G>A

T C rs78472618byFrequencyMG-129-tumorMG-129-normal - 3 159 c.115A>G

T C rs62075623 MG-13-tumorMG-13-normal - 14 1825 c.1732A>G

T C rs831043 byFrequency|by1000genomesMG-13-tumorMG-13-normal - 21 3354 c.3069A>G

C T rs3745764byFrequency|by1000genomesMG-13-tumorMG-13-normal + 9 2705 c.1064C>T

A G rs62077275 MG-13-tumorMG-13-normal - 2 173 c.80T>C

C T rs2293347byFrequency|by1000genomesMG-13-tumorMG-13-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-13-tumorMG-13-normal - 85 14018 c.13047G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-13-tumorMG-13-normal + 7 1073 c.525C>T

G T rs3745765byFrequency|by1000genomesMG-13-tumorMG-13-normal + 9 2360 c.719G>T

C T MG-13-tumorMG-13-normal - 3 300 c.263G>A

A G rs13346368by1000genomesMG-13-tumorMG-13-normal + 10 3324 c.3130A>G

A G rs34119110byFrequency|by1000genomesMG-13-tumorMG-13-normal + 12 1966 c.1767A>G

T C rs142304809byFrequencyMG-13-tumorMG-13-normal - 9 1291 c.1259A>G

C A rs2973558by1000genomesMG-13-tumorMG-13-normal + 20 2514 c.2338C>A

G A rs34830600byFrequency|by1000genomesMG-13-tumorMG-13-normal - 8 2874 c.2805C>T

G A MG-13-tumorMG-13-normal + 1 852 c.852G>A

G T rs2075249byFrequency|by1000genomesMG-13-tumorMG-13-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-13-tumorMG-13-normal + 19 2459 c.2283C>T

C T MG-13-tumorMG-13-normal - 1 565 c.514G>A

A G rs4143768byFrequency|by1000genomesMG-13-tumorMG-13-normal - 10 6783 c.6195T>C

G A rs61730875byFrequency|by1000genomesMG-13-tumorMG-13-normal - 20 3374 c.2877C>T

G C rs2229933|rs116048761byFrequency|by1000genomesMG-13-tumorMG-13-normal + 6 830 c.282G>C

C T rs62478357byFrequencyMG-13-tumorMG-13-normal - 8 1268 c.1050G>A

A G rs11016073byFrequency|by1000genomesMG-13-tumorMG-13-normal - 13 6677 c.6302T>C

T G rs3208659 MG-13-tumorMG-13-normal - 7 871 c.778A>C

C T rs77791636by1000genomesMG-13-tumorMG-13-normal + 6 1132 c.1080C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-13-tumorMG-13-normal + 17 2594 c.2046A>C

C T rs117151141by1000genomesMG-13-tumorMG-13-normal - 13 1746 c.1457G>A

A G rs2229268byFrequency|by1000genomesMG-13-tumorMG-13-normal - 61 11886 c.11601T>C

G A rs61753643byFrequency|by1000genomesMG-13-tumorMG-13-normal - 19 1908 c.1638C>T

C T rs199930 by1000genomesMG-13-tumorMG-13-normal + 36 5181 c.5016C>T

G A rs62075712by1000genomesMG-13-tumorMG-13-normal - 3 984 c.452C>T

T C rs7716253by1000genomesMG-13-tumorMG-13-normal + 8 1121 c.945T>C



C T rs2853346byFrequency|by1000genomesMG-13-tumorMG-13-normal - 13 5919 c.5544G>A

G A rs41294868by1000genomesMG-13-tumorMG-13-normal + 14 2132 c.1933G>A

T C rs80268686 MG-13-tumorMG-13-normal - 14 2213 c.1995A>G

A G rs1206038byFrequency|by1000genomesMG-13-tumorMG-13-normal + 29 5706 c.5071A>G

A G rs62077276 MG-13-tumorMG-13-normal - 2 170 c.77T>C

A G rs826549 by1000genomesMG-13-tumorMG-13-normal + 18 2676 c.2550A>G

C A rs6738031by1000genomesMG-13-tumorMG-13-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-13-tumorMG-13-normal - 16 2000 c.1503T>C

A G rs1385600byFrequency|by1000genomesMG-13-tumorMG-13-normal - 5 1375 c.1290T>C

T C rs62077265 MG-13-tumorMG-13-normal - 3 321 c.228A>G

G A rs1128761byFrequency|by1000genomesMG-13-tumorMG-13-normal + 7 1219 c.966G>A

T G rs74842149byFrequencyMG-13-tumorMG-13-normal - 4 1217 c.1147A>C

C G rs147865267byFrequencyMG-13-tumorMG-13-normal - 4 1304 c.1234G>C

T C rs4652678by1000genomesMG-13-tumorMG-13-normal + 28 4116 c.3951T>C

T C rs2450122byFrequency|by1000genomesMG-13-tumorMG-13-normal - 10 2089 c.2004A>G

G A rs13007735byFrequency|by1000genomesMG-13-tumorMG-13-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-13-tumorMG-13-normal + 14 2120 c.1921A>G

C T rs10258429byFrequency|by1000genomesMG-13-tumorMG-13-normal + 16 2213 c.1968C>T

G A rs11549105byFrequency|by1000genomesMG-13-tumorMG-13-normal - 6 1228 c.1224C>T

A C rs80356465 MG-13-tumorMG-13-normal - 6 944 c.604T>G

T C rs1064545 MG-13-tumorMG-13-normal - 10 1261 c.1168A>G

C T rs1035938by1000genomesMG-13-tumorMG-13-normal + 6 1538 c.1344C>T

C T rs45554841by1000genomesMG-13-tumorMG-13-normal - 1 214 c.215G>A

T C MG-13-tumorMG-13-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-13-tumorMG-13-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-13-tumorMG-13-normal + 2 2118 c.2085A>G

G T rs139431164byFrequencyMG-13-tumorMG-13-normal + 3 1043 c.824G>T

G C rs2227910byFrequency|by1000genomesMG-13-tumorMG-13-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-13-tumorMG-13-normal + 16 2064 c.1887T>A

C T rs151247276byFrequencyMG-13-tumorMG-13-normal - 4 1364 c.393G>A

A G rs41305024byFrequency|by1000genomesMG-13-tumorMG-13-normal - 13 3872 c.3497T>C

C T rs150472234by1000genomesMG-13-tumorMG-13-normal + 33 3397 c.3231C>T

A G MG-13-tumorMG-13-normal - 15 1346 c.1346T>C

T C rs2229263byFrequency|by1000genomesMG-13-tumorMG-13-normal - 3 533 c.248A>G

T C rs12990449byFrequency|by1000genomesMG-13-tumorMG-13-normal - 2 1114 c.143A>G

T C rs9646771by1000genomesMG-13-tumorMG-13-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-13-tumorMG-13-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-13-tumorMG-13-normal - 20 4043 c.3072C>A

C G rs3818764by1000genomesMG-13-tumorMG-13-normal - 4 1331 c.995G>C

G A rs3810490by1000genomesMG-13-tumorMG-13-normal - 6 2067 c.1998C>T

T A rs3740423byFrequency|by1000genomesMG-13-tumorMG-13-normal - 13 4583 c.4208A>T

G A rs3827025by1000genomesMG-13-tumorMG-13-normal - 6 2094 c.2025C>T

T C rs1048500byFrequency|by1000genomesMG-13-tumorMG-13-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-13-tumorMG-13-normal - 69 11621 c.10650G>A

C T rs116772905byFrequency|by1000genomesMG-13-tumorMG-13-normal + 17 2669 c.2121C>T

C G rs143879890by1000genomesMG-13-tumorMG-13-normal - 16 2320 c.2233G>C

G A rs6601 byFrequency|by1000genomesMG-13-tumorMG-13-normal + 25 3881 c.3672G>A



T G rs1058201 MG-13-tumorMG-13-normal - 3 297 c.204A>C

G A rs2074852byFrequency|by1000genomesMG-13-tumorMG-13-normal - 6 702 c.372C>T

T C rs61995685byFrequency|by1000genomesMG-13-tumorMG-13-normal + 22 4499 c.3864T>C

G A MG-13-tumorMG-13-normal + 1 678 c.678G>A

T C rs7744765by1000genomesMG-13-tumorMG-13-normal + 14 1929 c.1730T>C

A G rs62077272 MG-13-tumorMG-13-normal - 3 219 c.126T>C

A G rs61831150byFrequency|by1000genomesMG-13-tumorMG-13-normal + 7 1855 c.1810A>G

A G rs150594 byFrequency|by1000genomesMG-13-tumorMG-13-normal - 13 1559 c.1356T>C

A C rs76504934by1000genomesMG-13-tumorMG-13-normal - 4 464 c.427T>G

C T rs77440865by1000genomesMG-13-tumorMG-13-normal - 10 1226 c.1133G>A

T G rs113206140 MG-13-tumorMG-13-normal - 7 883 c.790A>C

C T rs2270516byFrequency|by1000genomesMG-13-tumorMG-13-normal + 10 1312 c.923C>T

C T rs7300444byFrequency|by1000genomesMG-13-tumorMG-13-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-13-tumorMG-13-normal + 17 1912 c.1092A>C

T C rs10817025by1000genomesMG-13-tumorMG-13-normal - 15 3032 c.2696A>G

A C rs79936417by1000genomesMG-13-tumorMG-13-normal - 5 505 c.412T>G

C T rs2973571by1000genomesMG-13-tumorMG-13-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-13-tumorMG-13-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-13-tumorMG-13-normal - 17 2745 c.2460A>G

C T MG-13-tumorMG-13-normal - 1 153 c.102G>A

G A rs17656599byFrequency|by1000genomesMG-13-tumorMG-13-normal - 12 2007 c.1823C>T

G C rs61735455by1000genomesMG-13-tumorMG-13-normal + 12 2108 c.1884G>C

T G rs9807633by1000genomesMG-13-tumorMG-13-normal - 1 88 c.89A>C

C T rs34922891by1000genomesMG-13-tumorMG-13-normal + 13 2223 c.2223C>T

G A MG-13-tumorMG-13-normal - 17 7675 c.7606C>T

C T rs145798849byFrequencyMG-13-tumorMG-13-normal - 5 5294 c.5081G>A

T G rs10817033by1000genomesMG-13-tumorMG-13-normal - 8 2079 c.1743A>C

T C rs9807555by1000genomesMG-13-tumorMG-13-normal - 1 196 c.197A>G

C T rs138269726byFrequencyMG-13-tumorMG-13-normal - 37 6445 c.6160G>A

G A rs4514247byFrequency|by1000genomesMG-13-tumorMG-13-normal - 3 878 c.808C>T

G A rs116011482by1000genomesMG-13-tumorMG-13-normal - 8 4578 c.4509C>T

T C rs7714670by1000genomesMG-13-tumorMG-13-normal + 6 849 c.673T>C

G C rs60140950byFrequency|by1000genomesMG-13-tumorMG-13-normal + 9 986 c.767G>C

C G rs7297795by1000genomesMG-13-tumorMG-13-normal - 3 796

C G rs11718329by1000genomesMG-13-tumorMG-13-normal + 4 719 c.647C>G

A T rs13180095byFrequency|by1000genomesMG-13-tumorMG-13-normal - 21 3570 c.3381T>A

C T rs11873462by1000genomesMG-13-tumorMG-13-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-13-tumorMG-13-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-13-tumorMG-13-normal + 1 196 c.196T>C

C T rs62077268 MG-13-tumorMG-13-normal - 3 262 c.169G>A

T C rs13286541by1000genomesMG-13-tumorMG-13-normal - 9 2245 c.1909A>G

C T rs143556651byFrequency|by1000genomesMG-13-tumorMG-13-normal + 5 460 c.351C>T

T C rs831042 byFrequency|by1000genomesMG-13-tumorMG-13-normal - 24 3945 c.3660A>G

A G rs62617142by1000genomesMG-13-tumorMG-13-normal + 1 560 c.260A>G

G A rs149181731byFrequencyMG-13-tumorMG-13-normal + 1 431 c.379G>A

T C MG-13-tumorMG-13-normal + 13 1786 c.1692T>C

T C rs17881656byFrequency|by1000genomesMG-13-tumorMG-13-normal + 9 1412 c.1156T>C



G A MG-13-tumorMG-13-normal + 12 1133 c.1035G>A

A G rs3208627 MG-13-tumorMG-13-normal - 2 153 c.60T>C

G C rs62077263 MG-13-tumorMG-13-normal - 7 916 c.823C>G

A C rs62077264 MG-13-tumorMG-13-normal - 7 854 c.761T>G

G A rs76836956by1000genomesMG-13-tumorMG-13-normal - 10 1209 c.1116C>T

G A rs6018623byFrequency|by1000genomesMG-13-tumorMG-13-normal + 20 3957 c.3741G>A

C A rs6453022by1000genomesMG-13-tumorMG-13-normal + 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-13-tumorMG-13-normal - 10 10694 c.10106T>C

A G rs180744 by1000genomesMG-13-tumorMG-13-normal + 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-13-tumorMG-13-normal + 11 4034 c.3807T>C

T C rs62075619 MG-13-tumorMG-13-normal - 14 1980 c.1887A>G

C A rs144349020by1000genomesMG-13-tumorMG-13-normal + 3 1131 c.912C>A

G T rs34104660byFrequency|by1000genomesMG-13-tumorMG-13-normal - 4 687 c.402C>A

G A MG-13-tumorMG-13-normal - 1 276 c.225C>T

C T rs3812458byFrequency|by1000genomesMG-13-tumorMG-13-normal + 22 2662 c.2385C>T

G A rs2973566by1000genomesMG-13-tumorMG-13-normal + 14 1930 c.1754G>A

G A rs2248407byFrequency|by1000genomesMG-13-tumorMG-13-normal - 4 1003 c.918C>T

C A rs35430524by1000genomesMG-13-tumorMG-13-normal + 12 3111 c.2737C>A

A G MG-13-tumorMG-13-normal + 46 7573 c.7039A>G

A G rs11778209byFrequency|by1000genomesMG-13-tumorMG-13-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-13-tumorMG-13-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-13-tumorMG-13-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-13-tumorMG-13-normal - 3 660 c.661T>C

C A rs35674179byFrequency|by1000genomesMG-13-tumorMG-13-normal - 13 5263 c.5153G>T

G A rs45463297by1000genomesMG-13-tumorMG-13-normal - 8 4311 c.4242C>T

C G rs2509943byFrequency|by1000genomesMG-13-tumorMG-13-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-13-tumorMG-13-normal - 2 514 c.174G>A

A G rs2229267byFrequency|by1000genomesMG-13-tumorMG-13-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-13-tumorMG-13-normal + 2 1740 c.1707C>T

T C rs62077266 MG-13-tumorMG-13-normal - 3 311 c.218A>G

C T rs3814883byFrequency|by1000genomesMG-13-tumorMG-13-normal + 13 2402 c.1359C>T

G A rs6089924byFrequency|by1000genomesMG-13-tumorMG-13-normal - 4 920 c.851C>T

T C rs28639589byFrequency|by1000genomesMG-13-tumorMG-13-normal - 12 1809 c.1611A>G

G C rs2240089byFrequency|by1000genomesMG-13-tumorMG-13-normal - 12 3187 c.3003C>G

C G MG-13-tumorMG-13-normal + 13 1849 c.1684C>G

G A rs11762213byFrequency|by1000genomesMG-13-tumorMG-13-normal + 2 344 c.144G>A

A G rs13223756byFrequency|by1000genomesMG-13-tumorMG-13-normal + 7 2144 c.1944A>G

C A rs3736306byFrequency|by1000genomesMG-13-tumorMG-13-normal + 14 4184 c.3795C>A

C T MG-13-tumorMG-13-normal - 3 370 c.335G>A

G A rs2227983byFrequency|by1000genomesMG-13-tumorMG-13-normal + 13 1739 c.1562G>A

C A rs2230018byFrequency|by1000genomesMG-13-tumorMG-13-normal + 17 2218 c.2177C>A

C G rs2282302byFrequency|by1000genomesMG-13-tumorMG-13-normal - 3 965 c.893G>C

G A rs1676211by1000genomesMG-13-tumorMG-13-normal + 13 2154 c.2154G>A

G A rs2035819by1000genomesMG-13-tumorMG-13-normal - 5 3965 c.3756C>T

G T rs147825872 MG-13-tumorMG-13-normal + 20 4359 c.4282G>T

T G rs1998206byFrequency|by1000genomesMG-13-tumorMG-13-normal - 5 631 c.433A>C

T C rs139704883byFrequencyMG-13-tumorMG-13-normal + 1 222 c.170T>C



C T rs1801187byFrequency|by1000genomesMG-13-tumorMG-13-normal - 37 5440 c.5234G>A

A C rs62534884by1000genomesMG-13-tumorMG-13-normal + 4 892 c.683A>C

A G rs2737699byFrequency|by1000genomesMG-13-tumorMG-13-normal - 10 12892 c.12304T>C

A G rs2074912byFrequency|by1000genomesMG-13-tumorMG-13-normal + 1 1709 c.1709A>G

G A rs13054014byFrequency|by1000genomesMG-13-tumorMG-13-normal + 2 569 c.210G>A

C T rs111505885 MG-13-tumorMG-13-normal + 1 340 c.324C>T

A G rs11915822byFrequency|by1000genomesMG-13-tumorMG-13-normal - 13 6588 c.6478T>C

T C rs12731746byFrequency|by1000genomesMG-13-tumorMG-13-normal - 11 1394 c.897A>G

T C rs61747978byFrequency|by1000genomesMG-13-tumorMG-13-normal + 9 2081 c.1968T>C

C T rs2273779byFrequency|by1000genomesMG-13-tumorMG-13-normal + 6 583 c.538C>T

G A MG-13-tumorMG-13-normal + 20 2750 c.2367G>A

C G rs180743 by1000genomesMG-13-tumorMG-13-normal + 2 1315 c.1282C>G

G A MG-13-tumorMG-13-normal - 20 3285 c.3190C>T

C T MG-131-tumorMG-131-normal + 2 843 c.816C>T

A G rs3737940byFrequency|by1000genomesMG-131-tumorMG-131-normal + 7 3183 c.3138A>G

G C MG-131-tumorMG-131-normal - 2 353 c.263C>G

T G rs997983 byFrequency|by1000genomesMG-131-tumorMG-131-normal - 9 2266 c.1891A>C

A G MG-131-tumorMG-131-normal + 9 1927 c.1393A>G

T G MG-131-tumorMG-131-normal + 2 1055 c.521T>G

G A MG-131-tumorMG-131-normal + 11 1634 c.1582G>A

G A MG-131-tumorMG-131-normal + 1 172 c.172G>A

A G rs55737335byFrequency|by1000genomesMG-131-tumorMG-131-normal + 25 3192 c.3015A>G

A T MG-131-tumorMG-131-normal + 5 625 c.403A>T

T C rs141049734byFrequencyMG-131-tumorMG-131-normal - 18 3186 c.2968A>G

A G rs62077275 MG-131-tumorMG-131-normal - 2 173 c.80T>C

C T rs139696493 MG-131-tumorMG-131-normal + 39 6032 c.5649C>T

A G MG-131-tumorMG-131-normal + 7 457 c.457A>G

T C rs766894 by1000genomesMG-131-tumorMG-131-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-131-tumorMG-131-normal - 8 1357 c.1139G>T

T G rs3208659 MG-131-tumorMG-131-normal - 7 871 c.778A>C

C T rs4750936byFrequency|by1000genomesMG-131-tumorMG-131-normal - 13 4011 c.3636G>A

C G rs45438392byFrequency|by1000genomesMG-131-tumorMG-131-normal - 13 5825 c.5450G>C

G A rs4750685byFrequency|by1000genomesMG-131-tumorMG-131-normal - 13 4115 c.3740C>T

C T MG-131-tumorMG-131-normal + 2 629 c.535C>T

A G rs2229268byFrequency|by1000genomesMG-131-tumorMG-131-normal - 61 11886 c.11601T>C

T C MG-131-tumorMG-131-normal + 1 361 c.309T>C

T G rs141319407byFrequencyMG-131-tumorMG-131-normal - 11 945 c.578A>C

C A MG-131-tumorMG-131-normal + 24 3573 c.3190C>A

C T MG-131-tumorMG-131-normal + 13 1783 c.1400C>T

T C rs80268686 MG-131-tumorMG-131-normal - 14 2213 c.1995A>G

A T rs1063536byFrequency|by1000genomesMG-131-tumorMG-131-normal - 4 612 c.237T>A

G A rs7179364by1000genomesMG-131-tumorMG-131-normal + 1 520 c.85G>A

A G rs62077276 MG-131-tumorMG-131-normal - 2 170 c.77T>C

G A rs7624750byFrequency|by1000genomesMG-131-tumorMG-131-normal + 4 707 c.473G>A

T C rs62077265 MG-131-tumorMG-131-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-131-tumorMG-131-normal + 23 2508 c.2274T>C

T C MG-131-tumorMG-131-normal - 9 1441 c.1390A>G



C T rs731790 byFrequency|by1000genomesMG-131-tumorMG-131-normal - 19 2526 c.2433G>A

T G rs74842149byFrequencyMG-131-tumorMG-131-normal - 4 1217 c.1147A>C

G A MG-131-tumorMG-131-normal - 4 836 c.837C>T

A G rs74710570 MG-131-tumorMG-131-normal - 8 1020 c.927T>C

C G rs147865267byFrequencyMG-131-tumorMG-131-normal - 4 1304 c.1234G>C

G T rs146238849byFrequency|by1000genomesMG-131-tumorMG-131-normal - 8 1391 c.1173C>A

C A MG-131-tumorMG-131-normal + 12 2190 c.1808C>A

A C rs74875648 MG-131-tumorMG-131-normal - 5 524 c.431T>G

G A rs13007735byFrequency|by1000genomesMG-131-tumorMG-131-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-131-tumorMG-131-normal + 14 2120 c.1921A>G

A G MG-131-tumorMG-131-normal - 3 1747 c.1675T>C

C G MG-131-tumorMG-131-normal + 10 1982 c.1448C>G

G A MG-131-tumorMG-131-normal + 2 646 c.552G>A

A G MG-131-tumorMG-131-normal + 1 342 c.342A>G

C T rs45554841by1000genomesMG-131-tumorMG-131-normal - 1 214 c.215G>A

C T rs61733809byFrequency|by1000genomesMG-131-tumorMG-131-normal + 27 2289 c.2103C>T

C T rs7918199byFrequency|by1000genomesMG-131-tumorMG-131-normal - 13 5050 c.4675G>A

G A MG-131-tumorMG-131-normal + 12 2163 c.1781G>A

G A rs1718878byFrequency|by1000genomesMG-131-tumorMG-131-normal + 13 2003 c.1590G>A

T C rs62075621 MG-131-tumorMG-131-normal - 14 1851 c.1758A>G

A T MG-131-tumorMG-131-normal + 17 2790 c.2256A>T

A G MG-131-tumorMG-131-normal - 3 664 c.665T>C

G C rs61757614byFrequency|by1000genomesMG-131-tumorMG-131-normal - 2 1130 c.721C>G

G A rs1713982byFrequency|by1000genomesMG-131-tumorMG-131-normal + 15 2261 c.1848G>A

C T MG-131-tumorMG-131-normal - 2 711 c.618G>A

G A rs16825150byFrequency|by1000genomesMG-131-tumorMG-131-normal + 7 954 c.909G>A

G A MG-131-tumorMG-131-normal + 12 2174 c.1792G>A

C T rs55993306by1000genomesMG-131-tumorMG-131-normal - 20 3946 c.3859G>A

C T rs76844681 MG-131-tumorMG-131-normal - 16 2899 c.2681G>A

T C MG-131-tumorMG-131-normal + 1 148 c.148T>C

C T rs16843864byFrequency|by1000genomesMG-131-tumorMG-131-normal - 69 11621 c.10650G>A

G A rs10082432byFrequency|by1000genomesMG-131-tumorMG-131-normal - 13 8757 c.8382C>T

T G MG-131-tumorMG-131-normal + 1 544 c.544T>G

G A MG-131-tumorMG-131-normal + 6 1154 c.1102G>A

T G rs1058201 MG-131-tumorMG-131-normal - 3 297 c.204A>C

T A MG-131-tumorMG-131-normal + 4 1057 c.675T>A

T C rs7935 byFrequency|by1000genomesMG-131-tumorMG-131-normal + 9 1808 c.1524T>C

T C MG-131-tumorMG-131-normal - 11 1378 c.1285A>G

A G rs6679449by1000genomesMG-131-tumorMG-131-normal - 3 1923 c.1851T>C

C A MG-131-tumorMG-131-normal - 2 239

T G rs62075657 MG-131-tumorMG-131-normal - 13 1770 c.1677A>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-131-tumorMG-131-normal + 7 1597 c.1215T>C

C T MG-131-tumorMG-131-normal - 4 1008 c.957G>A

G C rs4094946 MG-131-tumorMG-131-normal - 16 1253 c.886C>G

C T rs7300444byFrequency|by1000genomesMG-131-tumorMG-131-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-131-tumorMG-131-normal + 17 1912 c.1092A>C

A G rs13223756byFrequency|by1000genomesMG-131-tumorMG-131-normal + 7 2144 c.1944A>G



T C rs10817025by1000genomesMG-131-tumorMG-131-normal - 15 3032 c.2696A>G

T G MG-131-tumorMG-131-normal - 4 385 c.292A>C

C A MG-131-tumorMG-131-normal + 2 849 c.315C>A

T C rs2229992byFrequency|by1000genomesMG-131-tumorMG-131-normal + 12 1838 c.1458T>C

T C rs77652527byFrequency|by1000genomesMG-131-tumorMG-131-normal - 10 1583 c.1365A>G

C G MG-131-tumorMG-131-normal + 7 410 c.410C>G

T G rs1889323by1000genomesMG-131-tumorMG-131-normal - 25 4582 c.4246A>C

G C rs77467652 MG-131-tumorMG-131-normal - 5 542 c.449C>G

G A MG-131-tumorMG-131-normal - 9 1467 c.1416C>T

C T rs150174082byFrequencyMG-131-tumorMG-131-normal - 44 8337 c.7366G>A

C T MG-131-tumorMG-131-normal + 1 120 c.120C>T

G C rs60140950byFrequency|by1000genomesMG-131-tumorMG-131-normal + 9 986 c.767G>C

T C MG-131-tumorMG-131-normal + 11 2117 c.1583T>C

A T rs7095325byFrequency|by1000genomesMG-131-tumorMG-131-normal - 7 1087 c.712T>A

C T rs11873462by1000genomesMG-131-tumorMG-131-normal - 1 47 c.48G>A

T C rs62075619 MG-131-tumorMG-131-normal - 14 1980 c.1887A>G

C T rs62077268 MG-131-tumorMG-131-normal - 3 262 c.169G>A

G C rs45469098by1000genomesMG-131-tumorMG-131-normal - 1 255 c.256C>G

A G rs75175938 MG-131-tumorMG-131-normal - 6 687 c.594T>C

T G rs1800275byFrequency|by1000genomesMG-131-tumorMG-131-normal - 48 7302 c.7096A>C

G T rs35546150byFrequency|by1000genomesMG-131-tumorMG-131-normal - 73 12171 c.11200C>A

T C rs74727415 MG-131-tumorMG-131-normal - 11 1316 c.1223A>G

T G rs74612656 MG-131-tumorMG-131-normal - 11 1320 c.1227A>C

G A MG-131-tumorMG-131-normal + 1 132 c.132G>A

C T rs2360887 MG-131-tumorMG-131-normal - 9 1479 c.1261G>A

G A rs3733415by1000genomesMG-131-tumorMG-131-normal - 2 601 c.392C>T

G T rs140059935by1000genomesMG-131-tumorMG-131-normal + 16 1408 c.1408G>T

A T rs10817021by1000genomesMG-131-tumorMG-131-normal - 24 4324 c.3988T>A

A G rs3208627 MG-131-tumorMG-131-normal - 2 153 c.60T>C

G C rs62077263 MG-131-tumorMG-131-normal - 7 916 c.823C>G

T C MG-131-tumorMG-131-normal + 2 850 c.316T>C

A C rs62077264 MG-131-tumorMG-131-normal - 7 854 c.761T>G

G A rs76836956by1000genomesMG-131-tumorMG-131-normal - 10 1209 c.1116C>T

T C rs11570543byFrequency|by1000genomesMG-131-tumorMG-131-normal - 14 1839 c.1746A>G

C G rs45556841 MG-131-tumorMG-131-normal + 14 2816 c.2816C>G

A C rs76437836byFrequencyMG-131-tumorMG-131-normal - 3 142 c.98T>G

G T rs34104660byFrequency|by1000genomesMG-131-tumorMG-131-normal - 4 687 c.402C>A

C T MG-131-tumorMG-131-normal - 3 1048 c.516G>A

G A rs56225325|rs34203286byFrequencyMG-131-tumorMG-131-normal - 13 2156 c.1958C>T

G C MG-131-tumorMG-131-normal - 5 1009 c.1010C>G

C G rs17301507by1000genomesMG-131-tumorMG-131-normal + 11 1252 c.1065C>G

C T rs148106725by1000genomesMG-131-tumorMG-131-normal + 13 2385 c.1851C>T

C G rs17386226byFrequency|by1000genomesMG-131-tumorMG-131-normal - 83 13761 c.12790G>C

A G rs7505568by1000genomesMG-131-tumorMG-131-normal - 3 660 c.661T>C

A C rs111227623 MG-131-tumorMG-131-normal - 13 1740 c.1647T>G

T G rs77320707 MG-131-tumorMG-131-normal - 5 520 c.427A>C

T C MG-131-tumorMG-131-normal + 1 250 c.250T>C



G A rs35821928byFrequency|by1000genomesMG-131-tumorMG-131-normal - 52 9293 c.8322C>T

A G MG-131-tumorMG-131-normal + 1 243 c.243A>G

A C rs78080061 MG-131-tumorMG-131-normal - 11 1380 c.1287T>G

A G rs3729680by1000genomesMG-131-tumorMG-131-normal + 7 1330 c.1173A>G

T C rs4149056byFrequency|by1000genomesMG-131-tumorMG-131-normal + 6 617 c.521T>C

T C rs62077266 MG-131-tumorMG-131-normal - 3 311 c.218A>G

A G rs4659654byFrequency|by1000genomesMG-131-tumorMG-131-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-131-tumorMG-131-normal - 7 1855 c.1519G>A

C T rs10082504byFrequency|by1000genomesMG-131-tumorMG-131-normal - 14 10059 c.9684G>A

T A rs2060198byFrequency|by1000genomesMG-131-tumorMG-131-normal + 27 5204 c.4914T>A

G T MG-131-tumorMG-131-normal + 11 2115 c.1581G>T

T C MG-131-tumorMG-131-normal - 22 3673 c.3455A>G

A C rs80029043 MG-131-tumorMG-131-normal - 12 1622 c.1529T>G

C A MG-131-tumorMG-131-normal + 8 952 c.730C>A

A G MG-131-tumorMG-131-normal - 7 827 c.734T>C

G A rs1128761byFrequency|by1000genomesMG-131-tumorMG-131-normal + 7 1219 c.966G>A

G T rs113387773 MG-131-tumorMG-131-normal - 3 403 c.368C>A

T C MG-131-tumorMG-131-normal - 9 1481 c.1430A>G

G T rs147825872 MG-131-tumorMG-131-normal + 20 4359 c.4282G>T

A G MG-131-tumorMG-131-normal + 33 4795 c.4412A>G

A G rs13288443byFrequency|by1000genomesMG-131-tumorMG-131-normal + 11 2036 c.1827A>G

C T rs151182657byFrequencyMG-131-tumorMG-131-normal - 9 1295 c.1263G>A

T C rs12731746byFrequency|by1000genomesMG-131-tumorMG-131-normal - 11 1394 c.897A>G

T G rs62075658 MG-131-tumorMG-131-normal - 13 1761 c.1668A>C

C T MG-131-tumorMG-131-normal + 51 7860 c.7477C>T

C T rs2273779byFrequency|by1000genomesMG-131-tumorMG-131-normal + 6 583 c.538C>T

C G MG-131-tumorMG-131-normal - 13 930 c.886G>C

T C rs78472618byFrequencyMG-131-tumorMG-131-normal - 3 159 c.115A>G

T G rs1998206byFrequency|by1000genomesMG-131-tumorMG-131-normal - 5 631 c.433A>C

C A MG-131-tumorMG-131-normal + 20 7695 c.7569C>A

C T rs2282303byFrequency|by1000genomesMG-131-tumorMG-131-normal - 3 899 c.827G>A

A G rs76897604byFrequency|by1000genomesMG-132-tumorMG-132-normal + 2 837 c.725A>G

T C rs831043 byFrequency|by1000genomesMG-132-tumorMG-132-normal - 21 3354 c.3069A>G

G A rs114068985|rs25497byFrequency|by1000genomesMG-132-tumorMG-132-normal + 4 1190 c.597G>A

A G rs141386115byFrequencyMG-132-tumorMG-132-normal + 14 3290 c.3177A>G

C T rs61741759by1000genomesMG-132-tumorMG-132-normal + 22 2332 c.2145C>T

G A rs34916904byFrequency|by1000genomesMG-132-tumorMG-132-normal - 13 2869 c.2494C>T

G T rs2075249byFrequency|by1000genomesMG-132-tumorMG-132-normal - 21 3339 c.3054C>A

G A rs7853155by1000genomesMG-132-tumorMG-132-normal - 30 5337 c.5001C>T

G T rs41268673by1000genomesMG-132-tumorMG-132-normal - 12 2171 c.1831C>A

T A rs56279059by1000genomesMG-132-tumorMG-132-normal - 3 1034 c.502A>T

C G rs72474510byFrequency|by1000genomesMG-132-tumorMG-132-normal - 4 1198 c.1128G>C

C T MG-132-tumorMG-132-normal - 3 687 c.688G>A

G A rs143176276byFrequencyMG-132-tumorMG-132-normal + 4 622 c.474G>A

C G rs41278611by1000genomesMG-132-tumorMG-132-normal - 2 594 c.385G>C

T G rs3208659 MG-132-tumorMG-132-normal - 7 871 c.778A>C

C T MG-132-tumorMG-132-normal - 3 1048 c.516G>A



G C MG-132-tumorMG-132-normal + 18 3244 c.2764G>C

T C rs4149056byFrequency|by1000genomesMG-132-tumorMG-132-normal + 6 617 c.521T>C

G A rs1062348byFrequency|by1000genomesMG-132-tumorMG-132-normal - 7 1005 c.846C>T

T C MG-132-tumorMG-132-normal + 1 1191 c.1191T>C

C T rs41299110byFrequency|by1000genomesMG-132-tumorMG-132-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-132-tumorMG-132-normal - 9 1710 c.1496C>T

C T rs1801187byFrequency|by1000genomesMG-132-tumorMG-132-normal - 37 5440 c.5234G>A

C T MG-132-tumorMG-132-normal + 2 967 c.433C>T

A G rs62077276 MG-132-tumorMG-132-normal - 2 170 c.77T>C

G A rs7624750byFrequency|by1000genomesMG-132-tumorMG-132-normal + 4 707 c.473G>A

C T rs55979329by1000genomesMG-132-tumorMG-132-normal - 3 1257 c.725G>A

C A rs6738031by1000genomesMG-132-tumorMG-132-normal - 18 3000 c.2874G>T

T G rs147014136byFrequencyMG-132-tumorMG-132-normal + 27 10738 c.10715T>G

C T rs872665 by1000genomesMG-132-tumorMG-132-normal - 7 1855 c.1519G>A

G A rs41294868by1000genomesMG-132-tumorMG-132-normal + 14 2132 c.1933G>A

C T rs140105230byFrequency|by1000genomesMG-132-tumorMG-132-normal - 4 1405 c.1335G>A

A G rs9653483by1000genomesMG-132-tumorMG-132-normal - 21 5040 c.4953T>C

T C rs62077265 MG-132-tumorMG-132-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-132-tumorMG-132-normal + 23 2508 c.2274T>C

C T rs210498 by1000genomesMG-132-tumorMG-132-normal - 23 1885 c.1518G>A

T C rs35996821byFrequency|by1000genomesMG-132-tumorMG-132-normal - 13 2183 c.2088A>G

C T rs1050475byFrequency|by1000genomesMG-132-tumorMG-132-normal + 7 1534 c.975C>T

C G rs3818764by1000genomesMG-132-tumorMG-132-normal - 4 1331 c.995G>C

T C rs74597491byFrequency|by1000genomesMG-132-tumorMG-132-normal - 9 2185 c.1849A>G

T C rs2251219byFrequency|by1000genomesMG-132-tumorMG-132-normal - 26 4397 c.4395A>G

G T rs138072195byFrequencyMG-132-tumorMG-132-normal - 12 2983 c.2799C>A

C T rs26505 byFrequency|by1000genomesMG-132-tumorMG-132-normal + 1 144 c.57C>T

G A rs13007735byFrequency|by1000genomesMG-132-tumorMG-132-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-132-tumorMG-132-normal + 14 2120 c.1921A>G

A G rs112400142byFrequency|by1000genomesMG-132-tumorMG-132-normal - 17 2298 c.2211T>C

C G MG-132-tumorMG-132-normal + 10 1982 c.1448C>G

T C rs1064545 MG-132-tumorMG-132-normal - 10 1261 c.1168A>G

C G rs80027487byFrequency|by1000genomesMG-132-tumorMG-132-normal + 3 451 c.364C>G

A C rs10473959by1000genomesMG-132-tumorMG-132-normal + 6 999 c.823A>C

A G rs144929567byFrequency|by1000genomesMG-132-tumorMG-132-normal - 3 2793 c.2718T>C

T A rs17337023byFrequency|by1000genomesMG-132-tumorMG-132-normal + 16 2064 c.1887T>A

C G rs145987835byFrequencyMG-132-tumorMG-132-normal - 4 1432 c.1362G>C

T C MG-132-tumorMG-132-normal - 4 1446 c.1376A>G

T C MG-132-tumorMG-132-normal + 23 3377 c.2994T>C

C G MG-132-tumorMG-132-normal + 5 640 c.418C>G

T C rs2229263byFrequency|by1000genomesMG-132-tumorMG-132-normal - 3 533 c.248A>G

C G rs114279527by1000genomesMG-132-tumorMG-132-normal - 2 3137 c.2928G>C

T C rs9646771by1000genomesMG-132-tumorMG-132-normal - 4 787 c.447A>G

T G rs552183 byFrequency|by1000genomesMG-132-tumorMG-132-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-132-tumorMG-132-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-132-tumorMG-132-normal + 14 2279 c.2055T>C

C T rs9489143byFrequency|by1000genomesMG-132-tumorMG-132-normal - 13 2184 c.1986G>A



C T rs76844681 MG-132-tumorMG-132-normal - 16 2899 c.2681G>A

G A MG-132-tumorMG-132-normal - 4 453 c.138C>T

C T MG-132-tumorMG-132-normal + 23 3381 c.2998C>T

C G rs143879890by1000genomesMG-132-tumorMG-132-normal - 16 2320 c.2233G>C

G A rs6601 byFrequency|by1000genomesMG-132-tumorMG-132-normal + 25 3881 c.3672G>A

T G MG-132-tumorMG-132-normal + 2 943 c.409T>G

T C rs7935 byFrequency|by1000genomesMG-132-tumorMG-132-normal + 9 1808 c.1524T>C

G A rs151187373by1000genomesMG-132-tumorMG-132-normal + 16 2477 c.2351G>A

A T rs78455617byFrequency|by1000genomesMG-132-tumorMG-132-normal - 4 1208 c.1138T>A

G A rs55855602by1000genomesMG-132-tumorMG-132-normal - 3 1030 c.498C>T

G C rs3088074byFrequency|by1000genomesMG-132-tumorMG-132-normal - 9 2999 c.2785C>G

A G rs150594 byFrequency|by1000genomesMG-132-tumorMG-132-normal - 13 1559 c.1356T>C

G A MG-132-tumorMG-132-normal + 22 3334 c.2951G>A

C T rs56351141byFrequency|by1000genomesMG-132-tumorMG-132-normal + 9 1137 c.699C>T

A C rs76437836byFrequencyMG-132-tumorMG-132-normal - 3 142 c.98T>G

C G rs3817428by1000genomesMG-132-tumorMG-132-normal + 15 7493 c.7119C>G

A C rs1141701by1000genomesMG-132-tumorMG-132-normal - 10 1239 c.1146T>G

T C MG-132-tumorMG-132-normal + 1 768 c.768T>C

C T rs7300444byFrequency|by1000genomesMG-132-tumorMG-132-normal + 19 5383 c.4740C>T

C T rs55913776 MG-132-tumorMG-132-normal - 3 1207 c.675G>A

T A rs2060198byFrequency|by1000genomesMG-132-tumorMG-132-normal + 27 5204 c.4914T>A

C A rs9489124byFrequency|by1000genomesMG-132-tumorMG-132-normal - 35 5902 c.5704G>T

T C rs2229992byFrequency|by1000genomesMG-132-tumorMG-132-normal + 12 1838 c.1458T>C

G A rs2275527byFrequency|by1000genomesMG-132-tumorMG-132-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-132-tumorMG-132-normal - 17 2745 c.2460A>G

A G rs3822625by1000genomesMG-132-tumorMG-132-normal + 14 3084 c.3084A>G

C T rs16921265by1000genomesMG-132-tumorMG-132-normal + 1 417 c.117C>T

G A rs6070697byFrequency|by1000genomesMG-132-tumorMG-132-normal + 4 1189 c.920G>A

T C MG-132-tumorMG-132-normal - 14 2649 c.2431A>G

T G MG-132-tumorMG-132-normal + 16 2367 c.2241T>G

C T MG-132-tumorMG-132-normal - 1 16 c.17G>A

C T rs74401238byFrequency|by1000genomesMG-132-tumorMG-132-normal - 18 3705 c.3365G>A

T C rs7714670by1000genomesMG-132-tumorMG-132-normal + 6 849 c.673T>C

C T rs11121691byFrequency|by1000genomesMG-132-tumorMG-132-normal - 49 6985 c.6909G>A

C G rs11718329by1000genomesMG-132-tumorMG-132-normal + 4 719 c.647C>G

A G rs16831887byFrequency|by1000genomesMG-132-tumorMG-132-normal + 9 2111 c.2023A>G

T C rs2075252byFrequency|by1000genomesMG-132-tumorMG-132-normal - 66 12565 c.12280A>G

C T rs62077268 MG-132-tumorMG-132-normal - 3 262 c.169G>A

G C rs45469098by1000genomesMG-132-tumorMG-132-normal - 1 255 c.256C>G

C G rs149605490by1000genomesMG-132-tumorMG-132-normal + 3 1000 c.781C>G

G A rs2229354byFrequency|by1000genomesMG-132-tumorMG-132-normal + 7 1131 c.924G>A

C T rs116682517byFrequency|by1000genomesMG-132-tumorMG-132-normal - 6 1043 c.552G>A

T G rs1800275byFrequency|by1000genomesMG-132-tumorMG-132-normal - 48 7302 c.7096A>C

T C MG-132-tumorMG-132-normal - 20 3938 c.3851A>G

T C rs831042 byFrequency|by1000genomesMG-132-tumorMG-132-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-132-tumorMG-132-normal + 2 543 c.510A>G

A C rs62534884by1000genomesMG-132-tumorMG-132-normal + 4 892 c.683A>C



C G rs11552052byFrequency|by1000genomesMG-132-tumorMG-132-normal + 16 2316 c.2226C>G

A G rs17001075byFrequency|by1000genomesMG-132-tumorMG-132-normal + 9 1793 c.1509A>G

T G MG-132-tumorMG-132-normal + 2 985 c.451T>G

C T rs169758 by1000genomesMG-132-tumorMG-132-normal - 23 1959 c.1592G>A

C T rs75838083byFrequency|by1000genomesMG-132-tumorMG-132-normal + 3 450 c.363C>T

A G rs3208627 MG-132-tumorMG-132-normal - 2 153 c.60T>C

A G MG-132-tumorMG-132-normal + 9 1927 c.1393A>G

G C rs62077263 MG-132-tumorMG-132-normal - 7 916 c.823C>G

A G rs28407189by1000genomesMG-132-tumorMG-132-normal + 12 5238 c.4864A>G

G A rs151318906by1000genomesMG-132-tumorMG-132-normal + 37 6519 c.5985G>A

A C rs62077264 MG-132-tumorMG-132-normal - 7 854 c.761T>G

T C MG-132-tumorMG-132-normal - 3 895 c.820A>G

C A rs6453022by1000genomesMG-132-tumorMG-132-normal + 7 1027 c.851C>A

G A rs11177 byFrequency|by1000genomesMG-132-tumorMG-132-normal + 3 290 c.80G>A

T C rs17019360by1000genomesMG-132-tumorMG-132-normal + 17 2524 c.1800T>C

A G rs180744 by1000genomesMG-132-tumorMG-132-normal + 2 1719 c.1686A>G

C T MG-132-tumorMG-132-normal - 3 6364 c.6292G>A

G A rs35389971by1000genomesMG-132-tumorMG-132-normal - 10 6818 c.6609C>T

T C rs146307712by1000genomesMG-132-tumorMG-132-normal + 16 1462 c.1462T>C

G C MG-132-tumorMG-132-normal - 5 1009 c.1010C>G

G A rs1128761byFrequency|by1000genomesMG-132-tumorMG-132-normal + 7 1219 c.966G>A

C T rs3812458byFrequency|by1000genomesMG-132-tumorMG-132-normal + 22 2662 c.2385C>T

C T rs16942341by1000genomesMG-132-tumorMG-132-normal + 7 1595 c.1221C>T

T G MG-132-tumorMG-132-normal + 19 1964 c.1866T>G

T C rs7716253by1000genomesMG-132-tumorMG-132-normal + 8 1121 c.945T>C

C T rs2229882by1000genomesMG-132-tumorMG-132-normal + 9 1566 c.1566C>T

A C MG-132-tumorMG-132-normal - 3 2156 c.2081T>G

G A rs2289247byFrequency|by1000genomesMG-132-tumorMG-132-normal + 11 1273 c.1063G>A

C G rs2509943byFrequency|by1000genomesMG-132-tumorMG-132-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-132-tumorMG-132-normal - 2 514 c.174G>A

G A rs13054014byFrequency|by1000genomesMG-132-tumorMG-132-normal + 2 569 c.210G>A

T G rs1058201 MG-132-tumorMG-132-normal - 3 297 c.204A>C

T C rs62077266 MG-132-tumorMG-132-normal - 3 311 c.218A>G

A G rs9667 by1000genomesMG-132-tumorMG-132-normal + 3 354 c.168A>G

C T rs468525 by1000genomesMG-132-tumorMG-132-normal - 6 478 c.111G>A

A T rs146352451by1000genomesMG-132-tumorMG-132-normal + 10 797 c.699A>T

C G MG-132-tumorMG-132-normal + 5 594 c.214C>G

G A rs2227983byFrequency|by1000genomesMG-132-tumorMG-132-normal + 13 1739 c.1562G>A

T C rs3755806byFrequency|by1000genomesMG-132-tumorMG-132-normal - 15 2117 c.2115A>G

C A rs2230018byFrequency|by1000genomesMG-132-tumorMG-132-normal + 17 2218 c.2177C>A

C T rs2229265byFrequency|by1000genomesMG-132-tumorMG-132-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-132-tumorMG-132-normal - 21 3503 c.3501A>T

G T rs35801538byFrequencyMG-132-tumorMG-132-normal + 3 654 c.420G>T

G T rs147825872 MG-132-tumorMG-132-normal + 20 4359 c.4282G>T

C G rs180743 by1000genomesMG-132-tumorMG-132-normal + 2 1315 c.1282C>G

A C rs881732 by1000genomesMG-132-tumorMG-132-normal + 17 1912 c.1092A>C

T C MG-132-tumorMG-132-normal + 18 2469 c.2086T>C



G T MG-132-tumorMG-132-normal + 6 1465 c.931G>T

T C rs78472618byFrequencyMG-132-tumorMG-132-normal - 3 159 c.115A>G

A G rs62077275 MG-132-tumorMG-132-normal - 2 173 c.80T>C

A T rs150289150byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 4 1377 c.1307T>A

T C rs831043 byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 21 3354 c.3069A>G

C T rs41299110byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 14 1944 c.1699C>T

C T rs61758802byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 16 2465 c.2339C>T

C T rs2293347byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 85 14018 c.13047G>A

C T MG-132250-tumorMG-132250-normal- 3 300 c.263G>A

C T MG-132250-tumorMG-132250-normal+ 3 423 c.43C>T

A T rs41310248byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 3 1001 c.139T>A

A G rs2229267byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 29 5160 c.4875T>C

C T rs104893829 MG-132250-tumorMG-132250-normal+ 1 1081 c.241C>T

T C rs4149056byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 6 617 c.521T>C

G A rs45492196byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 4 1499 c.943C>T

C T rs61743679byFrequencyMG-132250-tumorMG-132250-normal+ 4 588 c.354C>T

G A MG-132250-tumorMG-132250-normal+ 3 489 c.210G>A

G C rs79548905byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 8 1052 c.663G>C

G T rs2075249byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-132250-tumorMG-132250-normal+ 19 2459 c.2283C>T

C T rs61739928 MG-132250-tumorMG-132250-normal+ 16 2158 c.1982C>T

C G rs2509943byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 3 776 c.279C>G

G A rs61730875byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 20 3374 c.2877C>T

C T rs9105 byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 33 4964 c.4680C>T

T C rs766894 by1000genomesMG-132250-tumorMG-132250-normal+ 25 2461 c.2295T>C

C T rs77791636by1000genomesMG-132250-tumorMG-132250-normal+ 6 1132 c.1080C>T

C T rs145384264byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 30 5370 c.5085G>A

A G rs2229268byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 61 11886 c.11601T>C

G A MG-132250-tumorMG-132250-normal- 7 1109 c.891C>T

G A rs61753643byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 19 1908 c.1638C>T

G A rs1062348byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 7 1005 c.846C>T

T G rs1050767byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 13 8533 c.8158A>C

C A rs149207258by1000genomesMG-132250-tumorMG-132250-normal- 27 5155 c.4815G>T

C A rs2973558by1000genomesMG-132250-tumorMG-132250-normal+ 20 2514 c.2338C>A

G C rs2240 byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 13 2935 c.2560C>G

G A MG-132250-tumorMG-132250-normal+ 11 1974 c.1694G>A

G A rs7179364by1000genomesMG-132250-tumorMG-132250-normal+ 1 520 c.85G>A

C T MG-132250-tumorMG-132250-normal- 31 6572 c.6573G>A

C A rs6738031by1000genomesMG-132250-tumorMG-132250-normal- 18 3000 c.2874G>T

T C rs62070402by1000genomesMG-132250-tumorMG-132250-normal- 12 2105 c.2062A>G

T G rs10817033by1000genomesMG-132250-tumorMG-132250-normal- 8 2079 c.1743A>C

A G rs2227973byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 2 2571 c.2459A>G

G C rs76882791by1000genomesMG-132250-tumorMG-132250-normal- 27 7921 c.7573C>G

G T rs146238849byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 8 1391 c.1173C>A

A C rs1052908 MG-132250-tumorMG-132250-normal+ 4 1261 c.1158A>C

A G rs7762830by1000genomesMG-132250-tumorMG-132250-normal+ 14 2120 c.1921A>G



G A MG-132250-tumorMG-132250-normal+ 1 1016 c.1016G>A

C T rs3745762by1000genomesMG-132250-tumorMG-132250-normal+ 6 2241 c.2047C>T

C G MG-132250-tumorMG-132250-normal- 1 259 c.37G>C

T C rs72676907byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 3 517 c.327T>C

C T rs1035938by1000genomesMG-132250-tumorMG-132250-normal+ 6 1538 c.1344C>T

C T rs151233 by1000genomesMG-132250-tumorMG-132250-normal+ 2 99 c.66C>T

T C rs1805129byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 2 327 c.252A>G

G A rs61753697byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 1 376 c.99G>A

A G rs40831 by1000genomesMG-132250-tumorMG-132250-normal+ 2 2118 c.2085A>G

T C rs17019360by1000genomesMG-132250-tumorMG-132250-normal+ 17 2524 c.1800T>C

G C rs2227910byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 16 2064 c.1887T>A

C T rs35011777byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 3 1212 c.978C>T

A G MG-132250-tumorMG-132250-normal- 15 1346 c.1346T>C

A G rs13346368by1000genomesMG-132250-tumorMG-132250-normal+ 10 3324 c.3130A>G

G C rs11611231by1000genomesMG-132250-tumorMG-132250-normal+ 9 2190 c.2190G>C

C A rs114687140byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 13 9413 c.9038G>T

C T rs3814883byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 13 2402 c.1359C>T

T C rs9646771by1000genomesMG-132250-tumorMG-132250-normal- 4 787 c.447A>G

T G rs552183 byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-132250-tumorMG-132250-normal+ 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-132250-tumorMG-132250-normal+ 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 5 2988 c.2775A>C

C T rs9489143byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 13 2184 c.1986G>A

T C MG-132250-tumorMG-132250-normal- 24 5188 c.4978A>G

G A rs10082432byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-132250-tumorMG-132250-normal- 16 2320 c.2233G>C

G C rs6771157byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 19 3392 c.3393C>G

T C rs7935 byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-132250-tumorMG-132250-normal- 2 514 c.174G>A

T A rs79661992byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 13 8111 c.7736A>T

C T rs12708402by1000genomesMG-132250-tumorMG-132250-normal- 16 3405 c.3178G>A

G C rs3088074byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 9 2999 c.2785C>G

C T MG-132250-tumorMG-132250-normal- 10 1429 c.1430G>A

T C rs111245230by1000genomesMG-132250-tumorMG-132250-normal- 38 8441 c.8105A>G

C T MG-132250-tumorMG-132250-normal- 8 1256 c.1038G>A

T C MG-132250-tumorMG-132250-normal- 13 2386 c.2276A>G

A C rs76504934by1000genomesMG-132250-tumorMG-132250-normal- 4 464 c.427T>G

G C rs62070406by1000genomesMG-132250-tumorMG-132250-normal- 9 1754 c.1711C>G

T C rs10082391byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 13 8654 c.8279A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 7 1597 c.1215T>C

T C rs2450122byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 10 2089 c.2004A>G

A C rs881732 by1000genomesMG-132250-tumorMG-132250-normal+ 17 1912 c.1092A>C

A G rs17443123by1000genomesMG-132250-tumorMG-132250-normal+ 5 915 c.750A>G

C T rs7300444byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 19 5383 c.4740C>T

G A rs11549106byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 4 895 c.891C>T

T C rs10817025by1000genomesMG-132250-tumorMG-132250-normal- 15 3032 c.2696A>G



C T rs2973571by1000genomesMG-132250-tumorMG-132250-normal+ 12 1807 c.1631C>T

T C rs146307712by1000genomesMG-132250-tumorMG-132250-normal+ 16 1462 c.1462T>C

C T rs12777740byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 13 8321 c.7946G>A

T C rs2241190byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 13 6002 c.5627G>A

G A rs6070697byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 4 1189 c.920G>A

T C rs7275 by1000genomesMG-132250-tumorMG-132250-normal+ 35 5267 c.4983T>C

C T rs144931466byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 9 2125 c.1906C>T

C T rs2229265byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 54 10788 c.10503G>A

T G rs1889323by1000genomesMG-132250-tumorMG-132250-normal- 25 4582 c.4246A>C

G C rs142017909byFrequencyMG-132250-tumorMG-132250-normal- 12 1953 c.1743C>G

A G MG-132250-tumorMG-132250-normal+ 1 410 c.265A>G

G A rs10817003by1000genomesMG-132250-tumorMG-132250-normal- 43 10512 c.10176C>T

G T rs147825872 MG-132250-tumorMG-132250-normal+ 20 4359 c.4282G>T

G A rs3793379byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 32 4159 c.3882G>A

G A rs3810479byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 17 7692 c.7623C>T

G C rs60140950byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 9 986 c.767G>C

C G rs11718329by1000genomesMG-132250-tumorMG-132250-normal+ 4 719 c.647C>G

C T rs10082533byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 13 8753 c.8378G>A

A G rs4659654byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 16 2000 c.1503T>C

G T rs115231754by1000genomesMG-132250-tumorMG-132250-normal+ 19 3604 c.3124G>T

A T rs7095325byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 7 1087 c.712T>A

T C rs2075252byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 66 12565 c.12280A>G

C G rs149605490by1000genomesMG-132250-tumorMG-132250-normal+ 3 1000 c.781C>G

G A rs11549105byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 6 1228 c.1224C>T

G A MG-132250-tumorMG-132250-normal+ 5 1015 c.1015G>A

G A rs35296183byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 55 9794 c.8823C>T

C T MG-132250-tumorMG-132250-normal- 13 2384 c.2274G>A

A G rs149271 by1000genomesMG-132250-tumorMG-132250-normal+ 2 543 c.510A>G

C A rs3739298byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 9 2230 c.1821G>T

C T rs35670235by1000genomesMG-132250-tumorMG-132250-normal- 19 11364 c.11155G>A

C T rs62478357byFrequencyMG-132250-tumorMG-132250-normal- 8 1268 c.1050G>A

G A rs149181731byFrequencyMG-132250-tumorMG-132250-normal+ 1 431 c.379G>A

G A rs2248407byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 4 1003 c.918C>T

C T rs4750936byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 13 4011 c.3636G>A

C T rs148653429by1000genomesMG-132250-tumorMG-132250-normal- 19 1804 c.1804G>A

G A rs2271189byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 27 3788 c.3348G>A

C G rs11016076byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 8 1866 c.1491G>C

T C rs7744765by1000genomesMG-132250-tumorMG-132250-normal+ 14 1929 c.1730T>C

G A rs3733415by1000genomesMG-132250-tumorMG-132250-normal- 2 601 c.392C>T

A T rs10817021by1000genomesMG-132250-tumorMG-132250-normal- 24 4324 c.3988T>A

C T rs17290559byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 21 2685 c.2508C>T

C A rs138908625byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 8 1357 c.1139G>T

A G rs180744 by1000genomesMG-132250-tumorMG-132250-normal+ 2 1719 c.1686A>G

C G rs45556841 MG-132250-tumorMG-132250-normal+ 14 2816 c.2816C>G

A C rs76437836byFrequencyMG-132250-tumorMG-132250-normal- 3 142 c.98T>G

G A MG-132250-tumorMG-132250-normal- 23 4001 c.1247C>T



T C MG-132250-tumorMG-132250-normal+ 1 594 c.594T>C

G C MG-132250-tumorMG-132250-normal- 5 1009 c.1010C>G

G A rs2973566by1000genomesMG-132250-tumorMG-132250-normal+ 14 1930 c.1754G>A

T C rs831042 byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 24 3945 c.3660A>G

T C MG-132250-tumorMG-132250-normal- 3 305 c.270A>G

C T MG-132250-tumorMG-132250-normal- 8 1260 c.1042G>A

A G rs4444457byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 54 9497 c.8526T>C

C A MG-132250-tumorMG-132250-normal- 24 5233 c.5023G>T

T C rs2229992byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 12 1838 c.1458T>C

G T rs138591330by1000genomesMG-132250-tumorMG-132250-normal- 27 8211 c.7863C>A

T C rs11016071byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 13 9086 c.8711A>G

G A rs9804992byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 11 3172 c.2529G>A

C G rs76985980byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 4 1836 c.1297G>C

T C MG-132250-tumorMG-132250-normal+ 5 516 c.136T>C

C T MG-132250-tumorMG-132250-normal+ 7 1592 c.1547C>T

G C rs45469098by1000genomesMG-132250-tumorMG-132250-normal- 1 255 c.256C>G

T C rs12990449byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 2 1114 c.143A>G

C T rs151174 by1000genomesMG-132250-tumorMG-132250-normal+ 2 1740 c.1707C>T

G T rs140059935by1000genomesMG-132250-tumorMG-132250-normal+ 16 1408 c.1408G>T

T A rs41305611by1000genomesMG-132250-tumorMG-132250-normal- 3 1170 c.834A>T

A G rs2929158by1000genomesMG-132250-tumorMG-132250-normal- 19 4373 c.4163T>C

C T rs72474509byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 4 1337 c.1267G>A

G A rs11762213byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 2 344 c.144G>A

A G rs13223756byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 7 2144 c.1944A>G

A G rs1385600byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 5 1375 c.1290T>C

T C rs1800279byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 59 8968 c.8762A>G

C T rs79175852|rs3906245|rs67658094MG-132250-tumorMG-132250-normal- 1 701 c.540G>A

G A rs62070401by1000genomesMG-132250-tumorMG-132250-normal- 12 2205 c.2162C>T

G A rs2227983byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 13 1739 c.1562G>A

C G rs2282302byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 3 965 c.893G>C

A T rs6685892byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 34 7560 c.7341T>A

C T rs1801187byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 37 5440 c.5234G>A

A C rs62534884by1000genomesMG-132250-tumorMG-132250-normal+ 4 892 c.683A>C

C T rs4802382by1000genomesMG-132250-tumorMG-132250-normal+ 6 554 c.360C>T

C G MG-132250-tumorMG-132250-normal+ 1 225 c.224C>G

G T MG-132250-tumorMG-132250-normal- 4 372 c.335C>A

T C rs12731746byFrequency|by1000genomesMG-132250-tumorMG-132250-normal- 11 1394 c.897A>G

C T MG-132250-tumorMG-132250-normal+ 1 153 c.153C>T

C T rs55979329by1000genomesMG-132250-tumorMG-132250-normal- 3 1257 c.725G>A

G A rs142702316byFrequencyMG-132250-tumorMG-132250-normal+ 1 160 c.108G>A

T C rs78472618byFrequencyMG-132250-tumorMG-132250-normal- 3 159 c.115A>G

C G rs180743 by1000genomesMG-132250-tumorMG-132250-normal+ 2 1315 c.1282C>G

G T rs34135067byFrequency|by1000genomesMG-132250-tumorMG-132250-normal+ 8 1184 c.1018G>T

G C rs61814943byFrequencyMG-133-tumorMG-133-normal - 3 2017 c.1942C>G

G A MG-133-tumorMG-133-normal - 26 13297 c.13088C>T

G C rs62077263 MG-133-tumorMG-133-normal - 7 916 c.823C>G

T C rs831043 byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 21 3354 c.3069A>G



A G rs3737940byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 7 3183 c.3138A>G

T C rs1048500byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 2 1791 c.684T>C

C T rs1386356byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 85 14018 c.13047G>A

C A rs34400049byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 14 2474 c.2092C>A

G A rs2229079byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 21 3524 c.3326C>T

C T rs77376932byFrequencyMG-13363-tumorMG-13363-normal- 3 3235 c.3160G>A

C T rs142424978byFrequencyMG-13363-tumorMG-13363-normal- 3 3233 c.3158G>A

G A rs12022217byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 3 4602 c.4530C>T

G A rs3809974byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 5 2864 c.2651C>T

G C rs146249377byFrequencyMG-13363-tumorMG-13363-normal+ 1 3447 c.487G>C

G T rs12568784byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 3 7202 c.7130C>A

A G MG-13363-tumorMG-13363-normal+ 10 1620 c.1253A>G

T C rs8095431|rs143171200by1000genomesMG-13363-tumorMG-13363-normal- 10 1409

G T rs2075249byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 21 3339 c.3054C>A

C T rs71299249|rs77022425byFrequencyMG-13363-tumorMG-13363-normal+ 1 3677 c.717C>T

C T rs2931423by1000genomesMG-13363-tumorMG-13363-normal+ 19 2459 c.2283C>T

T C rs2292561byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 15 1569 c.1299A>G

A G rs4143768byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 10 6783 c.6195T>C

T G rs1998206byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 5 631 c.433A>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 6 830 c.282G>C

C T rs2078478by1000genomesMG-13363-tumorMG-13363-normal- 5 411 c.392G>A

G C rs3088074byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 9 2999 c.2785C>G

C A rs3739298byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 9 2230 c.1821G>T

T C rs62070402by1000genomesMG-13363-tumorMG-13363-normal- 12 2105 c.2062A>G

C A rs55699040byFrequencyMG-13363-tumorMG-13363-normal+ 28 3969 c.3529C>A

A C rs115945341|rs2267641byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 17 2594 c.2046A>C

C A rs6738031by1000genomesMG-13363-tumorMG-13363-normal- 18 3000 c.2874G>T

T C rs7714670by1000genomesMG-13363-tumorMG-13363-normal+ 6 849 c.673T>C

C T rs61744481by1000genomesMG-13363-tumorMG-13363-normal+ 5 1560 c.1362C>T

A G rs2229268byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 61 11886 c.11601T>C

T C rs17065127byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 5 5401 c.5188A>G

A G rs3108200byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 3 2040 c.810A>G

C T rs199930 by1000genomesMG-13363-tumorMG-13363-normal+ 36 5181 c.5016C>T

T C MG-13363-tumorMG-13363-normal- 20 3938 c.3851A>G

T C rs7716253by1000genomesMG-13363-tumorMG-13363-normal+ 8 1121 c.945T>C

G A rs34747341byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 10 864 c.777C>T

C T rs41299110byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 9 1710 c.1496C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 7 1073 c.525C>T

C A rs2973558by1000genomesMG-13363-tumorMG-13363-normal+ 20 2514 c.2338C>A

G C rs2240 byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 13 2935 c.2560C>G

C T MG-13363-tumorMG-13363-normal- 3 5767 c.5692G>A

G A rs7624750byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 4 707 c.473G>A

C T rs2229265byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 54 10788 c.10503G>A

C A rs78806080byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 13 3029 c.2058G>T

G T rs148401196by1000genomesMG-13363-tumorMG-13363-normal- 3 395 c.316C>A

A G rs9653483by1000genomesMG-13363-tumorMG-13363-normal- 21 5040 c.4953T>C



G A rs17608189byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 3 754 c.510C>T

T C rs9851685byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 23 2508 c.2274T>C

G C rs2227910byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 2 1911 c.804G>C

A C rs143926631byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 20 3873 c.3785A>C

T G rs10817033by1000genomesMG-13363-tumorMG-13363-normal- 8 2079 c.1743A>C

T C rs4652678by1000genomesMG-13363-tumorMG-13363-normal+ 28 4116 c.3951T>C

G T rs148069128byFrequencyMG-13363-tumorMG-13363-normal- 13 1531 c.1491C>A

G A MG-13363-tumorMG-13363-normal+ 3 522 c.243G>A

G A rs13007735byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 16 3587 c.2616C>T

G A rs1713982byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 15 2261 c.1848G>A

A G rs7762830by1000genomesMG-13363-tumorMG-13363-normal+ 14 2120 c.1921A>G

C G rs3791251by1000genomesMG-13363-tumorMG-13363-normal- 25 4912 c.4786G>C

G A rs3818831byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 2 193 c.121C>T

A G rs17174296byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 6 906 c.717A>G

G A rs11549105byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 6 1228 c.1224C>T

G C rs1870134by1000genomesMG-13363-tumorMG-13363-normal- 1 260 c.46C>G

A G rs33953730by1000genomesMG-13363-tumorMG-13363-normal- 25 4326 c.4200T>C

T C MG-13363-tumorMG-13363-normal- 3 305 c.270A>G

C T rs34372796byFrequencyMG-13363-tumorMG-13363-normal+ 11 2082 c.1701C>T

T A rs17337023byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 16 2064 c.1887T>A

A G rs13346368by1000genomesMG-13363-tumorMG-13363-normal+ 10 3324 c.3130A>G

C G MG-13363-tumorMG-13363-normal+ 8 571 c.571C>G

A G rs75639578 MG-13363-tumorMG-13363-normal- 3 6552 c.6477T>C

G A rs10964471byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 2 386 c.177G>A

C T MG-13363-tumorMG-13363-normal- 15 1408 c.1311G>A

A G rs2973568by1000genomesMG-13363-tumorMG-13363-normal+ 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 20 4043 c.3072C>A

T C rs3026101by1000genomesMG-13363-tumorMG-13363-normal+ 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 5 2988 c.2775A>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 1 3698 c.738G>A

C T rs9489143byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 13 2184 c.1986G>A

T A rs3740423byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 13 4583 c.4208A>T

C T rs16843864byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 69 11621 c.10650G>A

G A MG-13363-tumorMG-13363-normal- 4 453 c.138C>T

G A rs10082432byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-13363-tumorMG-13363-normal- 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 7 1855 c.1810A>G

G A rs6601 byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 25 3881 c.3672G>A

C G MG-13363-tumorMG-13363-normal- 6 391 c.347G>C

C T rs6432901by1000genomesMG-13363-tumorMG-13363-normal- 2 514 c.174G>A

A G rs138997916byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 3 2832 c.2760T>C

G A rs17065139byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 5 3795 c.3582C>T

T C rs143332174by1000genomesMG-13363-tumorMG-13363-normal- 3 244 c.207A>G

C G rs62497784byFrequencyMG-13363-tumorMG-13363-normal+ 12 1773 c.1256C>G

T C rs7744765by1000genomesMG-13363-tumorMG-13363-normal+ 14 1929 c.1730T>C

A G rs61753736byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 66 10707 c.10463T>C

A G rs4659654byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 16 2000 c.1503T>C



T C rs10082391byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 13 8654 c.8279A>G

T C rs61751603byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 9 1894 c.1672A>G

G A MG-13363-tumorMG-13363-normal+ 15 2099 c.2047G>A

G A rs34949187by1000genomesMG-13363-tumorMG-13363-normal+ 6 1198 c.824G>A

C T rs7300444byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 19 5383 c.4740C>T

G A rs2124203byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 19 2832 c.2745C>T

A C rs881732 by1000genomesMG-13363-tumorMG-13363-normal+ 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 4 895 c.891C>T

T A rs2060198byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 27 5204 c.4914T>A

C T rs2973571by1000genomesMG-13363-tumorMG-13363-normal+ 12 1807 c.1631C>T

A T rs7095325byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 7 1087 c.712T>A

C T rs12777740byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 13 8321 c.7946G>A

T C rs34750407byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 14 9680 c.9305A>G

C T rs11591817byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 13 6002 c.5627G>A

A G rs3822625by1000genomesMG-13363-tumorMG-13363-normal+ 14 3084 c.3084A>G

T C rs41266134byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 3 1625 c.1550A>G

C T MG-13363-tumorMG-13363-normal- 8 1260 c.1042G>A

A C rs76504934by1000genomesMG-13363-tumorMG-13363-normal- 4 464 c.427T>G

C G MG-13363-tumorMG-13363-normal- 6 293 c.249G>C

C T rs34488539by1000genomesMG-13363-tumorMG-13363-normal+ 22 3555 c.3390C>T

G A rs2228273byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 7 1137 c.578G>A

A G rs826549 by1000genomesMG-13363-tumorMG-13363-normal+ 18 2676 c.2550A>G

G A rs3810479byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 17 7692 c.7623C>T

C T rs10082533byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 13 8753 c.8378G>A

T C rs2075252byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 1 196 c.196T>C

T C rs2241190byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 17 2745 c.2460A>G

G A rs2973566by1000genomesMG-13363-tumorMG-13363-normal+ 14 1930 c.1754G>A

A G rs6679449by1000genomesMG-13363-tumorMG-13363-normal- 3 1923 c.1851T>C

C T rs3745762by1000genomesMG-13363-tumorMG-13363-normal+ 6 2241 c.2047C>T

C T rs3135867byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 4 673 c.417C>T

T C rs140856347by1000genomesMG-13363-tumorMG-13363-normal- 20 3525 c.3438A>G

A G rs149271 by1000genomesMG-13363-tumorMG-13363-normal+ 2 543 c.510A>G

A C rs62534884by1000genomesMG-13363-tumorMG-13363-normal+ 4 892 c.683A>C

C T rs11016072byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 13 8909 c.8534G>A

C T rs62478357byFrequencyMG-13363-tumorMG-13363-normal- 8 1268 c.1050G>A

C T rs4750936byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 8 1866 c.1491G>C

C T MG-13363-tumorMG-13363-normal+ 7 1445 c.971C>T

A G rs77145198byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 20 2943 c.2856T>C

A C rs1052908 MG-13363-tumorMG-13363-normal+ 4 1261 c.1158A>C

C T rs12155677byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 32 5524 c.5280G>A

G C rs144267558byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 10 4015 c.3427C>G

A G rs17078605byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 10 10694 c.10106T>C

A G rs180744 by1000genomesMG-13363-tumorMG-13363-normal+ 2 1719 c.1686A>G

A C rs76437836byFrequencyMG-13363-tumorMG-13363-normal- 3 142 c.98T>G

G A MG-13363-tumorMG-13363-normal+ 15 1611 c.750G>A



C T rs1035938by1000genomesMG-13363-tumorMG-13363-normal+ 6 1538 c.1344C>T

C T rs2229882by1000genomesMG-13363-tumorMG-13363-normal+ 9 1566 c.1566C>T

G A MG-13363-tumorMG-13363-normal- 3 1505 c.973C>T

T C rs831042 byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 24 3945 c.3660A>G

T C rs9646771by1000genomesMG-13363-tumorMG-13363-normal- 4 787 c.447A>G

A G rs11778209byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 10 9441 c.8853T>C

C T rs2273779byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 6 583 c.538C>T

T C rs2229992byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 12 1838 c.1458T>C

T C rs11016071byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 13 9086 c.8711A>G

G A rs143684430byFrequencyMG-13363-tumorMG-13363-normal- 3 6591 c.6516C>T

A G rs40831 by1000genomesMG-13363-tumorMG-13363-normal+ 2 2118 c.2085A>G

G T rs7083622byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 13 7385 c.7010C>A

G A MG-13363-tumorMG-13363-normal- 31 6353 c.6354C>T

G C rs62070406by1000genomesMG-13363-tumorMG-13363-normal- 9 1754 c.1711C>G

C G rs2509943byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 3 776 c.279C>G

C T MG-13363-tumorMG-13363-normal- 3 1048 c.516G>A

C T rs151174 by1000genomesMG-13363-tumorMG-13363-normal+ 2 1740 c.1707C>T

C T rs3814883byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 13 2402 c.1359C>T

G A rs80198225 MG-13363-tumorMG-13363-normal+ 8 527 c.527G>A

C T rs872665 by1000genomesMG-13363-tumorMG-13363-normal- 7 1855 c.1519G>A

C T rs35678179byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 9 1320 c.1098G>A

A G MG-13363-tumorMG-13363-normal+ 1 1059 c.1059A>G

C T rs2292559byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 24 2661 c.2391G>A

C T rs2285975byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 13 2445 c.2256G>A

C T MG-13363-tumorMG-13363-normal- 8 6157 c.6088G>A

A G rs151306742by1000genomesMG-13363-tumorMG-13363-normal+ 4 729 c.285A>G

A G MG-13363-tumorMG-13363-normal- 6 386 c.342T>C

G A rs1718878byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 13 2003 c.1590G>A

A G rs2737699byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 10 12892 c.12304T>C

T G rs1050767byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 13 8533 c.8158A>C

T A rs35737760by1000genomesMG-13363-tumorMG-13363-normal+ 19 2685 c.2520T>A

T C rs17019360by1000genomesMG-13363-tumorMG-13363-normal+ 17 2524 c.1800T>C

C T rs2282303byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 3 899 c.827G>A

G A rs2227983byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 13 1739 c.1562G>A

C A rs2230018byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 17 2218 c.2177C>A

C T rs2292556byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 19 1959 c.1689G>A

G T rs147825872 MG-13363-tumorMG-13363-normal+ 20 4359 c.4282G>T

G A rs12729662byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 3 8430 c.8355C>T

T C MG-13363-tumorMG-13363-normal+ 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 37 5440 c.5234G>A

A T rs35238720byFrequency|by1000genomesMG-13363-tumorMG-13363-normal+ 4 1205 c.860A>T

C T rs4802382by1000genomesMG-13363-tumorMG-13363-normal+ 6 554 c.360C>T

C G rs149605490by1000genomesMG-13363-tumorMG-13363-normal+ 3 1000 c.781C>G

T C rs12731746byFrequency|by1000genomesMG-13363-tumorMG-13363-normal- 11 1394 c.897A>G

C T rs55979329by1000genomesMG-13363-tumorMG-13363-normal- 3 1257 c.725G>A



C A rs6453022by1000genomesMG-13363-tumorMG-13363-normal+ 7 1027 c.851C>A

G A rs144383071byFrequencyMG-13363-tumorMG-13363-normal- 3 3345 c.3270C>T

T C rs78472618byFrequencyMG-13363-tumorMG-13363-normal- 3 159 c.115A>G

C T rs2229975by1000genomesMG-13363-tumorMG-13363-normal- 5 927 c.852G>A

C G rs180743 by1000genomesMG-13363-tumorMG-13363-normal+ 2 1315 c.1282C>G

G A rs144383071byFrequencyMG-134-tumorMG-134-normal - 3 3345 c.3270C>T

T C rs831043 byFrequency|by1000genomesMG-134-tumorMG-134-normal - 21 3354 c.3069A>G

T G rs997983 byFrequency|by1000genomesMG-134-tumorMG-134-normal - 9 2266 c.1891A>C

G C rs2240089byFrequency|by1000genomesMG-134-tumorMG-134-normal - 12 3187 c.3003C>G

C T rs2293347byFrequency|by1000genomesMG-134-tumorMG-134-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-134-tumorMG-134-normal - 85 14018 c.13047G>A

C T MG-134-tumorMG-134-normal - 8 5940 c.5871G>A

A C rs1141701by1000genomesMG-134-tumorMG-134-normal - 10 1239 c.1146T>G

C T rs12777740byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 8321 c.7946G>A

A C rs76190542 MG-134-tumorMG-134-normal - 5 557 c.464T>G

C T rs77376932byFrequencyMG-134-tumorMG-134-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-134-tumorMG-134-normal - 3 4602 c.4530C>T

C A rs148983031byFrequencyMG-134-tumorMG-134-normal - 16 2940 c.2722G>T

C A MG-134-tumorMG-134-normal + 5 631 c.409C>A

G T rs12568784byFrequency|by1000genomesMG-134-tumorMG-134-normal - 3 7202 c.7130C>A

T G MG-134-tumorMG-134-normal + 1 555

G T rs2075249byFrequency|by1000genomesMG-134-tumorMG-134-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-134-tumorMG-134-normal + 19 2459 c.2283C>T

G A MG-134-tumorMG-134-normal - 31 7669 c.7670C>T

C T rs62034286 MG-134-tumorMG-134-normal + 2 1017 c.984C>T

C T rs62478357byFrequencyMG-134-tumorMG-134-normal - 8 1268 c.1050G>A

T G rs3208659 MG-134-tumorMG-134-normal - 7 871 c.778A>C

C T rs4750936byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 4011 c.3636G>A

G A rs3744249byFrequency|by1000genomesMG-134-tumorMG-134-normal + 11 2561 c.2172G>A

A G rs3108200byFrequency|by1000genomesMG-134-tumorMG-134-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-134-tumorMG-134-normal - 15 2117 c.2115A>G

T C rs74356608 MG-134-tumorMG-134-normal + 15 1328 c.1328T>C

G A rs60571683byFrequency|by1000genomesMG-134-tumorMG-134-normal + 16 2196 c.1977G>A

C T rs41299110byFrequency|by1000genomesMG-134-tumorMG-134-normal + 14 1944 c.1699C>T

G A MG-134-tumorMG-134-normal - 20 2971 c.2780C>T

C A rs149207258by1000genomesMG-134-tumorMG-134-normal - 27 5155 c.4815G>T

C A rs2973558by1000genomesMG-134-tumorMG-134-normal + 20 2514 c.2338C>A

G A rs41294868by1000genomesMG-134-tumorMG-134-normal + 14 2132 c.1933G>A

G C rs2240 byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 2935 c.2560C>G

G T rs3745765byFrequency|by1000genomesMG-134-tumorMG-134-normal + 9 2360 c.719G>T

C T rs77791636by1000genomesMG-134-tumorMG-134-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-134-tumorMG-134-normal - 18 3000 c.2874G>T

A G rs9653483by1000genomesMG-134-tumorMG-134-normal - 21 5040 c.4953T>C

C T rs117465555byFrequencyMG-134-tumorMG-134-normal - 9 752 c.385G>A

T C MG-134-tumorMG-134-normal - 9 1441 c.1390A>G

T G rs10817033by1000genomesMG-134-tumorMG-134-normal - 8 2079 c.1743A>C

T C rs35996821byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 2183 c.2088A>G



T G rs12963422byFrequency|by1000genomesMG-134-tumorMG-134-normal - 5 2988 c.2775A>C

T C rs2251219byFrequency|by1000genomesMG-134-tumorMG-134-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-134-tumorMG-134-normal - 6 924 c.639C>T

C T rs77440865by1000genomesMG-134-tumorMG-134-normal - 10 1226 c.1133G>A

G A rs13007735byFrequency|by1000genomesMG-134-tumorMG-134-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-134-tumorMG-134-normal + 14 2120 c.1921A>G

C T rs10258429byFrequency|by1000genomesMG-134-tumorMG-134-normal + 16 2213 c.1968C>T

G A rs61738284byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 6005 c.5630C>T

G A rs3818831byFrequency|by1000genomesMG-134-tumorMG-134-normal - 2 193 c.121C>T

A T rs143367160byFrequency|by1000genomesMG-134-tumorMG-134-normal + 10 1641 c.1093A>T

A G MG-134-tumorMG-134-normal + 1 340 c.340A>G

G A rs144292256 MG-134-tumorMG-134-normal + 11 4202 c.3559G>A

C T rs3745762by1000genomesMG-134-tumorMG-134-normal + 6 2241 c.2047C>T

T C rs72676907byFrequency|by1000genomesMG-134-tumorMG-134-normal + 3 517 c.327T>C

T C rs3026101by1000genomesMG-134-tumorMG-134-normal + 14 2279 c.2055T>C

T C rs1064545 MG-134-tumorMG-134-normal - 10 1261 c.1168A>G

C T rs1035938by1000genomesMG-134-tumorMG-134-normal + 6 1538 c.1344C>T

T C MG-134-tumorMG-134-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-134-tumorMG-134-normal + 1 376 c.99G>A

C T rs7918199byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 5050 c.4675G>A

T A rs17337023byFrequency|by1000genomesMG-134-tumorMG-134-normal + 16 2064 c.1887T>A

A G MG-134-tumorMG-134-normal - 3 664 c.665T>C

A G rs13346368by1000genomesMG-134-tumorMG-134-normal + 10 3324 c.3130A>G

C T rs2071702byFrequency|by1000genomesMG-134-tumorMG-134-normal + 27 7277 c.7254C>T

G A rs16825150byFrequency|by1000genomesMG-134-tumorMG-134-normal + 7 954 c.909G>A

T C rs9646771by1000genomesMG-134-tumorMG-134-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-134-tumorMG-134-normal + 13 1856 c.1680A>G

C G rs3818764by1000genomesMG-134-tumorMG-134-normal - 4 1331 c.995G>C

T A rs3740423byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 4583 c.4208A>T

C T rs16843864byFrequency|by1000genomesMG-134-tumorMG-134-normal - 69 11621 c.10650G>A

A T rs3739451by1000genomesMG-134-tumorMG-134-normal - 39 9817 c.9481T>A

G A rs10082432byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-134-tumorMG-134-normal - 16 2320 c.2233G>C

T G rs62075657 MG-134-tumorMG-134-normal - 13 1770 c.1677A>C

A G MG-134-tumorMG-134-normal + 1 81 c.81A>G

T C rs7716253by1000genomesMG-134-tumorMG-134-normal + 8 1121 c.945T>C

C T rs6432901by1000genomesMG-134-tumorMG-134-normal - 2 514 c.174G>A

A G rs138997916byFrequency|by1000genomesMG-134-tumorMG-134-normal - 3 2832 c.2760T>C

A G rs62177519 MG-134-tumorMG-134-normal + 4 919 c.825A>G

A G rs6679449by1000genomesMG-134-tumorMG-134-normal - 3 1923 c.1851T>C

G A MG-134-tumorMG-134-normal - 48 14864 c.14865C>T

C T rs41268685byFrequency|by1000genomesMG-134-tumorMG-134-normal - 73 13535 c.13250G>A

C T rs3745764byFrequency|by1000genomesMG-134-tumorMG-134-normal + 9 2705 c.1064C>T

G A rs16843826byFrequency|by1000genomesMG-134-tumorMG-134-normal - 77 12698 c.11727C>T

A G rs150594 byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 1559 c.1356T>C

A C rs76504934by1000genomesMG-134-tumorMG-134-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-134-tumorMG-134-normal + 24 3194 c.3018C>T



T C rs10082391byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 8654 c.8279A>G

C G rs12120294byFrequency|by1000genomesMG-134-tumorMG-134-normal - 5 586 c.510G>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-134-tumorMG-134-normal + 7 1597 c.1215T>C

A G rs17443123by1000genomesMG-134-tumorMG-134-normal + 5 915 c.750A>G

T C rs2275483|rs12567786by1000genomesMG-134-tumorMG-134-normal - 18 3121 c.2703A>G

C T rs2973571by1000genomesMG-134-tumorMG-134-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-134-tumorMG-134-normal + 12 1838 c.1458T>C

G A rs36041732byFrequencyMG-134-tumorMG-134-normal - 4 1660 c.798C>T

T C rs2241190byFrequency|by1000genomesMG-134-tumorMG-134-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 6002 c.5627G>A

A G rs139010315byFrequencyMG-134-tumorMG-134-normal + 9 1049 c.1009A>G

A T rs111657679byFrequency|by1000genomesMG-134-tumorMG-134-normal - 7 516 c.149T>A

A G rs117099452byFrequency|by1000genomesMG-134-tumorMG-134-normal + 27 10341 c.10318A>G

T C rs41266134byFrequency|by1000genomesMG-134-tumorMG-134-normal - 3 1625 c.1550A>G

C T MG-134-tumorMG-134-normal - 8 1260 c.1042G>A

G A rs56162367byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 6778 c.6668C>T

C T rs3796032byFrequency|by1000genomesMG-134-tumorMG-134-normal - 17 2381 c.1929G>A

G A rs3793379byFrequency|by1000genomesMG-134-tumorMG-134-normal + 32 4159 c.3882G>A

G A rs3810479byFrequency|by1000genomesMG-134-tumorMG-134-normal - 17 7692 c.7623C>T

T C rs7714670by1000genomesMG-134-tumorMG-134-normal + 6 849 c.673T>C

A T rs7095325byFrequency|by1000genomesMG-134-tumorMG-134-normal - 7 1087 c.712T>A

C T rs10082533byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 8753 c.8378G>A

A G MG-134-tumorMG-134-normal + 1 174 c.174A>G

G A MG-134-tumorMG-134-normal + 1 529 c.529G>A

A G rs16831887byFrequency|by1000genomesMG-134-tumorMG-134-normal + 9 2111 c.2023A>G

T C rs2075252byFrequency|by1000genomesMG-134-tumorMG-134-normal - 66 12565 c.12280A>G

C T rs2243380byFrequency|by1000genomesMG-134-tumorMG-134-normal - 6 698 c.500G>A

T C rs5927083byFrequency|by1000genomesMG-134-tumorMG-134-normal - 14 1841 c.1635A>G

G C rs45469098by1000genomesMG-134-tumorMG-134-normal - 1 255 c.256C>G

G A rs77288131byFrequency|by1000genomesMG-134-tumorMG-134-normal + 12 2707 c.2488G>A

T C rs831042 byFrequency|by1000genomesMG-134-tumorMG-134-normal - 24 3945 c.3660A>G

T C MG-134-tumorMG-134-normal + 1 266 c.266T>C

T C rs74727415 MG-134-tumorMG-134-normal - 11 1316 c.1223A>G

G A rs17608189byFrequency|by1000genomesMG-134-tumorMG-134-normal - 3 754 c.510C>T

A C rs9332801byFrequency|by1000genomesMG-134-tumorMG-134-normal + 10 4307 c.4284A>C

T G rs62075658 MG-134-tumorMG-134-normal - 13 1761 c.1668A>C

T C MG-134-tumorMG-134-normal + 1 492 c.492T>C

T G rs74612656 MG-134-tumorMG-134-normal - 11 1320 c.1227A>C

C G rs11016076byFrequency|by1000genomesMG-134-tumorMG-134-normal - 8 1866 c.1491G>C

G A rs3733415by1000genomesMG-134-tumorMG-134-normal - 2 601 c.392C>T

A G rs3208627 MG-134-tumorMG-134-normal - 2 153 c.60T>C

G C rs62077263 MG-134-tumorMG-134-normal - 7 916 c.823C>G

A C rs62077264 MG-134-tumorMG-134-normal - 7 854 c.761T>G

G A rs76836956by1000genomesMG-134-tumorMG-134-normal - 10 1209 c.1116C>T

T C rs11373 byFrequency|by1000genomesMG-134-tumorMG-134-normal - 3 787 c.367A>G

T C MG-134-tumorMG-134-normal + 1 52 c.52T>C

C A rs6453022by1000genomesMG-134-tumorMG-134-normal + 7 1027 c.851C>A



C T MG-134-tumorMG-134-normal - 3 452 c.317G>A

G A rs11177 byFrequency|by1000genomesMG-134-tumorMG-134-normal + 3 290 c.80G>A

C T rs17290169byFrequency|by1000genomesMG-134-tumorMG-134-normal + 15 2016 c.1839C>T

A G rs180744 by1000genomesMG-134-tumorMG-134-normal + 2 1719 c.1686A>G

A G rs7107305byFrequency|by1000genomesMG-134-tumorMG-134-normal + 21 5702 c.5679A>G

T C rs543304 byFrequency|by1000genomesMG-134-tumorMG-134-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-134-tumorMG-134-normal - 3 142 c.98T>G

T C MG-134-tumorMG-134-normal + 1 540 c.540T>C

C T MG-134-tumorMG-134-normal + 3 423 c.43C>T

G C MG-134-tumorMG-134-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-134-tumorMG-134-normal + 22 2662 c.2385C>T

G A rs2973566by1000genomesMG-134-tumorMG-134-normal + 14 1930 c.1754G>A

G A rs17656599byFrequency|by1000genomesMG-134-tumorMG-134-normal - 12 2007 c.1823C>T

G A MG-134-tumorMG-134-normal + 1 742 c.742G>A

A G rs11778209byFrequency|by1000genomesMG-134-tumorMG-134-normal - 39 6448 c.6204T>C

G A rs2289247byFrequency|by1000genomesMG-134-tumorMG-134-normal + 11 1273 c.1063G>A

C T rs2285975byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 2445 c.2256G>A

G A rs143684430byFrequencyMG-134-tumorMG-134-normal - 3 6591 c.6516C>T

A G rs40831 by1000genomesMG-134-tumorMG-134-normal + 2 2118 c.2085A>G

C G rs2509943byFrequency|by1000genomesMG-134-tumorMG-134-normal + 3 776 c.279C>G

A T rs1063536byFrequency|by1000genomesMG-134-tumorMG-134-normal - 4 612 c.237T>A

C T rs3796031byFrequency|by1000genomesMG-134-tumorMG-134-normal - 17 2399 c.1947G>A

T C MG-134-tumorMG-134-normal + 6 590 c.545T>C

T G rs61757612byFrequency|by1000genomesMG-134-tumorMG-134-normal - 9 2110 c.1701A>C

C T rs151174 by1000genomesMG-134-tumorMG-134-normal + 2 1740 c.1707C>T

G A rs4750685byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 4115 c.3740C>T

T C rs62077266 MG-134-tumorMG-134-normal - 3 311 c.218A>G

C T MG-134-tumorMG-134-normal - 3 5767 c.5692G>A

A G rs4659654byFrequency|by1000genomesMG-134-tumorMG-134-normal - 16 2000 c.1503T>C

T C rs11016071byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 9086 c.8711A>G

T C rs111331725by1000genomesMG-134-tumorMG-134-normal + 6 643 c.263T>C

G A rs11762213byFrequency|by1000genomesMG-134-tumorMG-134-normal + 2 344 c.144G>A

G A rs10964471byFrequency|by1000genomesMG-134-tumorMG-134-normal + 2 386 c.177G>A

A C rs1410048by1000genomesMG-134-tumorMG-134-normal - 40 10053 c.9717T>G

C T rs2282303byFrequency|by1000genomesMG-134-tumorMG-134-normal - 3 899 c.827G>A

G A MG-134-tumorMG-134-normal - 7 889 c.796C>T

T C MG-134-tumorMG-134-normal - 9 1481 c.1430A>G

C A rs2230018byFrequency|by1000genomesMG-134-tumorMG-134-normal + 17 2218 c.2177C>A

C G rs2282302byFrequency|by1000genomesMG-134-tumorMG-134-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-134-tumorMG-134-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-134-tumorMG-134-normal - 21 3503 c.3501A>T

C T rs35033501by1000genomesMG-134-tumorMG-134-normal - 16 3381 c.3324G>A

G T rs147825872 MG-134-tumorMG-134-normal + 20 4359 c.4282G>T

G A rs12729662byFrequency|by1000genomesMG-134-tumorMG-134-normal - 3 8430 c.8355C>T

A G rs149271 by1000genomesMG-134-tumorMG-134-normal + 2 543 c.510A>G

T C MG-134-tumorMG-134-normal + 8 505 c.505T>C

A G rs80120716 MG-134-tumorMG-134-normal - 10 1214 c.1121T>C



C T rs4802382by1000genomesMG-134-tumorMG-134-normal + 6 554 c.360C>T

T C rs12731746byFrequency|by1000genomesMG-134-tumorMG-134-normal - 11 1394 c.897A>G

C T rs10082504byFrequency|by1000genomesMG-134-tumorMG-134-normal - 14 10059 c.9684G>A

T A rs2060198byFrequency|by1000genomesMG-134-tumorMG-134-normal + 27 5204 c.4914T>A

T G rs1050767byFrequency|by1000genomesMG-134-tumorMG-134-normal - 13 8533 c.8158A>C

A G MG-134-tumorMG-134-normal + 1 1098 c.1098A>G

G A rs142702316byFrequencyMG-134-tumorMG-134-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-134-tumorMG-134-normal - 3 159 c.115A>G

A G rs75639578 MG-134-tumorMG-134-normal - 3 6552 c.6477T>C

C T MG-134-tumorMG-134-normal - 1 506 c.507G>A

C G rs180743 by1000genomesMG-134-tumorMG-134-normal + 2 1315 c.1282C>G

G A rs16885 byFrequency|by1000genomesMG-135-tumorMG-135-normal - 9 3193 c.2257C>T

A G rs3737940byFrequency|by1000genomesMG-135-tumorMG-135-normal + 7 3183 c.3138A>G

A G MG-135-tumorMG-135-normal + 1 861 c.861A>G

T C rs831043 byFrequency|by1000genomesMG-135-tumorMG-135-normal - 21 3354 c.3069A>G

A G MG-135-tumorMG-135-normal + 5 1140 c.1046A>G

C T rs1386356byFrequency|by1000genomesMG-135-tumorMG-135-normal - 85 14018 c.13047G>A

A G MG-135-tumorMG-135-normal - 1 440 c.441T>C

C T rs1009668byFrequency|by1000genomesMG-135-tumorMG-135-normal - 20 2134 c.1864G>A

A G rs141386115byFrequencyMG-135-tumorMG-135-normal + 14 3290 c.3177A>G

G T rs3745765byFrequency|by1000genomesMG-135-tumorMG-135-normal + 9 2360 c.719G>T

C T rs3811444byFrequency|by1000genomesMG-135-tumorMG-135-normal + 6 1169 c.1121C>T

C T MG-135-tumorMG-135-normal - 3 300 c.263G>A

G T rs71238527by1000genomesMG-135-tumorMG-135-normal + 3 639 c.494G>T

G A rs2229079byFrequency|by1000genomesMG-135-tumorMG-135-normal - 21 3524 c.3326C>T

C T rs139351719by1000genomesMG-135-tumorMG-135-normal - 5 554 c.13G>A

C T rs1800268byFrequency|by1000genomesMG-135-tumorMG-135-normal - 23 3227 c.3021G>A

C T rs61741759by1000genomesMG-135-tumorMG-135-normal + 22 2332 c.2145C>T

T C rs2229992byFrequency|by1000genomesMG-135-tumorMG-135-normal + 12 1838 c.1458T>C

T A rs149644677byFrequencyMG-135-tumorMG-135-normal - 85 14085 c.13114A>T

G T rs2075249byFrequency|by1000genomesMG-135-tumorMG-135-normal - 21 3339 c.3054C>A

G A rs61750816by1000genomesMG-135-tumorMG-135-normal + 43 7109 c.6629G>A

C T rs2931423by1000genomesMG-135-tumorMG-135-normal + 19 2459 c.2283C>T

A C rs55776396byFrequency|by1000genomesMG-135-tumorMG-135-normal - 50 15977 c.15978T>G

A G rs4143768byFrequency|by1000genomesMG-135-tumorMG-135-normal - 10 6783 c.6195T>C

C T rs34291900byFrequency|by1000genomesMG-135-tumorMG-135-normal - 15 2291 c.2006G>A

A G MG-135-tumorMG-135-normal + 1 448 c.448A>G

T G rs1998206byFrequency|by1000genomesMG-135-tumorMG-135-normal - 5 631 c.433A>C

C A rs138888836byFrequency|by1000genomesMG-135-tumorMG-135-normal - 13 4573 c.4198G>T

G C rs2229933|rs116048761byFrequency|by1000genomesMG-135-tumorMG-135-normal + 6 830 c.282G>C

T C rs17848169byFrequency|by1000genomesMG-135-tumorMG-135-normal - 42 8179 c.7894A>G

G A rs3793379byFrequency|by1000genomesMG-135-tumorMG-135-normal + 32 4159 c.3882G>A

C T rs62478357byFrequencyMG-135-tumorMG-135-normal - 8 1268 c.1050G>A

G A rs1062348byFrequency|by1000genomesMG-135-tumorMG-135-normal - 7 1005 c.846C>T

C A rs138908625byFrequency|by1000genomesMG-135-tumorMG-135-normal - 8 1357 c.1139G>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-135-tumorMG-135-normal + 17 2594 c.2046A>C

A G rs2229268byFrequency|by1000genomesMG-135-tumorMG-135-normal - 61 11886 c.11601T>C



T C rs3755806byFrequency|by1000genomesMG-135-tumorMG-135-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-135-tumorMG-135-normal + 36 5181 c.5016C>T

T G rs141319407byFrequencyMG-135-tumorMG-135-normal - 11 945 c.578A>C

C T rs2853346byFrequency|by1000genomesMG-135-tumorMG-135-normal - 13 5919 c.5544G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-135-tumorMG-135-normal + 7 1073 c.525C>T

C T MG-135-tumorMG-135-normal + 4 1134 c.1051C>T

C A rs2973558by1000genomesMG-135-tumorMG-135-normal + 20 2514 c.2338C>A

T C rs831042 byFrequency|by1000genomesMG-135-tumorMG-135-normal - 24 3945 c.3660A>G

C G rs2298258byFrequency|by1000genomesMG-135-tumorMG-135-normal + 12 1698 c.1260C>G

C T rs73241801by1000genomesMG-135-tumorMG-135-normal + 16 2273 c.2208C>T

G A rs7624750byFrequency|by1000genomesMG-135-tumorMG-135-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-135-tumorMG-135-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-135-tumorMG-135-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-135-tumorMG-135-normal - 16 2000 c.1503T>C

T C rs8089144by1000genomesMG-135-tumorMG-135-normal - 7 1142 c.1143A>G

A G rs9653483by1000genomesMG-135-tumorMG-135-normal - 21 5040 c.4953T>C

C T rs11121691byFrequency|by1000genomesMG-135-tumorMG-135-normal - 49 6985 c.6909G>A

T C rs9851685byFrequency|by1000genomesMG-135-tumorMG-135-normal + 23 2508 c.2274T>C

C A rs115251319byFrequency|by1000genomesMG-135-tumorMG-135-normal - 8 6032 c.5963G>T

C T rs150879175byFrequency|by1000genomesMG-135-tumorMG-135-normal - 73 12198 c.11227G>A

G A rs3026098by1000genomesMG-135-tumorMG-135-normal + 13 2111 c.1887G>A

T G rs10817033by1000genomesMG-135-tumorMG-135-normal - 8 2079 c.1743A>C

A G rs2227973byFrequency|by1000genomesMG-135-tumorMG-135-normal + 2 2571 c.2459A>G

G T rs146238849byFrequency|by1000genomesMG-135-tumorMG-135-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-135-tumorMG-135-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-135-tumorMG-135-normal - 26 4397 c.4395A>G

C T rs142336181 MG-135-tumorMG-135-normal - 3 2776 c.2701G>A

G A rs13007735byFrequency|by1000genomesMG-135-tumorMG-135-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-135-tumorMG-135-normal + 14 2120 c.1921A>G

C G rs3791251by1000genomesMG-135-tumorMG-135-normal - 25 4912 c.4786G>C

G A MG-135-tumorMG-135-normal - 2 1983 c.1127C>T

C G MG-135-tumorMG-135-normal - 1 259 c.37G>C

T C MG-135-tumorMG-135-normal - 3 305 c.270A>G

C T rs3796031byFrequency|by1000genomesMG-135-tumorMG-135-normal - 17 2399 c.1947G>A

A G rs144929567byFrequency|by1000genomesMG-135-tumorMG-135-normal - 3 2793 c.2718T>C

G C rs2227910byFrequency|by1000genomesMG-135-tumorMG-135-normal + 2 1911 c.804G>C

A G MG-135-tumorMG-135-normal + 1 492 c.492A>G

A G rs17051895by1000genomesMG-135-tumorMG-135-normal + 23 4485 c.3951A>G

T C rs137871677by1000genomesMG-135-tumorMG-135-normal + 5 529 c.149T>C

C T rs58287721 MG-135-tumorMG-135-normal - 2 2356 c.1500G>A

T C rs9646771by1000genomesMG-135-tumorMG-135-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-135-tumorMG-135-normal + 13 1856 c.1680A>G

G A MG-135-tumorMG-135-normal + 1 1032 c.1032G>A

T C rs3026101by1000genomesMG-135-tumorMG-135-normal + 14 2279 c.2055T>C

A G MG-135-tumorMG-135-normal + 5 1029 c.914A>G

T A rs3740423byFrequency|by1000genomesMG-135-tumorMG-135-normal - 13 4583 c.4208A>T

C A rs6453022by1000genomesMG-135-tumorMG-135-normal + 7 1027 c.851C>A



T C rs1048500byFrequency|by1000genomesMG-135-tumorMG-135-normal + 2 1791 c.684T>C

A C rs7995564by1000genomesMG-135-tumorMG-135-normal + 10 2068 c.1534A>C

C G rs143879890by1000genomesMG-135-tumorMG-135-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-135-tumorMG-135-normal + 7 1855 c.1810A>G

T C rs7716253by1000genomesMG-135-tumorMG-135-normal + 8 1121 c.945T>C

T C rs61995685byFrequency|by1000genomesMG-135-tumorMG-135-normal + 22 4499 c.3864T>C

A G rs3211362byFrequency|by1000genomesMG-135-tumorMG-135-normal - 9 1020 c.846T>C

C T rs149155949byFrequency|by1000genomesMG-135-tumorMG-135-normal + 19 3884 c.3249C>T

T C rs143332174by1000genomesMG-135-tumorMG-135-normal - 3 244 c.207A>G

G C rs3088074byFrequency|by1000genomesMG-135-tumorMG-135-normal - 9 2999 c.2785C>G

T C MG-135-tumorMG-135-normal + 1 910 c.910T>C

C T rs11547311byFrequency|by1000genomesMG-135-tumorMG-135-normal + 8 702 c.570C>T

A C rs76504934by1000genomesMG-135-tumorMG-135-normal - 4 464 c.427T>G

C G rs3817428by1000genomesMG-135-tumorMG-135-normal + 15 7493 c.7119C>G

C T rs7300444byFrequency|by1000genomesMG-135-tumorMG-135-normal + 19 5383 c.4740C>T

A G MG-135-tumorMG-135-normal - 1 80 c.81T>C

C T MG-135-tumorMG-135-normal - 20 3562 c.3371G>A

A G MG-135-tumorMG-135-normal + 1 1053 c.1053A>G

C T rs2973571by1000genomesMG-135-tumorMG-135-normal + 12 1807 c.1631C>T

A G MG-135-tumorMG-135-normal + 1 48 c.48A>G

A T MG-135-tumorMG-135-normal + 4 485 c.105A>T

G A rs2275527byFrequency|by1000genomesMG-135-tumorMG-135-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-135-tumorMG-135-normal - 17 2745 c.2460A>G

C T MG-135-tumorMG-135-normal - 8 1260 c.1042G>A

T G rs9807633by1000genomesMG-135-tumorMG-135-normal - 1 88 c.89A>C

T G MG-135-tumorMG-135-normal - 5 466 c.334A>C

C T rs150329747byFrequencyMG-135-tumorMG-135-normal + 11 2390 c.2171C>T

C T rs3796032byFrequency|by1000genomesMG-135-tumorMG-135-normal - 17 2381 c.1929G>A

A G rs7220394byFrequency|by1000genomesMG-135-tumorMG-135-normal - 12 1509 c.1416T>C

G A MG-135-tumorMG-135-normal + 1 130 c.78G>A

T C rs7935 byFrequency|by1000genomesMG-135-tumorMG-135-normal + 9 1808 c.1524T>C

C T rs34488539by1000genomesMG-135-tumorMG-135-normal + 22 3555 c.3390C>T

C T rs146867394byFrequency|by1000genomesMG-135-tumorMG-135-normal - 45 8391 c.7420G>A

T C rs7714670by1000genomesMG-135-tumorMG-135-normal + 6 849 c.673T>C

G A rs80198225 MG-135-tumorMG-135-normal + 8 527 c.527G>A

C T rs11873462by1000genomesMG-135-tumorMG-135-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-135-tumorMG-135-normal - 66 12565 c.12280A>G

T C rs11574911by1000genomesMG-135-tumorMG-135-normal - 34 7308 c.7233A>G

T C rs1002519byFrequency|by1000genomesMG-135-tumorMG-135-normal + 1 196 c.196T>C

C T rs147216997by1000genomesMG-135-tumorMG-135-normal + 41 8107 c.7472C>T

T C rs766894 by1000genomesMG-135-tumorMG-135-normal + 25 2461 c.2295T>C

G C rs45469098by1000genomesMG-135-tumorMG-135-normal - 1 255 c.256C>G

C G rs11552052byFrequency|by1000genomesMG-135-tumorMG-135-normal + 16 2316 c.2226C>G

G A rs2229354byFrequency|by1000genomesMG-135-tumorMG-135-normal + 7 1131 c.924G>A

G A MG-135-tumorMG-135-normal + 1 678 c.678G>A

G A rs2003233 MG-135-tumorMG-135-normal - 17 1503 c.1504C>T

A G rs33953730by1000genomesMG-135-tumorMG-135-normal - 25 4326 c.4200T>C



G A rs2271189byFrequency|by1000genomesMG-135-tumorMG-135-normal + 27 3788 c.3348G>A

G A MG-135-tumorMG-135-normal - 5 563 c.22C>T

T G MG-135-tumorMG-135-normal - 3 6357 c.6285A>C

G A MG-135-tumorMG-135-normal + 1 159 c.159G>A

C T rs34922891by1000genomesMG-135-tumorMG-135-normal + 13 2223 c.2223C>T

C A MG-135-tumorMG-135-normal + 12 1060 c.962C>A

G C rs13397109byFrequency|by1000genomesMG-135-tumorMG-135-normal - 41 7911 c.7626C>G

A G rs11016073byFrequency|by1000genomesMG-135-tumorMG-135-normal - 13 6677 c.6302T>C

A G rs1206038byFrequency|by1000genomesMG-135-tumorMG-135-normal + 29 5706 c.5071A>G

A C rs62077264 MG-135-tumorMG-135-normal - 7 854 c.761T>G

A G rs17078605byFrequency|by1000genomesMG-135-tumorMG-135-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-135-tumorMG-135-normal + 3 290 c.80G>A

A G rs9667 by1000genomesMG-135-tumorMG-135-normal + 3 354 c.168A>G

T G rs3208659 MG-135-tumorMG-135-normal - 7 871 c.778A>C

C T MG-135-tumorMG-135-normal - 8 1256 c.1038G>A

T C rs28621009byFrequency|by1000genomesMG-135-tumorMG-135-normal + 13 2864 c.2229T>C

G C MG-135-tumorMG-135-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-135-tumorMG-135-normal + 22 2662 c.2385C>T

C A MG-135-tumorMG-135-normal + 1 706 c.706C>A

C T rs45554841by1000genomesMG-135-tumorMG-135-normal - 1 214 c.215G>A

G A rs45541540byFrequencyMG-135-tumorMG-135-normal + 3 1015 c.735G>A

A G rs150594 byFrequency|by1000genomesMG-135-tumorMG-135-normal - 13 1559 c.1356T>C

A G rs11778209byFrequency|by1000genomesMG-135-tumorMG-135-normal - 39 6448 c.6204T>C

A G rs9552929byFrequency|by1000genomesMG-135-tumorMG-135-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-135-tumorMG-135-normal - 3 660 c.661T>C

T C rs13796 byFrequency|by1000genomesMG-135-tumorMG-135-normal + 2 372 c.159T>C

G A rs61814946byFrequency|by1000genomesMG-135-tumorMG-135-normal - 3 1785 c.1710C>T

C T rs3743398by1000genomesMG-135-tumorMG-135-normal + 12 2965 c.2591C>T

C G rs2509943byFrequency|by1000genomesMG-135-tumorMG-135-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-135-tumorMG-135-normal - 2 514 c.174G>A

G A rs41304253by1000genomesMG-135-tumorMG-135-normal + 20 3100 c.2935G>A

C T MG-135-tumorMG-135-normal - 2 632 c.393G>A

A G rs2229267byFrequency|by1000genomesMG-135-tumorMG-135-normal - 29 5160 c.4875T>C

T G rs1058201 MG-135-tumorMG-135-normal - 3 297 c.204A>C

G A rs142702316byFrequencyMG-135-tumorMG-135-normal + 1 160 c.108G>A

A C rs80303640by1000genomesMG-135-tumorMG-135-normal - 16 1415 c.1416T>G

C T rs2274550by1000genomesMG-135-tumorMG-135-normal + 54 8820 c.8286C>T

T C rs62077266 MG-135-tumorMG-135-normal - 3 311 c.218A>G

C T rs872665 by1000genomesMG-135-tumorMG-135-normal - 7 1855 c.1519G>A

C T rs55865069byFrequency|by1000genomesMG-135-tumorMG-135-normal - 3 247 c.248G>A

A G rs2737699byFrequency|by1000genomesMG-135-tumorMG-135-normal - 10 12892 c.12304T>C

C G MG-135-tumorMG-135-normal + 6 1618 c.983C>G

G A rs2973566by1000genomesMG-135-tumorMG-135-normal + 14 1930 c.1754G>A

A C rs76437836byFrequencyMG-135-tumorMG-135-normal - 3 142 c.98T>G

C T rs146326084 MG-135-tumorMG-135-normal - 10 1741 c.1531G>A

A G rs80132640by1000genomesMG-135-tumorMG-135-normal - 39 12027 c.12028T>C

C T rs2229265byFrequency|by1000genomesMG-135-tumorMG-135-normal - 54 10788 c.10503G>A



G A rs1676211by1000genomesMG-135-tumorMG-135-normal + 13 2154 c.2154G>A

T A rs17264436byFrequency|by1000genomesMG-135-tumorMG-135-normal - 21 3503 c.3501A>T

G T rs35801538byFrequencyMG-135-tumorMG-135-normal + 3 654 c.420G>T

T C rs34341044byFrequency|by1000genomesMG-135-tumorMG-135-normal - 16 2591 c.2589A>G

G T rs147825872 MG-135-tumorMG-135-normal + 20 4359 c.4282G>T

G A MG-135-tumorMG-135-normal + 1 171 c.171G>A

T C MG-135-tumorMG-135-normal + 8 505 c.505T>C

G A rs2289247byFrequency|by1000genomesMG-135-tumorMG-135-normal + 11 1273 c.1063G>A

C T rs1801187byFrequency|by1000genomesMG-135-tumorMG-135-normal - 37 5440 c.5234G>A

C T MG-135-tumorMG-135-normal + 3 423 c.43C>T

T C rs12731746byFrequency|by1000genomesMG-135-tumorMG-135-normal - 11 1394 c.897A>G

C T rs2273779byFrequency|by1000genomesMG-135-tumorMG-135-normal + 6 583 c.538C>T

C T rs2229975by1000genomesMG-135-tumorMG-135-normal - 5 927 c.852G>A

T C rs7275 by1000genomesMG-135-tumorMG-135-normal + 35 5267 c.4983T>C

C T rs3745764byFrequency|by1000genomesMG-136-tumorMG-136-normal + 9 2705 c.1064C>T

C A rs34400049byFrequency|by1000genomesMG-136-tumorMG-136-normal + 14 2474 c.2092C>A

C T rs1386356byFrequency|by1000genomesMG-136-tumorMG-136-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-136-tumorMG-136-normal - 20 2134 c.1864G>A

G A rs142702316byFrequencyMG-136-tumorMG-136-normal + 1 160 c.108G>A

G C MG-136-tumorMG-136-normal - 1 373 c.280C>G

A G rs34119110byFrequency|by1000genomesMG-136-tumorMG-136-normal + 12 1966 c.1767A>G

G A rs34830600byFrequency|by1000genomesMG-136-tumorMG-136-normal - 8 2874 c.2805C>T

T C rs62637691 MG-136-tumorMG-136-normal - 10 1496 c.1329A>G

T G rs997983 byFrequency|by1000genomesMG-136-tumorMG-136-normal - 9 2266 c.1891A>C

A T rs71299249|rs142640592byFrequencyMG-136-tumorMG-136-normal + 1 3479 c.519A>T

G A rs34916193byFrequencyMG-136-tumorMG-136-normal + 2 486 c.251G>A

T C rs35753072by1000genomesMG-136-tumorMG-136-normal - 10 5213 c.5004A>G

A C rs55776396byFrequency|by1000genomesMG-136-tumorMG-136-normal - 50 15977 c.15978T>G

A T MG-136-tumorMG-136-normal + 5 625 c.403A>T

C T MG-136-tumorMG-136-normal + 20 6136 c.6135C>T

G C rs2229933|rs116048761byFrequency|by1000genomesMG-136-tumorMG-136-normal + 6 830 c.282G>C

C T rs62478357byFrequencyMG-136-tumorMG-136-normal - 8 1268 c.1050G>A

C A rs138908625byFrequency|by1000genomesMG-136-tumorMG-136-normal - 8 1357 c.1139G>T

T G rs3208659 MG-136-tumorMG-136-normal - 7 871 c.778A>C

C T rs77791636by1000genomesMG-136-tumorMG-136-normal + 6 1132 c.1080C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-136-tumorMG-136-normal + 17 2594 c.2046A>C

A G rs11016073byFrequency|by1000genomesMG-136-tumorMG-136-normal - 13 6677 c.6302T>C

A G MG-136-tumorMG-136-normal + 1 1188 c.1188A>G

T C rs140856347by1000genomesMG-136-tumorMG-136-normal - 20 3525 c.3438A>G

C T rs2853346byFrequency|by1000genomesMG-136-tumorMG-136-normal - 13 5919 c.5544G>A

G A rs2228000byFrequency|by1000genomesMG-136-tumorMG-136-normal - 9 1710 c.1496C>T

G A MG-136-tumorMG-136-normal + 1 577 c.577G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-136-tumorMG-136-normal + 7 1073 c.525C>T

C T rs151182657byFrequencyMG-136-tumorMG-136-normal - 9 1295 c.1263G>A

G C rs2240 byFrequency|by1000genomesMG-136-tumorMG-136-normal - 13 2935 c.2560C>G

G A MG-136-tumorMG-136-normal - 17 2809 c.2734C>T

G A rs7853155by1000genomesMG-136-tumorMG-136-normal - 30 5337 c.5001C>T



C A rs6738031by1000genomesMG-136-tumorMG-136-normal - 18 3000 c.2874G>T

A G rs9653483by1000genomesMG-136-tumorMG-136-normal - 21 5040 c.4953T>C

C T MG-136-tumorMG-136-normal + 1 915 c.915C>T

C T MG-136-tumorMG-136-normal - 15 2553 c.2554G>A

C T rs210498 by1000genomesMG-136-tumorMG-136-normal - 23 1885 c.1518G>A

C T rs731790 byFrequency|by1000genomesMG-136-tumorMG-136-normal - 19 2526 c.2433G>A

G C rs114460450byFrequency|by1000genomesMG-136-tumorMG-136-normal - 2 434 c.149C>G

G A MG-136-tumorMG-136-normal - 4 836 c.837C>T

C G rs3818764by1000genomesMG-136-tumorMG-136-normal - 4 1331 c.995G>C

G T rs146238849byFrequency|by1000genomesMG-136-tumorMG-136-normal - 8 1391 c.1173C>A

A T MG-136-tumorMG-136-normal - 3 532 c.373T>A

T C rs28489116by1000genomesMG-136-tumorMG-136-normal - 10 5194 c.4985A>G

G A rs13007735byFrequency|by1000genomesMG-136-tumorMG-136-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-136-tumorMG-136-normal + 14 2120 c.1921A>G

T G rs1058201 MG-136-tumorMG-136-normal - 3 297 c.204A>C

G A rs61738284byFrequency|by1000genomesMG-136-tumorMG-136-normal - 13 6005 c.5630C>T

G A rs2228273byFrequency|by1000genomesMG-136-tumorMG-136-normal + 7 1137 c.578G>A

C G rs145323424 MG-136-tumorMG-136-normal + 25 3636 c.3253C>G

C G MG-136-tumorMG-136-normal + 18 2791 c.2378C>G

G A MG-136-tumorMG-136-normal + 1 991 c.991G>A

G A rs3733407by1000genomesMG-136-tumorMG-136-normal - 10 6188 c.5979C>T

T C rs1064545 MG-136-tumorMG-136-normal - 10 1261 c.1168A>G

C T rs1035938by1000genomesMG-136-tumorMG-136-normal + 6 1538 c.1344C>T

T C MG-136-tumorMG-136-normal - 3 305 c.270A>G

C T MG-136-tumorMG-136-normal - 8 1260 c.1042G>A

C T rs7918199byFrequency|by1000genomesMG-136-tumorMG-136-normal - 13 5050 c.4675G>A

C T rs111505885 MG-136-tumorMG-136-normal + 1 340 c.324C>T

G A rs2271189byFrequency|by1000genomesMG-136-tumorMG-136-normal + 27 3788 c.3348G>A

C T MG-136-tumorMG-136-normal + 1 369 c.369C>T

T C MG-136-tumorMG-136-normal + 14 2251 c.2094T>C

T C rs9646771by1000genomesMG-136-tumorMG-136-normal - 4 787 c.447A>G

C T rs144351014byFrequencyMG-136-tumorMG-136-normal + 2 2232 c.1125C>T

G T rs6748626byFrequency|by1000genomesMG-136-tumorMG-136-normal - 20 4043 c.3072C>A

T G rs12963422byFrequency|by1000genomesMG-136-tumorMG-136-normal - 5 2988 c.2775A>C

G A rs3810490by1000genomesMG-136-tumorMG-136-normal - 6 2067 c.1998C>T

T C rs2229263byFrequency|by1000genomesMG-136-tumorMG-136-normal - 3 533 c.248A>G

G A rs3827025by1000genomesMG-136-tumorMG-136-normal - 6 2094 c.2025C>T

C T rs16843864byFrequency|by1000genomesMG-136-tumorMG-136-normal - 69 11621 c.10650G>A

G A rs10082432byFrequency|by1000genomesMG-136-tumorMG-136-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-136-tumorMG-136-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-136-tumorMG-136-normal + 7 1855 c.1810A>G

G A rs6601 byFrequency|by1000genomesMG-136-tumorMG-136-normal + 25 3881 c.3672G>A

C T rs12236219byFrequency|by1000genomesMG-136-tumorMG-136-normal + 5 1231 c.1141C>T

C T MG-136-tumorMG-136-normal + 1 279 c.279C>T

T G rs77834784by1000genomesMG-136-tumorMG-136-normal - 10 7314 c.7105A>C

A G rs4862726by1000genomesMG-136-tumorMG-136-normal - 2 2054 c.1845T>C

G C rs17078601byFrequency|by1000genomesMG-136-tumorMG-136-normal - 10 11620 c.11032C>G



G A rs3775307by1000genomesMG-136-tumorMG-136-normal - 27 13442 c.13233C>T

G C rs3088074byFrequency|by1000genomesMG-136-tumorMG-136-normal - 9 2999 c.2785C>G

C T MG-136-tumorMG-136-normal - 10 1429 c.1430G>A

T C rs7744765by1000genomesMG-136-tumorMG-136-normal + 14 1929 c.1730T>C

G A rs16843826byFrequency|by1000genomesMG-136-tumorMG-136-normal - 77 12698 c.11727C>T

A C rs76504934by1000genomesMG-136-tumorMG-136-normal - 4 464 c.427T>G

A G rs4659654byFrequency|by1000genomesMG-136-tumorMG-136-normal - 16 2000 c.1503T>C

T C rs2450122byFrequency|by1000genomesMG-136-tumorMG-136-normal - 10 2089 c.2004A>G

T A rs17337023byFrequency|by1000genomesMG-136-tumorMG-136-normal + 16 2064 c.1887T>A

C T rs7300444byFrequency|by1000genomesMG-136-tumorMG-136-normal + 19 5383 c.4740C>T

G A rs2124203byFrequency|by1000genomesMG-136-tumorMG-136-normal - 19 2832 c.2745C>T

G A MG-136-tumorMG-136-normal + 3 891 c.803G>A

G A rs16885 byFrequency|by1000genomesMG-136-tumorMG-136-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-136-tumorMG-136-normal - 15 3032 c.2696A>G

C T rs12777740byFrequency|by1000genomesMG-136-tumorMG-136-normal - 13 8321 c.7946G>A

T C rs2229992byFrequency|by1000genomesMG-136-tumorMG-136-normal + 12 1838 c.1458T>C

T C rs151117508byFrequencyMG-136-tumorMG-136-normal - 5 545 c.413A>G

C T rs11591817byFrequency|by1000genomesMG-136-tumorMG-136-normal - 13 6002 c.5627G>A

C A rs144349020by1000genomesMG-136-tumorMG-136-normal + 3 1131 c.912C>A

T C rs7275 by1000genomesMG-136-tumorMG-136-normal + 35 5267 c.4983T>C

A T rs111657679byFrequency|by1000genomesMG-136-tumorMG-136-normal - 7 516 c.149T>A

G A rs17656599byFrequency|by1000genomesMG-136-tumorMG-136-normal - 12 2007 c.1823C>T

G T rs139431164byFrequencyMG-136-tumorMG-136-normal + 3 1043 c.824G>T

A G MG-136-tumorMG-136-normal + 1 1143 c.1143A>G

C T rs3796032byFrequency|by1000genomesMG-136-tumorMG-136-normal - 17 2381 c.1929G>A

T C rs7935 byFrequency|by1000genomesMG-136-tumorMG-136-normal + 9 1808 c.1524T>C

G A rs3793379byFrequency|by1000genomesMG-136-tumorMG-136-normal + 32 4159 c.3882G>A

G A rs3822060byFrequency|by1000genomesMG-136-tumorMG-136-normal - 25 13145 c.12936C>T

G A rs6089925byFrequency|by1000genomesMG-136-tumorMG-136-normal - 4 729 c.660C>T

C T rs2289550byFrequency|by1000genomesMG-136-tumorMG-136-normal - 21 11744 c.11535G>A

G A rs116011482by1000genomesMG-136-tumorMG-136-normal - 8 4578 c.4509C>T

C T rs17605476by1000genomesMG-136-tumorMG-136-normal + 5 1338 c.1140C>T

C T rs10082533byFrequency|by1000genomesMG-136-tumorMG-136-normal - 13 8753 c.8378G>A

A G MG-136-tumorMG-136-normal + 25 3647 c.3264A>G

T C rs2075252byFrequency|by1000genomesMG-136-tumorMG-136-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-136-tumorMG-136-normal + 1 196 c.196T>C

T A rs3796647by1000genomesMG-136-tumorMG-136-normal - 10 7295 c.7086A>T

G A rs45463297by1000genomesMG-136-tumorMG-136-normal - 8 4311 c.4242C>T

A G MG-136-tumorMG-136-normal + 26 6365 c.6342A>G

T C rs13286541by1000genomesMG-136-tumorMG-136-normal - 9 2245 c.1909A>G

C G rs11718329by1000genomesMG-136-tumorMG-136-normal + 4 719 c.647C>G

C T rs3745762by1000genomesMG-136-tumorMG-136-normal + 6 2241 c.2047C>T

C T MG-136-tumorMG-136-normal + 1 843 c.472C>T

A G rs149271 by1000genomesMG-136-tumorMG-136-normal + 2 543 c.510A>G

C T rs169758 by1000genomesMG-136-tumorMG-136-normal - 23 1959 c.1592G>A

G A rs2248407byFrequency|by1000genomesMG-136-tumorMG-136-normal - 4 1003 c.918C>T

C T rs4750936byFrequency|by1000genomesMG-136-tumorMG-136-normal - 13 4011 c.3636G>A



C G rs11016076byFrequency|by1000genomesMG-136-tumorMG-136-normal - 8 1866 c.1491G>C

C A rs16829829byFrequency|by1000genomesMG-136-tumorMG-136-normal + 23 3457 c.2314C>A

C T rs2304867byFrequency|by1000genomesMG-136-tumorMG-136-normal - 9 4899 c.4690G>A

A G rs77145198byFrequency|by1000genomesMG-136-tumorMG-136-normal - 20 2943 c.2856T>C

A T rs61734287byFrequencyMG-136-tumorMG-136-normal + 16 3545 c.3165A>T

A G rs3208627 MG-136-tumorMG-136-normal - 2 153 c.60T>C

C G MG-136-tumorMG-136-normal - 1 259 c.37G>C

A C rs62077264 MG-136-tumorMG-136-normal - 7 854 c.761T>G

T C rs11570543byFrequency|by1000genomesMG-136-tumorMG-136-normal - 14 1839 c.1746A>G

T C rs11016071byFrequency|by1000genomesMG-136-tumorMG-136-normal - 13 9086 c.8711A>G

A G rs180744 by1000genomesMG-136-tumorMG-136-normal + 2 1719 c.1686A>G

C T MG-136-tumorMG-136-normal - 8 1256 c.1038G>A

A C rs76437836byFrequencyMG-136-tumorMG-136-normal - 3 142 c.98T>G

G A rs2127898byFrequency|by1000genomesMG-136-tumorMG-136-normal - 6 1130 c.920C>T

C T rs2229265byFrequency|by1000genomesMG-136-tumorMG-136-normal - 54 10788 c.10503G>A

G A rs149651686|rs76723236by1000genomesMG-136-tumorMG-136-normal - 11 977 c.610C>T

C A rs2233604byFrequency|by1000genomesMG-136-tumorMG-136-normal + 1 1077 c.1077C>A

A G rs150594 byFrequency|by1000genomesMG-136-tumorMG-136-normal - 13 1559 c.1356T>C

C A rs35430524by1000genomesMG-136-tumorMG-136-normal + 12 3111 c.2737C>A

A G rs11778209byFrequency|by1000genomesMG-136-tumorMG-136-normal - 39 6448 c.6204T>C

A G rs28647489by1000genomesMG-136-tumorMG-136-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-136-tumorMG-136-normal - 54 9497 c.8526T>C

A G rs40831 by1000genomesMG-136-tumorMG-136-normal + 2 2118 c.2085A>G

G A MG-136-tumorMG-136-normal + 1 666 c.666G>A

G A rs141602442 MG-136-tumorMG-136-normal + 11 1510 c.1291G>A

C G rs2509943byFrequency|by1000genomesMG-136-tumorMG-136-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-136-tumorMG-136-normal - 2 514 c.174G>A

C T rs3796031byFrequency|by1000genomesMG-136-tumorMG-136-normal - 17 2399 c.1947G>A

A G rs151306742by1000genomesMG-136-tumorMG-136-normal + 4 729 c.285A>G

C G MG-136-tumorMG-136-normal + 1 374 c.280C>G

T C rs10082391byFrequency|by1000genomesMG-136-tumorMG-136-normal - 13 8654 c.8279A>G

G A MG-136-tumorMG-136-normal + 1 468 c.468G>A

G A rs61730840byFrequency|by1000genomesMG-136-tumorMG-136-normal - 5 2329 c.1467C>T

C T rs151174 by1000genomesMG-136-tumorMG-136-normal + 2 1740 c.1707C>T

G A rs4750685byFrequency|by1000genomesMG-136-tumorMG-136-normal - 13 4115 c.3740C>T

G A rs10964525byFrequency|by1000genomesMG-136-tumorMG-136-normal + 4 926 c.717G>A

T C rs4149056byFrequency|by1000genomesMG-136-tumorMG-136-normal + 6 617 c.521T>C

T C rs62077266 MG-136-tumorMG-136-normal - 3 311 c.218A>G

C T rs468525 by1000genomesMG-136-tumorMG-136-normal - 6 478 c.111G>A

T C rs72716244byFrequency|by1000genomesMG-136-tumorMG-136-normal - 25 12862 c.12653A>G

C T rs55865069byFrequency|by1000genomesMG-136-tumorMG-136-normal - 3 247 c.248G>A

C T rs139989306byFrequencyMG-136-tumorMG-136-normal + 3 2988 c.2965C>T

A G MG-136-tumorMG-136-normal + 1 199 c.199A>G

A G rs3108200byFrequency|by1000genomesMG-136-tumorMG-136-normal + 3 2040 c.810A>G

C T MG-136-tumorMG-136-normal - 2 88

A G rs13223756byFrequency|by1000genomesMG-136-tumorMG-136-normal + 7 2144 c.1944A>G

A G rs1385600byFrequency|by1000genomesMG-136-tumorMG-136-normal - 5 1375 c.1290T>C



G C rs3796648by1000genomesMG-136-tumorMG-136-normal - 10 7031 c.6822C>G

A G rs80132640by1000genomesMG-136-tumorMG-136-normal - 39 12027 c.12028T>C

G A rs2227983byFrequency|by1000genomesMG-136-tumorMG-136-normal + 13 1739 c.1562G>A

T C MG-136-tumorMG-136-normal + 1 78 c.78T>C

G C MG-136-tumorMG-136-normal + 1 1138 c.1138G>C

T C rs78472618byFrequencyMG-136-tumorMG-136-normal - 3 159 c.115A>G

G T rs918558 byFrequency|by1000genomesMG-136-tumorMG-136-normal + 1 2142 c.2142G>T

G T rs147825872 MG-136-tumorMG-136-normal + 20 4359 c.4282G>T

C T rs4802382by1000genomesMG-136-tumorMG-136-normal + 6 554 c.360C>T

G A rs143974284byFrequency|by1000genomesMG-136-tumorMG-136-normal + 11 1160 c.915G>A

C A rs3739298byFrequency|by1000genomesMG-136-tumorMG-136-normal - 9 2230 c.1821G>T

A G rs2074912byFrequency|by1000genomesMG-136-tumorMG-136-normal + 1 1709 c.1709A>G

G A rs13054014byFrequency|by1000genomesMG-136-tumorMG-136-normal + 2 569 c.210G>A

C T rs4647928byFrequency|by1000genomesMG-136-tumorMG-136-normal + 8 1270 c.1014C>T

T C rs12731746byFrequency|by1000genomesMG-136-tumorMG-136-normal - 11 1394 c.897A>G

G A rs6089924byFrequency|by1000genomesMG-136-tumorMG-136-normal - 4 920 c.851C>T

C T rs10082504byFrequency|by1000genomesMG-136-tumorMG-136-normal - 14 10059 c.9684G>A

T G rs1050767byFrequency|by1000genomesMG-136-tumorMG-136-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-136-tumorMG-136-normal + 6 583 c.538C>T

C G rs180743 by1000genomesMG-136-tumorMG-136-normal + 2 1315 c.1282C>G

C T MG-136-tumorMG-136-normal - 5 3946 c.3090G>A

T C rs62075623 MG-137-tumorMG-137-normal - 14 1825 c.1732A>G

T C rs831043 byFrequency|by1000genomesMG-137-tumorMG-137-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-137-tumorMG-137-normal + 14 2474 c.2092C>A

T G rs997983 byFrequency|by1000genomesMG-137-tumorMG-137-normal - 9 2266 c.1891A>C

A G rs62077275 MG-137-tumorMG-137-normal - 2 173 c.80T>C

C T rs2286007byFrequency|by1000genomesMG-137-tumorMG-137-normal + 8 2637 c.1994C>T

A C rs1141701by1000genomesMG-137-tumorMG-137-normal - 10 1239 c.1146T>G

G A rs62070401by1000genomesMG-137-tumorMG-137-normal - 12 2205 c.2162C>T

C T rs77376932byFrequencyMG-137-tumorMG-137-normal - 3 3235 c.3160G>A

A C MG-137-tumorMG-137-normal - 3 5470 c.5398T>G

G A MG-137-tumorMG-137-normal + 11 1634 c.1582G>A

G A rs12022217byFrequency|by1000genomesMG-137-tumorMG-137-normal - 3 4602 c.4530C>T

G T rs12568784byFrequency|by1000genomesMG-137-tumorMG-137-normal - 3 7202 c.7130C>A

G C rs2240 byFrequency|by1000genomesMG-137-tumorMG-137-normal - 13 2935 c.2560C>G

A G MG-137-tumorMG-137-normal + 5 991 c.434A>G

C G rs149605490by1000genomesMG-137-tumorMG-137-normal + 3 1000 c.781C>G

T C rs141049734byFrequencyMG-137-tumorMG-137-normal - 18 3186 c.2968A>G

T C rs74424517by1000genomesMG-137-tumorMG-137-normal - 17 10469 c.10260A>G

A G rs4143768byFrequency|by1000genomesMG-137-tumorMG-137-normal - 10 6783 c.6195T>C

T C rs2241190byFrequency|by1000genomesMG-137-tumorMG-137-normal - 17 2745 c.2460A>G

C T rs62478357byFrequencyMG-137-tumorMG-137-normal - 8 1268 c.1050G>A

A G rs11016073byFrequency|by1000genomesMG-137-tumorMG-137-normal - 13 6677 c.6302T>C

C A rs138908625byFrequency|by1000genomesMG-137-tumorMG-137-normal - 8 1357 c.1139G>T

T C MG-137-tumorMG-137-normal + 1 642 c.642T>C

T C MG-137-tumorMG-137-normal + 1 83 c.83T>C

T A MG-137-tumorMG-137-normal - 9 1490 c.1272A>T



C T MG-137-tumorMG-137-normal + 2 629 c.535C>T

A G rs2229268byFrequency|by1000genomesMG-137-tumorMG-137-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-137-tumorMG-137-normal - 15 2117 c.2115A>G

G A MG-137-tumorMG-137-normal + 1 1423 c.1423G>A

G A rs7234999byFrequency|by1000genomesMG-137-tumorMG-137-normal - 5 5512 c.5299C>T

C T rs2853346byFrequency|by1000genomesMG-137-tumorMG-137-normal - 13 5919 c.5544G>A

C T rs61741759by1000genomesMG-137-tumorMG-137-normal + 22 2332 c.2145C>T

A T MG-137-tumorMG-137-normal + 1 8 c.8A>T

G A rs2228000byFrequency|by1000genomesMG-137-tumorMG-137-normal - 9 1710 c.1496C>T

A C rs7995564by1000genomesMG-137-tumorMG-137-normal + 10 2068 c.1534A>C

C A rs2973558by1000genomesMG-137-tumorMG-137-normal + 20 2514 c.2338C>A

T C rs80268686 MG-137-tumorMG-137-normal - 14 2213 c.1995A>G

C T MG-137-tumorMG-137-normal - 3 5767 c.5692G>A

C T rs147635537 MG-137-tumorMG-137-normal - 3 4614 c.4542G>A

G A rs7624750byFrequency|by1000genomesMG-137-tumorMG-137-normal + 4 707 c.473G>A

A G rs4659654byFrequency|by1000genomesMG-137-tumorMG-137-normal - 16 2000 c.1503T>C

G A rs41294868by1000genomesMG-137-tumorMG-137-normal + 14 2132 c.1933G>A

G A rs115243197by1000genomesMG-137-tumorMG-137-normal + 15 2038 c.1862G>A

T C rs3733406by1000genomesMG-137-tumorMG-137-normal - 10 8361 c.8152A>G

T C rs62077265 MG-137-tumorMG-137-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-137-tumorMG-137-normal + 23 2508 c.2274T>C

A C rs74875648 MG-137-tumorMG-137-normal - 5 524 c.431T>G

C G MG-137-tumorMG-137-normal + 13 1744 c.1650C>G

T C MG-137-tumorMG-137-normal + 1 1119 c.1119T>C

G A MG-137-tumorMG-137-normal - 4 836 c.837C>T

G T rs146238849byFrequency|by1000genomesMG-137-tumorMG-137-normal - 8 1391 c.1173C>A

T C rs2251219byFrequency|by1000genomesMG-137-tumorMG-137-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-137-tumorMG-137-normal + 1 144 c.57C>T

G A rs2229266byFrequency|by1000genomesMG-137-tumorMG-137-normal - 6 924 c.639C>T

C T rs77440865by1000genomesMG-137-tumorMG-137-normal - 10 1226 c.1133G>A

G A MG-137-tumorMG-137-normal + 1 10 c.10G>A

A T MG-137-tumorMG-137-normal - 13 1655 c.1562T>A

A G rs7762830by1000genomesMG-137-tumorMG-137-normal + 14 2120 c.1921A>G

A G MG-137-tumorMG-137-normal - 3 1747 c.1675T>C

G A rs61738284byFrequency|by1000genomesMG-137-tumorMG-137-normal - 13 6005 c.5630C>T

G A rs3818831byFrequency|by1000genomesMG-137-tumorMG-137-normal - 2 193 c.121C>T

G A MG-137-tumorMG-137-normal + 2 646 c.552G>A

G A rs11549105byFrequency|by1000genomesMG-137-tumorMG-137-normal - 6 1228 c.1224C>T

C T MG-137-tumorMG-137-normal - 3 1182 c.650G>A

G A MG-137-tumorMG-137-normal - 82 13514 c.12543C>T

C T rs7918199byFrequency|by1000genomesMG-137-tumorMG-137-normal - 13 5050 c.4675G>A

G A rs1718878byFrequency|by1000genomesMG-137-tumorMG-137-normal + 13 2003 c.1590G>A

T C rs62075621 MG-137-tumorMG-137-normal - 14 1851 c.1758A>G

T G MG-137-tumorMG-137-normal + 2 173 c.80T>G

T A rs17337023byFrequency|by1000genomesMG-137-tumorMG-137-normal + 16 2064 c.1887T>A

A G rs17051895by1000genomesMG-137-tumorMG-137-normal + 23 4485 c.3951A>G

G A rs1713982byFrequency|by1000genomesMG-137-tumorMG-137-normal + 15 2261 c.1848G>A



A C rs77739281 MG-137-tumorMG-137-normal - 10 1194 c.1101T>G

G A rs16825150byFrequency|by1000genomesMG-137-tumorMG-137-normal + 7 954 c.909G>A

G C rs11611231by1000genomesMG-137-tumorMG-137-normal + 9 2190 c.2190G>C

T C MG-137-tumorMG-137-normal - 3 895 c.820A>G

T C rs9646771by1000genomesMG-137-tumorMG-137-normal - 4 787 c.447A>G

G T MG-137-tumorMG-137-normal - 3 6547 c.6472C>A

A G rs2973568by1000genomesMG-137-tumorMG-137-normal + 13 1856 c.1680A>G

A T MG-137-tumorMG-137-normal + 9 2132 c.2019A>T

T C MG-137-tumorMG-137-normal - 22 3673 c.3455A>G

T C rs3026101by1000genomesMG-137-tumorMG-137-normal + 14 2279 c.2055T>C

C T MG-137-tumorMG-137-normal - 6 877 c.686G>A

T A rs3740423byFrequency|by1000genomesMG-137-tumorMG-137-normal - 13 4583 c.4208A>T

C A rs6453022by1000genomesMG-137-tumorMG-137-normal + 7 1027 c.851C>A

A G rs2664522|rs147879509|rs72181894|rs3092460|rs3830809by1000genomesMG-137-tumorMG-137-normal + 20 3966 c.3750A>G

C G rs143879890by1000genomesMG-137-tumorMG-137-normal - 16 2320 c.2233G>C

G A rs6601 byFrequency|by1000genomesMG-137-tumorMG-137-normal + 25 3881 c.3672G>A

C T rs10980419by1000genomesMG-137-tumorMG-137-normal - 5 1618 c.1282G>A

T C rs7935 byFrequency|by1000genomesMG-137-tumorMG-137-normal + 9 1808 c.1524T>C

C T rs10252263byFrequency|by1000genomesMG-137-tumorMG-137-normal - 38 8258 c.8040G>A

C T rs74398156 MG-137-tumorMG-137-normal - 5 487 c.394G>A

A G rs138997916byFrequency|by1000genomesMG-137-tumorMG-137-normal - 3 2832 c.2760T>C

G A rs151187373by1000genomesMG-137-tumorMG-137-normal + 16 2477 c.2351G>A

A G rs6679449by1000genomesMG-137-tumorMG-137-normal - 3 1923 c.1851T>C

C T MG-137-tumorMG-137-normal - 10 1429 c.1430G>A

C T MG-137-tumorMG-137-normal - 8 1256 c.1038G>A

G A MG-137-tumorMG-137-normal - 43 7003 c.6805C>T

C T MG-137-tumorMG-137-normal + 31 4615 c.4450C>T

A G rs61739182byFrequency|by1000genomesMG-137-tumorMG-137-normal - 12 3076 c.2892T>C

G T rs2075249byFrequency|by1000genomesMG-137-tumorMG-137-normal - 21 3339 c.3054C>A

G A MG-137-tumorMG-137-normal + 22 3334 c.2951G>A

A C rs76504934by1000genomesMG-137-tumorMG-137-normal - 4 464 c.427T>G

C T rs56351141byFrequency|by1000genomesMG-137-tumorMG-137-normal + 9 1137 c.699C>T

T G rs9807633by1000genomesMG-137-tumorMG-137-normal - 1 88 c.89A>C

T G rs1058201 MG-137-tumorMG-137-normal - 3 297 c.204A>C

T C rs10082391byFrequency|by1000genomesMG-137-tumorMG-137-normal - 13 8654 c.8279A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-137-tumorMG-137-normal + 7 1597 c.1215T>C

C T rs7300444byFrequency|by1000genomesMG-137-tumorMG-137-normal + 19 5383 c.4740C>T

G A rs16885 byFrequency|by1000genomesMG-137-tumorMG-137-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-137-tumorMG-137-normal - 15 3032 c.2696A>G

A C rs79936417by1000genomesMG-137-tumorMG-137-normal - 5 505 c.412T>G

C T rs2973571by1000genomesMG-137-tumorMG-137-normal + 12 1807 c.1631C>T

T G MG-137-tumorMG-137-normal - 4 385 c.292A>C

C T rs12777740byFrequency|by1000genomesMG-137-tumorMG-137-normal - 13 8321 c.7946G>A

T C rs2229992byFrequency|by1000genomesMG-137-tumorMG-137-normal + 12 1838 c.1458T>C

T A rs67622085byFrequency|by1000genomesMG-137-tumorMG-137-normal + 16 4706 c.4326T>A

C T rs11591817byFrequency|by1000genomesMG-137-tumorMG-137-normal - 13 6002 c.5627G>A

G A rs6070697byFrequency|by1000genomesMG-137-tumorMG-137-normal + 4 1189 c.920G>A



T G MG-137-tumorMG-137-normal + 16 2367 c.2241T>G

G A rs17656599byFrequency|by1000genomesMG-137-tumorMG-137-normal - 12 2007 c.1823C>T

T G MG-137-tumorMG-137-normal - 13 1654 c.1561A>C

C T MG-137-tumorMG-137-normal - 8 1260 c.1042G>A

G T rs139431164byFrequencyMG-137-tumorMG-137-normal + 3 1043 c.824G>T

T G rs1889323by1000genomesMG-137-tumorMG-137-normal - 25 4582 c.4246A>C

T A rs17264436byFrequency|by1000genomesMG-137-tumorMG-137-normal - 21 3503 c.3501A>T

A T rs10817021by1000genomesMG-137-tumorMG-137-normal - 24 4324 c.3988T>A

G C rs77467652 MG-137-tumorMG-137-normal - 5 542 c.449C>G

T C MG-137-tumorMG-137-normal + 1 1053 c.1053T>C

T C rs7714670by1000genomesMG-137-tumorMG-137-normal + 6 849 c.673T>C

A G rs41292197by1000genomesMG-137-tumorMG-137-normal + 27 5038 c.4504A>G

G C rs60140950byFrequency|by1000genomesMG-137-tumorMG-137-normal + 9 986 c.767G>C

A G rs140606934 MG-137-tumorMG-137-normal - 3 4344 c.4272T>C

A T rs7095325byFrequency|by1000genomesMG-137-tumorMG-137-normal - 7 1087 c.712T>A

A T rs1063536byFrequency|by1000genomesMG-137-tumorMG-137-normal - 4 612 c.237T>A

A G MG-137-tumorMG-137-normal + 25 3647 c.3264A>G

C T rs11873462by1000genomesMG-137-tumorMG-137-normal - 1 47 c.48G>A

C T rs62077268 MG-137-tumorMG-137-normal - 3 262 c.169G>A

G C MG-137-tumorMG-137-normal + 4 410 c.317G>C

G A rs2973566by1000genomesMG-137-tumorMG-137-normal + 14 1930 c.1754G>A

C G rs145323424 MG-137-tumorMG-137-normal + 25 3636 c.3253C>G

T C rs76715333 MG-137-tumorMG-137-normal - 13 1671 c.1578A>G

G A rs3795666byFrequency|by1000genomesMG-137-tumorMG-137-normal - 34 6640 c.6421C>T

T C rs831042 byFrequency|by1000genomesMG-137-tumorMG-137-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-137-tumorMG-137-normal + 2 543 c.510A>G

G A rs144383071byFrequencyMG-137-tumorMG-137-normal - 3 3345 c.3270C>T

T G rs62075658 MG-137-tumorMG-137-normal - 13 1761 c.1668A>C

C T MG-137-tumorMG-137-normal - 3 864 c.789G>A

T C rs34174591by1000genomesMG-137-tumorMG-137-normal - 27 13403 c.13194A>G

C T rs4750936byFrequency|by1000genomesMG-137-tumorMG-137-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-137-tumorMG-137-normal - 8 1866 c.1491G>C

G A rs7853155by1000genomesMG-137-tumorMG-137-normal - 30 5337 c.5001C>T

G A MG-137-tumorMG-137-normal - 20 3547 c.3460C>T

G A rs3733415by1000genomesMG-137-tumorMG-137-normal - 2 601 c.392C>T

A G rs3208627 MG-137-tumorMG-137-normal - 2 153 c.60T>C

T C rs2075252byFrequency|by1000genomesMG-137-tumorMG-137-normal - 66 12565 c.12280A>G

G A rs76836956by1000genomesMG-137-tumorMG-137-normal - 10 1209 c.1116C>T

C T rs7240355byFrequency|by1000genomesMG-137-tumorMG-137-normal - 5 5238 c.5025G>A

G A rs6018623byFrequency|by1000genomesMG-137-tumorMG-137-normal + 20 3957 c.3741G>A

T C rs11016071byFrequency|by1000genomesMG-137-tumorMG-137-normal - 13 9086 c.8711A>G

A G rs17078605byFrequency|by1000genomesMG-137-tumorMG-137-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-137-tumorMG-137-normal + 3 290 c.80G>A

T G rs3208659 MG-137-tumorMG-137-normal - 7 871 c.778A>C

A C rs76437836byFrequencyMG-137-tumorMG-137-normal - 3 142 c.98T>G

C A rs144349020by1000genomesMG-137-tumorMG-137-normal + 3 1131 c.912C>A

C T rs2285975byFrequency|by1000genomesMG-137-tumorMG-137-normal - 13 2445 c.2256G>A



T C rs41266134byFrequency|by1000genomesMG-137-tumorMG-137-normal - 3 1625 c.1550A>G

G A rs1128761byFrequency|by1000genomesMG-137-tumorMG-137-normal + 7 1219 c.966G>A

C T rs45554841by1000genomesMG-137-tumorMG-137-normal - 1 214 c.215G>A

G A MG-137-tumorMG-137-normal - 25 4105 c.3549C>T

G A rs149651686|rs76723236by1000genomesMG-137-tumorMG-137-normal - 11 977 c.610C>T

T C rs7716253by1000genomesMG-137-tumorMG-137-normal + 8 1121 c.945T>C

A G rs9552929byFrequency|by1000genomesMG-137-tumorMG-137-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-137-tumorMG-137-normal - 3 660 c.661T>C

G A rs2289247byFrequency|by1000genomesMG-137-tumorMG-137-normal + 11 1273 c.1063G>A

T G MG-137-tumorMG-137-normal + 7 1116

T G rs77320707 MG-137-tumorMG-137-normal - 5 520 c.427A>C

G A rs34575560byFrequency|by1000genomesMG-137-tumorMG-137-normal - 2 488 c.79C>T

G A rs143684430byFrequencyMG-137-tumorMG-137-normal - 3 6591 c.6516C>T

G A rs35821928byFrequency|by1000genomesMG-137-tumorMG-137-normal - 52 9293 c.8322C>T

C A rs35674179byFrequency|by1000genomesMG-137-tumorMG-137-normal - 13 5263 c.5153G>T

A G rs40831 by1000genomesMG-137-tumorMG-137-normal + 2 2118 c.2085A>G

A G MG-137-tumorMG-137-normal - 3 1623 c.1551T>C

G A rs150943334 MG-137-tumorMG-137-normal - 3 2343 c.2271C>T

C G rs2509943byFrequency|by1000genomesMG-137-tumorMG-137-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-137-tumorMG-137-normal - 2 514 c.174G>A

A G rs2229267byFrequency|by1000genomesMG-137-tumorMG-137-normal - 29 5160 c.4875T>C

G A rs4750685byFrequency|by1000genomesMG-137-tumorMG-137-normal - 13 4115 c.3740C>T

T C rs62077266 MG-137-tumorMG-137-normal - 3 311 c.218A>G

C T rs872665 by1000genomesMG-137-tumorMG-137-normal - 7 1855 c.1519G>A

A C rs62077264 MG-137-tumorMG-137-normal - 7 854 c.761T>G

T C rs62070402by1000genomesMG-137-tumorMG-137-normal - 12 2105 c.2062A>G

T C MG-137-tumorMG-137-normal + 1 1375 c.1375T>C

A G rs2737699byFrequency|by1000genomesMG-137-tumorMG-137-normal - 10 12892 c.12304T>C

A G MG-137-tumorMG-137-normal + 19 3620 c.3140A>G

C T rs2282303byFrequency|by1000genomesMG-137-tumorMG-137-normal - 3 899 c.827G>A

T C rs79454290 MG-137-tumorMG-137-normal - 10 1195 c.1102A>G

C A rs2230018byFrequency|by1000genomesMG-137-tumorMG-137-normal + 17 2218 c.2177C>A

C T rs2229265byFrequency|by1000genomesMG-137-tumorMG-137-normal - 54 10788 c.10503G>A

T C rs41277507byFrequency|by1000genomesMG-137-tumorMG-137-normal - 4 1514 c.652A>G

C G rs3735156byFrequency|by1000genomesMG-137-tumorMG-137-normal - 11 1795 c.1577G>C

G T rs147825872 MG-137-tumorMG-137-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-137-tumorMG-137-normal - 5 4949 c.4736A>G

G A rs12729662byFrequency|by1000genomesMG-137-tumorMG-137-normal - 3 8430 c.8355C>T

C T rs1801187byFrequency|by1000genomesMG-137-tumorMG-137-normal - 37 5440 c.5234G>A

C T rs151182657byFrequencyMG-137-tumorMG-137-normal - 9 1295 c.1263G>A

G C rs62077263 MG-137-tumorMG-137-normal - 7 916 c.823C>G

C T rs111556453byFrequencyMG-137-tumorMG-137-normal - 3 1593 c.1521G>A

A G rs11915822byFrequency|by1000genomesMG-137-tumorMG-137-normal - 13 6588 c.6478T>C

T C rs12731746byFrequency|by1000genomesMG-137-tumorMG-137-normal - 11 1394 c.897A>G

A G rs9667 by1000genomesMG-137-tumorMG-137-normal + 3 354 c.168A>G

C T rs10082504byFrequency|by1000genomesMG-137-tumorMG-137-normal - 14 10059 c.9684G>A

T A rs2060198byFrequency|by1000genomesMG-137-tumorMG-137-normal + 27 5204 c.4914T>A



T G rs1050767byFrequency|by1000genomesMG-137-tumorMG-137-normal - 13 8533 c.8158A>C

T C rs78472618byFrequencyMG-137-tumorMG-137-normal - 3 159 c.115A>G

A G rs75639578 MG-137-tumorMG-137-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-137-tumorMG-137-normal + 2 1315 c.1282C>G

C T rs115394118by1000genomesMG-138-tumorMG-138-normal - 5 3296 c.2440G>A

T C rs831043 byFrequency|by1000genomesMG-138-tumorMG-138-normal - 21 3354 c.3069A>G

C T MG-138-tumorMG-138-normal - 3 163 c.128G>A

C T rs6587667byFrequency|by1000genomesMG-138-tumorMG-138-normal - 3 482 c.410G>A

C T MG-138-tumorMG-138-normal - 34 6854 c.6779G>A

A G rs3737940byFrequency|by1000genomesMG-138-tumorMG-138-normal + 7 3183 c.3138A>G

G A rs3818831byFrequency|by1000genomesMG-138-tumorMG-138-normal - 2 193 c.121C>T

G A rs59275951byFrequency|by1000genomesMG-138-tumorMG-138-normal - 11 1797 c.1587C>T

C T rs61737612by1000genomesMG-138-tumorMG-138-normal - 2 2182 c.1326G>A

T C MG-138-tumorMG-138-normal + 1 560 c.560T>C

T C rs7714670by1000genomesMG-138-tumorMG-138-normal + 6 849 c.673T>C

G A rs2248407byFrequency|by1000genomesMG-138-tumorMG-138-normal - 4 1003 c.918C>T

C G rs2229070byFrequency|by1000genomesMG-138-tumorMG-138-normal + 11 2733 c.2352C>G

C G rs34153007by1000genomesMG-138-tumorMG-138-normal + 12 6734 c.6360C>G

A G rs4036683 MG-138-tumorMG-138-normal + 16 1433 c.1433A>G

T C rs7716253by1000genomesMG-138-tumorMG-138-normal + 8 1121 c.945T>C

C T rs1035938by1000genomesMG-138-tumorMG-138-normal + 6 1538 c.1344C>T

C T rs73730361byFrequency|by1000genomesMG-138-tumorMG-138-normal - 49 12584 c.12366G>A

C T rs1064210by1000genomesMG-138-tumorMG-138-normal - 10 1425 c.1426G>A

G A rs79983774byFrequency|by1000genomesMG-138-tumorMG-138-normal - 3 5937 c.5865C>T

A G rs40831 by1000genomesMG-138-tumorMG-138-normal + 2 2118 c.2085A>G

G A rs12022217byFrequency|by1000genomesMG-138-tumorMG-138-normal - 3 4602 c.4530C>T

C A rs3817753 MG-138-tumorMG-138-normal - 8 1575 c.639G>T

A T rs1063536byFrequency|by1000genomesMG-138-tumorMG-138-normal - 4 612 c.237T>A

C T rs10258429byFrequency|by1000genomesMG-138-tumorMG-138-normal + 16 2213 c.1968C>T

C T MG-138-tumorMG-138-normal - 1 116 c.29G>A

G A rs34830600byFrequency|by1000genomesMG-138-tumorMG-138-normal - 8 2874 c.2805C>T

G T rs12568784byFrequency|by1000genomesMG-138-tumorMG-138-normal - 3 7202 c.7130C>A

A G rs113995284byFrequency|by1000genomesMG-138-tumorMG-138-normal + 7 1761 c.1673A>G

G A rs17094161by1000genomesMG-138-tumorMG-138-normal + 1 208 c.41G>A

G A rs7296694byFrequency|by1000genomesMG-138-tumorMG-138-normal + 15 3343 c.3171G>A

G T rs2075249byFrequency|by1000genomesMG-138-tumorMG-138-normal - 21 3339 c.3054C>A

A G rs17051895by1000genomesMG-138-tumorMG-138-normal + 23 4485 c.3951A>G

C T rs17134128byFrequency|by1000genomesMG-138-tumorMG-138-normal - 12 3209 c.3025G>A

T C rs2229263byFrequency|by1000genomesMG-138-tumorMG-138-normal - 3 533 c.248A>G

G A rs138500768 MG-138-tumorMG-138-normal + 1 3269 c.309G>A

T C rs9646771by1000genomesMG-138-tumorMG-138-normal - 4 787 c.447A>G

G A rs2229995byFrequency|by1000genomesMG-138-tumorMG-138-normal + 16 7884 c.7504G>A

G A rs2003233 MG-138-tumorMG-138-normal - 17 1503 c.1504C>T

T C MG-138-tumorMG-138-normal - 20 2941 c.2854A>G

A C rs80303640by1000genomesMG-138-tumorMG-138-normal - 16 1415 c.1416T>G

G A rs34941980byFrequency|by1000genomesMG-138-tumorMG-138-normal - 9 2608 c.2199C>T

C T rs872665 by1000genomesMG-138-tumorMG-138-normal - 7 1855 c.1519G>A



G A rs1062348byFrequency|by1000genomesMG-138-tumorMG-138-normal - 7 1005 c.846C>T

T C rs2075252byFrequency|by1000genomesMG-138-tumorMG-138-normal - 66 12565 c.12280A>G

T C rs766894 by1000genomesMG-138-tumorMG-138-normal + 25 2461 c.2295T>C

G A MG-138-tumorMG-138-normal + 28 3531 c.3354G>A

G A rs11551685byFrequency|by1000genomesMG-138-tumorMG-138-normal - 16 7464 c.7395C>T

G A rs75939533 MG-138-tumorMG-138-normal - 3 739 c.704C>T

A G rs2973568by1000genomesMG-138-tumorMG-138-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-138-tumorMG-138-normal - 20 4043 c.3072C>A

C T rs16942341by1000genomesMG-138-tumorMG-138-normal + 7 1595 c.1221C>T

A G rs6679449by1000genomesMG-138-tumorMG-138-normal - 3 1923 c.1851T>C

A G rs61753940by1000genomesMG-138-tumorMG-138-normal + 2 2084 c.2051A>G

T C rs61729184byFrequency|by1000genomesMG-138-tumorMG-138-normal - 13 6588 c.6213A>G

G A rs71299249|rs76723438byFrequency|by1000genomesMG-138-tumorMG-138-normal + 1 3698 c.738G>A

G C rs45469098by1000genomesMG-138-tumorMG-138-normal - 1 255 c.256C>G

G A rs3810490by1000genomesMG-138-tumorMG-138-normal - 6 2067 c.1998C>T

C T rs145214493byFrequencyMG-138-tumorMG-138-normal - 8 4835 c.4766G>A

G A rs3827025by1000genomesMG-138-tumorMG-138-normal - 6 2094 c.2025C>T

G A rs138368516byFrequency|by1000genomesMG-138-tumorMG-138-normal - 12 2829 c.2645C>T

A G rs149271 by1000genomesMG-138-tumorMG-138-normal + 2 543 c.510A>G

A G rs13223756byFrequency|by1000genomesMG-138-tumorMG-138-normal + 7 2144 c.1944A>G

A G rs1385600byFrequency|by1000genomesMG-138-tumorMG-138-normal - 5 1375 c.1290T>C

C T rs2282303byFrequency|by1000genomesMG-138-tumorMG-138-normal - 3 899 c.827G>A

A G rs61831150byFrequency|by1000genomesMG-138-tumorMG-138-normal + 7 1855 c.1810A>G

G A rs73007787byFrequency|by1000genomesMG-138-tumorMG-138-normal - 3 4878 c.4806C>T

A C rs7995564by1000genomesMG-138-tumorMG-138-normal + 10 2068 c.1534A>C

G A rs78995047byFrequency|by1000genomesMG-138-tumorMG-138-normal - 23 5085 c.4875C>T

T C rs7935 byFrequency|by1000genomesMG-138-tumorMG-138-normal + 9 1808 c.1524T>C

C T rs10252263byFrequency|by1000genomesMG-138-tumorMG-138-normal - 38 8258 c.8040G>A

G A rs41266078|rs34171717byFrequency|by1000genomesMG-138-tumorMG-138-normal + 2 385 c.272G>A

G T rs918558 byFrequency|by1000genomesMG-138-tumorMG-138-normal + 1 2142 c.2142G>T

G A rs58852301byFrequency|by1000genomesMG-138-tumorMG-138-normal - 24 2522 c.2252C>T

A G rs62000435byFrequency|by1000genomesMG-138-tumorMG-138-normal - 19 2490 c.1993T>C

C A MG-138-tumorMG-138-normal - 3 244 c.209G>T

C G rs180743 by1000genomesMG-138-tumorMG-138-normal + 2 1315 c.1282C>G

C T rs4802382by1000genomesMG-138-tumorMG-138-normal + 6 554 c.360C>T

C T rs26505 byFrequency|by1000genomesMG-138-tumorMG-138-normal + 1 144 c.57C>T

G A rs3733415by1000genomesMG-138-tumorMG-138-normal - 2 601 c.392C>T

C T rs146959922byFrequency|by1000genomesMG-138-tumorMG-138-normal - 13 3862 c.3678G>A

C T MG-138-tumorMG-138-normal - 3 342 c.72G>A

T C rs9851685byFrequency|by1000genomesMG-138-tumorMG-138-normal + 23 2508 c.2274T>C

G A rs11551373byFrequency|by1000genomesMG-138-tumorMG-138-normal + 33 4545 c.3915G>A

T A rs61749580byFrequency|by1000genomesMG-138-tumorMG-138-normal - 3 576 c.504A>T

T C rs35120165byFrequency|by1000genomesMG-138-tumorMG-138-normal - 14 10079 c.9704A>G

T C rs61729187byFrequency|by1000genomesMG-138-tumorMG-138-normal - 13 6564 c.6189A>G

C T rs3796031byFrequency|by1000genomesMG-138-tumorMG-138-normal - 17 2399 c.1947G>A

T A rs35245002byFrequency|by1000genomesMG-138-tumorMG-138-normal - 13 5963 c.5588A>T

C T rs34488539by1000genomesMG-138-tumorMG-138-normal + 22 3555 c.3390C>T



G A rs145963832by1000genomesMG-138-tumorMG-138-normal + 6 1427 c.1233G>A

C T rs34174074byFrequency|by1000genomesMG-138-tumorMG-138-normal - 13 3312 c.2937G>A

T C rs12990449byFrequency|by1000genomesMG-138-tumorMG-138-normal - 2 1114 c.143A>G

G A rs61729205byFrequency|by1000genomesMG-138-tumorMG-138-normal - 13 4956 c.4581C>T

C T rs2931423by1000genomesMG-138-tumorMG-138-normal + 19 2459 c.2283C>T

T C rs16833974byFrequency|by1000genomesMG-138-tumorMG-138-normal - 3 3818 c.3746A>G

T G rs12963422byFrequency|by1000genomesMG-138-tumorMG-138-normal - 5 2988 c.2775A>C

G A rs13007735byFrequency|by1000genomesMG-138-tumorMG-138-normal - 16 3587 c.2616C>T

T C rs62075623 MG-139-tumorMG-139-normal - 14 1825 c.1732A>G

A C rs28715870byFrequency|by1000genomesMG-139-tumorMG-139-normal - 30 4368 c.4162T>G

T C rs831043 byFrequency|by1000genomesMG-139-tumorMG-139-normal - 21 3354 c.3069A>G

C T MG-139-tumorMG-139-normal - 3 163 c.128G>A

A G rs3737940byFrequency|by1000genomesMG-139-tumorMG-139-normal + 7 3183 c.3138A>G

G T rs3745765byFrequency|by1000genomesMG-139-tumorMG-139-normal + 9 2360 c.719G>T

C T rs210498 by1000genomesMG-139-tumorMG-139-normal - 23 1885 c.1518G>A

C T rs56753294byFrequency|by1000genomesMG-139-tumorMG-139-normal - 48 12488 c.12270G>A

C T rs16842865byFrequency|by1000genomesMG-139-tumorMG-139-normal - 3 2239 c.2167G>A

G A rs12022217byFrequency|by1000genomesMG-139-tumorMG-139-normal - 3 4602 c.4530C>T

A G rs1799944byFrequency|by1000genomesMG-139-tumorMG-139-normal + 11 3198 c.2971A>G

G C rs146249377byFrequencyMG-139-tumorMG-139-normal + 1 3447 c.487G>C

G T rs12568784byFrequency|by1000genomesMG-139-tumorMG-139-normal - 3 7202 c.7130C>A

G A rs7296694byFrequency|by1000genomesMG-139-tumorMG-139-normal + 15 3343 c.3171G>A

T C rs138231868byFrequencyMG-139-tumorMG-139-normal - 23 4410 c.4393A>G

G T rs2075249byFrequency|by1000genomesMG-139-tumorMG-139-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-139-tumorMG-139-normal + 19 2459 c.2283C>T

T C rs2292561byFrequency|by1000genomesMG-139-tumorMG-139-normal - 15 1569 c.1299A>G

C T rs17134128byFrequency|by1000genomesMG-139-tumorMG-139-normal - 12 3209 c.3025G>A

C G rs73584138by1000genomesMG-139-tumorMG-139-normal + 37 3806 c.3640C>G

A G rs41304577 MG-139-tumorMG-139-normal - 4 1006 c.691T>C

G A rs1062348byFrequency|by1000genomesMG-139-tumorMG-139-normal - 7 1005 c.846C>T

T C rs766894 by1000genomesMG-139-tumorMG-139-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-139-tumorMG-139-normal - 8 1357 c.1139G>T

G A rs77485387byFrequency|by1000genomesMG-139-tumorMG-139-normal - 3 817 c.747C>T

T A rs145400383byFrequencyMG-139-tumorMG-139-normal - 2 191 c.151A>T

C T rs16942341by1000genomesMG-139-tumorMG-139-normal + 7 1595 c.1221C>T

A G rs4532127byFrequency|by1000genomesMG-139-tumorMG-139-normal + 13 1587 c.1377A>G

A G rs35670472byFrequency|by1000genomesMG-139-tumorMG-139-normal - 10 10893 c.10305T>C

G A rs3744249byFrequency|by1000genomesMG-139-tumorMG-139-normal + 11 2561 c.2172G>A

G C rs12104021by1000genomesMG-139-tumorMG-139-normal - 3 790 c.258C>G

C G rs59565875by1000genomesMG-139-tumorMG-139-normal + 10 843 c.843C>G

C T rs34174074byFrequency|by1000genomesMG-139-tumorMG-139-normal - 13 3312 c.2937G>A

G A rs4987048byFrequency|by1000genomesMG-139-tumorMG-139-normal + 11 5931 c.5704G>A

C G rs2298258byFrequency|by1000genomesMG-139-tumorMG-139-normal + 12 1698 c.1260C>G

G A rs7624750byFrequency|by1000genomesMG-139-tumorMG-139-normal + 4 707 c.473G>A

A G rs33954745byFrequency|by1000genomesMG-139-tumorMG-139-normal - 17 2661 c.2376T>C

T C rs142304809byFrequencyMG-139-tumorMG-139-normal - 9 1291 c.1259A>G

T C rs35120165byFrequency|by1000genomesMG-139-tumorMG-139-normal - 14 10079 c.9704A>G



T C rs9851685byFrequency|by1000genomesMG-139-tumorMG-139-normal + 23 2508 c.2274T>C

T C rs61729187byFrequency|by1000genomesMG-139-tumorMG-139-normal - 13 6564 c.6189A>G

G A rs2072737byFrequency|by1000genomesMG-139-tumorMG-139-normal - 9 3078 c.2142C>T

G A rs12104022by1000genomesMG-139-tumorMG-139-normal - 3 784 c.252C>T

T G rs10817033by1000genomesMG-139-tumorMG-139-normal - 8 2079 c.1743A>C

T C rs4652678by1000genomesMG-139-tumorMG-139-normal + 28 4116 c.3951T>C

C T rs26505 byFrequency|by1000genomesMG-139-tumorMG-139-normal + 1 144 c.57C>T

G A rs2229266byFrequency|by1000genomesMG-139-tumorMG-139-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-139-tumorMG-139-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-139-tumorMG-139-normal + 14 2120 c.1921A>G

G A rs75939533 MG-139-tumorMG-139-normal - 3 739 c.704C>T

G A rs3818831byFrequency|by1000genomesMG-139-tumorMG-139-normal - 2 193 c.121C>T

T C MG-139-tumorMG-139-normal - 2 109 c.74A>G

T C rs3026101by1000genomesMG-139-tumorMG-139-normal + 14 2279 c.2055T>C

C T rs73730361byFrequency|by1000genomesMG-139-tumorMG-139-normal - 49 12584 c.12366G>A

T C MG-139-tumorMG-139-normal - 3 305 c.270A>G

C T rs6659183byFrequencyMG-139-tumorMG-139-normal - 3 3226 c.3151G>A

A T rs1063536byFrequency|by1000genomesMG-139-tumorMG-139-normal - 4 612 c.237T>A

G A rs59573098byFrequency|by1000genomesMG-139-tumorMG-139-normal - 20 2918 c.2421C>T

A G rs17051895by1000genomesMG-139-tumorMG-139-normal + 23 4485 c.3951A>G

T A rs35245002byFrequency|by1000genomesMG-139-tumorMG-139-normal - 13 5963 c.5588A>T

G A rs76573758byFrequency|by1000genomesMG-139-tumorMG-139-normal + 2 615 c.527G>A

C T rs139523655byFrequency|by1000genomesMG-139-tumorMG-139-normal - 49 9596 c.9311G>A

G A rs145586769byFrequency|by1000genomesMG-139-tumorMG-139-normal - 4 1832 c.1619C>T

T C rs9646771by1000genomesMG-139-tumorMG-139-normal - 4 787 c.447A>G

C T rs1893177byFrequency|by1000genomesMG-139-tumorMG-139-normal + 16 2968 c.2592C>T

A G rs2973568by1000genomesMG-139-tumorMG-139-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-139-tumorMG-139-normal - 20 4043 c.3072C>A

G A rs3810490by1000genomesMG-139-tumorMG-139-normal - 6 2067 c.1998C>T

T C rs2229263byFrequency|by1000genomesMG-139-tumorMG-139-normal - 3 533 c.248A>G

T C rs1048500byFrequency|by1000genomesMG-139-tumorMG-139-normal + 2 1791 c.684T>C

G A rs41266078|rs34171717byFrequency|by1000genomesMG-139-tumorMG-139-normal + 2 385 c.272G>A

C T rs5959371byFrequency|by1000genomesMG-139-tumorMG-139-normal - 4 442 c.228G>A

A G rs61831150byFrequency|by1000genomesMG-139-tumorMG-139-normal + 7 1855 c.1810A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-139-tumorMG-139-normal + 7 1597 c.1215T>C

C T rs2282303byFrequency|by1000genomesMG-139-tumorMG-139-normal - 3 899 c.827G>A

T C rs7935 byFrequency|by1000genomesMG-139-tumorMG-139-normal + 9 1808 c.1524T>C

C T rs10252263byFrequency|by1000genomesMG-139-tumorMG-139-normal - 38 8258 c.8040G>A

A G rs34226837by1000genomesMG-139-tumorMG-139-normal + 48 7867 c.7387A>G

G A rs58852301byFrequency|by1000genomesMG-139-tumorMG-139-normal - 24 2522 c.2252C>T

A G rs6679449by1000genomesMG-139-tumorMG-139-normal - 3 1923 c.1851T>C

G C rs3088074byFrequency|by1000genomesMG-139-tumorMG-139-normal - 9 2999 c.2785C>G

A G rs150594 byFrequency|by1000genomesMG-139-tumorMG-139-normal - 13 1559 c.1356T>C

T A rs61749580byFrequency|by1000genomesMG-139-tumorMG-139-normal - 3 576 c.504A>T

G A rs7108160by1000genomesMG-139-tumorMG-139-normal + 4 3839 c.3822G>A

A G rs4659654byFrequency|by1000genomesMG-139-tumorMG-139-normal - 16 2000 c.1503T>C

C T rs74817689byFrequency|by1000genomesMG-139-tumorMG-139-normal - 5 1326 c.1241G>A



G A rs61729205byFrequency|by1000genomesMG-139-tumorMG-139-normal - 13 4956 c.4581C>T

A G rs9667 by1000genomesMG-139-tumorMG-139-normal + 3 354 c.168A>G

G T rs73404416byFrequency|by1000genomesMG-139-tumorMG-139-normal - 5 1237 c.1142C>A

T C rs147653884by1000genomesMG-139-tumorMG-139-normal - 20 3715 c.3628A>G

C T rs10258568byFrequency|by1000genomesMG-139-tumorMG-139-normal + 16 2353 c.2108C>T

T C rs2241190byFrequency|by1000genomesMG-139-tumorMG-139-normal - 17 2745 c.2460A>G

C G rs34153007by1000genomesMG-139-tumorMG-139-normal + 12 6734 c.6360C>G

C T rs115140808byFrequency|by1000genomesMG-139-tumorMG-139-normal - 34 5360 c.4804G>A

T C rs148862984byFrequencyMG-139-tumorMG-139-normal - 22 1776 c.1409A>G

C T rs6587667byFrequency|by1000genomesMG-139-tumorMG-139-normal - 3 482 c.410G>A

C T rs1064210by1000genomesMG-139-tumorMG-139-normal - 10 1425 c.1426G>A

C T rs10258429byFrequency|by1000genomesMG-139-tumorMG-139-normal + 16 2213 c.1968C>T

A T rs78004199byFrequency|by1000genomesMG-139-tumorMG-139-normal + 3 1076 c.922A>T

G A rs147546892byFrequency|by1000genomesMG-139-tumorMG-139-normal - 7 1567 c.1035C>T

C G rs34915742byFrequency|by1000genomesMG-139-tumorMG-139-normal - 26 4521 c.4236G>C

G A MG-139-tumorMG-139-normal - 3 494 c.459C>T

G A rs11554397byFrequency|by1000genomesMG-139-tumorMG-139-normal - 10 13350 c.12762C>T

C G rs151057482by1000genomesMG-139-tumorMG-139-normal - 20 4291 c.4204G>C

T C MG-139-tumorMG-139-normal - 20 2941 c.2854A>G

T C rs1002519byFrequency|by1000genomesMG-139-tumorMG-139-normal + 1 196 c.196T>C

G A MG-139-tumorMG-139-normal + 28 3531 c.3354G>A

G A rs2228247byFrequency|by1000genomesMG-139-tumorMG-139-normal - 14 1290 c.1203C>T

G A rs11999887by1000genomesMG-139-tumorMG-139-normal - 38 7356 c.7020C>T

G A rs2973566by1000genomesMG-139-tumorMG-139-normal + 14 1930 c.1754G>A

G A rs79983774byFrequency|by1000genomesMG-139-tumorMG-139-normal - 3 5937 c.5865C>T

T C rs10512435byFrequency|by1000genomesMG-139-tumorMG-139-normal + 37 5265 c.4882T>C

G A rs143548565by1000genomesMG-139-tumorMG-139-normal - 8 1518 c.1334C>T

G A rs7543643byFrequency|by1000genomesMG-139-tumorMG-139-normal - 20 3453 c.3234C>T

C T rs2228127byFrequency|by1000genomesMG-139-tumorMG-139-normal + 18 2756 c.2343C>T

A G rs149271 by1000genomesMG-139-tumorMG-139-normal + 2 543 c.510A>G

C A rs35621453byFrequency|by1000genomesMG-139-tumorMG-139-normal - 2 1360 c.951G>T

C T rs7904627byFrequency|by1000genomesMG-139-tumorMG-139-normal - 5 1356 c.1242G>A

C T rs169758 by1000genomesMG-139-tumorMG-139-normal - 23 1959 c.1592G>A

A G rs62000435byFrequency|by1000genomesMG-139-tumorMG-139-normal - 19 2490 c.1993T>C

C T rs35473255byFrequency|by1000genomesMG-139-tumorMG-139-normal + 22 4454 c.3819C>T

G A rs3733415by1000genomesMG-139-tumorMG-139-normal - 2 601 c.392C>T

T C rs17094779byFrequency|by1000genomesMG-139-tumorMG-139-normal - 7 1383 c.1192A>G

G T rs61729202byFrequency|by1000genomesMG-139-tumorMG-139-normal - 13 9151 c.8776C>A

C A rs73241802by1000genomesMG-139-tumorMG-139-normal + 16 2307 c.2242C>A

A G rs2074912byFrequency|by1000genomesMG-139-tumorMG-139-normal + 1 1709 c.1709A>G

C A rs6453022by1000genomesMG-139-tumorMG-139-normal + 7 1027 c.851C>A

A C rs76437836byFrequencyMG-139-tumorMG-139-normal - 3 142 c.98T>G

C T rs35613256byFrequency|by1000genomesMG-139-tumorMG-139-normal - 23 3729 c.3531G>A

C T rs61749784byFrequency|by1000genomesMG-139-tumorMG-139-normal - 6 783 c.594G>A

T C rs7716253by1000genomesMG-139-tumorMG-139-normal + 8 1121 c.945T>C

C T rs3812458byFrequency|by1000genomesMG-139-tumorMG-139-normal + 22 2662 c.2385C>T

C A rs2233604byFrequency|by1000genomesMG-139-tumorMG-139-normal + 1 1077 c.1077C>A



C T rs61737612by1000genomesMG-139-tumorMG-139-normal - 2 2182 c.1326G>A

T C rs831042 byFrequency|by1000genomesMG-139-tumorMG-139-normal - 24 3945 c.3660A>G

C T rs1800265byFrequency|by1000genomesMG-139-tumorMG-139-normal - 9 1043 c.837G>A

A G rs11778209byFrequency|by1000genomesMG-139-tumorMG-139-normal - 39 6448 c.6204T>C

T C rs11886219byFrequency|by1000genomesMG-139-tumorMG-139-normal - 36 6144 c.5859A>G

A G rs4444457byFrequency|by1000genomesMG-139-tumorMG-139-normal - 54 9497 c.8526T>C

G A rs2289247byFrequency|by1000genomesMG-139-tumorMG-139-normal + 11 1273 c.1063G>A

G A rs10915888byFrequency|by1000genomesMG-139-tumorMG-139-normal - 0 453

C G rs112568753byFrequency|by1000genomesMG-139-tumorMG-139-normal - 12 2393 c.2209G>C

A G rs1385600byFrequency|by1000genomesMG-139-tumorMG-139-normal - 5 1375 c.1290T>C

A G MG-139-tumorMG-139-normal - 3 1623 c.1551T>C

T C rs61763058byFrequency|by1000genomesMG-139-tumorMG-139-normal - 23 2265 c.2235A>G

G A MG-139-tumorMG-139-normal - 4 1015 c.700C>T

T C rs61740142byFrequency|by1000genomesMG-139-tumorMG-139-normal - 6 1982 c.1495A>G

A G rs2229267byFrequency|by1000genomesMG-139-tumorMG-139-normal - 29 5160 c.4875T>C

G A MG-139-tumorMG-139-normal - 26 13283 c.13074C>T

A G rs3729680by1000genomesMG-139-tumorMG-139-normal + 7 1330 c.1173A>G

A C rs80303640by1000genomesMG-139-tumorMG-139-normal - 16 1415 c.1416T>G

C T rs872665 by1000genomesMG-139-tumorMG-139-normal - 7 1855 c.1519G>A

C T rs115394118by1000genomesMG-139-tumorMG-139-normal - 5 3296 c.2440G>A

C T rs468525 by1000genomesMG-139-tumorMG-139-normal - 6 478 c.111G>A

C T rs149207118byFrequencyMG-139-tumorMG-139-normal + 9 1213 c.1087C>T

T A rs34242235byFrequency|by1000genomesMG-139-tumorMG-139-normal - 2 1335 c.926A>T

A G rs4036683 MG-139-tumorMG-139-normal + 16 1433 c.1433A>G

A G MG-139-tumorMG-139-normal - 4 842 c.843T>C

T C rs61729184byFrequency|by1000genomesMG-139-tumorMG-139-normal - 13 6588 c.6213A>G

G A rs41294868by1000genomesMG-139-tumorMG-139-normal + 14 2132 c.1933G>A

G A rs73007787byFrequency|by1000genomesMG-139-tumorMG-139-normal - 3 4878 c.4806C>T

C T rs2229265byFrequency|by1000genomesMG-139-tumorMG-139-normal - 54 10788 c.10503G>A

C G rs3735156byFrequency|by1000genomesMG-139-tumorMG-139-normal - 11 1795 c.1577G>C

G T rs918558 byFrequency|by1000genomesMG-139-tumorMG-139-normal + 1 2142 c.2142G>T

A G rs13288443byFrequency|by1000genomesMG-139-tumorMG-139-normal + 11 2036 c.1827A>G

G C rs36078782|rs137854070byFrequency|by1000genomesMG-139-tumorMG-139-normal + 27 3756 c.3126G>C

G A rs116630802byFrequency|by1000genomesMG-139-tumorMG-139-normal + 30 5909 c.5274G>A

C T rs146959922byFrequency|by1000genomesMG-139-tumorMG-139-normal - 13 3862 c.3678G>A

G A rs13054014byFrequency|by1000genomesMG-139-tumorMG-139-normal + 2 569 c.210G>A

T A rs2060198byFrequency|by1000genomesMG-139-tumorMG-139-normal + 27 5204 c.4914T>A

T C rs16833974byFrequency|by1000genomesMG-139-tumorMG-139-normal - 3 3818 c.3746A>G

C T rs2273779byFrequency|by1000genomesMG-139-tumorMG-139-normal + 6 583 c.538C>T

T G rs1998206byFrequency|by1000genomesMG-139-tumorMG-139-normal - 5 631 c.433A>C

A T rs72647373byFrequency|by1000genomesMG-139-tumorMG-139-normal + 1 1320 c.677A>T

C T rs3745764byFrequency|by1000genomesMG-14-tumorMG-14-normal + 9 2705 c.1064C>T

T C rs831043 byFrequency|by1000genomesMG-14-tumorMG-14-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-14-tumorMG-14-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-14-tumorMG-14-normal + 7 3183 c.3138A>G

C T rs58473148by1000genomesMG-14-tumorMG-14-normal - 8 1195 c.1044G>A

C T rs1386356byFrequency|by1000genomesMG-14-tumorMG-14-normal - 85 14018 c.13047G>A



G A rs34395441by1000genomesMG-14-tumorMG-14-normal + 2 2563 c.2530G>A

G T rs2075249byFrequency|by1000genomesMG-14-tumorMG-14-normal - 21 3339 c.3054C>A

G A rs116981974by1000genomesMG-14-tumorMG-14-normal + 7 1610 c.1236G>A

C T rs62478357byFrequencyMG-14-tumorMG-14-normal - 8 1268 c.1050G>A

C A rs138908625byFrequency|by1000genomesMG-14-tumorMG-14-normal - 8 1357 c.1139G>T

A G MG-14-tumorMG-14-normal - 15 1346 c.1346T>C

T C rs74356608 MG-14-tumorMG-14-normal + 15 1328 c.1328T>C

A G rs2229268byFrequency|by1000genomesMG-14-tumorMG-14-normal - 61 11886 c.11601T>C

G A MG-14-tumorMG-14-normal + 1 605 c.605G>A

A G rs3108200byFrequency|by1000genomesMG-14-tumorMG-14-normal + 3 2040 c.810A>G

C T rs114729361byFrequency|by1000genomesMG-14-tumorMG-14-normal - 0 444

T C rs7716253by1000genomesMG-14-tumorMG-14-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-14-tumorMG-14-normal - 13 5919 c.5544G>A

A T rs41310248byFrequency|by1000genomesMG-14-tumorMG-14-normal - 3 1001 c.139T>A

T C rs831042 byFrequency|by1000genomesMG-14-tumorMG-14-normal - 24 3945 c.3660A>G

G T rs3745765byFrequency|by1000genomesMG-14-tumorMG-14-normal + 9 2360 c.719G>T

C T rs77791636by1000genomesMG-14-tumorMG-14-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-14-tumorMG-14-normal - 18 3000 c.2874G>T

T C rs142304809byFrequencyMG-14-tumorMG-14-normal - 9 1291 c.1259A>G

A C rs72468681byFrequency|by1000genomesMG-14-tumorMG-14-normal - 20 2597 c.2391T>G

T C rs3733406by1000genomesMG-14-tumorMG-14-normal - 10 8361 c.8152A>G

T C rs9851685byFrequency|by1000genomesMG-14-tumorMG-14-normal + 23 2508 c.2274T>C

A G rs9653483by1000genomesMG-14-tumorMG-14-normal - 21 5040 c.4953T>C

T C rs35996821byFrequency|by1000genomesMG-14-tumorMG-14-normal - 13 2183 c.2088A>G

T G rs12963422byFrequency|by1000genomesMG-14-tumorMG-14-normal - 5 2988 c.2775A>C

G T MG-14-tumorMG-14-normal - 1 487 c.488C>A

C T rs26505 byFrequency|by1000genomesMG-14-tumorMG-14-normal + 1 144 c.57C>T

C T rs142336181 MG-14-tumorMG-14-normal - 3 2776 c.2701G>A

G A rs2229266byFrequency|by1000genomesMG-14-tumorMG-14-normal - 6 924 c.639C>T

T C rs2450122byFrequency|by1000genomesMG-14-tumorMG-14-normal - 10 2089 c.2004A>G

G A rs13007735byFrequency|by1000genomesMG-14-tumorMG-14-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-14-tumorMG-14-normal + 14 2120 c.1921A>G

C T rs34409589|rs121434592MG-14-tumorMG-14-normal - 2 1529 c.49G>A

T C rs72676907byFrequency|by1000genomesMG-14-tumorMG-14-normal + 3 517 c.327T>C

T C MG-14-tumorMG-14-normal + 1 52 c.52T>C

T C MG-14-tumorMG-14-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-14-tumorMG-14-normal + 2 2118 c.2085A>G

G A rs1718878byFrequency|by1000genomesMG-14-tumorMG-14-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-14-tumorMG-14-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-14-tumorMG-14-normal + 16 2064 c.1887T>A

C T rs111505885 MG-14-tumorMG-14-normal + 1 340 c.324C>T

G A rs1713982byFrequency|by1000genomesMG-14-tumorMG-14-normal + 15 2261 c.1848G>A

G A MG-14-tumorMG-14-normal + 1 1372 c.1372G>A

C G rs4079329 MG-14-tumorMG-14-normal + 10 813 c.715C>G

G A rs2880955by1000genomesMG-14-tumorMG-14-normal + 12 1031 c.1031G>A

T G rs552183 byFrequency|by1000genomesMG-14-tumorMG-14-normal - 40 6445 c.6247A>C

G A rs6089924byFrequency|by1000genomesMG-14-tumorMG-14-normal - 4 920 c.851C>T



C T rs55993306by1000genomesMG-14-tumorMG-14-normal - 20 3946 c.3859G>A

T C rs35942532byFrequencyMG-14-tumorMG-14-normal - 69 13010 c.12725A>G

G A rs3810490by1000genomesMG-14-tumorMG-14-normal - 6 2067 c.1998C>T

T C rs2229263byFrequency|by1000genomesMG-14-tumorMG-14-normal - 3 533 c.248A>G

G A rs3827025by1000genomesMG-14-tumorMG-14-normal - 6 2094 c.2025C>T

T G rs17848149byFrequency|by1000genomesMG-14-tumorMG-14-normal - 25 4121 c.3836A>C

C A rs6453022by1000genomesMG-14-tumorMG-14-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-14-tumorMG-14-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-14-tumorMG-14-normal - 69 11621 c.10650G>A

A C rs45525440byFrequency|by1000genomesMG-14-tumorMG-14-normal - 7 875 c.855T>G

A G rs35114151byFrequency|by1000genomesMG-14-tumorMG-14-normal - 39 7044 c.6759T>C

C G rs143879890by1000genomesMG-14-tumorMG-14-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-14-tumorMG-14-normal + 7 1855 c.1810A>G

T G rs62075657 MG-14-tumorMG-14-normal - 13 1770 c.1677A>C

G A rs6601 byFrequency|by1000genomesMG-14-tumorMG-14-normal + 25 3881 c.3672G>A

T C MG-14-tumorMG-14-normal + 3 501 c.245T>C

T G rs1058201 MG-14-tumorMG-14-normal - 3 297 c.204A>C

G A rs1566622byFrequency|by1000genomesMG-14-tumorMG-14-normal - 22 3705 c.3516C>T

C T rs74398156 MG-14-tumorMG-14-normal - 5 487 c.394G>A

G T rs146238849byFrequency|by1000genomesMG-14-tumorMG-14-normal - 8 1391 c.1173C>A

G A rs7624750byFrequency|by1000genomesMG-14-tumorMG-14-normal + 4 707 c.473G>A

A G rs4862726by1000genomesMG-14-tumorMG-14-normal - 2 2054 c.1845T>C

G A rs33954691byFrequency|by1000genomesMG-14-tumorMG-14-normal - 14 3096 c.3039C>T

T C MG-14-tumorMG-14-normal + 1 910 c.910T>C

C T rs11547311byFrequency|by1000genomesMG-14-tumorMG-14-normal + 8 702 c.570C>T

C T rs34315566byFrequency|by1000genomesMG-14-tumorMG-14-normal + 35 5595 c.4527C>T

A C rs76504934by1000genomesMG-14-tumorMG-14-normal - 4 464 c.427T>G

G A rs61750816by1000genomesMG-14-tumorMG-14-normal + 43 7109 c.6629G>A

G C rs6771157byFrequency|by1000genomesMG-14-tumorMG-14-normal - 19 3392 c.3393C>G

G T rs41296069by1000genomesMG-14-tumorMG-14-normal - 11 2415 c.2079C>A

A G rs9667 by1000genomesMG-14-tumorMG-14-normal + 3 354 c.168A>G

C G rs3817428by1000genomesMG-14-tumorMG-14-normal + 15 7493 c.7119C>G

C T rs11931107by1000genomesMG-14-tumorMG-14-normal - 10 6953 c.6744G>A

A C rs881732 by1000genomesMG-14-tumorMG-14-normal + 17 1912 c.1092A>C

G A MG-14-tumorMG-14-normal + 31 4559 c.4275G>A

T C rs10817025by1000genomesMG-14-tumorMG-14-normal - 15 3032 c.2696A>G

G A rs6089925byFrequency|by1000genomesMG-14-tumorMG-14-normal - 4 729 c.660C>T

T C rs35790097byFrequency|by1000genomesMG-14-tumorMG-14-normal + 1 184 c.106T>C

T C rs2229992byFrequency|by1000genomesMG-14-tumorMG-14-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-14-tumorMG-14-normal - 17 2745 c.2460A>G

A G MG-14-tumorMG-14-normal + 19 1975 c.1843A>G

T C rs141049734byFrequencyMG-14-tumorMG-14-normal - 18 3186 c.2968A>G

A T rs111657679byFrequency|by1000genomesMG-14-tumorMG-14-normal - 7 516 c.149T>A

C T rs113857613byFrequencyMG-14-tumorMG-14-normal - 12 1037 c.670G>A

G A rs16898013byFrequency|by1000genomesMG-14-tumorMG-14-normal + 13 1938 c.1848G>A

C T MG-14-tumorMG-14-normal - 8 1260 c.1042G>A

T G rs1889323by1000genomesMG-14-tumorMG-14-normal - 25 4582 c.4246A>C



A G MG-14-tumorMG-14-normal + 1 340 c.340A>G

C T rs3796032byFrequency|by1000genomesMG-14-tumorMG-14-normal - 17 2381 c.1929G>A

C G MG-14-tumorMG-14-normal + 4 372 c.279C>G

T C rs2385167byFrequency|by1000genomesMG-14-tumorMG-14-normal + 14 2088 c.1998T>C

T C rs7714670by1000genomesMG-14-tumorMG-14-normal + 6 849 c.673T>C

C T rs143403321 MG-14-tumorMG-14-normal + 1 444 c.392C>T

C A MG-14-tumorMG-14-normal - 22 12242 c.12033G>T

A G MG-14-tumorMG-14-normal + 1 276 c.276A>G

T C rs2075252byFrequency|by1000genomesMG-14-tumorMG-14-normal - 66 12565 c.12280A>G

C T rs2243380byFrequency|by1000genomesMG-14-tumorMG-14-normal - 6 698 c.500G>A

C A MG-14-tumorMG-14-normal + 1 706 c.706C>A

C T rs2078478by1000genomesMG-14-tumorMG-14-normal - 5 411 c.392G>A

A G MG-14-tumorMG-14-normal + 1 54 c.54A>G

T G rs1800275byFrequency|by1000genomesMG-14-tumorMG-14-normal - 48 7302 c.7096A>C

A G rs149271 by1000genomesMG-14-tumorMG-14-normal + 2 543 c.510A>G

C A MG-14-tumorMG-14-normal - 9 1378 c.968G>T

G A rs139540163 MG-14-tumorMG-14-normal + 2 1595 c.1224G>A

A T rs10817021by1000genomesMG-14-tumorMG-14-normal - 24 4324 c.3988T>A

G C rs62077263 MG-14-tumorMG-14-normal - 7 916 c.823C>G

G C rs61731528by1000genomesMG-14-tumorMG-14-normal - 5 1442 c.901C>G

C G rs11971880byFrequency|by1000genomesMG-14-tumorMG-14-normal + 3 1192 c.634C>G

A C rs62077264 MG-14-tumorMG-14-normal - 7 854 c.761T>G

G A rs34830600byFrequency|by1000genomesMG-14-tumorMG-14-normal - 8 2874 c.2805C>T

T C rs11373 byFrequency|by1000genomesMG-14-tumorMG-14-normal - 3 787 c.367A>G

C T MG-14-tumorMG-14-normal + 1 984 c.984C>T

A G rs180744 by1000genomesMG-14-tumorMG-14-normal + 2 1719 c.1686A>G

C G rs45556841 MG-14-tumorMG-14-normal + 14 2816 c.2816C>G

T G rs3208659 MG-14-tumorMG-14-normal - 7 871 c.778A>C

C T MG-14-tumorMG-14-normal - 8 1256 c.1038G>A

G T rs34104660byFrequency|by1000genomesMG-14-tumorMG-14-normal - 4 687 c.402C>A

G C MG-14-tumorMG-14-normal - 5 1009 c.1010C>G

G A rs2248407byFrequency|by1000genomesMG-14-tumorMG-14-normal - 4 1003 c.918C>T

T C rs539858|rs78098996byFrequency|by1000genomesMG-14-tumorMG-14-normal - 20 3029 c.3024A>G

C A rs35430524by1000genomesMG-14-tumorMG-14-normal + 12 3111 c.2737C>A

A G rs11778209byFrequency|by1000genomesMG-14-tumorMG-14-normal - 39 6448 c.6204T>C

C T rs1130233byFrequency|by1000genomesMG-14-tumorMG-14-normal - 8 2206 c.726G>A

A G rs1385600byFrequency|by1000genomesMG-14-tumorMG-14-normal - 5 1375 c.1290T>C

G A rs9804992byFrequency|by1000genomesMG-14-tumorMG-14-normal + 11 3172 c.2529G>A

C T rs3743398by1000genomesMG-14-tumorMG-14-normal + 12 2965 c.2591C>T

G C rs45469098by1000genomesMG-14-tumorMG-14-normal - 1 255 c.256C>G

A G MG-14-tumorMG-14-normal + 56 9119 c.8585A>G

C T rs3796031byFrequency|by1000genomesMG-14-tumorMG-14-normal - 17 2399 c.1947G>A

C T rs17290559byFrequency|by1000genomesMG-14-tumorMG-14-normal + 21 2685 c.2508C>T

A G rs2229267byFrequency|by1000genomesMG-14-tumorMG-14-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-14-tumorMG-14-normal + 2 1740 c.1707C>T

T C rs62077266 MG-14-tumorMG-14-normal - 3 311 c.218A>G

G A rs80198225 MG-14-tumorMG-14-normal + 8 527 c.527G>A



C T rs872665 by1000genomesMG-14-tumorMG-14-normal - 7 1855 c.1519G>A

G A rs145190352byFrequencyMG-14-tumorMG-14-normal - 1 863 c.640C>T

A G rs11016073byFrequency|by1000genomesMG-14-tumorMG-14-normal - 13 6677 c.6302T>C

G C rs2240089byFrequency|by1000genomesMG-14-tumorMG-14-normal - 12 3187 c.3003C>G

G A rs11762213byFrequency|by1000genomesMG-14-tumorMG-14-normal + 2 344 c.144G>A

G A rs10964471byFrequency|by1000genomesMG-14-tumorMG-14-normal + 2 386 c.177G>A

A C rs1410048by1000genomesMG-14-tumorMG-14-normal - 40 10053 c.9717T>G

A G rs13223756byFrequency|by1000genomesMG-14-tumorMG-14-normal + 7 2144 c.1944A>G

C T MG-14-tumorMG-14-normal - 3 370 c.335G>A

C A MG-14-tumorMG-14-normal - 10 780 c.780G>T

G C rs61752455byFrequencyMG-14-tumorMG-14-normal - 9 2809 c.2595C>G

G C rs142017909byFrequencyMG-14-tumorMG-14-normal - 12 1953 c.1743C>G

G A rs2227983byFrequency|by1000genomesMG-14-tumorMG-14-normal + 13 1739 c.1562G>A

C T rs2229265byFrequency|by1000genomesMG-14-tumorMG-14-normal - 54 10788 c.10503G>A

G T rs147825872 MG-14-tumorMG-14-normal + 20 4359 c.4282G>T

T C MG-14-tumorMG-14-normal + 8 505 c.505T>C

C T rs7300444byFrequency|by1000genomesMG-14-tumorMG-14-normal + 19 5383 c.4740C>T

C T rs1801187byFrequency|by1000genomesMG-14-tumorMG-14-normal - 37 5440 c.5234G>A

C T rs3814883byFrequency|by1000genomesMG-14-tumorMG-14-normal + 13 2402 c.1359C>T

G A rs28362318byFrequency|by1000genomesMG-14-tumorMG-14-normal + 4 589 c.369G>A

C A rs3739298byFrequency|by1000genomesMG-14-tumorMG-14-normal - 9 2230 c.1821G>T

G A rs13054014byFrequency|by1000genomesMG-14-tumorMG-14-normal + 2 569 c.210G>A

A G MG-14-tumorMG-14-normal + 1 492 c.492A>G

T A rs2060198byFrequency|by1000genomesMG-14-tumorMG-14-normal + 27 5204 c.4914T>A

A G rs151306742by1000genomesMG-14-tumorMG-14-normal + 4 729 c.285A>G

C T rs2273779byFrequency|by1000genomesMG-14-tumorMG-14-normal + 6 583 c.538C>T

G A rs17608189byFrequency|by1000genomesMG-14-tumorMG-14-normal - 3 754 c.510C>T

G A rs142702316byFrequencyMG-14-tumorMG-14-normal + 1 160 c.108G>A

C T rs2229975by1000genomesMG-14-tumorMG-14-normal - 5 927 c.852G>A

C G rs180743 by1000genomesMG-14-tumorMG-14-normal + 2 1315 c.1282C>G

G A MG-14-tumorMG-14-normal + 1 1137 c.1137G>A

T C rs62075623 MG-141-tumorMG-141-normal - 14 1825 c.1732A>G

G A rs33969768byFrequency|by1000genomesMG-141-tumorMG-141-normal - 8 5863 c.5650C>T

T C rs831043 byFrequency|by1000genomesMG-141-tumorMG-141-normal - 21 3354 c.3069A>G

C T MG-141-tumorMG-141-normal + 31 4656 c.4491C>T

A G rs3737940byFrequency|by1000genomesMG-141-tumorMG-141-normal + 7 3183 c.3138A>G

A G rs62077275 MG-141-tumorMG-141-normal - 2 173 c.80T>C

C T rs1386356byFrequency|by1000genomesMG-141-tumorMG-141-normal - 85 14018 c.13047G>A

C T rs3811444byFrequency|by1000genomesMG-141-tumorMG-141-normal + 6 1169 c.1121C>T

G T MG-141-tumorMG-141-normal + 9 1833 c.1299G>T

T G rs78019952 MG-141-tumorMG-141-normal - 8 1014 c.921A>C

G A MG-141-tumorMG-141-normal + 11 1634 c.1582G>A

C T rs148908983byFrequency|by1000genomesMG-141-tumorMG-141-normal - 3 4375 c.4303G>A

G A rs34916904byFrequency|by1000genomesMG-141-tumorMG-141-normal - 13 2869 c.2494C>T

G T rs2075249byFrequency|by1000genomesMG-141-tumorMG-141-normal - 21 3339 c.3054C>A

C A MG-141-tumorMG-141-normal + 1 615 c.615C>A

T C rs35753072by1000genomesMG-141-tumorMG-141-normal - 10 5213 c.5004A>G



T C rs141049734byFrequencyMG-141-tumorMG-141-normal - 18 3186 c.2968A>G

G A rs20539 byFrequency|by1000genomesMG-141-tumorMG-141-normal + 20 3152 c.3111G>A

G T rs74942016byFrequency|by1000genomesMG-141-tumorMG-141-normal + 9 1322 c.805G>T

C T rs62478357byFrequencyMG-141-tumorMG-141-normal - 8 1268 c.1050G>A

C A rs138908625byFrequency|by1000genomesMG-141-tumorMG-141-normal - 8 1357 c.1139G>T

T G rs3208659 MG-141-tumorMG-141-normal - 7 871 c.778A>C

T C rs3755806byFrequency|by1000genomesMG-141-tumorMG-141-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-141-tumorMG-141-normal + 36 5181 c.5016C>T

G A rs7234999byFrequency|by1000genomesMG-141-tumorMG-141-normal - 5 5512 c.5299C>T

T C rs7716253by1000genomesMG-141-tumorMG-141-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-141-tumorMG-141-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-141-tumorMG-141-normal + 14 1944 c.1699C>T

C A rs2973558by1000genomesMG-141-tumorMG-141-normal + 20 2514 c.2338C>A

T C rs80268686 MG-141-tumorMG-141-normal - 14 2213 c.1995A>G

C T MG-141-tumorMG-141-normal + 1 129 c.129C>T

G A rs7179364by1000genomesMG-141-tumorMG-141-normal + 1 520 c.85G>A

A G rs62077276 MG-141-tumorMG-141-normal - 2 170 c.77T>C

G A MG-141-tumorMG-141-normal + 1 1002 c.1002G>A

C T rs77791636by1000genomesMG-141-tumorMG-141-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-141-tumorMG-141-normal - 18 3000 c.2874G>T

C T rs140237315byFrequencyMG-141-tumorMG-141-normal - 26 5435 c.5418G>A

G A rs118203657byFrequencyMG-141-tumorMG-141-normal - 17 2415 c.2194C>T

G A rs41294868by1000genomesMG-141-tumorMG-141-normal + 14 2132 c.1933G>A

T C rs62077265 MG-141-tumorMG-141-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-141-tumorMG-141-normal + 23 2508 c.2274T>C

A C rs74875648 MG-141-tumorMG-141-normal - 5 524 c.431T>G

T G rs10817033by1000genomesMG-141-tumorMG-141-normal - 8 2079 c.1743A>C

C T rs150812023byFrequencyMG-141-tumorMG-141-normal - 3 164

T G rs12963422byFrequency|by1000genomesMG-141-tumorMG-141-normal - 5 2988 c.2775A>C

T C rs74597491byFrequency|by1000genomesMG-141-tumorMG-141-normal - 9 2185 c.1849A>G

G T rs146238849byFrequency|by1000genomesMG-141-tumorMG-141-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-141-tumorMG-141-normal + 28 4116 c.3951T>C

C T rs77440865by1000genomesMG-141-tumorMG-141-normal - 10 1226 c.1133G>A

G A rs13007735byFrequency|by1000genomesMG-141-tumorMG-141-normal - 16 3587 c.2616C>T

T C rs35560967byFrequencyMG-141-tumorMG-141-normal - 11 1375 c.878A>G

A G rs7762830by1000genomesMG-141-tumorMG-141-normal + 14 2120 c.1921A>G

T C rs72676907byFrequency|by1000genomesMG-141-tumorMG-141-normal + 3 517 c.327T>C

G C rs62077263 MG-141-tumorMG-141-normal - 7 916 c.823C>G

C T MG-141-tumorMG-141-normal - 8 1260 c.1042G>A

T C MG-141-tumorMG-141-normal - 7 891 c.798A>G

T G MG-141-tumorMG-141-normal + 4 329 c.236T>G

A C rs10473959by1000genomesMG-141-tumorMG-141-normal + 6 999 c.823A>C

G A MG-141-tumorMG-141-normal + 21 3073 c.2690G>A

T G MG-141-tumorMG-141-normal + 2 173 c.80T>G

T A MG-141-tumorMG-141-normal + 21 3064 c.2681T>A

C T MG-141-tumorMG-141-normal + 1 369 c.369C>T

A C rs77739281 MG-141-tumorMG-141-normal - 10 1194 c.1101T>G



A G rs2973568by1000genomesMG-141-tumorMG-141-normal + 13 1856 c.1680A>G

A T rs146352451by1000genomesMG-141-tumorMG-141-normal + 10 797 c.699A>T

C A rs6453022by1000genomesMG-141-tumorMG-141-normal + 7 1027 c.851C>A

C T rs16843864byFrequency|by1000genomesMG-141-tumorMG-141-normal - 69 11621 c.10650G>A

G A MG-141-tumorMG-141-normal - 4 453 c.138C>T

A G rs61831150byFrequency|by1000genomesMG-141-tumorMG-141-normal + 7 1855 c.1810A>G

T G rs62075657 MG-141-tumorMG-141-normal - 13 1770 c.1677A>C

T G rs1058201 MG-141-tumorMG-141-normal - 3 297 c.204A>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-141-tumorMG-141-normal + 7 1597 c.1215T>C

A C rs75239352 MG-141-tumorMG-141-normal - 4 372 c.279T>G

C T rs74398156 MG-141-tumorMG-141-normal - 5 487 c.394G>A

C T rs12155677byFrequency|by1000genomesMG-141-tumorMG-141-normal - 32 5524 c.5280G>A

G A rs7624750byFrequency|by1000genomesMG-141-tumorMG-141-normal + 4 707 c.473G>A

A G rs62177519 MG-141-tumorMG-141-normal + 4 919 c.825A>G

T C MG-141-tumorMG-141-normal + 1 180 c.180T>C

A T MG-141-tumorMG-141-normal + 20 7019 c.6893A>T

G A MG-141-tumorMG-141-normal + 1 165 c.165G>A

A G rs150594 byFrequency|by1000genomesMG-141-tumorMG-141-normal - 13 1559 c.1356T>C

G A MG-141-tumorMG-141-normal + 22 3334 c.2951G>A

A G rs9667 by1000genomesMG-141-tumorMG-141-normal + 3 354 c.168A>G

A C rs80029043 MG-141-tumorMG-141-normal - 12 1622 c.1529T>G

A C rs1141701by1000genomesMG-141-tumorMG-141-normal - 10 1239 c.1146T>G

G T rs7206111byFrequency|by1000genomesMG-141-tumorMG-141-normal - 9 1041 c.404C>A

G C rs4094946 MG-141-tumorMG-141-normal - 16 1253 c.886C>G

G A MG-141-tumorMG-141-normal + 9 1795 c.1261G>A

G A rs16885 byFrequency|by1000genomesMG-141-tumorMG-141-normal - 9 3193 c.2257C>T

A G rs114396455by1000genomesMG-141-tumorMG-141-normal - 10 7799 c.7590T>C

A C rs79936417by1000genomesMG-141-tumorMG-141-normal - 5 505 c.412T>G

C T rs2973571by1000genomesMG-141-tumorMG-141-normal + 12 1807 c.1631C>T

T G MG-141-tumorMG-141-normal - 4 385 c.292A>C

G A rs35664708byFrequency|by1000genomesMG-141-tumorMG-141-normal + 16 2470 c.2271G>A

T G MG-141-tumorMG-141-normal + 2 943 c.409T>G

T C rs2241190byFrequency|by1000genomesMG-141-tumorMG-141-normal - 17 2745 c.2460A>G

C G MG-141-tumorMG-141-normal + 7 410 c.410C>G

G A rs74907835 MG-141-tumorMG-141-normal + 5 926 c.369G>A

T A rs56279059by1000genomesMG-141-tumorMG-141-normal - 3 1034 c.502A>T

G C rs61735455by1000genomesMG-141-tumorMG-141-normal + 12 2108 c.1884G>C

T A rs17264436byFrequency|by1000genomesMG-141-tumorMG-141-normal - 21 3503 c.3501A>T

G C rs77467652 MG-141-tumorMG-141-normal - 5 542 c.449C>G

T C rs7714670by1000genomesMG-141-tumorMG-141-normal + 6 849 c.673T>C

C T rs2271806byFrequency|by1000genomesMG-141-tumorMG-141-normal + 18 2822 c.2409C>T

C T MG-141-tumorMG-141-normal + 1 491 c.491C>T

C T rs2289550byFrequency|by1000genomesMG-141-tumorMG-141-normal - 21 11744 c.11535G>A

G A rs35296183byFrequency|by1000genomesMG-141-tumorMG-141-normal - 55 9794 c.8823C>T

G A rs140482040byFrequencyMG-141-tumorMG-141-normal - 43 11357 c.11139C>T

A G rs16831887byFrequency|by1000genomesMG-141-tumorMG-141-normal + 9 2111 c.2023A>G

A G MG-141-tumorMG-141-normal + 1 486 c.486A>G



T C rs2075252byFrequency|by1000genomesMG-141-tumorMG-141-normal - 66 12565 c.12280A>G

T C rs62075619 MG-141-tumorMG-141-normal - 14 1980 c.1887A>G

C T rs62077268 MG-141-tumorMG-141-normal - 3 262 c.169G>A

G C rs45469098by1000genomesMG-141-tumorMG-141-normal - 1 255 c.256C>G

A G MG-141-tumorMG-141-normal + 1 310 c.310A>G

G A rs3733415by1000genomesMG-141-tumorMG-141-normal - 2 601 c.392C>T

A C MG-141-tumorMG-141-normal + 4 337 c.244A>C

A G rs149271 by1000genomesMG-141-tumorMG-141-normal + 2 543 c.510A>G

T G rs62075658 MG-141-tumorMG-141-normal - 13 1761 c.1668A>C

G A rs145430946byFrequencyMG-141-tumorMG-141-normal - 15 2537 c.2442C>T

C T MG-141-tumorMG-141-normal + 1 294 c.294C>T

C T MG-141-tumorMG-141-normal - 14 2032

C T MG-141-tumorMG-141-normal - 38 7580 c.7244G>A

C T rs150651961byFrequencyMG-141-tumorMG-141-normal + 2 1489 c.132C>T

G A rs2271189byFrequency|by1000genomesMG-141-tumorMG-141-normal + 27 3788 c.3348G>A

T G rs62075620 MG-141-tumorMG-141-normal - 14 1855 c.1762A>C

A C rs62077264 MG-141-tumorMG-141-normal - 7 854 c.761T>G

C T MG-141-tumorMG-141-normal + 1 107 c.107C>T

A T MG-141-tumorMG-141-normal - 4 887 c.888T>A

G A rs11177 byFrequency|by1000genomesMG-141-tumorMG-141-normal + 3 290 c.80G>A

C T rs7240355byFrequency|by1000genomesMG-141-tumorMG-141-normal - 5 5238 c.5025G>A

G T rs34104660byFrequency|by1000genomesMG-141-tumorMG-141-normal - 4 687 c.402C>A

G C MG-141-tumorMG-141-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-141-tumorMG-141-normal + 22 2662 c.2385C>T

G A rs2973566by1000genomesMG-141-tumorMG-141-normal + 14 1930 c.1754G>A

T C rs831042 byFrequency|by1000genomesMG-141-tumorMG-141-normal - 24 3945 c.3660A>G

A G MG-141-tumorMG-141-normal + 1 1083 c.1083A>G

G A MG-141-tumorMG-141-normal - 7 1193 c.413C>T

A G rs4444457byFrequency|by1000genomesMG-141-tumorMG-141-normal - 54 9497 c.8526T>C

T C rs5927083byFrequency|by1000genomesMG-141-tumorMG-141-normal - 14 1841 c.1635A>G

C T rs79201963 MG-141-tumorMG-141-normal - 12 1624 c.1531G>A

G A rs2289247byFrequency|by1000genomesMG-141-tumorMG-141-normal + 11 1273 c.1063G>A

A C rs111227623 MG-141-tumorMG-141-normal - 13 1740 c.1647T>G

C A rs35674179byFrequency|by1000genomesMG-141-tumorMG-141-normal - 13 5263 c.5153G>T

G A MG-141-tumorMG-141-normal + 1 666 c.666G>A

C G rs2509943byFrequency|by1000genomesMG-141-tumorMG-141-normal + 3 776 c.279C>G

T G MG-141-tumorMG-141-normal + 16 2367 c.2241T>G

A G MG-141-tumorMG-141-normal + 1 603 c.603A>G

T G rs77320707 MG-141-tumorMG-141-normal - 5 520 c.427A>C

G A rs55855602by1000genomesMG-141-tumorMG-141-normal - 3 1030 c.498C>T

T C rs4149056byFrequency|by1000genomesMG-141-tumorMG-141-normal + 6 617 c.521T>C

T C rs62077266 MG-141-tumorMG-141-normal - 3 311 c.218A>G

A G rs4659654byFrequency|by1000genomesMG-141-tumorMG-141-normal - 16 2000 c.1503T>C

A G rs150196149by1000genomesMG-141-tumorMG-141-normal - 9 1008 c.989T>C

C T rs1050475byFrequency|by1000genomesMG-141-tumorMG-141-normal + 7 1534 c.975C>T

G A rs114720257byFrequency|by1000genomesMG-141-tumorMG-141-normal - 9 1093 c.837C>T

G A rs3733407by1000genomesMG-141-tumorMG-141-normal - 10 6188 c.5979C>T



C T MG-141-tumorMG-141-normal + 13 1783 c.1400C>T

C T rs139508021by1000genomesMG-141-tumorMG-141-normal + 50 8238 c.7704C>T

A C MG-141-tumorMG-141-normal - 4 902 c.903T>G

C G rs2282302byFrequency|by1000genomesMG-141-tumorMG-141-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-141-tumorMG-141-normal - 54 10788 c.10503G>A

T C rs33910491byFrequency|by1000genomesMG-141-tumorMG-141-normal - 5 4949 c.4736A>G

C T rs7300444byFrequency|by1000genomesMG-141-tumorMG-141-normal + 19 5383 c.4740C>T

C T rs1801187byFrequency|by1000genomesMG-141-tumorMG-141-normal - 37 5440 c.5234G>A

A G MG-141-tumorMG-141-normal - 14 2057 c.1839T>C

A G rs11915822byFrequency|by1000genomesMG-141-tumorMG-141-normal - 13 6588 c.6478T>C

C T MG-141-tumorMG-141-normal + 17 2267 c.1884C>T

T A rs2060198byFrequency|by1000genomesMG-141-tumorMG-141-normal + 27 5204 c.4914T>A

C T rs2273779byFrequency|by1000genomesMG-141-tumorMG-141-normal + 6 583 c.538C>T

C G MG-141-tumorMG-141-normal - 13 930 c.886G>C

C G rs180743 by1000genomesMG-141-tumorMG-141-normal + 2 1315 c.1282C>G

T A rs79348596 MG-141-tumorMG-141-normal - 4 360 c.267A>T

A G MG-141-tumorMG-141-normal + 1 8 c.8A>G

G A rs3751845byFrequency|by1000genomesMG-142-tumorMG-142-normal - 31 7520 c.6711C>T

G A rs143289774byFrequencyMG-142-tumorMG-142-normal + 2 1690 c.1578G>A

C T rs115321601byFrequency|by1000genomesMG-142-tumorMG-142-normal + 3 265 c.156C>T

G T rs75155858byFrequency|by1000genomesMG-142-tumorMG-142-normal + 13 2388 c.1871G>T

C T MG-142-tumorMG-142-normal + 3 423 c.43C>T

C T rs56753294byFrequency|by1000genomesMG-142-tumorMG-142-normal - 48 12488 c.12270G>A

G A rs61736201byFrequency|by1000genomesMG-142-tumorMG-142-normal - 2 1879 c.1023C>T

A T MG-142-tumorMG-142-normal - 8 591

G A rs2230506byFrequency|by1000genomesMG-142-tumorMG-142-normal - 6 2084 c.604C>T

T C MG-142-tumorMG-142-normal - 13 2369 c.2326A>G

A G MG-142-tumorMG-142-normal + 1 798 c.798A>G

A G rs3108200byFrequency|by1000genomesMG-142-tumorMG-142-normal + 3 2040 c.810A>G

C T rs3730404byFrequency|by1000genomesMG-142-tumorMG-142-normal + 7 1010 c.951C>T

A G MG-142-tumorMG-142-normal - 11 815 c.771T>C

A C rs4788428by1000genomesMG-142-tumorMG-142-normal + 5 428 c.299A>C

G A MG-142-tumorMG-142-normal - 3 1346 c.814C>T

C T rs144676239by1000genomesMG-142-tumorMG-142-normal + 3 1234 c.1207C>T

G A rs62070401by1000genomesMG-142-tumorMG-142-normal - 12 2205 c.2162C>T

T C rs28489116by1000genomesMG-142-tumorMG-142-normal - 10 5194 c.4985A>G

C T MG-142-tumorMG-142-normal - 7 1342 c.1291G>A

A G rs7762830by1000genomesMG-142-tumorMG-142-normal + 14 2120 c.1921A>G

A G MG-142-tumorMG-142-normal + 1 15 c.15A>G

A G rs40831 by1000genomesMG-142-tumorMG-142-normal + 2 2118 c.2085A>G

A T rs1063536byFrequency|by1000genomesMG-142-tumorMG-142-normal - 4 612 c.237T>A

G A rs1718878byFrequency|by1000genomesMG-142-tumorMG-142-normal + 13 2003 c.1590G>A

A C rs10473959by1000genomesMG-142-tumorMG-142-normal + 6 999 c.823A>C

C G rs72990625byFrequency|by1000genomesMG-142-tumorMG-142-normal - 70 11836 c.10865G>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-142-tumorMG-142-normal + 1 3698 c.738G>A

A C rs61729297byFrequency|by1000genomesMG-142-tumorMG-142-normal + 16 2512 c.1369A>C

G C rs2227910byFrequency|by1000genomesMG-142-tumorMG-142-normal + 2 1911 c.804G>C



C T MG-142-tumorMG-142-normal + 1 369 c.369C>T

T C rs17148347byFrequency|by1000genomesMG-142-tumorMG-142-normal + 2 1068 c.1052T>C

T C MG-142-tumorMG-142-normal + 51 8250 c.7716T>C

A G rs2973568by1000genomesMG-142-tumorMG-142-normal + 13 1856 c.1680A>G

A G rs34623774byFrequencyMG-142-tumorMG-142-normal + 13 1280 c.1180A>G

G A rs6601 byFrequency|by1000genomesMG-142-tumorMG-142-normal + 25 3881 c.3672G>A

T C rs7935 byFrequency|by1000genomesMG-142-tumorMG-142-normal + 9 1808 c.1524T>C

G A rs7624750byFrequency|by1000genomesMG-142-tumorMG-142-normal + 4 707 c.473G>A

C T MG-142-tumorMG-142-normal - 8 581 c.582G>A

G A MG-142-tumorMG-142-normal + 1 1254 c.1254G>A

G C rs62070406by1000genomesMG-142-tumorMG-142-normal - 9 1754 c.1711C>G

T C rs10082391byFrequency|by1000genomesMG-142-tumorMG-142-normal - 13 8654 c.8279A>G

C T rs55913776 MG-142-tumorMG-142-normal - 3 1207 c.675G>A

C T rs73491896byFrequency|by1000genomesMG-142-tumorMG-142-normal - 31 7373 c.6564G>A

T C rs34750407byFrequency|by1000genomesMG-142-tumorMG-142-normal - 14 9680 c.9305A>G

T C rs7914982byFrequency|by1000genomesMG-142-tumorMG-142-normal - 5 1181 c.1067A>G

A G rs826549 by1000genomesMG-142-tumorMG-142-normal + 18 2676 c.2550A>G

A C MG-142-tumorMG-142-normal - 1 273 c.274T>G

G A rs17656599byFrequency|by1000genomesMG-142-tumorMG-142-normal - 12 2007 c.1823C>T

C A rs45514196|rs137853985byFrequencyMG-142-tumorMG-142-normal + 40 5724 c.5094C>A

G T rs11885001byFrequency|by1000genomesMG-142-tumorMG-142-normal - 28 5612 c.5121C>A

A T MG-142-tumorMG-142-normal + 6 696 c.474A>T

T C rs9807555by1000genomesMG-142-tumorMG-142-normal - 1 196 c.197A>G

G A rs8110913by1000genomesMG-142-tumorMG-142-normal + 6 695 c.501G>A

C G rs11718329by1000genomesMG-142-tumorMG-142-normal + 4 719 c.647C>G

A G MG-142-tumorMG-142-normal + 1 1467 c.1467A>G

G A rs79983774byFrequency|by1000genomesMG-142-tumorMG-142-normal - 3 5937 c.5865C>T

T C rs10512435byFrequency|by1000genomesMG-142-tumorMG-142-normal + 37 5265 c.4882T>C

G A rs9789047by1000genomesMG-142-tumorMG-142-normal + 10 998 c.998G>A

C T rs7904627byFrequency|by1000genomesMG-142-tumorMG-142-normal - 5 1356 c.1242G>A

C T rs4822790byFrequency|by1000genomesMG-142-tumorMG-142-normal + 15 2042 c.1683C>T

A C rs76437836byFrequencyMG-142-tumorMG-142-normal - 3 142 c.98T>G

A G rs28407189by1000genomesMG-142-tumorMG-142-normal + 12 5238 c.4864A>G

C T rs3812458byFrequency|by1000genomesMG-142-tumorMG-142-normal + 22 2662 c.2385C>T

G C rs76769084 MG-142-tumorMG-142-normal + 11 2669 c.2487G>C

T C rs539858|rs78098996byFrequency|by1000genomesMG-142-tumorMG-142-normal - 20 3029 c.3024A>G

C T rs139554725byFrequencyMG-142-tumorMG-142-normal - 42 6747 c.6503G>A

T C rs7716253by1000genomesMG-142-tumorMG-142-normal + 8 1121 c.945T>C

A T rs145674850byFrequencyMG-142-tumorMG-142-normal - 16 1286 c.919T>A

A G rs1385600byFrequency|by1000genomesMG-142-tumorMG-142-normal - 5 1375 c.1290T>C

A G MG-142-tumorMG-142-normal + 1 557 c.463A>G

G A rs143185886byFrequencyMG-142-tumorMG-142-normal + 1 602 c.357G>A

C T rs468525 by1000genomesMG-142-tumorMG-142-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-142-tumorMG-142-normal - 12 2105 c.2062A>G

G A rs2035819by1000genomesMG-142-tumorMG-142-normal - 5 3965 c.3756C>T

G A rs116751426byFrequency|by1000genomesMG-142-tumorMG-142-normal - 3 2930 c.2858C>T

C G rs149605490by1000genomesMG-142-tumorMG-142-normal + 3 1000 c.781C>G



A T rs10107774byFrequency|by1000genomesMG-142-tumorMG-142-normal + 3 1496 c.1342A>T

A G rs150199231byFrequency|by1000genomesMG-142-tumorMG-142-normal + 2 363 c.251A>G

C T rs10082504byFrequency|by1000genomesMG-142-tumorMG-142-normal - 14 10059 c.9684G>A

G A rs75412529byFrequency|by1000genomesMG-142-tumorMG-142-normal - 4 1473 c.1260C>T

C T rs72987361byFrequency|by1000genomesMG-142-tumorMG-142-normal - 3 898 c.558G>A

G A rs9745758by1000genomesMG-142-tumorMG-142-normal + 2 966 c.933G>A

G T rs12568784byFrequency|by1000genomesMG-142-tumorMG-142-normal - 3 7202 c.7130C>A

C T rs148457961by1000genomesMG-142-tumorMG-142-normal - 32 8063 c.8064G>A

G C rs2240 byFrequency|by1000genomesMG-142-tumorMG-142-normal - 13 2935 c.2560C>G

G A rs76440598byFrequency|by1000genomesMG-142-tumorMG-142-normal - 4 850 c.666C>T

C T MG-142-tumorMG-142-normal + 1 1317 c.1317C>T

C A rs78418747byFrequency|by1000genomesMG-142-tumorMG-142-normal - 3 3565 c.3493G>T

G T rs6855837byFrequency|by1000genomesMG-142-tumorMG-142-normal - 14 1433 c.1183C>A

C T MG-142-tumorMG-142-normal + 4 927 c.892C>T

C T rs61730536byFrequency|by1000genomesMG-142-tumorMG-142-normal - 33 5126 c.4908G>A

C G rs59565875by1000genomesMG-142-tumorMG-142-normal + 10 843 c.843C>G

G A rs71625165byFrequencyMG-142-tumorMG-142-normal - 3 3312 c.3237C>T

C T rs77791636by1000genomesMG-142-tumorMG-142-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-142-tumorMG-142-normal - 18 3000 c.2874G>T

T C rs142304809byFrequencyMG-142-tumorMG-142-normal - 9 1291 c.1259A>G

A G rs57669733by1000genomesMG-142-tumorMG-142-normal + 9 2093 c.1719A>G

G A rs12104022by1000genomesMG-142-tumorMG-142-normal - 3 784 c.252C>T

T C rs112324147 MG-142-tumorMG-142-normal - 11 808 c.809A>G

G A MG-142-tumorMG-142-normal + 1 73 c.73G>A

G T MG-142-tumorMG-142-normal - 1 487 c.488C>A

G A rs145520471by1000genomesMG-142-tumorMG-142-normal - 6 1528 c.1206C>T

A C rs41288743 MG-142-tumorMG-142-normal - 4 717 c.402T>G

G T rs7206111byFrequency|by1000genomesMG-142-tumorMG-142-normal - 9 1041 c.404C>A

C T rs10258429byFrequency|by1000genomesMG-142-tumorMG-142-normal + 16 2213 c.1968C>T

T C rs1805129byFrequency|by1000genomesMG-142-tumorMG-142-normal - 2 327 c.252A>G

C T rs7918199byFrequency|by1000genomesMG-142-tumorMG-142-normal - 13 5050 c.4675G>A

A G rs11778209byFrequency|by1000genomesMG-142-tumorMG-142-normal - 39 6448 c.6204T>C

A G MG-142-tumorMG-142-normal - 4 966 c.651T>C

C T MG-142-tumorMG-142-normal + 1 1371 c.1371C>T

C T rs146340138byFrequency|by1000genomesMG-142-tumorMG-142-normal - 12 2030 c.1846G>A

T C rs34324423byFrequency|by1000genomesMG-142-tumorMG-142-normal - 9 2967 c.2031A>G

T C MG-142-tumorMG-142-normal + 1 334 c.334T>C

A G rs61753940by1000genomesMG-142-tumorMG-142-normal + 2 2084 c.2051A>G

A G rs13223756byFrequency|by1000genomesMG-142-tumorMG-142-normal + 7 2144 c.1944A>G

G A rs3827025by1000genomesMG-142-tumorMG-142-normal - 6 2094 c.2025C>T

G A MG-142-tumorMG-142-normal + 1 726 c.726G>A

T C rs1048500byFrequency|by1000genomesMG-142-tumorMG-142-normal + 2 1791 c.684T>C

A G rs61831150byFrequency|by1000genomesMG-142-tumorMG-142-normal + 7 1855 c.1810A>G

T C MG-142-tumorMG-142-normal + 1 1272 c.1272T>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-142-tumorMG-142-normal + 7 1597 c.1215T>C

G A rs16957538byFrequency|by1000genomesMG-142-tumorMG-142-normal - 12 1931 c.1511C>T

C T MG-142-tumorMG-142-normal + 1 1353 c.1353C>T



G T rs146238849byFrequency|by1000genomesMG-142-tumorMG-142-normal - 8 1391 c.1173C>A

T C MG-142-tumorMG-142-normal + 1 114 c.114T>C

A G rs6679449by1000genomesMG-142-tumorMG-142-normal - 3 1923 c.1851T>C

A G MG-142-tumorMG-142-normal + 1 186 c.186A>G

A G rs150594 byFrequency|by1000genomesMG-142-tumorMG-142-normal - 13 1559 c.1356T>C

G A rs9804992byFrequency|by1000genomesMG-142-tumorMG-142-normal + 11 3172 c.2529G>A

T C MG-142-tumorMG-142-normal - 1 71 c.31A>G

C G rs4252613byFrequency|by1000genomesMG-142-tumorMG-142-normal + 5 801 c.291C>G

G A rs2275527byFrequency|by1000genomesMG-142-tumorMG-142-normal - 39 5629 c.5553C>T

C T rs11591817byFrequency|by1000genomesMG-142-tumorMG-142-normal - 13 6002 c.5627G>A

C T rs61740268by1000genomesMG-142-tumorMG-142-normal + 1 861 c.561C>T

C T rs2269654byFrequency|by1000genomesMG-142-tumorMG-142-normal + 11 2687 c.2574C>T

G A rs61738284byFrequency|by1000genomesMG-142-tumorMG-142-normal - 13 6005 c.5630C>T

C T rs140581164by1000genomesMG-142-tumorMG-142-normal + 8 593 c.495C>T

G A rs10817003by1000genomesMG-142-tumorMG-142-normal - 43 10512 c.10176C>T

G A rs6089925byFrequency|by1000genomesMG-142-tumorMG-142-normal - 4 729 c.660C>T

A T rs7095325byFrequency|by1000genomesMG-142-tumorMG-142-normal - 7 1087 c.712T>A

C T rs11873462by1000genomesMG-142-tumorMG-142-normal - 1 47 c.48G>A

G T rs138154232by1000genomesMG-142-tumorMG-142-normal + 18 2037 c.2037G>T

G A MG-142-tumorMG-142-normal + 1 1155 c.1155G>A

C T MG-142-tumorMG-142-normal - 1 103 c.104G>A

C T rs11016072byFrequency|by1000genomesMG-142-tumorMG-142-normal - 13 8909 c.8534G>A

C T rs4750936byFrequency|by1000genomesMG-142-tumorMG-142-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-142-tumorMG-142-normal - 8 1866 c.1491G>C

C T MG-142-tumorMG-142-normal + 1 288 c.288C>T

G A rs35525606byFrequency|by1000genomesMG-142-tumorMG-142-normal - 8 2766 c.1830C>T

A T MG-142-tumorMG-142-normal - 7 1124 c.906T>A

G A MG-142-tumorMG-142-normal + 1 621 c.621G>A

T C rs17094779byFrequency|by1000genomesMG-142-tumorMG-142-normal - 7 1383 c.1192A>G

A G rs28647489by1000genomesMG-142-tumorMG-142-normal - 15 10210 c.10001T>C

C T rs150535071byFrequency|by1000genomesMG-142-tumorMG-142-normal + 11 2537 c.1902C>T

G A MG-142-tumorMG-142-normal - 25 4170 c.4095C>T

G A rs6018623byFrequency|by1000genomesMG-142-tumorMG-142-normal + 20 3957 c.3741G>A

A G rs180744 by1000genomesMG-142-tumorMG-142-normal + 2 1719 c.1686A>G

C T MG-142-tumorMG-142-normal - 8 1256 c.1038G>A

C T rs10258568byFrequency|by1000genomesMG-142-tumorMG-142-normal + 16 2353 c.2108C>T

T C MG-142-tumorMG-142-normal + 1 1038 c.1038T>C

T C MG-142-tumorMG-142-normal + 1 1185 c.1185T>C

C T MG-142-tumorMG-142-normal - 3 538 c.468G>A

A C rs73555746byFrequency|by1000genomesMG-142-tumorMG-142-normal + 13 2085 c.1886A>C

T C rs11839380byFrequency|by1000genomesMG-142-tumorMG-142-normal - 10 9461 c.8873A>G

A G rs28434205byFrequencyMG-142-tumorMG-142-normal + 1 593 c.348A>G

A C rs61737968byFrequency|by1000genomesMG-142-tumorMG-142-normal + 5 656 c.146A>C

G A rs1800267byFrequency|by1000genomesMG-142-tumorMG-142-normal - 16 2075 c.1869C>T

C T rs151174 by1000genomesMG-142-tumorMG-142-normal + 2 1740 c.1707C>T

A C rs80303640by1000genomesMG-142-tumorMG-142-normal - 16 1415 c.1416T>G

G A rs4750685byFrequency|by1000genomesMG-142-tumorMG-142-normal - 13 4115 c.3740C>T



A G MG-142-tumorMG-142-normal + 1 591 c.591A>G

C T rs7714612by1000genomesMG-142-tumorMG-142-normal + 3 272 c.90C>T

G A rs73007787byFrequency|by1000genomesMG-142-tumorMG-142-normal - 3 4878 c.4806C>T

T C MG-142-tumorMG-142-normal - 1 299 c.300A>G

T G MG-142-tumorMG-142-normal + 3 714 c.550T>G

G A rs34616796by1000genomesMG-142-tumorMG-142-normal + 10 2224 c.1850G>A

C T rs2229265byFrequency|by1000genomesMG-142-tumorMG-142-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-142-tumorMG-142-normal - 34 7560 c.7341T>A

G A rs34957282by1000genomesMG-142-tumorMG-142-normal + 8 1889 c.1515G>A

T C MG-142-tumorMG-142-normal + 8 505 c.505T>C

C T rs2233602byFrequency|by1000genomesMG-142-tumorMG-142-normal + 1 792 c.792C>T

G A rs6089924byFrequency|by1000genomesMG-142-tumorMG-142-normal - 4 920 c.851C>T

T C rs16833974byFrequency|by1000genomesMG-142-tumorMG-142-normal - 3 3818 c.3746A>G

T G rs1050767byFrequency|by1000genomesMG-142-tumorMG-142-normal - 13 8533 c.8158A>C

G A rs142702316byFrequencyMG-142-tumorMG-142-normal + 1 160 c.108G>A

C G rs180743 by1000genomesMG-142-tumorMG-142-normal + 2 1315 c.1282C>G

T C rs16006 by1000genomesMG-142-tumorMG-142-normal - 6 875 c.876A>G

G A MG-142-tumorMG-142-normal - 3 6483 c.6408C>T

A G rs61756316byFrequency|by1000genomesMG-142-tumorMG-142-normal + 19 5485 c.5114A>G

G A rs34830600byFrequency|by1000genomesMG-142-tumorMG-142-normal - 8 2874 c.2805C>T

G A rs149181731byFrequencyMG-142-tumorMG-142-normal + 1 431 c.379G>A

G A rs2921563byFrequency|by1000genomesMG-142-tumorMG-142-normal + 9 2165 c.524G>A

G A rs78325949byFrequency|by1000genomesMG-142-tumorMG-142-normal - 1 1798 c.1638C>T

C T rs71299249|rs77022425byFrequencyMG-142-tumorMG-142-normal + 1 3677 c.717C>T

T A rs56279059by1000genomesMG-142-tumorMG-142-normal - 3 1034 c.502A>T

T C rs149445824byFrequencyMG-142-tumorMG-142-normal - 10 1427 c.1408A>G

T C rs73555742by1000genomesMG-142-tumorMG-142-normal + 10 1412 c.1213T>C

C T MG-142-tumorMG-142-normal + 1 1314 c.1314C>T

G A rs2228000byFrequency|by1000genomesMG-142-tumorMG-142-normal - 9 1710 c.1496C>T

G T rs3745765byFrequency|by1000genomesMG-142-tumorMG-142-normal + 9 2360 c.719G>T

G C rs78754594by1000genomesMG-142-tumorMG-142-normal + 11 2585 c.2403G>C

T C rs9851685byFrequency|by1000genomesMG-142-tumorMG-142-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-142-tumorMG-142-normal - 3 1368 c.836T>C

G A MG-142-tumorMG-142-normal + 1 555 c.555G>A

T C rs147160114 MG-142-tumorMG-142-normal - 12 4201 c.3987A>G

G A rs13007735byFrequency|by1000genomesMG-142-tumorMG-142-normal - 16 3587 c.2616C>T

G A rs3818831byFrequency|by1000genomesMG-142-tumorMG-142-normal - 2 193 c.121C>T

G T rs6748626byFrequency|by1000genomesMG-142-tumorMG-142-normal - 20 4043 c.3072C>A

C T rs111938103 MG-142-tumorMG-142-normal + 1 398 c.382C>T

G A rs117101251by1000genomesMG-142-tumorMG-142-normal - 4 1317 c.887C>T

G A rs61729201byFrequency|by1000genomesMG-142-tumorMG-142-normal - 13 8394 c.8019C>T

A G rs143159113byFrequency|by1000genomesMG-142-tumorMG-142-normal - 40 5930 c.5724T>C

G A rs2229000byFrequencyMG-142-tumorMG-142-normal + 2 1718 c.611G>A

G A rs75291816byFrequency|by1000genomesMG-142-tumorMG-142-normal + 11 1238 c.993G>A

T C rs9646771by1000genomesMG-142-tumorMG-142-normal - 4 787 c.447A>G

T C rs61730538byFrequency|by1000genomesMG-142-tumorMG-142-normal - 36 5579 c.5361A>G

C T rs10252263byFrequency|by1000genomesMG-142-tumorMG-142-normal - 38 8258 c.8040G>A



G C rs3088074byFrequency|by1000genomesMG-142-tumorMG-142-normal - 9 2999 c.2785C>G

G A rs7296694byFrequency|by1000genomesMG-142-tumorMG-142-normal + 15 3343 c.3171G>A

T C rs28621009byFrequency|by1000genomesMG-142-tumorMG-142-normal + 13 2864 c.2229T>C

T A rs61749580byFrequency|by1000genomesMG-142-tumorMG-142-normal - 3 576 c.504A>T

C T rs3749645by1000genomesMG-142-tumorMG-142-normal + 24 3194 c.3018C>T

C T rs115855853byFrequency|by1000genomesMG-142-tumorMG-142-normal - 8 3802 c.3733G>A

A G rs28377978by1000genomesMG-142-tumorMG-142-normal + 1 870 c.570A>G

C A rs78225807byFrequency|by1000genomesMG-142-tumorMG-142-normal - 11 919 c.552G>T

T C rs139187039byFrequencyMG-142-tumorMG-142-normal - 36 5964 c.5746A>G

C T rs12777740byFrequency|by1000genomesMG-142-tumorMG-142-normal - 13 8321 c.7946G>A

A G rs142153424byFrequency|by1000genomesMG-142-tumorMG-142-normal - 51 7682 c.7476T>C

T C MG-142-tumorMG-142-normal + 1 57 c.57T>C

G A rs34217050by1000genomesMG-142-tumorMG-142-normal + 25 2497 c.2331G>A

T G rs9807633by1000genomesMG-142-tumorMG-142-normal - 1 88 c.89A>C

G C rs112154684by1000genomesMG-142-tumorMG-142-normal - 6 1555 c.1233C>G

C T rs11121691byFrequency|by1000genomesMG-142-tumorMG-142-normal - 49 6985 c.6909G>A

C T rs10082533byFrequency|by1000genomesMG-142-tumorMG-142-normal - 13 8753 c.8378G>A

G A rs34660570by1000genomesMG-142-tumorMG-142-normal - 3 977 c.504C>T

G A rs76765512byFrequencyMG-142-tumorMG-142-normal + 5 787 c.343G>A

G A MG-142-tumorMG-142-normal - 1 26 c.27C>T

A G rs35225896by1000genomesMG-142-tumorMG-142-normal + 2 1148 c.948A>G

G A MG-142-tumorMG-142-normal + 1 130 c.78G>A

G C rs17173370byFrequency|by1000genomesMG-142-tumorMG-142-normal - 36 7274 c.7056C>G

A G rs149271 by1000genomesMG-142-tumorMG-142-normal + 2 543 c.510A>G

T C rs1150712byFrequency|by1000genomesMG-142-tumorMG-142-normal - 5 1536 c.1293A>G

T C rs7744765by1000genomesMG-142-tumorMG-142-normal + 14 1929 c.1730T>C

G A rs3733415by1000genomesMG-142-tumorMG-142-normal - 2 601 c.392C>T

T C MG-142-tumorMG-142-normal - 1 556 c.463A>G

C G MG-142-tumorMG-142-normal + 14 1221 c.1221C>G

C T rs6432901by1000genomesMG-142-tumorMG-142-normal - 2 514 c.174G>A

T A MG-142-tumorMG-142-normal - 12 1506 c.241A>T

A G MG-142-tumorMG-142-normal + 1 760 c.760A>G

C A MG-142-tumorMG-142-normal + 5 585 c.205C>A

A C rs114532084byFrequency|by1000genomesMG-142-tumorMG-142-normal + 7 704 c.659A>C

C T rs1803241byFrequency|by1000genomesMG-142-tumorMG-142-normal + 11 1157 c.1029C>T

C T MG-142-tumorMG-142-normal - 3 1433 c.901G>A

C T rs35061438by1000genomesMG-142-tumorMG-142-normal + 12 6547 c.6173C>T

T C MG-142-tumorMG-142-normal + 1 369 c.369T>C

C T rs5992599by1000genomesMG-142-tumorMG-142-normal - 8 1529 c.1422G>A

G C MG-142-tumorMG-142-normal + 15 1337 c.1337G>C

G A rs55855602by1000genomesMG-142-tumorMG-142-normal - 3 1030 c.498C>T

C T rs872665 by1000genomesMG-142-tumorMG-142-normal - 7 1855 c.1519G>A

C T rs115394118by1000genomesMG-142-tumorMG-142-normal - 5 3296 c.2440G>A

A G MG-142-tumorMG-142-normal + 1 357 c.357A>G

G T rs4252632byFrequency|by1000genomesMG-142-tumorMG-142-normal + 14 1746 c.1236G>T

G T rs7083622byFrequency|by1000genomesMG-142-tumorMG-142-normal - 13 7385 c.7010C>A

T A rs9332842byFrequency|by1000genomesMG-142-tumorMG-142-normal + 27 8984 c.8961T>A



C T rs73672479byFrequency|by1000genomesMG-142-tumorMG-142-normal - 24 2607 c.2595G>A

T C rs78472618byFrequencyMG-142-tumorMG-142-normal - 3 159 c.115A>G

T G rs997983 byFrequency|by1000genomesMG-142-tumorMG-142-normal - 9 2266 c.1891A>C

C T rs210498 by1000genomesMG-142-tumorMG-142-normal - 23 1885 c.1518G>A

A G rs73233606byFrequency|by1000genomesMG-142-tumorMG-142-normal + 11 1719 c.1330A>G

G A rs12022217byFrequency|by1000genomesMG-142-tumorMG-142-normal - 3 4602 c.4530C>T

T C MG-142-tumorMG-142-normal - 24 5188 c.4978A>G

G C rs146249377byFrequencyMG-142-tumorMG-142-normal + 1 3447 c.487G>C

A T MG-142-tumorMG-142-normal + 5 625 c.403A>T

C T rs142640477byFrequency|by1000genomesMG-142-tumorMG-142-normal + 16 2512 c.2267C>T

C T rs2078478by1000genomesMG-142-tumorMG-142-normal - 5 411 c.392G>A

T C rs140432418byFrequencyMG-142-tumorMG-142-normal - 7 1185 c.967A>G

T C rs16921260by1000genomesMG-142-tumorMG-142-normal + 1 1073 c.773T>C

T C rs766894 by1000genomesMG-142-tumorMG-142-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-142-tumorMG-142-normal - 8 1357 c.1139G>T

C T rs16942341by1000genomesMG-142-tumorMG-142-normal + 7 1595 c.1221C>T

C T rs1800265byFrequency|by1000genomesMG-142-tumorMG-142-normal - 9 1043 c.837G>A

G A rs3744249byFrequency|by1000genomesMG-142-tumorMG-142-normal + 11 2561 c.2172G>A

G A rs17336437byFrequency|by1000genomesMG-142-tumorMG-142-normal + 4 708 c.531G>A

A G rs72973993byFrequency|by1000genomesMG-142-tumorMG-142-normal - 49 8985 c.8014T>C

A G MG-142-tumorMG-142-normal - 1 107 c.108T>C

T C rs77829878byFrequency|by1000genomesMG-142-tumorMG-142-normal - 11 2055 c.1953A>G

G C rs12104021by1000genomesMG-142-tumorMG-142-normal - 3 790 c.258C>G

G A rs17634853by1000genomesMG-142-tumorMG-142-normal + 34 4564 c.4388G>A

G C MG-142-tumorMG-142-normal - 39 13044 c.13045C>G

C T rs55979329by1000genomesMG-142-tumorMG-142-normal - 3 1257 c.725G>A

G A MG-142-tumorMG-142-normal + 3 516 c.237G>A

A G rs10516781by1000genomesMG-142-tumorMG-142-normal + 18 3258 c.2778A>G

T G rs114432784byFrequency|by1000genomesMG-142-tumorMG-142-normal - 4 1539 c.1326A>C

G A rs35125143byFrequency|by1000genomesMG-142-tumorMG-142-normal - 2 592 c.348C>T

C G rs11848954byFrequency|by1000genomesMG-142-tumorMG-142-normal - 1 419 c.221G>C

C T rs151002657byFrequency|by1000genomesMG-142-tumorMG-142-normal - 5 1227 c.1158G>A

G A rs1713982byFrequency|by1000genomesMG-142-tumorMG-142-normal + 15 2261 c.1848G>A

C T rs35534817|rs137854272byFrequency|by1000genomesMG-142-tumorMG-142-normal + 38 5613 c.4983C>T

A G MG-142-tumorMG-142-normal - 15 1346 c.1346T>C

A G rs13346368by1000genomesMG-142-tumorMG-142-normal + 10 3324 c.3130A>G

C T rs115460650by1000genomesMG-142-tumorMG-142-normal - 4 3806 c.3597G>A

C T rs1893177byFrequency|by1000genomesMG-142-tumorMG-142-normal + 16 2968 c.2592C>T

T C rs3026101by1000genomesMG-142-tumorMG-142-normal + 14 2279 c.2055T>C

G T MG-142-tumorMG-142-normal + 14 1718 c.1473G>T

G A rs3810490by1000genomesMG-142-tumorMG-142-normal - 6 2067 c.1998C>T

G A rs10082432byFrequency|by1000genomesMG-142-tumorMG-142-normal - 13 8757 c.8382C>T

G T rs61737594by1000genomesMG-142-tumorMG-142-normal + 1 1785 c.1485G>T

C T rs2282303byFrequency|by1000genomesMG-142-tumorMG-142-normal - 3 899 c.827G>A

G A rs2229970by1000genomesMG-142-tumorMG-142-normal - 13 2280 c.2205C>T

A G rs61739182byFrequency|by1000genomesMG-142-tumorMG-142-normal - 12 3076 c.2892T>C

C T MG-142-tumorMG-142-normal + 6 1514 c.1234C>T



C T rs35775721byFrequency|by1000genomesMG-142-tumorMG-142-normal + 2 734 c.534C>T

A G MG-142-tumorMG-142-normal + 1 175 c.175A>G

G A rs34546634by1000genomesMG-142-tumorMG-142-normal + 12 6372 c.5998G>A

A G MG-142-tumorMG-142-normal + 1 340 c.340A>G

C T MG-142-tumorMG-142-normal - 37 6756 c.6420G>A

C T rs115018482by1000genomesMG-142-tumorMG-142-normal - 4 477 c.264G>A

A G rs2230698byFrequency|by1000genomesMG-142-tumorMG-142-normal + 14 1791 c.1281A>G

C T rs140319729byFrequency|by1000genomesMG-142-tumorMG-142-normal - 4 352 c.102G>A

T C rs2075252byFrequency|by1000genomesMG-142-tumorMG-142-normal - 66 12565 c.12280A>G

C T rs169758 by1000genomesMG-142-tumorMG-142-normal - 23 1959 c.1592G>A

C T rs149833577byFrequency|by1000genomesMG-142-tumorMG-142-normal - 26 2876 c.2864G>A

T C rs17114803byFrequency|by1000genomesMG-142-tumorMG-142-normal + 11 1465 c.1299T>C

G T rs34124958by1000genomesMG-142-tumorMG-142-normal + 12 5920 c.5546G>T

A T MG-142-tumorMG-142-normal + 6 650 c.270A>T

C A rs6453022by1000genomesMG-142-tumorMG-142-normal + 7 1027 c.851C>A

T C MG-142-tumorMG-142-normal + 1 648 c.648T>C

C G rs139359697byFrequencyMG-142-tumorMG-142-normal - 14 2290 c.2092G>C

C T MG-142-tumorMG-142-normal + 1 273 c.273C>T

G A rs145143718byFrequencyMG-142-tumorMG-142-normal + 17 2413 c.2168G>A

C T rs35652696by1000genomesMG-142-tumorMG-142-normal + 10 2240 c.1866C>T

C G rs60738318byFrequency|by1000genomesMG-142-tumorMG-142-normal + 8 996 c.607C>G

T C rs11016071byFrequency|by1000genomesMG-142-tumorMG-142-normal - 13 9086 c.8711A>G

G A rs17094161by1000genomesMG-142-tumorMG-142-normal + 1 208 c.41G>A

A G rs6694078byFrequency|by1000genomesMG-142-tumorMG-142-normal + 11 2688 c.2575A>G

C T rs3814883byFrequency|by1000genomesMG-142-tumorMG-142-normal + 13 2402 c.1359C>T

G A rs143767861byFrequencyMG-142-tumorMG-142-normal + 5 758 c.314G>A

C T rs138210256byFrequency|by1000genomesMG-142-tumorMG-142-normal + 4 423 c.324C>T

G A rs139587823byFrequencyMG-142-tumorMG-142-normal - 19 3295 c.3085C>T

C T MG-142-tumorMG-142-normal - 2 88

C T rs2273779byFrequency|by1000genomesMG-142-tumorMG-142-normal + 6 583 c.538C>T

A C rs80359426|rs56248502byFrequency|by1000genomesMG-142-tumorMG-142-normal + 11 4317 c.4090A>C

C G rs3735156byFrequency|by1000genomesMG-142-tumorMG-142-normal - 11 1795 c.1577G>C

G A rs2003233 MG-142-tumorMG-142-normal - 17 1503 c.1504C>T

G A rs34637731by1000genomesMG-142-tumorMG-142-normal + 8 1904 c.1530G>A

C T MG-143-tumorMG-143-normal + 1 369 c.369C>T

A G rs3737940byFrequency|by1000genomesMG-143-tumorMG-143-normal + 7 3183 c.3138A>G

G C rs2240089byFrequency|by1000genomesMG-143-tumorMG-143-normal - 12 3187 c.3003C>G

C T rs1386356byFrequency|by1000genomesMG-143-tumorMG-143-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-143-tumorMG-143-normal - 20 2134 c.1864G>A

G C MG-143-tumorMG-143-normal - 11 3559 c.1825C>G

G T rs3745765byFrequency|by1000genomesMG-143-tumorMG-143-normal + 9 2360 c.719G>T

G A rs41283020byFrequency|by1000genomesMG-143-tumorMG-143-normal - 12 6890 c.6821C>T

C T rs139351719by1000genomesMG-143-tumorMG-143-normal - 5 554 c.13G>A

A G MG-143-tumorMG-143-normal + 1 1630 c.1630A>G

C T rs12134934byFrequency|by1000genomesMG-143-tumorMG-143-normal + 11 3932 c.3887C>T

C T rs2931423by1000genomesMG-143-tumorMG-143-normal + 19 2459 c.2283C>T

G A rs138661466byFrequencyMG-143-tumorMG-143-normal + 1 3442 c.482G>A



T C rs141049734byFrequencyMG-143-tumorMG-143-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-143-tumorMG-143-normal - 10 6783 c.6195T>C

A G rs141480481by1000genomesMG-143-tumorMG-143-normal + 4 1425 c.1342A>G

C T rs2078478by1000genomesMG-143-tumorMG-143-normal - 5 411 c.392G>A

C T rs62478357byFrequencyMG-143-tumorMG-143-normal - 8 1268 c.1050G>A

T C rs766894 by1000genomesMG-143-tumorMG-143-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-143-tumorMG-143-normal - 8 1357 c.1139G>T

G A rs34722354byFrequency|by1000genomesMG-143-tumorMG-143-normal + 13 1761 c.1323G>A

C T MG-143-tumorMG-143-normal - 3 1048 c.516G>A

G A rs145165444 MG-143-tumorMG-143-normal - 15 1282 c.1252C>T

T C rs4149056byFrequency|by1000genomesMG-143-tumorMG-143-normal + 6 617 c.521T>C

T C rs3755806byFrequency|by1000genomesMG-143-tumorMG-143-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-143-tumorMG-143-normal + 36 5181 c.5016C>T

T C rs7716253by1000genomesMG-143-tumorMG-143-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-143-tumorMG-143-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-143-tumorMG-143-normal + 14 1944 c.1699C>T

C A rs2973558by1000genomesMG-143-tumorMG-143-normal + 20 2514 c.2338C>A

C A rs78806080byFrequency|by1000genomesMG-143-tumorMG-143-normal - 13 3029 c.2058G>T

A G rs11016073byFrequency|by1000genomesMG-143-tumorMG-143-normal - 13 6677 c.6302T>C

C A rs6738031by1000genomesMG-143-tumorMG-143-normal - 18 3000 c.2874G>T

C T rs2292559byFrequency|by1000genomesMG-143-tumorMG-143-normal - 24 2661 c.2391G>A

A G rs9653483by1000genomesMG-143-tumorMG-143-normal - 21 5040 c.4953T>C

G A rs3733415by1000genomesMG-143-tumorMG-143-normal - 2 601 c.392C>T

G A rs148444026byFrequency|by1000genomesMG-143-tumorMG-143-normal - 23 1927 c.1560C>T

C T rs731790 byFrequency|by1000genomesMG-143-tumorMG-143-normal - 19 2526 c.2433G>A

C T rs2274550by1000genomesMG-143-tumorMG-143-normal + 54 8820 c.8286C>T

T G rs12963422byFrequency|by1000genomesMG-143-tumorMG-143-normal - 5 2988 c.2775A>C

C G rs147865267byFrequencyMG-143-tumorMG-143-normal - 4 1304 c.1234G>C

G T rs146238849byFrequency|by1000genomesMG-143-tumorMG-143-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-143-tumorMG-143-normal - 31 5385 c.5100C>T

C T MG-143-tumorMG-143-normal - 1 103 c.104G>A

T C rs2251219byFrequency|by1000genomesMG-143-tumorMG-143-normal - 26 4397 c.4395A>G

T C rs9851685byFrequency|by1000genomesMG-143-tumorMG-143-normal + 23 2508 c.2274T>C

T C rs28489116by1000genomesMG-143-tumorMG-143-normal - 10 5194 c.4985A>G

G A rs13007735byFrequency|by1000genomesMG-143-tumorMG-143-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-143-tumorMG-143-normal + 14 2120 c.1921A>G

C G rs3817428by1000genomesMG-143-tumorMG-143-normal + 15 7493 c.7119C>G

A G rs33953730by1000genomesMG-143-tumorMG-143-normal - 25 4326 c.4200T>C

T C MG-143-tumorMG-143-normal - 3 305 c.270A>G

C T rs56390741byFrequency|by1000genomesMG-143-tumorMG-143-normal - 5 2838 c.2625G>A

C T MG-143-tumorMG-143-normal - 19 4742 c.4743G>A

G A rs1718878byFrequency|by1000genomesMG-143-tumorMG-143-normal + 13 2003 c.1590G>A

C T rs3796031byFrequency|by1000genomesMG-143-tumorMG-143-normal - 17 2399 c.1947G>A

G C rs2227910byFrequency|by1000genomesMG-143-tumorMG-143-normal + 2 1911 c.804G>C

C T rs2292556byFrequency|by1000genomesMG-143-tumorMG-143-normal - 19 1959 c.1689G>A

G A rs1713982byFrequency|by1000genomesMG-143-tumorMG-143-normal + 15 2261 c.1848G>A

A C rs11552054byFrequency|by1000genomesMG-143-tumorMG-143-normal + 5 630 c.540A>C



A G rs151306742by1000genomesMG-143-tumorMG-143-normal + 4 729 c.285A>G

T C rs140856347by1000genomesMG-143-tumorMG-143-normal - 20 3525 c.3438A>G

G A MG-143-tumorMG-143-normal + 1 1372 c.1372G>A

A G rs11538677by1000genomesMG-143-tumorMG-143-normal + 49 8035 c.7501A>G

T C rs9646771by1000genomesMG-143-tumorMG-143-normal - 4 787 c.447A>G

T G rs74842149byFrequencyMG-143-tumorMG-143-normal - 4 1217 c.1147A>C

C T MG-143-tumorMG-143-normal - 9 1451 c.1267G>A

A G rs2973568by1000genomesMG-143-tumorMG-143-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-143-tumorMG-143-normal - 20 4043 c.3072C>A

G C rs139402847by1000genomesMG-143-tumorMG-143-normal + 10 2377 c.2034G>C

C T rs76844681 MG-143-tumorMG-143-normal - 16 2899 c.2681G>A

C A rs143195893byFrequencyMG-143-tumorMG-143-normal - 3 491 c.272G>T

T C rs1048500byFrequency|by1000genomesMG-143-tumorMG-143-normal + 2 1791 c.684T>C

G A MG-143-tumorMG-143-normal - 4 453 c.138C>T

A G rs61831150byFrequency|by1000genomesMG-143-tumorMG-143-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-143-tumorMG-143-normal - 19 3392 c.3393C>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-143-tumorMG-143-normal + 7 1597 c.1215T>C

C T MG-143-tumorMG-143-normal + 1 387 c.387C>T

C T rs10980419by1000genomesMG-143-tumorMG-143-normal - 5 1618 c.1282G>A

G T rs3135897byFrequency|by1000genomesMG-143-tumorMG-143-normal + 13 1909 c.1653G>T

C T rs6432901by1000genomesMG-143-tumorMG-143-normal - 2 514 c.174G>A

C T rs12155677byFrequency|by1000genomesMG-143-tumorMG-143-normal - 32 5524 c.5280G>A

G C MG-143-tumorMG-143-normal - 5 1009 c.1010C>G

G A rs7624750byFrequency|by1000genomesMG-143-tumorMG-143-normal + 4 707 c.473G>A

T C rs4652678by1000genomesMG-143-tumorMG-143-normal + 28 4116 c.3951T>C

G C rs3088074byFrequency|by1000genomesMG-143-tumorMG-143-normal - 9 2999 c.2785C>G

A G rs61753736byFrequency|by1000genomesMG-143-tumorMG-143-normal - 66 10707 c.10463T>C

A G rs61739182byFrequency|by1000genomesMG-143-tumorMG-143-normal - 12 3076 c.2892T>C

A C rs76504934by1000genomesMG-143-tumorMG-143-normal - 4 464 c.427T>G

G C rs62070406by1000genomesMG-143-tumorMG-143-normal - 9 1754 c.1711C>G

T G rs34109891byFrequency|by1000genomesMG-143-tumorMG-143-normal - 5 2836 c.2623A>C

C T rs11558834byFrequency|by1000genomesMG-143-tumorMG-143-normal + 11 3321 c.2940C>T

C T rs7300444byFrequency|by1000genomesMG-143-tumorMG-143-normal + 19 5383 c.4740C>T

G A rs2124203byFrequency|by1000genomesMG-143-tumorMG-143-normal - 19 2832 c.2745C>T

G A rs11549106byFrequency|by1000genomesMG-143-tumorMG-143-normal - 4 895 c.891C>T

C T rs2973571by1000genomesMG-143-tumorMG-143-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-143-tumorMG-143-normal + 12 1838 c.1458T>C

G A rs16898013byFrequency|by1000genomesMG-143-tumorMG-143-normal + 13 1938 c.1848G>A

A T rs111657679byFrequency|by1000genomesMG-143-tumorMG-143-normal - 7 516 c.149T>A

G A rs17656599byFrequency|by1000genomesMG-143-tumorMG-143-normal - 12 2007 c.1823C>T

T C MG-143-tumorMG-143-normal + 1 318 c.318T>C

C T MG-143-tumorMG-143-normal - 17 1517 c.1518G>A

C A rs6453022by1000genomesMG-143-tumorMG-143-normal + 7 1027 c.851C>A

C T MG-143-tumorMG-143-normal - 8 1260 c.1042G>A

T C rs2229263byFrequency|by1000genomesMG-143-tumorMG-143-normal - 3 533 c.248A>G

C T rs3796032byFrequency|by1000genomesMG-143-tumorMG-143-normal - 17 2381 c.1929G>A

G A rs4514247byFrequency|by1000genomesMG-143-tumorMG-143-normal - 3 878 c.808C>T



T C rs2385167byFrequency|by1000genomesMG-143-tumorMG-143-normal + 14 2088 c.1998T>C

G C rs60140950byFrequency|by1000genomesMG-143-tumorMG-143-normal + 9 986 c.767G>C

C T rs146926130byFrequencyMG-143-tumorMG-143-normal - 3 1282 c.726G>A

A G rs141200193 MG-143-tumorMG-143-normal - 18 3113 c.2895T>C

C T rs11547311byFrequency|by1000genomesMG-143-tumorMG-143-normal + 8 702 c.570C>T

C T rs12128607byFrequency|by1000genomesMG-143-tumorMG-143-normal + 7 758 c.713C>T

T C rs2075252byFrequency|by1000genomesMG-143-tumorMG-143-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-143-tumorMG-143-normal + 1 196 c.196T>C

G A rs2973566by1000genomesMG-143-tumorMG-143-normal + 14 1930 c.1754G>A

A T rs13180095byFrequency|by1000genomesMG-143-tumorMG-143-normal - 21 3570 c.3381T>A

C G rs149605490by1000genomesMG-143-tumorMG-143-normal + 3 1000 c.781C>G

G A rs2229354byFrequency|by1000genomesMG-143-tumorMG-143-normal + 7 1131 c.924G>A

G A rs11549105byFrequency|by1000genomesMG-143-tumorMG-143-normal - 6 1228 c.1224C>T

G A rs35296183byFrequency|by1000genomesMG-143-tumorMG-143-normal - 55 9794 c.8823C>T

C A rs3739298byFrequency|by1000genomesMG-143-tumorMG-143-normal - 9 2230 c.1821G>T

A G MG-143-tumorMG-143-normal + 1 573 c.573A>G

C T rs148931839by1000genomesMG-143-tumorMG-143-normal + 6 563 c.431C>T

T C rs2292561byFrequency|by1000genomesMG-143-tumorMG-143-normal - 15 1569 c.1299A>G

G A rs2271189byFrequency|by1000genomesMG-143-tumorMG-143-normal + 27 3788 c.3348G>A

A C MG-143-tumorMG-143-normal - 3 686 c.651T>G

A G rs77145198byFrequency|by1000genomesMG-143-tumorMG-143-normal - 20 2943 c.2856T>C

A C rs76437836byFrequencyMG-143-tumorMG-143-normal - 3 142 c.98T>G

G A MG-143-tumorMG-143-normal - 5 563 c.22C>T

C A MG-143-tumorMG-143-normal + 12 1060 c.962C>A

T C rs11570543byFrequency|by1000genomesMG-143-tumorMG-143-normal - 14 1839 c.1746A>G

A G rs17078605byFrequency|by1000genomesMG-143-tumorMG-143-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-143-tumorMG-143-normal + 3 290 c.80G>A

G A MG-143-tumorMG-143-normal - 1 350 c.351C>T

T C MG-143-tumorMG-143-normal + 14 1339 c.1173T>C

G A rs2127898byFrequency|by1000genomesMG-143-tumorMG-143-normal - 6 1130 c.920C>T

C T rs2229265byFrequency|by1000genomesMG-143-tumorMG-143-normal - 54 10788 c.10503G>A

G A MG-143-tumorMG-143-normal - 3 1505 c.973C>T

C T rs3812458byFrequency|by1000genomesMG-143-tumorMG-143-normal + 22 2662 c.2385C>T

T C rs72716244byFrequency|by1000genomesMG-143-tumorMG-143-normal - 25 12862 c.12653A>G

C T rs34594998by1000genomesMG-143-tumorMG-143-normal + 9 1733 c.1509C>T

T C rs7714670by1000genomesMG-143-tumorMG-143-normal + 6 849 c.673T>C

A G rs28647489by1000genomesMG-143-tumorMG-143-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-143-tumorMG-143-normal - 54 9497 c.8526T>C

G A rs2289247byFrequency|by1000genomesMG-143-tumorMG-143-normal + 11 1273 c.1063G>A

C T rs1130233byFrequency|by1000genomesMG-143-tumorMG-143-normal - 8 2206 c.726G>A

A G rs9552929byFrequency|by1000genomesMG-143-tumorMG-143-normal - 10 9441 c.8853T>C

C T rs3743398by1000genomesMG-143-tumorMG-143-normal + 12 2965 c.2591C>T

G C rs45469098by1000genomesMG-143-tumorMG-143-normal - 1 255 c.256C>G

C G rs2509943byFrequency|by1000genomesMG-143-tumorMG-143-normal + 3 776 c.279C>G

T C rs112827102byFrequency|by1000genomesMG-143-tumorMG-143-normal - 19 3495 c.3285A>G

A C rs80303640by1000genomesMG-143-tumorMG-143-normal - 16 1415 c.1416T>G

G T rs140059935by1000genomesMG-143-tumorMG-143-normal + 16 1408 c.1408G>T



C T rs3814883byFrequency|by1000genomesMG-143-tumorMG-143-normal + 13 2402 c.1359C>T

T C MG-143-tumorMG-143-normal - 1 203 c.204A>G

C T MG-143-tumorMG-143-normal + 1 468 c.468C>T

C T rs2285975byFrequency|by1000genomesMG-143-tumorMG-143-normal - 13 2445 c.2256G>A

A G rs2929158by1000genomesMG-143-tumorMG-143-normal - 19 4373 c.4163T>C

G C rs141602648byFrequencyMG-143-tumorMG-143-normal + 3 473 c.220G>C

A G rs2737699byFrequency|by1000genomesMG-143-tumorMG-143-normal - 10 12892 c.12304T>C

C T MG-143-tumorMG-143-normal - 2 88

T C rs17019360by1000genomesMG-143-tumorMG-143-normal + 17 2524 c.1800T>C

T C MG-143-tumorMG-143-normal + 4 652 c.208T>C

C A rs146407996by1000genomesMG-143-tumorMG-143-normal - 3 1085 c.1086G>T

T A rs17264436byFrequency|by1000genomesMG-143-tumorMG-143-normal - 21 3503 c.3501A>T

G C rs143139621by1000genomesMG-143-tumorMG-143-normal - 8 5946 c.5877C>G

T C rs17364812byFrequency|by1000genomesMG-143-tumorMG-143-normal + 13 1219 c.1110T>C

G T rs918558 byFrequency|by1000genomesMG-143-tumorMG-143-normal + 1 2142 c.2142G>T

T G rs1998206byFrequency|by1000genomesMG-143-tumorMG-143-normal - 5 631 c.433A>C

C T rs1801187byFrequency|by1000genomesMG-143-tumorMG-143-normal - 37 5440 c.5234G>A

A G rs2074912byFrequency|by1000genomesMG-143-tumorMG-143-normal + 1 1709 c.1709A>G

C T MG-143-tumorMG-143-normal + 2 634 c.193C>T

A C rs881732 by1000genomesMG-143-tumorMG-143-normal + 17 1912 c.1092A>C

T C rs28639589byFrequency|by1000genomesMG-143-tumorMG-143-normal - 12 1809 c.1611A>G

C T rs4667596byFrequency|by1000genomesMG-143-tumorMG-143-normal - 36 6320 c.6035G>A

G A rs2003233 MG-143-tumorMG-143-normal - 17 1503 c.1504C>T

C T rs2273779byFrequency|by1000genomesMG-143-tumorMG-143-normal + 6 583 c.538C>T

C T MG-143-tumorMG-143-normal + 1 28 c.28C>T

C T MG-143-tumorMG-143-normal - 1 153 c.102G>A

C T rs72987361byFrequency|by1000genomesMG-143-tumorMG-143-normal - 3 898 c.558G>A

G A rs1713982byFrequency|by1000genomesMG-144-tumorMG-144-normal + 15 2261 c.1848G>A

C T MG-144-tumorMG-144-normal - 10 1413 c.1414G>A

C T rs76334433byFrequency|by1000genomesMG-144-tumorMG-144-normal - 4 615 c.553G>A

A C rs4788428by1000genomesMG-144-tumorMG-144-normal + 5 428 c.299A>C

C T rs3811444byFrequency|by1000genomesMG-144-tumorMG-144-normal + 6 1169 c.1121C>T

A G MG-144-tumorMG-144-normal + 1 1243 c.1243A>G

G C rs8178781byFrequency|by1000genomesMG-144-tumorMG-144-normal - 11 1423 c.1167C>G

C T MG-144-tumorMG-144-normal + 3 423 c.43C>T

C T MG-144-tumorMG-144-normal + 10 2213 c.1839C>T

A T MG-144-tumorMG-144-normal - 7 890

T C rs35790097byFrequency|by1000genomesMG-144-tumorMG-144-normal + 1 184 c.106T>C

G A MG-144-tumorMG-144-normal - 12 1509 c.968C>T

C T rs61743100byFrequency|by1000genomesMG-144-tumorMG-144-normal + 8 5278 c.4422C>T

G A rs1062348byFrequency|by1000genomesMG-144-tumorMG-144-normal - 7 1005 c.846C>T

T A rs145400383byFrequencyMG-144-tumorMG-144-normal - 2 191 c.151A>T

A G rs4532127byFrequency|by1000genomesMG-144-tumorMG-144-normal + 13 1587 c.1377A>G

A G rs11992014byFrequency|by1000genomesMG-144-tumorMG-144-normal - 18 3178 c.2934T>C

G C rs2240 byFrequency|by1000genomesMG-144-tumorMG-144-normal - 13 2935 c.2560C>G

A G rs33954745byFrequency|by1000genomesMG-144-tumorMG-144-normal - 17 2661 c.2376T>C

G A rs2072737byFrequency|by1000genomesMG-144-tumorMG-144-normal - 9 3078 c.2142C>T



C T rs143226076byFrequency|by1000genomesMG-144-tumorMG-144-normal - 14 1811 c.1481G>A

T C rs4652678by1000genomesMG-144-tumorMG-144-normal + 28 4116 c.3951T>C

A G rs7762830by1000genomesMG-144-tumorMG-144-normal + 14 2120 c.1921A>G

C T rs151233 by1000genomesMG-144-tumorMG-144-normal + 2 99 c.66C>T

A G rs40831 by1000genomesMG-144-tumorMG-144-normal + 2 2118 c.2085A>G

A T rs1063536byFrequency|by1000genomesMG-144-tumorMG-144-normal - 4 612 c.237T>A

A T rs146229425byFrequency|by1000genomesMG-144-tumorMG-144-normal + 3 420 c.320A>T

G A rs1718878byFrequency|by1000genomesMG-144-tumorMG-144-normal + 13 2003 c.1590G>A

A C rs61729297byFrequency|by1000genomesMG-144-tumorMG-144-normal + 16 2512 c.1369A>C

T A rs17337023byFrequency|by1000genomesMG-144-tumorMG-144-normal + 16 2064 c.1887T>A

C T MG-144-tumorMG-144-normal + 1 369 c.369C>T

T C rs17148347byFrequency|by1000genomesMG-144-tumorMG-144-normal + 2 1068 c.1052T>C

C T rs61729245byFrequency|by1000genomesMG-144-tumorMG-144-normal + 7 3202 c.3157C>T

C A rs114687140byFrequency|by1000genomesMG-144-tumorMG-144-normal - 13 9413 c.9038G>T

A G rs2973568by1000genomesMG-144-tumorMG-144-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-144-tumorMG-144-normal - 20 4043 c.3072C>A

T C rs2229263byFrequency|by1000genomesMG-144-tumorMG-144-normal - 3 533 c.248A>G

G A rs11177 byFrequency|by1000genomesMG-144-tumorMG-144-normal + 3 290 c.80G>A

T C rs7935 byFrequency|by1000genomesMG-144-tumorMG-144-normal + 9 1808 c.1524T>C

A G rs11045852byFrequency|by1000genomesMG-144-tumorMG-144-normal + 8 829 c.733A>G

C T rs45517354|rs137854308byFrequencyMG-144-tumorMG-144-normal + 36 5268 c.4638C>T

G A rs17883704byFrequency|by1000genomesMG-144-tumorMG-144-normal + 21 2927 c.2544G>A

G C rs62070406by1000genomesMG-144-tumorMG-144-normal - 9 1754 c.1711C>G

T C rs10082391byFrequency|by1000genomesMG-144-tumorMG-144-normal - 13 8654 c.8279A>G

A G rs78253128 MG-144-tumorMG-144-normal + 1 364 c.363A>G

T C rs2241190byFrequency|by1000genomesMG-144-tumorMG-144-normal - 17 2745 c.2460A>G

G A rs6070697byFrequency|by1000genomesMG-144-tumorMG-144-normal + 4 1189 c.920G>A

A G rs826549 by1000genomesMG-144-tumorMG-144-normal + 18 2676 c.2550A>G

G A rs116011482by1000genomesMG-144-tumorMG-144-normal - 8 4578 c.4509C>T

G A MG-144-tumorMG-144-normal + 1 360 c.360G>A

C G rs34915742byFrequency|by1000genomesMG-144-tumorMG-144-normal - 26 4521 c.4236G>C

C T rs62478319 MG-144-tumorMG-144-normal - 14 2553 c.2335G>A

G A rs1128761byFrequency|by1000genomesMG-144-tumorMG-144-normal + 7 1219 c.966G>A

T C rs5927083byFrequency|by1000genomesMG-144-tumorMG-144-normal - 14 1841 c.1635A>G

C G rs149605490by1000genomesMG-144-tumorMG-144-normal + 3 1000 c.781C>G

A G MG-144-tumorMG-144-normal - 1 470 c.471T>C

C A MG-144-tumorMG-144-normal + 1 1544 c.1544C>A

G T rs3212254byFrequency|by1000genomesMG-144-tumorMG-144-normal - 10 1693 c.1475C>A

G A rs9789047by1000genomesMG-144-tumorMG-144-normal + 10 998 c.998G>A

C T rs35540805byFrequency|by1000genomesMG-144-tumorMG-144-normal + 29 3195 c.2961C>T

A G rs34961678byFrequency|by1000genomesMG-144-tumorMG-144-normal - 3 514 c.429T>C

G A rs17848553byFrequency|by1000genomesMG-144-tumorMG-144-normal - 39 5545 c.5469C>T

A G MG-144-tumorMG-144-normal + 1 663 c.663A>G

G C MG-144-tumorMG-144-normal - 5 1009 c.1010C>G

G A rs141147625byFrequencyMG-144-tumorMG-144-normal - 3 5967 c.5892C>T

T A rs17847778byFrequency|by1000genomesMG-144-tumorMG-144-normal - 3 1147 c.591A>T

T C rs7716253by1000genomesMG-144-tumorMG-144-normal + 8 1121 c.945T>C



A G rs4444457byFrequency|by1000genomesMG-144-tumorMG-144-normal - 54 9497 c.8526T>C

G A rs62638716byFrequencyMG-144-tumorMG-144-normal + 8 1799 c.1418G>A

A G MG-144-tumorMG-144-normal + 1 798 c.798A>G

A G rs1385600byFrequency|by1000genomesMG-144-tumorMG-144-normal - 5 1375 c.1290T>C

C T MG-144-tumorMG-144-normal - 3 5977 c.5902G>A

G A rs2306989by1000genomesMG-144-tumorMG-144-normal - 24 12542 c.12333C>T

C T MG-144-tumorMG-144-normal - 1 334 c.241G>A

G A rs75853379byFrequency|by1000genomesMG-144-tumorMG-144-normal - 20 2123 c.1744C>T

A G rs4659654byFrequency|by1000genomesMG-144-tumorMG-144-normal - 16 2000 c.1503T>C

C T rs468525 by1000genomesMG-144-tumorMG-144-normal - 6 478 c.111G>A

A G rs13223756byFrequency|by1000genomesMG-144-tumorMG-144-normal + 7 2144 c.1944A>G

T C rs17364812byFrequency|by1000genomesMG-144-tumorMG-144-normal + 13 1219 c.1110T>C

G A MG-144-tumorMG-144-normal - 31 7496 c.7497C>T

C T rs3730404byFrequency|by1000genomesMG-144-tumorMG-144-normal + 7 1010 c.951C>T

A G rs2074912byFrequency|by1000genomesMG-144-tumorMG-144-normal + 1 1709 c.1709A>G

C G rs2509943byFrequency|by1000genomesMG-144-tumorMG-144-normal + 3 776 c.279C>G

C T rs10082504byFrequency|by1000genomesMG-144-tumorMG-144-normal - 14 10059 c.9684G>A

G A MG-144-tumorMG-144-normal - 27 8133 c.7785C>T

T C rs831043 byFrequency|by1000genomesMG-144-tumorMG-144-normal - 21 3354 c.3069A>G

C T rs2286007byFrequency|by1000genomesMG-144-tumorMG-144-normal + 8 2637 c.1994C>T

G A rs3827025by1000genomesMG-144-tumorMG-144-normal - 6 2094 c.2025C>T

C T rs78889600byFrequency|by1000genomesMG-144-tumorMG-144-normal + 7 2762 c.2717C>T

C T rs148457961by1000genomesMG-144-tumorMG-144-normal - 32 8063 c.8064G>A

G C rs139385438by1000genomesMG-144-tumorMG-144-normal - 4 760 c.600C>G

G A rs7624750byFrequency|by1000genomesMG-144-tumorMG-144-normal + 4 707 c.473G>A

A C rs115945341|rs2267641byFrequency|by1000genomesMG-144-tumorMG-144-normal + 17 2594 c.2046A>C

G A rs17052357byFrequency|by1000genomesMG-144-tumorMG-144-normal - 10 1187 c.1185C>T

G A rs11045859byFrequency|by1000genomesMG-144-tumorMG-144-normal + 10 1344 c.1248G>A

T C rs3755806byFrequency|by1000genomesMG-144-tumorMG-144-normal - 15 2117 c.2115A>G

C A rs6738031by1000genomesMG-144-tumorMG-144-normal - 18 3000 c.2874G>T

G A rs4151031byFrequency|by1000genomesMG-144-tumorMG-144-normal + 2 1458 c.1346G>A

T C rs142304809byFrequencyMG-144-tumorMG-144-normal - 9 1291 c.1259A>G

G T MG-144-tumorMG-144-normal + 15 2060 c.1966G>T

G T MG-144-tumorMG-144-normal - 1 487 c.488C>A

T C rs2251219byFrequency|by1000genomesMG-144-tumorMG-144-normal - 26 4397 c.4395A>G

C T MG-144-tumorMG-144-normal + 1 282 c.282C>T

G A rs141223284byFrequencyMG-144-tumorMG-144-normal + 20 6735 c.6609G>A

C T rs10258429byFrequency|by1000genomesMG-144-tumorMG-144-normal + 16 2213 c.1968C>T

G A MG-144-tumorMG-144-normal + 1 387 c.387G>A

T C MG-144-tumorMG-144-normal + 1 183 c.183T>C

G A MG-144-tumorMG-144-normal + 1 219 c.219G>A

C T rs61744814byFrequency|by1000genomesMG-144-tumorMG-144-normal + 22 4135 c.4047C>T

C T MG-144-tumorMG-144-normal - 8 1260 c.1042G>A

C T rs7918199byFrequency|by1000genomesMG-144-tumorMG-144-normal - 13 5050 c.4675G>A

A G rs149843545byFrequencyMG-144-tumorMG-144-normal - 13 1050 c.683T>C

T C MG-144-tumorMG-144-normal + 1 334 c.334T>C

C T rs17634865by1000genomesMG-144-tumorMG-144-normal + 34 4818 c.4642C>T



G A MG-144-tumorMG-144-normal + 11 787 c.787G>A

G A rs143654474by1000genomesMG-144-tumorMG-144-normal - 6 948 c.873C>T

C A MG-144-tumorMG-144-normal - 14 1215 c.1215G>T

A G rs61831150byFrequency|by1000genomesMG-144-tumorMG-144-normal + 7 1855 c.1810A>G

A G rs142488101byFrequencyMG-144-tumorMG-144-normal - 1 722 c.407T>C

C T MG-144-tumorMG-144-normal + 1 1353 c.1353C>T

T C MG-144-tumorMG-144-normal + 1 114 c.114T>C

G A rs151023183by1000genomesMG-144-tumorMG-144-normal - 55 14462 c.14244C>T

G A rs45517141byFrequency|by1000genomesMG-144-tumorMG-144-normal + 10 1578 c.948G>A

A G rs6679449by1000genomesMG-144-tumorMG-144-normal - 3 1923 c.1851T>C

A G rs150594 byFrequency|by1000genomesMG-144-tumorMG-144-normal - 13 1559 c.1356T>C

C T rs61732738byFrequency|by1000genomesMG-144-tumorMG-144-normal - 51 9209 c.8238G>A

A G rs7839690byFrequency|by1000genomesMG-144-tumorMG-144-normal - 19 3319 c.3075T>C

T C rs146307712by1000genomesMG-144-tumorMG-144-normal + 16 1462 c.1462T>C

G A rs2275527byFrequency|by1000genomesMG-144-tumorMG-144-normal - 39 5629 c.5553C>T

C T rs11591817byFrequency|by1000genomesMG-144-tumorMG-144-normal - 13 6002 c.5627G>A

G A rs114774495byFrequency|by1000genomesMG-144-tumorMG-144-normal + 16 3644 c.3264G>A

G C MG-144-tumorMG-144-normal + 3 989 c.959G>C

A G rs73069703byFrequency|by1000genomesMG-144-tumorMG-144-normal + 22 2283 c.2049A>G

C T rs1064210by1000genomesMG-144-tumorMG-144-normal - 10 1425 c.1426G>A

G C rs147677446byFrequencyMG-144-tumorMG-144-normal + 1 848 c.324G>C

G A rs10817003by1000genomesMG-144-tumorMG-144-normal - 43 10512 c.10176C>T

G A rs2035819by1000genomesMG-144-tumorMG-144-normal - 5 3965 c.3756C>T

G A rs6089925byFrequency|by1000genomesMG-144-tumorMG-144-normal - 4 729 c.660C>T

T C rs7714670by1000genomesMG-144-tumorMG-144-normal + 6 849 c.673T>C

A T rs7095325byFrequency|by1000genomesMG-144-tumorMG-144-normal - 7 1087 c.712T>A

C T rs16829795byFrequency|by1000genomesMG-144-tumorMG-144-normal + 17 2532 c.1389C>T

C T rs4750936byFrequency|by1000genomesMG-144-tumorMG-144-normal - 13 4011 c.3636G>A

C A MG-144-tumorMG-144-normal - 18 1972 c.1593G>T

A G rs62000435byFrequency|by1000genomesMG-144-tumorMG-144-normal - 19 2490 c.1993T>C

C G rs11016076byFrequency|by1000genomesMG-144-tumorMG-144-normal - 8 1866 c.1491G>C

C T MG-144-tumorMG-144-normal + 1 288 c.288C>T

C A rs73241802by1000genomesMG-144-tumorMG-144-normal + 16 2307 c.2242C>A

T C MG-144-tumorMG-144-normal + 1 51 c.51T>C

G A rs28730694byFrequency|by1000genomesMG-144-tumorMG-144-normal - 7 994 c.918C>T

C T rs10258568byFrequency|by1000genomesMG-144-tumorMG-144-normal + 16 2353 c.2108C>T

T C rs79054985byFrequency|by1000genomesMG-144-tumorMG-144-normal - 27 5363 c.4392A>G

A G rs75639578 MG-144-tumorMG-144-normal - 3 6552 c.6477T>C

G T rs34104660byFrequency|by1000genomesMG-144-tumorMG-144-normal - 4 687 c.402C>A

G A MG-144-tumorMG-144-normal - 3 1505 c.973C>T

C T rs71299249 MG-144-tumorMG-144-normal + 1 3707 c.747C>T

C T rs35173269byFrequency|by1000genomesMG-144-tumorMG-144-normal - 2 659 c.250G>A

C T rs2285975byFrequency|by1000genomesMG-144-tumorMG-144-normal - 13 2445 c.2256G>A

C T rs3796031byFrequency|by1000genomesMG-144-tumorMG-144-normal - 17 2399 c.1947G>A

C T rs72546671byFrequency|by1000genomesMG-144-tumorMG-144-normal + 1 1249 c.1020C>T

G A rs34834388byFrequency|by1000genomesMG-144-tumorMG-144-normal - 37 6330 c.6045C>T

A G rs2229267byFrequency|by1000genomesMG-144-tumorMG-144-normal - 29 5160 c.4875T>C



G A rs4750685byFrequency|by1000genomesMG-144-tumorMG-144-normal - 13 4115 c.3740C>T

G A rs79942701byFrequency|by1000genomesMG-144-tumorMG-144-normal - 12 1954 c.1878C>T

C T rs2229265byFrequency|by1000genomesMG-144-tumorMG-144-normal - 54 10788 c.10503G>A

A G rs34173244byFrequency|by1000genomesMG-144-tumorMG-144-normal - 10 1049 c.1047T>C

T C MG-144-tumorMG-144-normal + 8 505 c.505T>C

C T rs2233602byFrequency|by1000genomesMG-144-tumorMG-144-normal + 1 792 c.792C>T

G T rs138591330by1000genomesMG-144-tumorMG-144-normal - 27 8211 c.7863C>A

C T rs151247276byFrequencyMG-144-tumorMG-144-normal - 4 1364 c.393G>A

T C rs16912752byFrequency|by1000genomesMG-144-tumorMG-144-normal - 16 1297 c.1285A>G

G A rs112748399 MG-144-tumorMG-144-normal + 3 519 c.240G>A

G A rs6089924byFrequency|by1000genomesMG-144-tumorMG-144-normal - 4 920 c.851C>T

T G rs1050767byFrequency|by1000genomesMG-144-tumorMG-144-normal - 13 8533 c.8158A>C

G A rs61747662byFrequency|by1000genomesMG-144-tumorMG-144-normal + 8 2632 c.1776G>A

G A rs142702316byFrequencyMG-144-tumorMG-144-normal + 1 160 c.108G>A

T G rs1998206byFrequency|by1000genomesMG-144-tumorMG-144-normal - 5 631 c.433A>C

T C MG-144-tumorMG-144-normal - 1 495 c.496A>G

T G rs140522839byFrequency|by1000genomesMG-144-tumorMG-144-normal - 18 2132 c.1929A>C

A G rs3737940byFrequency|by1000genomesMG-144-tumorMG-144-normal + 7 3183 c.3138A>G

C T MG-144-tumorMG-144-normal - 3 300 c.263G>A

T C MG-144-tumorMG-144-normal - 4 1086 c.771A>G

G T rs115232928byFrequency|by1000genomesMG-144-tumorMG-144-normal - 3 3128 c.3053C>A

A G rs61756316byFrequency|by1000genomesMG-144-tumorMG-144-normal + 19 5485 c.5114A>G

G A rs34830600byFrequency|by1000genomesMG-144-tumorMG-144-normal - 8 2874 c.2805C>T

G C rs35738915byFrequency|by1000genomesMG-144-tumorMG-144-normal - 9 1847 c.1633C>G

C T rs71299249|rs77022425byFrequencyMG-144-tumorMG-144-normal + 1 3677 c.717C>T

A G rs41304577 MG-144-tumorMG-144-normal - 4 1006 c.691T>C

C T rs62478357byFrequencyMG-144-tumorMG-144-normal - 8 1268 c.1050G>A

G A rs78335246byFrequency|by1000genomesMG-144-tumorMG-144-normal + 41 8171 c.7536G>A

C T MG-144-tumorMG-144-normal + 1 1314 c.1314C>T

A G rs1206038byFrequency|by1000genomesMG-144-tumorMG-144-normal + 29 5706 c.5071A>G

C A rs73672607byFrequency|by1000genomesMG-144-tumorMG-144-normal + 13 2349 c.1832C>A

C G rs115924441byFrequency|by1000genomesMG-144-tumorMG-144-normal - 3 2499 c.2424G>C

T C rs9851685byFrequency|by1000genomesMG-144-tumorMG-144-normal + 23 2508 c.2274T>C

G A MG-144-tumorMG-144-normal - 1 294 c.201C>T

G A MG-144-tumorMG-144-normal + 1 370 c.369G>A

A G rs142508444by1000genomesMG-144-tumorMG-144-normal + 12 1077 c.979A>G

A G rs28635005by1000genomesMG-144-tumorMG-144-normal + 1 566 c.321A>G

G A rs13007735byFrequency|by1000genomesMG-144-tumorMG-144-normal - 16 3587 c.2616C>T

G A rs61738284byFrequency|by1000genomesMG-144-tumorMG-144-normal - 13 6005 c.5630C>T

C A MG-144-tumorMG-144-normal + 14 1323 c.1225C>A

A G MG-144-tumorMG-144-normal + 1 567 c.567A>G

C T MG-144-tumorMG-144-normal - 3 1146 c.614G>A

C T rs111938103 MG-144-tumorMG-144-normal + 1 398 c.382C>T

C T rs74064211byFrequency|by1000genomesMG-144-tumorMG-144-normal + 11 1548 c.1452C>T

T C MG-144-tumorMG-144-normal - 3 305 c.270A>G

T C MG-144-tumorMG-144-normal + 1 924 c.924T>C

G C rs61735002byFrequency|by1000genomesMG-144-tumorMG-144-normal + 5 516 c.499G>C



T G rs79385100by1000genomesMG-144-tumorMG-144-normal - 11 1929 c.1930A>C

G A MG-144-tumorMG-144-normal - 40 6484 c.6286C>T

C T rs76844681 MG-144-tumorMG-144-normal - 16 2899 c.2681G>A

T C rs9646771by1000genomesMG-144-tumorMG-144-normal - 4 787 c.447A>G

T C rs2305181by1000genomesMG-144-tumorMG-144-normal + 5 859 c.603T>C

G A MG-144-tumorMG-144-normal + 1 577 c.577G>A

C A rs6453022by1000genomesMG-144-tumorMG-144-normal + 7 1027 c.851C>A

G A rs17880521byFrequency|by1000genomesMG-144-tumorMG-144-normal + 37 5312 c.4929G>A

G A rs61731510byFrequency|by1000genomesMG-144-tumorMG-144-normal + 12 1637 c.1120G>A

G C rs3088074byFrequency|by1000genomesMG-144-tumorMG-144-normal - 9 2999 c.2785C>G

T C rs7744765by1000genomesMG-144-tumorMG-144-normal + 14 1929 c.1730T>C

T C rs28621009byFrequency|by1000genomesMG-144-tumorMG-144-normal + 13 2864 c.2229T>C

A C rs76504934by1000genomesMG-144-tumorMG-144-normal - 4 464 c.427T>G

C G rs3817428by1000genomesMG-144-tumorMG-144-normal + 15 7493 c.7119C>G

A G rs36031496byFrequency|by1000genomesMG-144-tumorMG-144-normal - 19 3740 c.3723T>C

A C rs881732 by1000genomesMG-144-tumorMG-144-normal + 17 1912 c.1092A>C

C A MG-144-tumorMG-144-normal - 24 5233 c.5023G>T

C T rs12777740byFrequency|by1000genomesMG-144-tumorMG-144-normal - 13 8321 c.7946G>A

T C MG-144-tumorMG-144-normal - 24 5188 c.4978A>G

G A rs34825053byFrequency|by1000genomesMG-144-tumorMG-144-normal - 23 3815 c.3720C>T

T G rs143662391byFrequency|by1000genomesMG-144-tumorMG-144-normal + 1 313 c.94T>G

T A rs79661992byFrequency|by1000genomesMG-144-tumorMG-144-normal - 13 8111 c.7736A>T

A G MG-144-tumorMG-144-normal + 1 1152 c.1152A>G

C T rs11121691byFrequency|by1000genomesMG-144-tumorMG-144-normal - 49 6985 c.6909G>A

C T rs10082533byFrequency|by1000genomesMG-144-tumorMG-144-normal - 13 8753 c.8378G>A

G A rs76765512byFrequencyMG-144-tumorMG-144-normal + 5 787 c.343G>A

G A rs11045854byFrequency|by1000genomesMG-144-tumorMG-144-normal + 8 978 c.882G>A

T C rs1002519byFrequency|by1000genomesMG-144-tumorMG-144-normal + 1 196 c.196T>C

G C MG-144-tumorMG-144-normal + 7 1116

G C rs45469098by1000genomesMG-144-tumorMG-144-normal - 1 255 c.256C>G

G A MG-144-tumorMG-144-normal - 9 1459 c.1275C>T

C T rs2230851byFrequency|by1000genomesMG-144-tumorMG-144-normal + 18 2405 c.2022C>T

T G rs146246499|rs6933271byFrequency|by1000genomesMG-144-tumorMG-144-normal + 12 1492 c.1297T>G

G A rs2003233 MG-144-tumorMG-144-normal - 17 1503 c.1504C>T

C T MG-144-tumorMG-144-normal - 10 1429 c.1430G>A

A G rs74064213byFrequency|by1000genomesMG-144-tumorMG-144-normal + 11 1591 c.1495A>G

G A rs3733415by1000genomesMG-144-tumorMG-144-normal - 2 601 c.392C>T

G C rs13397109byFrequency|by1000genomesMG-144-tumorMG-144-normal - 41 7911 c.7626C>G

C T rs143427005byFrequency|by1000genomesMG-144-tumorMG-144-normal - 3 3047 c.2972G>A

C T rs6432901by1000genomesMG-144-tumorMG-144-normal - 2 514 c.174G>A

G A rs150552608byFrequency|by1000genomesMG-144-tumorMG-144-normal - 23 3737 c.3452C>T

A C rs76437836byFrequencyMG-144-tumorMG-144-normal - 3 142 c.98T>G

G A rs144477627byFrequency|by1000genomesMG-144-tumorMG-144-normal - 7 1214 c.975C>T

T C MG-144-tumorMG-144-normal + 1 369 c.369T>C

C T rs138107632byFrequencyMG-144-tumorMG-144-normal - 3 3064 c.2989G>A

G A rs71299249|rs74651473byFrequencyMG-144-tumorMG-144-normal + 1 3758 c.798G>A

T C MG-144-tumorMG-144-normal - 25 4356 c.4230A>G



G A rs11551373byFrequency|by1000genomesMG-144-tumorMG-144-normal + 33 4545 c.3915G>A

C G rs143152775 MG-144-tumorMG-144-normal + 15 1993 c.1816C>G

G A MG-144-tumorMG-144-normal - 27 8079 c.7731C>T

C T rs5992599by1000genomesMG-144-tumorMG-144-normal - 8 1529 c.1422G>A

G T MG-144-tumorMG-144-normal - 3 283 c.248C>A

C T rs872665 by1000genomesMG-144-tumorMG-144-normal - 7 1855 c.1519G>A

C G rs78992879byFrequency|by1000genomesMG-144-tumorMG-144-normal + 34 4798 c.4622C>G

T C rs111331725by1000genomesMG-144-tumorMG-144-normal + 6 643 c.263T>C

G C rs149787596byFrequencyMG-144-tumorMG-144-normal + 29 5754 c.5119G>C

G A MG-144-tumorMG-144-normal - 7 889 c.796C>T

G A rs34949187by1000genomesMG-144-tumorMG-144-normal + 6 1198 c.824G>A

A G rs12321909by1000genomesMG-144-tumorMG-144-normal + 7 936 c.871A>G

A G rs151306742by1000genomesMG-144-tumorMG-144-normal + 4 729 c.285A>G

T C rs78472618byFrequencyMG-144-tumorMG-144-normal - 3 159 c.115A>G

A T rs112668352byFrequency|by1000genomesMG-144-tumorMG-144-normal + 23 4344 c.4256A>T

T G rs997983 byFrequency|by1000genomesMG-144-tumorMG-144-normal - 9 2266 c.1891A>C

C T rs1049622|rs114303286byFrequency|by1000genomesMG-144-tumorMG-144-normal + 7 1073 c.525C>T

G T rs3745765byFrequency|by1000genomesMG-144-tumorMG-144-normal + 9 2360 c.719G>T

C T rs210498 by1000genomesMG-144-tumorMG-144-normal - 23 1885 c.1518G>A

G A rs2229079byFrequency|by1000genomesMG-144-tumorMG-144-normal - 21 3524 c.3326C>T

G A rs17634853by1000genomesMG-144-tumorMG-144-normal + 34 4564 c.4388G>A

G C rs146249377byFrequencyMG-144-tumorMG-144-normal + 1 3447 c.487G>C

A G MG-144-tumorMG-144-normal + 10 1620 c.1253A>G

T C MG-144-tumorMG-144-normal + 1 924 c.924T>C

C T MG-144-tumorMG-144-normal + 1 1170 c.1170C>T

G C rs35297090byFrequency|by1000genomesMG-144-tumorMG-144-normal - 27 4629 c.4344C>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-144-tumorMG-144-normal + 6 830 c.282G>C

C T rs2078478by1000genomesMG-144-tumorMG-144-normal - 5 411 c.392G>A

T C rs766894 by1000genomesMG-144-tumorMG-144-normal + 25 2461 c.2295T>C

C G rs115227445byFrequency|by1000genomesMG-144-tumorMG-144-normal + 8 895 c.676C>G

C T rs1800265byFrequency|by1000genomesMG-144-tumorMG-144-normal - 9 1043 c.837G>A

C T rs61744481by1000genomesMG-144-tumorMG-144-normal + 5 1560 c.1362C>T

G A rs17336437byFrequency|by1000genomesMG-144-tumorMG-144-normal + 4 708 c.531G>A

C T rs61978578byFrequency|by1000genomesMG-144-tumorMG-144-normal + 2 766 c.390C>T

G A rs10425783byFrequency|by1000genomesMG-144-tumorMG-144-normal + 36 7010 c.6375G>A

A C rs73292513byFrequency|by1000genomesMG-144-tumorMG-144-normal + 4 511 c.339A>C

G C MG-144-tumorMG-144-normal - 39 13044 c.13045C>G

C G rs2298258byFrequency|by1000genomesMG-144-tumorMG-144-normal + 12 1698 c.1260C>G

G A MG-144-tumorMG-144-normal + 3 516 c.237G>A

C T MG-144-tumorMG-144-normal + 1 645 c.645C>T

T C MG-144-tumorMG-144-normal + 1 1453 c.1453T>C

G A rs2229266byFrequency|by1000genomesMG-144-tumorMG-144-normal - 6 924 c.639C>T

C G rs3791251by1000genomesMG-144-tumorMG-144-normal - 25 4912 c.4786G>C

G A rs2228273byFrequency|by1000genomesMG-144-tumorMG-144-normal + 7 1137 c.578G>A

T C MG-144-tumorMG-144-normal + 1 1486 c.1486T>C

A G rs33953730by1000genomesMG-144-tumorMG-144-normal - 25 4326 c.4200T>C

T C MG-144-tumorMG-144-normal + 1 475 c.475T>C



C A rs1801270byFrequency|by1000genomesMG-144-tumorMG-144-normal + 2 328 c.93C>A

A G rs61736908byFrequency|by1000genomesMG-144-tumorMG-144-normal + 22 6904 c.6261A>G

T G rs143335584byFrequencyMG-144-tumorMG-144-normal + 8 2239 c.882T>G

C T MG-144-tumorMG-144-normal + 2 2815 c.2782C>T

A G MG-144-tumorMG-144-normal - 15 1346 c.1346T>C

C T rs1893177byFrequency|by1000genomesMG-144-tumorMG-144-normal + 16 2968 c.2592C>T

G A rs143628111byFrequency|by1000genomesMG-144-tumorMG-144-normal - 27 3911 c.3705C>T

G A rs78515495byFrequency|by1000genomesMG-144-tumorMG-144-normal - 5 1317 c.1031C>T

G A rs71299249|rs76723438byFrequency|by1000genomesMG-144-tumorMG-144-normal + 1 3698 c.738G>A

G A rs3810490by1000genomesMG-144-tumorMG-144-normal - 6 2067 c.1998C>T

G A rs10082432byFrequency|by1000genomesMG-144-tumorMG-144-normal - 13 8757 c.8382C>T

C T MG-144-tumorMG-144-normal - 19 4474 c.4264G>A

G A MG-144-tumorMG-144-normal - 1 113 c.114C>T

C T rs12236219byFrequency|by1000genomesMG-144-tumorMG-144-normal + 5 1231 c.1141C>T

G A rs34253418by1000genomesMG-144-tumorMG-144-normal + 28 2905 c.2718G>A

G A rs61729295byFrequency|by1000genomesMG-144-tumorMG-144-normal + 21 3081 c.1938G>A

G A rs146214742byFrequency|by1000genomesMG-144-tumorMG-144-normal - 6 1860 c.1373C>T

C T rs28038 byFrequency|by1000genomesMG-144-tumorMG-144-normal - 10 1839 c.1650G>A

C T MG-144-tumorMG-144-normal - 38 6333 c.6135G>A

G A rs7108160by1000genomesMG-144-tumorMG-144-normal + 4 3839 c.3822G>A

G T rs7206111byFrequency|by1000genomesMG-144-tumorMG-144-normal - 9 1041 c.404C>A

G A MG-144-tumorMG-144-normal - 13 2199 c.2124C>T

A G MG-144-tumorMG-144-normal + 1 175 c.175A>G

C A rs2230018byFrequency|by1000genomesMG-144-tumorMG-144-normal + 17 2218 c.2177C>A

A T rs6685892byFrequency|by1000genomesMG-144-tumorMG-144-normal - 34 7560 c.7341T>A

A G MG-144-tumorMG-144-normal + 1 340 c.340A>G

C T rs115979836by1000genomesMG-144-tumorMG-144-normal - 4 817 c.604G>A

C T rs3796032byFrequency|by1000genomesMG-144-tumorMG-144-normal - 17 2381 c.1929G>A

A G MG-144-tumorMG-144-normal + 1 23 c.23A>G

G A rs34941980byFrequency|by1000genomesMG-144-tumorMG-144-normal - 9 2608 c.2199C>T

T C rs2075252byFrequency|by1000genomesMG-144-tumorMG-144-normal - 66 12565 c.12280A>G

A G rs13288443byFrequency|by1000genomesMG-144-tumorMG-144-normal + 11 2036 c.1827A>G

G A rs45463297by1000genomesMG-144-tumorMG-144-normal - 8 4311 c.4242C>T

C T rs114845154byFrequency|by1000genomesMG-144-tumorMG-144-normal - 3 1131 c.1056G>A

C T MG-144-tumorMG-144-normal + 1 103 c.103C>T

G A rs2229354byFrequency|by1000genomesMG-144-tumorMG-144-normal + 7 1131 c.924G>A

A T rs2074930byFrequency|by1000genomesMG-144-tumorMG-144-normal + 9 1056 c.1016A>T

T G rs55695893by1000genomesMG-144-tumorMG-144-normal + 11 1652 c.1575T>G

A G rs145613015byFrequencyMG-144-tumorMG-144-normal + 20 7796 c.7670A>G

C A MG-144-tumorMG-144-normal + 12 1060 c.962C>A

G A rs45505797by1000genomesMG-144-tumorMG-144-normal + 4 1054 c.1019G>A

C G rs11971880byFrequency|by1000genomesMG-144-tumorMG-144-normal + 3 1192 c.634C>G

C T MG-144-tumorMG-144-normal + 3 3069 c.3036C>T

G A rs2248407byFrequency|by1000genomesMG-144-tumorMG-144-normal - 4 1003 c.918C>T

A G MG-144-tumorMG-144-normal + 1 769 c.769A>G

T C rs11886219byFrequency|by1000genomesMG-144-tumorMG-144-normal - 36 6144 c.5859A>G

G A rs2289247byFrequency|by1000genomesMG-144-tumorMG-144-normal + 11 1273 c.1063G>A



T C rs11016071byFrequency|by1000genomesMG-144-tumorMG-144-normal - 13 9086 c.8711A>G

T C rs2072736byFrequency|by1000genomesMG-144-tumorMG-144-normal - 8 1410 c.474A>G

G A rs147339015byFrequencyMG-144-tumorMG-144-normal - 12 2016 c.1672C>T

C T rs3814883byFrequency|by1000genomesMG-144-tumorMG-144-normal + 13 2402 c.1359C>T

C T rs71299249|rs113118213byFrequencyMG-144-tumorMG-144-normal + 1 3737 c.777C>T

A G MG-144-tumorMG-144-normal + 1 1086 c.1086A>G

A G rs2929158by1000genomesMG-144-tumorMG-144-normal - 19 4373 c.4163T>C

T C rs62641622 MG-144-tumorMG-144-normal - 1 453 c.190A>G

A G MG-144-tumorMG-144-normal - 4 842 c.843T>C

G A rs33956095byFrequency|by1000genomesMG-144-tumorMG-144-normal - 5 2088 c.2031C>T

C T rs2273779byFrequency|by1000genomesMG-144-tumorMG-144-normal + 6 583 c.538C>T

A G rs25641 byFrequency|by1000genomesMG-144-tumorMG-144-normal - 16 4873 c.4659T>C

C T rs34555836byFrequency|by1000genomesMG-144-tumorMG-144-normal + 9 998 c.898C>T

G A rs1676211by1000genomesMG-144-tumorMG-144-normal + 13 2154 c.2154G>A

T A rs17264436byFrequency|by1000genomesMG-144-tumorMG-144-normal - 21 3503 c.3501A>T

G A rs55938102byFrequency|by1000genomesMG-144-tumorMG-144-normal + 48 8467 c.8358G>A

G T rs918558 byFrequency|by1000genomesMG-144-tumorMG-144-normal + 1 2142 c.2142G>T

C A rs62635803 MG-144-tumorMG-144-normal - 1 460 c.197G>T

T C rs12731746byFrequency|by1000genomesMG-144-tumorMG-144-normal - 11 1394 c.897A>G

T A rs2060198byFrequency|by1000genomesMG-144-tumorMG-144-normal + 27 5204 c.4914T>A

T G rs71625166byFrequency|by1000genomesMG-144-tumorMG-144-normal - 3 3180 c.3105A>C

T C MG-144-tumorMG-144-normal + 1 2 c.2T>C

C T rs3745764byFrequency|by1000genomesMG-145-tumorMG-145-normal + 9 2705 c.1064C>T

T C rs831043 byFrequency|by1000genomesMG-145-tumorMG-145-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-145-tumorMG-145-normal + 7 3183 c.3138A>G

C T rs2973571by1000genomesMG-145-tumorMG-145-normal + 12 1807 c.1631C>T

C T rs1386356byFrequency|by1000genomesMG-145-tumorMG-145-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-145-tumorMG-145-normal - 20 2134 c.1864G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-145-tumorMG-145-normal + 7 1073 c.525C>T

G T rs3745765byFrequency|by1000genomesMG-145-tumorMG-145-normal + 9 2360 c.719G>T

C T rs3811444byFrequency|by1000genomesMG-145-tumorMG-145-normal + 6 1169 c.1121C>T

C T rs210498 by1000genomesMG-145-tumorMG-145-normal - 23 1885 c.1518G>A

G A rs17634853by1000genomesMG-145-tumorMG-145-normal + 34 4564 c.4388G>A

A C rs112474841 MG-145-tumorMG-145-normal + 1 946 c.945A>C

T C rs41300566byFrequency|by1000genomesMG-145-tumorMG-145-normal - 13 3805 c.3430A>G

A G rs2229267byFrequency|by1000genomesMG-145-tumorMG-145-normal - 29 5160 c.4875T>C

C T MG-145-tumorMG-145-normal - 25 12638 c.12429G>A

A G rs34357808byFrequency|by1000genomesMG-145-tumorMG-145-normal + 2 301 c.189A>G

G A rs112748399 MG-145-tumorMG-145-normal + 3 519 c.240G>A

A G MG-145-tumorMG-145-normal + 10 1620 c.1253A>G

G T rs2075249byFrequency|by1000genomesMG-145-tumorMG-145-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-145-tumorMG-145-normal + 19 2459 c.2283C>T

G A rs7853155by1000genomesMG-145-tumorMG-145-normal - 30 5337 c.5001C>T

A T MG-145-tumorMG-145-normal + 5 625 c.403A>T

A G rs73233606byFrequency|by1000genomesMG-145-tumorMG-145-normal + 11 1719 c.1330A>G

C T rs3784323byFrequency|by1000genomesMG-145-tumorMG-145-normal - 15 2343 c.2133G>A

C T rs80358479|rs80359315MG-145-tumorMG-145-normal + 10 2116 c.1889C>T



G C rs2229933|rs116048761byFrequency|by1000genomesMG-145-tumorMG-145-normal + 6 830 c.282G>C

G A rs16885 byFrequency|by1000genomesMG-145-tumorMG-145-normal - 9 3193 c.2257C>T

C T rs62478357byFrequencyMG-145-tumorMG-145-normal - 8 1268 c.1050G>A

G A rs2853344byFrequency|by1000genomesMG-145-tumorMG-145-normal - 13 2990 c.2615C>T

G A rs139799138byFrequencyMG-145-tumorMG-145-normal - 3 6574 c.6499C>T

C T MG-145-tumorMG-145-normal - 15 2425 c.1995G>A

A G rs2229268byFrequency|by1000genomesMG-145-tumorMG-145-normal - 61 11886 c.11601T>C

G T rs138591330by1000genomesMG-145-tumorMG-145-normal - 27 8211 c.7863C>A

G A rs140908468byFrequencyMG-145-tumorMG-145-normal - 2 634 c.390C>T

T C rs3755806byFrequency|by1000genomesMG-145-tumorMG-145-normal - 15 2117 c.2115A>G

G A rs2228000byFrequency|by1000genomesMG-145-tumorMG-145-normal - 9 1710 c.1496C>T

T C rs17114803byFrequency|by1000genomesMG-145-tumorMG-145-normal + 11 1465 c.1299T>C

A C rs7995564by1000genomesMG-145-tumorMG-145-normal + 10 2068 c.1534A>C

C A rs2973558by1000genomesMG-145-tumorMG-145-normal + 20 2514 c.2338C>A

G C rs2240 byFrequency|by1000genomesMG-145-tumorMG-145-normal - 13 2935 c.2560C>G

T C rs7275 by1000genomesMG-145-tumorMG-145-normal + 35 5267 c.4983T>C

G A rs3795308byFrequency|by1000genomesMG-145-tumorMG-145-normal - 4 928 c.792C>T

G A rs7624750byFrequency|by1000genomesMG-145-tumorMG-145-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-145-tumorMG-145-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-145-tumorMG-145-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-145-tumorMG-145-normal - 16 2000 c.1503T>C

G A rs111789308byFrequency|by1000genomesMG-145-tumorMG-145-normal - 19 4446 c.4236C>T

T C rs142304809byFrequencyMG-145-tumorMG-145-normal - 9 1291 c.1259A>G

T C rs3733406by1000genomesMG-145-tumorMG-145-normal - 10 8361 c.8152A>G

A G rs9653483by1000genomesMG-145-tumorMG-145-normal - 21 5040 c.4953T>C

C T rs2273779byFrequency|by1000genomesMG-145-tumorMG-145-normal + 6 583 c.538C>T

T C rs9851685byFrequency|by1000genomesMG-145-tumorMG-145-normal + 23 2508 c.2274T>C

G A rs148444026byFrequency|by1000genomesMG-145-tumorMG-145-normal - 23 1927 c.1560C>T

T C rs143087624 MG-145-tumorMG-145-normal - 11 2497 c.2122A>G

C T rs2274550by1000genomesMG-145-tumorMG-145-normal + 54 8820 c.8286C>T

C T MG-145-tumorMG-145-normal + 3 423 c.43C>T

A G rs2227973byFrequency|by1000genomesMG-145-tumorMG-145-normal + 2 2571 c.2459A>G

G C rs76882791by1000genomesMG-145-tumorMG-145-normal - 27 7921 c.7573C>G

C T rs17634865by1000genomesMG-145-tumorMG-145-normal + 34 4818 c.4642C>T

T C rs74597491byFrequency|by1000genomesMG-145-tumorMG-145-normal - 9 2185 c.1849A>G

A G rs13346368by1000genomesMG-145-tumorMG-145-normal + 10 3324 c.3130A>G

T C rs2251219byFrequency|by1000genomesMG-145-tumorMG-145-normal - 26 4397 c.4395A>G

A G rs7762830by1000genomesMG-145-tumorMG-145-normal + 14 2120 c.1921A>G

G A rs11549105byFrequency|by1000genomesMG-145-tumorMG-145-normal - 6 1228 c.1224C>T

C T rs1043141byFrequency|by1000genomesMG-145-tumorMG-145-normal + 4 2376 c.342C>T

G A rs16912247byFrequency|by1000genomesMG-145-tumorMG-145-normal - 14 9973 c.9598C>T

T C MG-145-tumorMG-145-normal + 1 52 c.52T>C

C T rs1035938by1000genomesMG-145-tumorMG-145-normal + 6 1538 c.1344C>T

C T rs151233 by1000genomesMG-145-tumorMG-145-normal + 2 99 c.66C>T

G A MG-145-tumorMG-145-normal - 1 288 c.237C>T

T C MG-145-tumorMG-145-normal - 3 305 c.270A>G

T C rs1805129byFrequency|by1000genomesMG-145-tumorMG-145-normal - 2 327 c.252A>G



G A rs61753697byFrequency|by1000genomesMG-145-tumorMG-145-normal + 1 376 c.99G>A

T C MG-145-tumorMG-145-normal - 1 464 c.465A>G

T C rs17019360by1000genomesMG-145-tumorMG-145-normal + 17 2524 c.1800T>C

C T rs3796031byFrequency|by1000genomesMG-145-tumorMG-145-normal - 17 2399 c.1947G>A

A G rs17051895by1000genomesMG-145-tumorMG-145-normal + 23 4485 c.3951A>G

A G rs1136159byFrequency|by1000genomesMG-145-tumorMG-145-normal - 10 1068 c.860T>C

C T rs2071702byFrequency|by1000genomesMG-145-tumorMG-145-normal + 27 7277 c.7254C>T

T C rs12990449byFrequency|by1000genomesMG-145-tumorMG-145-normal - 2 1114 c.143A>G

G A rs77042968byFrequency|by1000genomesMG-145-tumorMG-145-normal + 6 1061 c.583G>A

T C rs140856347by1000genomesMG-145-tumorMG-145-normal - 20 3525 c.3438A>G

G A rs34106261byFrequency|by1000genomesMG-145-tumorMG-145-normal - 7 1117 c.899C>T

G A rs3744249byFrequency|by1000genomesMG-145-tumorMG-145-normal + 11 2561 c.2172G>A

T C rs9646771by1000genomesMG-145-tumorMG-145-normal - 4 787 c.447A>G

T C rs2305181by1000genomesMG-145-tumorMG-145-normal + 5 859 c.603T>C

A G rs2973568by1000genomesMG-145-tumorMG-145-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-145-tumorMG-145-normal + 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-145-tumorMG-145-normal - 5 2988 c.2775A>C

G T MG-145-tumorMG-145-normal + 3 972 c.425G>T

C T rs9489143byFrequency|by1000genomesMG-145-tumorMG-145-normal - 13 2184 c.1986G>A

C T MG-145-tumorMG-145-normal - 3 5927 c.5852G>A

C A rs6453022by1000genomesMG-145-tumorMG-145-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-145-tumorMG-145-normal + 2 1791 c.684T>C

G A rs10082432byFrequency|by1000genomesMG-145-tumorMG-145-normal - 13 8757 c.8382C>T

A G rs61831150byFrequency|by1000genomesMG-145-tumorMG-145-normal + 7 1855 c.1810A>G

A G MG-145-tumorMG-145-normal + 1 81 c.81A>G

T C rs7716253by1000genomesMG-145-tumorMG-145-normal + 8 1121 c.945T>C

G A rs78995047byFrequency|by1000genomesMG-145-tumorMG-145-normal - 23 5085 c.4875C>T

T C rs7935 byFrequency|by1000genomesMG-145-tumorMG-145-normal + 9 1808 c.1524T>C

C G MG-145-tumorMG-145-normal - 15 1302 c.1302G>C

C T rs1130233byFrequency|by1000genomesMG-145-tumorMG-145-normal - 8 2206 c.726G>A

A G rs150807064byFrequencyMG-145-tumorMG-145-normal + 13 1470 c.1236A>G

G A rs33954691byFrequency|by1000genomesMG-145-tumorMG-145-normal - 14 3096 c.3039C>T

C T rs12708402by1000genomesMG-145-tumorMG-145-normal - 16 3405 c.3178G>A

G A rs56337365byFrequency|by1000genomesMG-145-tumorMG-145-normal - 6 908 c.690C>T

G A rs17880521byFrequency|by1000genomesMG-145-tumorMG-145-normal + 37 5312 c.4929G>A

C T rs11547311byFrequency|by1000genomesMG-145-tumorMG-145-normal + 8 702 c.570C>T

T G rs34109891byFrequency|by1000genomesMG-145-tumorMG-145-normal - 5 2836 c.2623A>C

A G rs150594 byFrequency|by1000genomesMG-145-tumorMG-145-normal - 13 1559 c.1356T>C

A C rs76504934by1000genomesMG-145-tumorMG-145-normal - 4 464 c.427T>G

G C rs6771157byFrequency|by1000genomesMG-145-tumorMG-145-normal - 19 3392 c.3393C>G

C T rs9904366byFrequency|by1000genomesMG-145-tumorMG-145-normal - 3 554 c.175G>A

T C rs10082391byFrequency|by1000genomesMG-145-tumorMG-145-normal - 13 8654 c.8279A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-145-tumorMG-145-normal + 7 1597 c.1215T>C

A G rs17443123by1000genomesMG-145-tumorMG-145-normal + 5 915 c.750A>G

C T rs11931107by1000genomesMG-145-tumorMG-145-normal - 10 6953 c.6744G>A

A C rs881732 by1000genomesMG-145-tumorMG-145-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-145-tumorMG-145-normal - 4 895 c.891C>T



T A rs2060198byFrequency|by1000genomesMG-145-tumorMG-145-normal + 27 5204 c.4914T>A

A G rs13223756byFrequency|by1000genomesMG-145-tumorMG-145-normal + 7 2144 c.1944A>G

A G rs7107305byFrequency|by1000genomesMG-145-tumorMG-145-normal + 21 5702 c.5679A>G

C T rs12777740byFrequency|by1000genomesMG-145-tumorMG-145-normal - 13 8321 c.7946G>A

T C rs34750407byFrequency|by1000genomesMG-145-tumorMG-145-normal - 14 9680 c.9305A>G

C T rs2228276byFrequency|by1000genomesMG-145-tumorMG-145-normal + 5 2216 c.1662C>T

C T rs11591817byFrequency|by1000genomesMG-145-tumorMG-145-normal - 13 6002 c.5627G>A

T C rs6865460byFrequency|by1000genomesMG-145-tumorMG-145-normal + 10 1960 c.1578T>C

T A rs17264436byFrequency|by1000genomesMG-145-tumorMG-145-normal - 21 3503 c.3501A>T

T C rs7714670by1000genomesMG-145-tumorMG-145-normal + 6 849 c.673T>C

A T rs111657679byFrequency|by1000genomesMG-145-tumorMG-145-normal - 7 516 c.149T>A

C T rs144931466byFrequency|by1000genomesMG-145-tumorMG-145-normal + 9 2125 c.1906C>T

C T rs2305180by1000genomesMG-145-tumorMG-145-normal + 5 844 c.588C>T

C T rs7240355byFrequency|by1000genomesMG-145-tumorMG-145-normal - 5 5238 c.5025G>A

C T MG-145-tumorMG-145-normal - 8 1260 c.1042G>A

A G rs148969251by1000genomesMG-145-tumorMG-145-normal + 38 4083 c.3917A>G

A G MG-145-tumorMG-145-normal + 1 340 c.340A>G

G A rs59275951byFrequency|by1000genomesMG-145-tumorMG-145-normal - 11 1797 c.1587C>T

T C rs10423264byFrequency|by1000genomesMG-145-tumorMG-145-normal + 5 2273 c.1719T>C

T G rs12145941byFrequency|by1000genomesMG-145-tumorMG-145-normal - 3 1631 c.1556A>C

T C rs33910491byFrequency|by1000genomesMG-145-tumorMG-145-normal - 5 4949 c.4736A>G

A T rs7095325byFrequency|by1000genomesMG-145-tumorMG-145-normal - 7 1087 c.712T>A

C T rs10082533byFrequency|by1000genomesMG-145-tumorMG-145-normal - 13 8753 c.8378G>A

G A rs35296183byFrequency|by1000genomesMG-145-tumorMG-145-normal - 55 9794 c.8823C>T

A G MG-145-tumorMG-145-normal + 1 174 c.174A>G

G A rs3744007byFrequency|by1000genomesMG-145-tumorMG-145-normal - 4 658 c.279C>T

A G rs16831887byFrequency|by1000genomesMG-145-tumorMG-145-normal + 9 2111 c.2023A>G

T C rs2075252byFrequency|by1000genomesMG-145-tumorMG-145-normal - 66 12565 c.12280A>G

T C rs2241190byFrequency|by1000genomesMG-145-tumorMG-145-normal - 17 2745 c.2460A>G

G A MG-145-tumorMG-145-normal + 15 1622 c.761G>A

G C rs45469098by1000genomesMG-145-tumorMG-145-normal - 1 255 c.256C>G

C T rs3745762by1000genomesMG-145-tumorMG-145-normal + 6 2241 c.2047C>T

T C rs831042 byFrequency|by1000genomesMG-145-tumorMG-145-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-145-tumorMG-145-normal + 2 543 c.510A>G

C T rs2305179by1000genomesMG-145-tumorMG-145-normal + 3 604 c.348C>T

A C rs9332801byFrequency|by1000genomesMG-145-tumorMG-145-normal + 10 4307 c.4284A>C

G T rs7083622byFrequency|by1000genomesMG-145-tumorMG-145-normal - 13 7385 c.7010C>A

T C MG-145-tumorMG-145-normal + 1 492 c.492T>C

C T rs7904627byFrequency|by1000genomesMG-145-tumorMG-145-normal - 5 1356 c.1242G>A

C T rs169758 by1000genomesMG-145-tumorMG-145-normal - 23 1959 c.1592G>A

G A MG-145-tumorMG-145-normal + 1 529 c.529G>A

C T rs4750936byFrequency|by1000genomesMG-145-tumorMG-145-normal - 13 4011 c.3636G>A

G A rs2271189byFrequency|by1000genomesMG-145-tumorMG-145-normal + 27 3788 c.3348G>A

C G rs11016076byFrequency|by1000genomesMG-145-tumorMG-145-normal - 8 1866 c.1491G>C

G A rs2973566by1000genomesMG-145-tumorMG-145-normal + 14 1930 c.1754G>A

T C rs7744765by1000genomesMG-145-tumorMG-145-normal + 14 1929 c.1730T>C

A G rs3181247byFrequency|by1000genomesMG-145-tumorMG-145-normal - 3 522 c.304T>C



G C rs61731528by1000genomesMG-145-tumorMG-145-normal - 5 1442 c.901C>G

G A rs11177 byFrequency|by1000genomesMG-145-tumorMG-145-normal + 3 290 c.80G>A

C A rs79011039byFrequency|by1000genomesMG-145-tumorMG-145-normal + 6 1050 c.572C>A

A C rs76437836byFrequencyMG-145-tumorMG-145-normal - 3 142 c.98T>G

G A rs74351250byFrequency|by1000genomesMG-145-tumorMG-145-normal - 9 1013 c.1014C>T

T C MG-145-tumorMG-145-normal + 1 540 c.540T>C

G A rs35389971by1000genomesMG-145-tumorMG-145-normal - 10 6818 c.6609C>T

G A rs2127898byFrequency|by1000genomesMG-145-tumorMG-145-normal - 6 1130 c.920C>T

T G rs1050767byFrequency|by1000genomesMG-145-tumorMG-145-normal - 13 8533 c.8158A>C

A G rs40831 by1000genomesMG-145-tumorMG-145-normal + 2 2118 c.2085A>G

G T MG-145-tumorMG-145-normal - 4 372 c.335C>A

G C MG-145-tumorMG-145-normal - 5 1009 c.1010C>G

C A rs41306015byFrequency|by1000genomesMG-145-tumorMG-145-normal - 13 4052 c.3677G>T

A G rs11778209byFrequency|by1000genomesMG-145-tumorMG-145-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-145-tumorMG-145-normal - 54 9497 c.8526T>C

A G rs180744 by1000genomesMG-145-tumorMG-145-normal + 2 1719 c.1686A>G

C T rs56390741byFrequency|by1000genomesMG-145-tumorMG-145-normal - 5 2838 c.2625G>A

T C rs11016071byFrequency|by1000genomesMG-145-tumorMG-145-normal - 13 9086 c.8711A>G

G A rs9804992byFrequency|by1000genomesMG-145-tumorMG-145-normal + 11 3172 c.2529G>A

C G rs2509943byFrequency|by1000genomesMG-145-tumorMG-145-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-145-tumorMG-145-normal + 11 1273 c.1063G>A

C T rs6432901by1000genomesMG-145-tumorMG-145-normal - 2 514 c.174G>A

C G rs60738318byFrequency|by1000genomesMG-145-tumorMG-145-normal + 8 996 c.607C>G

T C rs112827102byFrequency|by1000genomesMG-145-tumorMG-145-normal - 19 3495 c.3285A>G

A C rs75752352by1000genomesMG-145-tumorMG-145-normal - 4 1274 c.1172T>G

C T rs151174 by1000genomesMG-145-tumorMG-145-normal + 2 1740 c.1707C>T

C T rs3814883byFrequency|by1000genomesMG-145-tumorMG-145-normal + 13 2402 c.1359C>T

G A rs34949187by1000genomesMG-145-tumorMG-145-normal + 6 1198 c.824G>A

C T rs872665 by1000genomesMG-145-tumorMG-145-normal - 7 1855 c.1519G>A

T C rs2229263byFrequency|by1000genomesMG-145-tumorMG-145-normal - 3 533 c.248A>G

C G rs78992879byFrequency|by1000genomesMG-145-tumorMG-145-normal + 34 4798 c.4622C>G

C T rs468525 by1000genomesMG-145-tumorMG-145-normal - 6 478 c.111G>A

G A MG-145-tumorMG-145-normal + 30 3039 c.2852G>A

C A rs73336307byFrequency|by1000genomesMG-145-tumorMG-145-normal - 17 1402 c.1035G>T

G A rs61749244byFrequency|by1000genomesMG-145-tumorMG-145-normal - 10 1987 c.1902C>T

A G rs1385600byFrequency|by1000genomesMG-145-tumorMG-145-normal - 5 1375 c.1290T>C

C T MG-145-tumorMG-145-normal - 3 370 c.335G>A

G A MG-145-tumorMG-145-normal - 7 889 c.796C>T

C G rs2282302byFrequency|by1000genomesMG-145-tumorMG-145-normal - 3 965 c.893G>C

G C rs2227910byFrequency|by1000genomesMG-145-tumorMG-145-normal + 2 1911 c.804G>C

C T rs7300444byFrequency|by1000genomesMG-145-tumorMG-145-normal + 19 5383 c.4740C>T

G A rs7234999byFrequency|by1000genomesMG-145-tumorMG-145-normal - 5 5512 c.5299C>T

A T rs35238720byFrequency|by1000genomesMG-145-tumorMG-145-normal + 4 1205 c.860A>T

C T rs4802382by1000genomesMG-145-tumorMG-145-normal + 6 554 c.360C>T

G A rs55656447byFrequency|by1000genomesMG-145-tumorMG-145-normal - 5 5162 c.4949C>T

T C MG-145-tumorMG-145-normal + 11 3439 c.2796T>C

T C rs12731746byFrequency|by1000genomesMG-145-tumorMG-145-normal - 11 1394 c.897A>G



A G rs28624496 MG-145-tumorMG-145-normal - 1 626 c.196T>C

A G rs151306742by1000genomesMG-145-tumorMG-145-normal + 4 729 c.285A>G

A G rs80358467 MG-145-tumorMG-145-normal + 10 2037 c.1810A>G

T C rs61942218by1000genomesMG-145-tumorMG-145-normal - 38 10670 c.10671A>G

G A rs142702316byFrequencyMG-145-tumorMG-145-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-145-tumorMG-145-normal - 3 159 c.115A>G

C T MG-145-tumorMG-145-normal - 1 506 c.507G>A

C G rs180743 by1000genomesMG-145-tumorMG-145-normal + 2 1315 c.1282C>G

C T rs11016072byFrequency|by1000genomesMG-145-tumorMG-145-normal - 13 8909 c.8534G>A

G A MG-146-tumorMG-146-normal + 1 681 c.681G>A

G A rs3751845byFrequency|by1000genomesMG-146-tumorMG-146-normal - 31 7520 c.6711C>T

G A rs61751557byFrequency|by1000genomesMG-146-tumorMG-146-normal - 4 786 c.711C>T

C T rs76334433byFrequency|by1000genomesMG-146-tumorMG-146-normal - 4 615 c.553G>A

C T rs73655342by1000genomesMG-146-tumorMG-146-normal - 38 9629 c.9293G>A

G A rs62070401by1000genomesMG-146-tumorMG-146-normal - 12 2205 c.2162C>T

A G rs3737940byFrequency|by1000genomesMG-146-tumorMG-146-normal + 7 3183 c.3138A>G

G C rs61735002byFrequency|by1000genomesMG-146-tumorMG-146-normal + 5 516 c.499G>C

C T rs16883323byFrequency|by1000genomesMG-146-tumorMG-146-normal - 61 10096 c.9852G>A

T A rs41305353byFrequency|by1000genomesMG-146-tumorMG-146-normal - 59 8935 c.8729A>T

C A rs16829829byFrequency|by1000genomesMG-146-tumorMG-146-normal + 23 3457 c.2314C>A

A G rs3108200byFrequency|by1000genomesMG-146-tumorMG-146-normal + 3 2040 c.810A>G

G C rs2240 byFrequency|by1000genomesMG-146-tumorMG-146-normal - 13 2935 c.2560C>G

T C rs28489116by1000genomesMG-146-tumorMG-146-normal - 10 5194 c.4985A>G

A G rs7762830by1000genomesMG-146-tumorMG-146-normal + 14 2120 c.1921A>G

C T rs151233 by1000genomesMG-146-tumorMG-146-normal + 2 99 c.66C>T

A T rs1063536byFrequency|by1000genomesMG-146-tumorMG-146-normal - 4 612 c.237T>A

A C rs10473959by1000genomesMG-146-tumorMG-146-normal + 6 999 c.823A>C

A G rs76736071byFrequency|by1000genomesMG-146-tumorMG-146-normal + 4 577 c.387A>G

T C rs16912752byFrequency|by1000genomesMG-146-tumorMG-146-normal - 16 1297 c.1285A>G

C T MG-146-tumorMG-146-normal + 1 369 c.369C>T

C T rs140590829byFrequencyMG-146-tumorMG-146-normal - 10 1819 c.1026G>A

T C rs17148347byFrequency|by1000genomesMG-146-tumorMG-146-normal + 2 1068 c.1052T>C

C G rs35631512byFrequency|by1000genomesMG-146-tumorMG-146-normal + 3 1897 c.1065C>G

G A rs34830600byFrequency|by1000genomesMG-146-tumorMG-146-normal - 8 2874 c.2805C>T

A G rs2973568by1000genomesMG-146-tumorMG-146-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-146-tumorMG-146-normal - 20 4043 c.3072C>A

G A rs6601 byFrequency|by1000genomesMG-146-tumorMG-146-normal + 25 3881 c.3672G>A

G A rs149573400byFrequency|by1000genomesMG-146-tumorMG-146-normal + 6 1199 c.915G>A

T C rs7935 byFrequency|by1000genomesMG-146-tumorMG-146-normal + 9 1808 c.1524T>C

G A MG-146-tumorMG-146-normal - 1 351 c.258C>T

C G rs114663194by1000genomesMG-146-tumorMG-146-normal + 35 5012 c.4836C>G

C T rs142524392by1000genomesMG-146-tumorMG-146-normal + 9 601 c.601C>T

G T rs2075249byFrequency|by1000genomesMG-146-tumorMG-146-normal - 21 3339 c.3054C>A

T C rs10082391byFrequency|by1000genomesMG-146-tumorMG-146-normal - 13 8654 c.8279A>G

A G rs78253128 MG-146-tumorMG-146-normal + 1 364 c.363A>G

T C MG-146-tumorMG-146-normal + 1 768 c.768T>C

T C rs2241190byFrequency|by1000genomesMG-146-tumorMG-146-normal - 17 2745 c.2460A>G



T C rs7914982byFrequency|by1000genomesMG-146-tumorMG-146-normal - 5 1181 c.1067A>G

C T MG-146-tumorMG-146-normal - 9 1536 c.1485G>A

T C rs56291458by1000genomesMG-146-tumorMG-146-normal - 37 6610 c.6274A>G

T C MG-146-tumorMG-146-normal - 3 863 c.668A>G

T C rs9807555by1000genomesMG-146-tumorMG-146-normal - 1 196 c.197A>G

G A rs2230506byFrequency|by1000genomesMG-146-tumorMG-146-normal - 6 2084 c.604C>T

A T rs78004199byFrequency|by1000genomesMG-146-tumorMG-146-normal + 3 1076 c.922A>T

A C rs138447937 MG-146-tumorMG-146-normal - 4 1368 c.1298T>G

C T rs145405488byFrequencyMG-146-tumorMG-146-normal - 4 427 c.112G>A

C G rs11718329by1000genomesMG-146-tumorMG-146-normal + 4 719 c.647C>G

T A rs140719911byFrequencyMG-146-tumorMG-146-normal - 36 6493 c.6275A>T

G A rs79983774byFrequency|by1000genomesMG-146-tumorMG-146-normal - 3 5937 c.5865C>T

A G rs6679449by1000genomesMG-146-tumorMG-146-normal - 3 1923 c.1851T>C

G A MG-146-tumorMG-146-normal + 1 367 c.366G>A

G A rs7533978byFrequency|by1000genomesMG-146-tumorMG-146-normal - 6 1158 c.939C>T

T C rs34582164byFrequency|by1000genomesMG-146-tumorMG-146-normal - 16 2567 c.2369A>G

C T rs7904627byFrequency|by1000genomesMG-146-tumorMG-146-normal - 5 1356 c.1242G>A

A G rs34961678byFrequency|by1000genomesMG-146-tumorMG-146-normal - 3 514 c.429T>C

C T rs35473255byFrequency|by1000genomesMG-146-tumorMG-146-normal + 22 4454 c.3819C>T

C G rs145020302byFrequencyMG-146-tumorMG-146-normal + 16 2398 c.2137C>G

A G rs28407189by1000genomesMG-146-tumorMG-146-normal + 12 5238 c.4864A>G

C T rs3812458byFrequency|by1000genomesMG-146-tumorMG-146-normal + 22 2662 c.2385C>T

T C rs831042 byFrequency|by1000genomesMG-146-tumorMG-146-normal - 24 3945 c.3660A>G

T C rs539858|rs78098996byFrequency|by1000genomesMG-146-tumorMG-146-normal - 20 3029 c.3024A>G

T C rs7716253by1000genomesMG-146-tumorMG-146-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-146-tumorMG-146-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-146-tumorMG-146-normal - 3 660 c.661T>C

A G rs148863217 MG-146-tumorMG-146-normal + 5 1251 c.1073A>G

G A rs111722103by1000genomesMG-146-tumorMG-146-normal - 38 7893 c.7557C>T

A G rs1385600byFrequency|by1000genomesMG-146-tumorMG-146-normal - 5 1375 c.1290T>C

A G rs113995284byFrequency|by1000genomesMG-146-tumorMG-146-normal + 7 1761 c.1673A>G

A G rs3729680by1000genomesMG-146-tumorMG-146-normal + 7 1330 c.1173A>G

A G rs4659654byFrequency|by1000genomesMG-146-tumorMG-146-normal - 16 2000 c.1503T>C

G C rs12720443byFrequency|by1000genomesMG-146-tumorMG-146-normal + 1 844 c.615G>C

A G rs55901302|rs145951033byFrequencyMG-146-tumorMG-146-normal + 4 597 c.49A>G

C T rs468525 by1000genomesMG-146-tumorMG-146-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-146-tumorMG-146-normal - 12 2105 c.2062A>G

G A rs140837158byFrequency|by1000genomesMG-146-tumorMG-146-normal - 19 3150 c.2940C>T

G A rs73376288byFrequency|by1000genomesMG-146-tumorMG-146-normal + 2 723 c.354G>A

C T rs4802382by1000genomesMG-146-tumorMG-146-normal + 6 554 c.360C>T

C G rs149605490by1000genomesMG-146-tumorMG-146-normal + 3 1000 c.781C>G

G A rs13054014byFrequency|by1000genomesMG-146-tumorMG-146-normal + 2 569 c.210G>A

A T rs10107774byFrequency|by1000genomesMG-146-tumorMG-146-normal + 3 1496 c.1342A>T

A G MG-146-tumorMG-146-normal - 3 376 c.306T>C

T C MG-146-tumorMG-146-normal - 4 796 c.481A>G

C T rs10082504byFrequency|by1000genomesMG-146-tumorMG-146-normal - 14 10059 c.9684G>A

C T rs72987361byFrequency|by1000genomesMG-146-tumorMG-146-normal - 3 898 c.558G>A



T C rs831043 byFrequency|by1000genomesMG-146-tumorMG-146-normal - 21 3354 c.3069A>G

C G MG-146-tumorMG-146-normal - 1 310 c.259G>C

G A rs11168830by1000genomesMG-146-tumorMG-146-normal - 41 13688 c.13689C>T

G T rs12568784byFrequency|by1000genomesMG-146-tumorMG-146-normal - 3 7202 c.7130C>A

G A rs61743864byFrequency|by1000genomesMG-146-tumorMG-146-normal + 2 318 c.278G>A

T G rs140832996byFrequency|by1000genomesMG-146-tumorMG-146-normal + 2 369 c.281T>G

G A rs16898013byFrequency|by1000genomesMG-146-tumorMG-146-normal + 13 1938 c.1848G>A

G A MG-146-tumorMG-146-normal + 1 130 c.78G>A

G A rs7624750byFrequency|by1000genomesMG-146-tumorMG-146-normal + 4 707 c.473G>A

T C rs61732942by1000genomesMG-146-tumorMG-146-normal - 16 3240 c.2904A>G

A C rs111704488byFrequency|by1000genomesMG-146-tumorMG-146-normal - 10 1452 c.1167T>G

T C rs3755806byFrequency|by1000genomesMG-146-tumorMG-146-normal - 15 2117 c.2115A>G

G T rs6855837byFrequency|by1000genomesMG-146-tumorMG-146-normal - 14 1433 c.1183C>A

C T rs41299110byFrequency|by1000genomesMG-146-tumorMG-146-normal + 14 1944 c.1699C>T

T C MG-146-tumorMG-146-normal - 7 1209 c.991A>G

C A rs6738031by1000genomesMG-146-tumorMG-146-normal - 18 3000 c.2874G>T

T C rs142304809byFrequencyMG-146-tumorMG-146-normal - 9 1291 c.1259A>G

A G rs9653483by1000genomesMG-146-tumorMG-146-normal - 21 5040 c.4953T>C

A G rs111801240byFrequency|by1000genomesMG-146-tumorMG-146-normal + 11 1126 c.306A>G

T C rs79492089by1000genomesMG-146-tumorMG-146-normal + 3 395 c.292T>C

T C rs2251219byFrequency|by1000genomesMG-146-tumorMG-146-normal - 26 4397 c.4395A>G

A C rs41288743 MG-146-tumorMG-146-normal - 4 717 c.402T>G

T C rs147870525byFrequency|by1000genomesMG-146-tumorMG-146-normal - 21 3466 c.3371A>G

C T rs7918199byFrequency|by1000genomesMG-146-tumorMG-146-normal - 13 5050 c.4675G>A

G C rs11611231by1000genomesMG-146-tumorMG-146-normal + 9 2190 c.2190G>C

T C MG-146-tumorMG-146-normal + 1 334 c.334T>C

C T MG-146-tumorMG-146-normal - 3 1193 c.661G>A

C T rs55993306by1000genomesMG-146-tumorMG-146-normal - 20 3946 c.3859G>A

T C rs1048500byFrequency|by1000genomesMG-146-tumorMG-146-normal + 2 1791 c.684T>C

C T rs55853669byFrequency|by1000genomesMG-146-tumorMG-146-normal - 5 2706 c.2493G>A

G A MG-146-tumorMG-146-normal - 4 453 c.138C>T

C T rs142189210 MG-146-tumorMG-146-normal - 6 1043 c.927G>A

A G rs61831150byFrequency|by1000genomesMG-146-tumorMG-146-normal + 7 1855 c.1810A>G

C T rs3796032byFrequency|by1000genomesMG-146-tumorMG-146-normal - 17 2381 c.1929G>A

T C MG-146-tumorMG-146-normal + 1 114 c.114T>C

A G MG-146-tumorMG-146-normal + 1 555 c.173A>G

A G rs150594 byFrequency|by1000genomesMG-146-tumorMG-146-normal - 13 1559 c.1356T>C

A G rs28635005by1000genomesMG-146-tumorMG-146-normal + 1 566 c.321A>G

C T rs61732738byFrequency|by1000genomesMG-146-tumorMG-146-normal - 51 9209 c.8238G>A

A G rs17443123by1000genomesMG-146-tumorMG-146-normal + 5 915 c.750A>G

G A rs2229972 MG-146-tumorMG-146-normal - 31 5748 c.5673C>T

G A rs2275527byFrequency|by1000genomesMG-146-tumorMG-146-normal - 39 5629 c.5553C>T

C T rs11591817byFrequency|by1000genomesMG-146-tumorMG-146-normal - 13 6002 c.5627G>A

C T rs1064210by1000genomesMG-146-tumorMG-146-normal - 10 1425 c.1426G>A

A C rs12531344byFrequency|by1000genomesMG-146-tumorMG-146-normal + 17 1957 c.1137A>C

T C rs34488772byFrequency|by1000genomesMG-146-tumorMG-146-normal - 59 10390 c.9419A>G

G T MG-146-tumorMG-146-normal - 3 1094 c.1059C>A



G A rs6089925byFrequency|by1000genomesMG-146-tumorMG-146-normal - 4 729 c.660C>T

A T rs7095325byFrequency|by1000genomesMG-146-tumorMG-146-normal - 7 1087 c.712T>A

C T rs11873462by1000genomesMG-146-tumorMG-146-normal - 1 47 c.48G>A

C T rs61730349by1000genomesMG-146-tumorMG-146-normal + 1 703 c.473C>T

C T rs3745762by1000genomesMG-146-tumorMG-146-normal + 6 2241 c.2047C>T

G A MG-146-tumorMG-146-normal - 15 1934 c.1566C>T

G A rs76066862byFrequency|by1000genomesMG-146-tumorMG-146-normal - 2 1759 c.903C>T

C T rs4750936byFrequency|by1000genomesMG-146-tumorMG-146-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-146-tumorMG-146-normal - 8 1866 c.1491G>C

C A rs73241802by1000genomesMG-146-tumorMG-146-normal + 16 2307 c.2242C>A

T C rs2075252byFrequency|by1000genomesMG-146-tumorMG-146-normal - 66 12565 c.12280A>G

C T MG-146-tumorMG-146-normal - 8 1256 c.1038G>A

T C rs79054985byFrequency|by1000genomesMG-146-tumorMG-146-normal - 27 5363 c.4392A>G

C T MG-146-tumorMG-146-normal + 3 560 c.186C>T

C T rs1035938by1000genomesMG-146-tumorMG-146-normal + 6 1538 c.1344C>T

C T MG-146-tumorMG-146-normal + 3 423 c.43C>T

C T rs3856748byFrequency|by1000genomesMG-146-tumorMG-146-normal + 9 1796 c.1516C>T

G A MG-146-tumorMG-146-normal - 3 1505 c.973C>T

C T rs45554841by1000genomesMG-146-tumorMG-146-normal - 1 214 c.215G>A

C A MG-146-tumorMG-146-normal + 1 234 c.234C>A

A G rs142673817byFrequencyMG-146-tumorMG-146-normal + 8 864 c.645A>G

C T rs3796031byFrequency|by1000genomesMG-146-tumorMG-146-normal - 17 2399 c.1947G>A

A G rs2229267byFrequency|by1000genomesMG-146-tumorMG-146-normal - 29 5160 c.4875T>C

G A rs7543643byFrequency|by1000genomesMG-146-tumorMG-146-normal - 20 3453 c.3234C>T

A C rs80303640by1000genomesMG-146-tumorMG-146-normal - 16 1415 c.1416T>G

G A rs4750685byFrequency|by1000genomesMG-146-tumorMG-146-normal - 13 4115 c.3740C>T

C T rs4948 byFrequency|by1000genomesMG-146-tumorMG-146-normal + 25 2045 c.1859C>T

C T rs72474509byFrequency|by1000genomesMG-146-tumorMG-146-normal - 4 1337 c.1267G>A

G A rs73007787byFrequency|by1000genomesMG-146-tumorMG-146-normal - 3 4878 c.4806C>T

A G MG-146-tumorMG-146-normal + 1 23 c.23A>G

A T rs34870395byFrequency|by1000genomesMG-146-tumorMG-146-normal + 18 4496 c.4495A>T

G C rs2227910byFrequency|by1000genomesMG-146-tumorMG-146-normal + 2 1911 c.804G>C

T C MG-146-tumorMG-146-normal + 8 505 c.505T>C

G A rs6089924byFrequency|by1000genomesMG-146-tumorMG-146-normal - 4 920 c.851C>T

T C rs16833974byFrequency|by1000genomesMG-146-tumorMG-146-normal - 3 3818 c.3746A>G

T G rs1050767byFrequency|by1000genomesMG-146-tumorMG-146-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-146-tumorMG-146-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-146-tumorMG-146-normal + 1 160 c.108G>A

A G rs148990271byFrequency|by1000genomesMG-146-tumorMG-146-normal - 10 1530 c.1110T>C

G A rs141909084by1000genomesMG-146-tumorMG-146-normal - 3 1154 c.1155C>T

T C MG-146-tumorMG-146-normal - 1 311 c.260A>G

G A rs73672606byFrequency|by1000genomesMG-146-tumorMG-146-normal + 13 2175 c.1658G>A

T C rs2305181by1000genomesMG-146-tumorMG-146-normal + 5 859 c.603T>C

G A rs2921563byFrequency|by1000genomesMG-146-tumorMG-146-normal + 9 2165 c.524G>A

G A rs78325949byFrequency|by1000genomesMG-146-tumorMG-146-normal - 1 1798 c.1638C>T

T G rs9807633by1000genomesMG-146-tumorMG-146-normal - 1 88 c.89A>C

C T rs115321263byFrequency|by1000genomesMG-146-tumorMG-146-normal - 2 325 c.141G>A



A G MG-146-tumorMG-146-normal - 16 2336 c.2249T>C

T C rs142238688byFrequencyMG-146-tumorMG-146-normal + 25 3755 c.3714T>C

C T rs3784323byFrequency|by1000genomesMG-146-tumorMG-146-normal - 15 2343 c.2133G>A

T C rs1800278byFrequency|by1000genomesMG-146-tumorMG-146-normal - 59 8940 c.8734A>G

C T rs62478357byFrequencyMG-146-tumorMG-146-normal - 8 1268 c.1050G>A

G A rs2127898byFrequency|by1000genomesMG-146-tumorMG-146-normal - 6 1130 c.920C>T

T C rs17012064by1000genomesMG-146-tumorMG-146-normal + 32 5725 c.5245T>C

G A rs61737866byFrequency|by1000genomesMG-146-tumorMG-146-normal - 12 2231 c.2047C>T

G A rs2228000byFrequency|by1000genomesMG-146-tumorMG-146-normal - 9 1710 c.1496C>T

G T rs3745765byFrequency|by1000genomesMG-146-tumorMG-146-normal + 9 2360 c.719G>T

T C rs8089144by1000genomesMG-146-tumorMG-146-normal - 7 1142 c.1143A>G

T C rs9851685byFrequency|by1000genomesMG-146-tumorMG-146-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-146-tumorMG-146-normal - 3 1368 c.836T>C

G A MG-146-tumorMG-146-normal + 1 555 c.555G>A

C T rs28363462byFrequency|by1000genomesMG-146-tumorMG-146-normal + 11 1495 c.1405C>T

T G rs12963422byFrequency|by1000genomesMG-146-tumorMG-146-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-146-tumorMG-146-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-146-tumorMG-146-normal - 31 5385 c.5100C>T

G A rs13007735byFrequency|by1000genomesMG-146-tumorMG-146-normal - 16 3587 c.2616C>T

G A rs61738284byFrequency|by1000genomesMG-146-tumorMG-146-normal - 13 6005 c.5630C>T

G A rs3818831byFrequency|by1000genomesMG-146-tumorMG-146-normal - 2 193 c.121C>T

G A rs11574872by1000genomesMG-146-tumorMG-146-normal - 4 738 c.663C>T

C T rs111938103 MG-146-tumorMG-146-normal + 1 398 c.382C>T

T C MG-146-tumorMG-146-normal + 1 90 c.90T>C

T C MG-146-tumorMG-146-normal - 3 305 c.270A>G

G A rs3827025by1000genomesMG-146-tumorMG-146-normal - 6 2094 c.2025C>T

T C rs2229263byFrequency|by1000genomesMG-146-tumorMG-146-normal - 3 533 c.248A>G

G A rs146375254byFrequencyMG-146-tumorMG-146-normal - 12 2862 c.2678C>T

G A rs34670300byFrequency|by1000genomesMG-146-tumorMG-146-normal - 5 2038 c.558C>T

T C rs9646771by1000genomesMG-146-tumorMG-146-normal - 4 787 c.447A>G

A G rs144740103byFrequencyMG-146-tumorMG-146-normal - 4 488 c.173T>C

G A rs78995047byFrequency|by1000genomesMG-146-tumorMG-146-normal - 23 5085 c.4875C>T

G A rs61731510byFrequency|by1000genomesMG-146-tumorMG-146-normal + 12 1637 c.1120G>A

G C rs3088074byFrequency|by1000genomesMG-146-tumorMG-146-normal - 9 2999 c.2785C>G

T C rs7744765by1000genomesMG-146-tumorMG-146-normal + 14 1929 c.1730T>C

T C rs28621009byFrequency|by1000genomesMG-146-tumorMG-146-normal + 13 2864 c.2229T>C

T A rs61749580byFrequency|by1000genomesMG-146-tumorMG-146-normal - 3 576 c.504A>T

C T MG-146-tumorMG-146-normal + 9 665 c.665C>T

C T MG-146-tumorMG-146-normal + 4 1851 c.1835C>T

C T rs150189701byFrequency|by1000genomesMG-146-tumorMG-146-normal - 5 1203 c.1134G>A

C T rs7300444byFrequency|by1000genomesMG-146-tumorMG-146-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-146-tumorMG-146-normal + 17 1912 c.1092A>C

T C rs10817025by1000genomesMG-146-tumorMG-146-normal - 15 3032 c.2696A>G

G A rs114068985|rs25497byFrequency|by1000genomesMG-146-tumorMG-146-normal + 4 1190 c.597G>A

C T rs12777740byFrequency|by1000genomesMG-146-tumorMG-146-normal - 13 8321 c.7946G>A

G A rs4863506by1000genomesMG-146-tumorMG-146-normal - 5 4046 c.3190C>T

C T rs73655337by1000genomesMG-146-tumorMG-146-normal - 41 10204 c.9868G>A



C T rs11121691byFrequency|by1000genomesMG-146-tumorMG-146-normal - 49 6985 c.6909G>A

T A MG-146-tumorMG-146-normal + 20 4015 c.3999T>A

C T rs10082533byFrequency|by1000genomesMG-146-tumorMG-146-normal - 13 8753 c.8378G>A

T G rs34591797byFrequency|by1000genomesMG-146-tumorMG-146-normal - 2 1369 c.960A>C

G A rs34660570by1000genomesMG-146-tumorMG-146-normal - 3 977 c.504C>T

T C MG-146-tumorMG-146-normal + 1 744 c.744T>C

A C MG-146-tumorMG-146-normal - 16 2324 c.2237T>G

G A rs3733415by1000genomesMG-146-tumorMG-146-normal - 2 601 c.392C>T

G C rs13397109byFrequency|by1000genomesMG-146-tumorMG-146-normal - 41 7911 c.7626C>G

C T rs10042274by1000genomesMG-146-tumorMG-146-normal + 6 614 c.432C>T

G A rs11177 byFrequency|by1000genomesMG-146-tumorMG-146-normal + 3 290 c.80G>A

A G rs9667 by1000genomesMG-146-tumorMG-146-normal + 3 354 c.168A>G

C A rs138908625byFrequency|by1000genomesMG-146-tumorMG-146-normal - 8 1357 c.1139G>T

C T rs6432901by1000genomesMG-146-tumorMG-146-normal - 2 514 c.174G>A

C T MG-146-tumorMG-146-normal - 18 3132 c.2914G>A

A C rs76437836byFrequencyMG-146-tumorMG-146-normal - 3 142 c.98T>G

G A rs59275951byFrequency|by1000genomesMG-146-tumorMG-146-normal - 11 1797 c.1587C>T

C T MG-146-tumorMG-146-normal - 3 1048 c.516G>A

C T MG-146-tumorMG-146-normal + 18 2604 c.2514C>T

A G rs28647489by1000genomesMG-146-tumorMG-146-normal - 15 10210 c.10001T>C

G A rs45469491by1000genomesMG-146-tumorMG-146-normal - 8 4518 c.4449C>T

G C rs61741972by1000genomesMG-146-tumorMG-146-normal - 8 3894 c.3825C>G

G C rs62070406by1000genomesMG-146-tumorMG-146-normal - 9 1754 c.1711C>G

A G MG-146-tumorMG-146-normal + 1 1 c.1A>G

C T rs872665 by1000genomesMG-146-tumorMG-146-normal - 7 1855 c.1519G>A

G A rs41315495by1000genomesMG-146-tumorMG-146-normal - 28 5041 c.4848C>T

G A rs76708779byFrequency|by1000genomesMG-146-tumorMG-146-normal + 1 1379 c.1150G>A

A G MG-146-tumorMG-146-normal + 1 199 c.199A>G

C T rs116124546byFrequency|by1000genomesMG-146-tumorMG-146-normal + 2 341 c.253C>T

A G rs12321909by1000genomesMG-146-tumorMG-146-normal + 7 936 c.871A>G

G A rs116630802byFrequency|by1000genomesMG-146-tumorMG-146-normal + 30 5909 c.5274G>A

G A rs59588723byFrequency|by1000genomesMG-146-tumorMG-146-normal + 13 3095 c.2982G>A

A G rs151306742by1000genomesMG-146-tumorMG-146-normal + 4 729 c.285A>G

T C rs78472618byFrequencyMG-146-tumorMG-146-normal - 3 159 c.115A>G

A T rs150289150byFrequency|by1000genomesMG-146-tumorMG-146-normal - 4 1377 c.1307T>A

G A rs148449976byFrequencyMG-146-tumorMG-146-normal - 8 1087 c.834C>T

T G rs997983 byFrequency|by1000genomesMG-146-tumorMG-146-normal - 9 2266 c.1891A>C

T C rs142619172byFrequencyMG-146-tumorMG-146-normal - 4 604 c.289A>G

C T rs1049622|rs114303286byFrequency|by1000genomesMG-146-tumorMG-146-normal + 7 1073 c.525C>T

C T rs210498 by1000genomesMG-146-tumorMG-146-normal - 23 1885 c.1518G>A

T C rs116159392by1000genomesMG-146-tumorMG-146-normal - 38 8400 c.8064A>G

G A rs12022217byFrequency|by1000genomesMG-146-tumorMG-146-normal - 3 4602 c.4530C>T

C T MG-146-tumorMG-146-normal - 8 5459 c.5390G>A

G A rs61741527by1000genomesMG-146-tumorMG-146-normal - 8 5716 c.5647C>T

C T MG-146-tumorMG-146-normal - 10 1459 c.1460G>A

A C rs9590940byFrequency|by1000genomesMG-146-tumorMG-146-normal + 19 8687 c.8460A>C

G T rs139993038byFrequency|by1000genomesMG-146-tumorMG-146-normal - 10 3514 c.2926C>A



G C rs2229933|rs116048761byFrequency|by1000genomesMG-146-tumorMG-146-normal + 6 830 c.282G>C

T C rs766894 by1000genomesMG-146-tumorMG-146-normal + 25 2461 c.2295T>C

C T rs1800265byFrequency|by1000genomesMG-146-tumorMG-146-normal - 9 1043 c.837G>A

C A rs73672607byFrequency|by1000genomesMG-146-tumorMG-146-normal + 13 2349 c.1832C>A

G A rs7234999byFrequency|by1000genomesMG-146-tumorMG-146-normal - 5 5512 c.5299C>T

C T rs61978578byFrequency|by1000genomesMG-146-tumorMG-146-normal + 2 766 c.390C>T

C T rs3814883byFrequency|by1000genomesMG-146-tumorMG-146-normal + 13 2402 c.1359C>T

A G rs1801426byFrequency|by1000genomesMG-146-tumorMG-146-normal + 27 10461 c.10234A>G

C T rs55979329by1000genomesMG-146-tumorMG-146-normal - 3 1257 c.725G>A

G A rs111789308byFrequency|by1000genomesMG-146-tumorMG-146-normal - 19 4446 c.4236C>T

T C MG-146-tumorMG-146-normal + 28 4242 c.3859T>C

C T rs149295542by1000genomesMG-146-tumorMG-146-normal - 3 3558 c.3349G>A

A G rs61612406byFrequency|by1000genomesMG-146-tumorMG-146-normal + 3 230 c.11A>G

G C MG-146-tumorMG-146-normal - 3 1273 c.741C>G

C A rs1801270byFrequency|by1000genomesMG-146-tumorMG-146-normal + 2 328 c.93C>A

G T rs11952292byFrequency|by1000genomesMG-146-tumorMG-146-normal + 1 2442 c.2442G>T

G A rs16856476byFrequency|by1000genomesMG-146-tumorMG-146-normal - 72 13440 c.13155C>T

A G rs114848895byFrequency|by1000genomesMG-146-tumorMG-146-normal + 5 927 c.837A>G

T C rs16914996byFrequency|by1000genomesMG-146-tumorMG-146-normal - 38 9100 c.8764A>G

G A rs3810490by1000genomesMG-146-tumorMG-146-normal - 6 2067 c.1998C>T

T C rs1050476byFrequency|by1000genomesMG-146-tumorMG-146-normal + 7 2254 c.1695T>C

C A rs113972313byFrequency|by1000genomesMG-146-tumorMG-146-normal - 7 1474 c.1230G>T

G A rs10082432byFrequency|by1000genomesMG-146-tumorMG-146-normal - 13 8757 c.8382C>T

C T rs2282303byFrequency|by1000genomesMG-146-tumorMG-146-normal - 3 899 c.827G>A

G A rs2229970by1000genomesMG-146-tumorMG-146-normal - 13 2280 c.2205C>T

C T rs7240355byFrequency|by1000genomesMG-146-tumorMG-146-normal - 5 5238 c.5025G>A

C G MG-146-tumorMG-146-normal - 3 276 c.277G>C

C T rs26505 byFrequency|by1000genomesMG-146-tumorMG-146-normal + 1 144 c.57C>T

G A rs35745161byFrequency|by1000genomesMG-146-tumorMG-146-normal - 16 7494 c.7425C>T

G C rs73970129byFrequency|by1000genomesMG-146-tumorMG-146-normal - 72 13419 c.13134C>G

C T MG-146-tumorMG-146-normal + 6 1514 c.1234C>T

A G MG-146-tumorMG-146-normal + 1 175 c.175A>G

T C rs7275 by1000genomesMG-146-tumorMG-146-normal + 35 5267 c.4983T>C

C T MG-146-tumorMG-146-normal - 8 1260 c.1042G>A

A G MG-146-tumorMG-146-normal + 1 340 c.340A>G

A G rs2230698byFrequency|by1000genomesMG-146-tumorMG-146-normal + 14 1791 c.1281A>G

T C rs34980032by1000genomesMG-146-tumorMG-146-normal - 8 5734 c.5665A>G

G A rs3744007byFrequency|by1000genomesMG-146-tumorMG-146-normal - 4 658 c.279C>T

G A rs73655343by1000genomesMG-146-tumorMG-146-normal - 38 7791 c.7455C>T

G A rs60219834by1000genomesMG-146-tumorMG-146-normal + 6 626 c.432G>A

C G rs11729794by1000genomesMG-146-tumorMG-146-normal - 2 2746 c.1890G>C

C T rs169758 by1000genomesMG-146-tumorMG-146-normal - 23 1959 c.1592G>A

T C rs17114803byFrequency|by1000genomesMG-146-tumorMG-146-normal + 11 1465 c.1299T>C

T G rs28363395byFrequency|by1000genomesMG-146-tumorMG-146-normal + 5 636 c.546T>G

G C MG-146-tumorMG-146-normal + 4 277 c.263G>C

T C MG-146-tumorMG-146-normal + 1 912 c.912T>C

C A rs6453022by1000genomesMG-146-tumorMG-146-normal + 7 1027 c.851C>A



T C rs543304 byFrequency|by1000genomesMG-146-tumorMG-146-normal + 11 4034 c.3807T>C

G T MG-146-tumorMG-146-normal - 4 372 c.335C>A

C T rs34594998by1000genomesMG-146-tumorMG-146-normal + 9 1733 c.1509C>T

G A rs2248407byFrequency|by1000genomesMG-146-tumorMG-146-normal - 4 1003 c.918C>T

T C rs61754871byFrequency|by1000genomesMG-146-tumorMG-146-normal - 10 1226 c.847A>G

T C rs11886219byFrequency|by1000genomesMG-146-tumorMG-146-normal - 36 6144 c.5859A>G

T C rs11016071byFrequency|by1000genomesMG-146-tumorMG-146-normal - 13 9086 c.8711A>G

T C rs2072736byFrequency|by1000genomesMG-146-tumorMG-146-normal - 8 1410 c.474A>G

G A rs2290770byFrequency|by1000genomesMG-146-tumorMG-146-normal - 21 2356 c.1977C>T

C A rs61752025byFrequency|by1000genomesMG-146-tumorMG-146-normal - 15 4388 c.3979G>T

G A rs143767861byFrequencyMG-146-tumorMG-146-normal + 5 758 c.314G>A

C T rs1050475byFrequency|by1000genomesMG-146-tumorMG-146-normal + 7 1534 c.975C>T

G C rs2240089byFrequency|by1000genomesMG-146-tumorMG-146-normal - 12 3187 c.3003C>G

C T rs75340924by1000genomesMG-146-tumorMG-146-normal - 44 14237 c.14238G>A

G T rs61729931byFrequency|by1000genomesMG-146-tumorMG-146-normal - 5 941 c.702C>A

T A rs17264436byFrequency|by1000genomesMG-146-tumorMG-146-normal - 21 3503 c.3501A>T

G A rs55938102byFrequency|by1000genomesMG-146-tumorMG-146-normal + 48 8467 c.8358G>A

C G rs3735156byFrequency|by1000genomesMG-146-tumorMG-146-normal - 11 1795 c.1577G>C

C G rs144366923by1000genomesMG-146-tumorMG-146-normal - 9 1009 c.1010G>C

G A rs2289247byFrequency|by1000genomesMG-146-tumorMG-146-normal + 11 1273 c.1063G>A

T C rs12731746byFrequency|by1000genomesMG-146-tumorMG-146-normal - 11 1394 c.897A>G

C T MG-146-tumorMG-146-normal + 1 406 c.406C>T

T A rs2060198byFrequency|by1000genomesMG-146-tumorMG-146-normal + 27 5204 c.4914T>A

A G MG-146-tumorMG-146-normal + 7 705 c.359A>G

T A rs116341152byFrequency|by1000genomesMG-146-tumorMG-146-normal + 8 5688 c.4832T>A

G A MG-146-tumorMG-146-normal + 45 6173 c.5861G>A

A T rs150289150byFrequency|by1000genomesMG-147-tumorMG-147-normal - 4 1377 c.1307T>A

G A rs141909084by1000genomesMG-147-tumorMG-147-normal - 3 1154 c.1155C>T

C A rs34400049byFrequency|by1000genomesMG-147-tumorMG-147-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-147-tumorMG-147-normal + 7 3183 c.3138A>G

T C rs282414 by1000genomesMG-147-tumorMG-147-normal + 37 5214 c.5038T>C

C A MG-147-tumorMG-147-normal - 3 660 c.495G>T

T C rs831043 byFrequency|by1000genomesMG-147-tumorMG-147-normal - 21 3354 c.3069A>G

A G MG-147-tumorMG-147-normal + 5 1140 c.1046A>G

C T rs1386356byFrequency|by1000genomesMG-147-tumorMG-147-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-147-tumorMG-147-normal - 20 2134 c.1864G>A

C T rs61730876byFrequency|by1000genomesMG-147-tumorMG-147-normal - 20 3385 c.2888G>A

C T MG-147-tumorMG-147-normal + 3 423 c.43C>T

C T rs77791636by1000genomesMG-147-tumorMG-147-normal + 6 1132 c.1080C>T

T G rs141783755byFrequency|by1000genomesMG-147-tumorMG-147-normal + 18 4444 c.4443T>G

A G MG-147-tumorMG-147-normal - 4 1090 c.1020T>C

C T rs7904627byFrequency|by1000genomesMG-147-tumorMG-147-normal - 5 1356 c.1242G>A

A G rs2229267byFrequency|by1000genomesMG-147-tumorMG-147-normal - 29 5160 c.4875T>C

G T rs2075249byFrequency|by1000genomesMG-147-tumorMG-147-normal - 21 3339 c.3054C>A

C G rs149605490by1000genomesMG-147-tumorMG-147-normal + 3 1000 c.781C>G

G A rs35664708byFrequency|by1000genomesMG-147-tumorMG-147-normal + 16 2470 c.2271G>A

G A rs1128761byFrequency|by1000genomesMG-147-tumorMG-147-normal + 7 1219 c.966G>A



G A rs2227983byFrequency|by1000genomesMG-147-tumorMG-147-normal + 13 1739 c.1562G>A

A G rs4143768byFrequency|by1000genomesMG-147-tumorMG-147-normal - 10 6783 c.6195T>C

T G rs12145941byFrequency|by1000genomesMG-147-tumorMG-147-normal - 3 1631 c.1556A>C

C T rs62478357byFrequencyMG-147-tumorMG-147-normal - 8 1268 c.1050G>A

G A rs142702316byFrequencyMG-147-tumorMG-147-normal + 1 160 c.108G>A

C T rs149190709by1000genomesMG-147-tumorMG-147-normal + 6 1832 c.1197C>T

T C rs766894 by1000genomesMG-147-tumorMG-147-normal + 25 2461 c.2295T>C

T A rs150856241 MG-147-tumorMG-147-normal + 4 519 c.297T>A

G A rs139799138byFrequencyMG-147-tumorMG-147-normal - 3 6574 c.6499C>T

C A rs6738031by1000genomesMG-147-tumorMG-147-normal - 18 3000 c.2874G>T

G A MG-147-tumorMG-147-normal - 52 9368 c.8397C>T

A G rs2229268byFrequency|by1000genomesMG-147-tumorMG-147-normal - 61 11886 c.11601T>C

G A rs4151031byFrequency|by1000genomesMG-147-tumorMG-147-normal + 2 1458 c.1346G>A

G A rs2271189byFrequency|by1000genomesMG-147-tumorMG-147-normal + 27 3788 c.3348G>A

T C rs3755806byFrequency|by1000genomesMG-147-tumorMG-147-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-147-tumorMG-147-normal + 36 5181 c.5016C>T

G A rs61737954byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 3908 c.3724C>T

C G rs11016076byFrequency|by1000genomesMG-147-tumorMG-147-normal - 8 1866 c.1491G>C

C T rs41299110byFrequency|by1000genomesMG-147-tumorMG-147-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-147-tumorMG-147-normal - 9 1710 c.1496C>T

A C rs7995564by1000genomesMG-147-tumorMG-147-normal + 10 2068 c.1534A>C

A T rs41310248byFrequency|by1000genomesMG-147-tumorMG-147-normal - 3 1001 c.139T>A

C A rs149207258by1000genomesMG-147-tumorMG-147-normal - 27 5155 c.4815G>T

C G rs144385283byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 3766 c.3656G>C

T C rs831042 byFrequency|by1000genomesMG-147-tumorMG-147-normal - 24 3945 c.3660A>G

G C rs2240 byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 2935 c.2560C>G

C G rs2298258byFrequency|by1000genomesMG-147-tumorMG-147-normal + 12 1698 c.1260C>G

G A rs7624750byFrequency|by1000genomesMG-147-tumorMG-147-normal + 4 707 c.473G>A

C T rs2229265byFrequency|by1000genomesMG-147-tumorMG-147-normal - 54 10788 c.10503G>A

C T rs210498 by1000genomesMG-147-tumorMG-147-normal - 23 1885 c.1518G>A

C T rs351854 byFrequency|by1000genomesMG-147-tumorMG-147-normal + 13 1904 c.1659C>T

G A rs2880955by1000genomesMG-147-tumorMG-147-normal + 12 1031 c.1031G>A

G A rs12104022by1000genomesMG-147-tumorMG-147-normal - 3 784 c.252C>T

T G rs10817033by1000genomesMG-147-tumorMG-147-normal - 8 2079 c.1743A>C

T C rs35996821byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 2183 c.2088A>G

T C rs74597491byFrequency|by1000genomesMG-147-tumorMG-147-normal - 9 2185 c.1849A>G

T C rs4652678by1000genomesMG-147-tumorMG-147-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-147-tumorMG-147-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-147-tumorMG-147-normal + 1 144 c.57C>T

T C rs9851685byFrequency|by1000genomesMG-147-tumorMG-147-normal + 23 2508 c.2274T>C

A G rs7762830by1000genomesMG-147-tumorMG-147-normal + 14 2120 c.1921A>G

C G rs2282302byFrequency|by1000genomesMG-147-tumorMG-147-normal - 3 965 c.893G>C

C G rs3791251by1000genomesMG-147-tumorMG-147-normal - 25 4912 c.4786G>C

G T rs144792804by1000genomesMG-147-tumorMG-147-normal - 1 174 c.29C>A

G A rs114420009byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 2667 c.2557C>T

A G MG-147-tumorMG-147-normal - 3 441 c.362T>C

T G rs1998206byFrequency|by1000genomesMG-147-tumorMG-147-normal - 5 631 c.433A>C



G C rs12350212byFrequency|by1000genomesMG-147-tumorMG-147-normal + 5 1878 c.1788G>C

G A rs3810485by1000genomesMG-147-tumorMG-147-normal - 8 6116 c.6047C>T

A G rs33953730by1000genomesMG-147-tumorMG-147-normal - 25 4326 c.4200T>C

G A rs56145411byFrequency|by1000genomesMG-147-tumorMG-147-normal + 4 1211 c.1124G>A

C T rs55993306by1000genomesMG-147-tumorMG-147-normal - 20 3946 c.3859G>A

C T rs151233 by1000genomesMG-147-tumorMG-147-normal + 2 99 c.66C>T

T C MG-147-tumorMG-147-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-147-tumorMG-147-normal + 1 376 c.99G>A

C T rs55979329by1000genomesMG-147-tumorMG-147-normal - 3 1257 c.725G>A

C T MG-147-tumorMG-147-normal - 1 112 c.50G>A

T A rs17337023byFrequency|by1000genomesMG-147-tumorMG-147-normal + 16 2064 c.1887T>A

A G MG-147-tumorMG-147-normal + 1 492 c.492A>G

A G rs17051895by1000genomesMG-147-tumorMG-147-normal + 23 4485 c.3951A>G

C T rs3812458byFrequency|by1000genomesMG-147-tumorMG-147-normal + 22 2662 c.2385C>T

A G MG-147-tumorMG-147-normal - 15 1346 c.1346T>C

G A rs61729200byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 8877 c.8502C>T

C T MG-147-tumorMG-147-normal + 1 555 c.555C>T

G A MG-147-tumorMG-147-normal + 1 1372 c.1372G>A

C T rs17881168byFrequency|by1000genomesMG-147-tumorMG-147-normal + 2 551 c.168C>T

G T MG-147-tumorMG-147-normal - 7 1194 c.976C>A

A G rs2973568by1000genomesMG-147-tumorMG-147-normal + 13 1856 c.1680A>G

A G MG-147-tumorMG-147-normal + 1 340 c.340A>G

C T rs9489143byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 2184 c.1986G>A

T A rs3740423byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-147-tumorMG-147-normal - 3 533 c.248A>G

T C MG-147-tumorMG-147-normal + 1 43 c.43T>C

G A MG-147-tumorMG-147-normal - 4 1021 c.951C>T

C G rs143879890by1000genomesMG-147-tumorMG-147-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-147-tumorMG-147-normal + 7 1855 c.1810A>G

G A rs6601 byFrequency|by1000genomesMG-147-tumorMG-147-normal + 25 3881 c.3672G>A

T G MG-147-tumorMG-147-normal + 5 847 c.403T>G

T C rs7935 byFrequency|by1000genomesMG-147-tumorMG-147-normal + 9 1808 c.1524T>C

G A rs7179364by1000genomesMG-147-tumorMG-147-normal + 1 520 c.85G>A

G A rs10082432byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 8757 c.8382C>T

T C MG-147-tumorMG-147-normal + 1 910 c.910T>C

T C rs28639589byFrequency|by1000genomesMG-147-tumorMG-147-normal - 12 1809 c.1611A>G

C T MG-147-tumorMG-147-normal - 4 988 c.793G>A

G A rs12366766 MG-147-tumorMG-147-normal + 48 8392 c.8283G>A

A C rs76504934by1000genomesMG-147-tumorMG-147-normal - 4 464 c.427T>G

T C rs10082391byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 8654 c.8279A>G

G T MG-147-tumorMG-147-normal + 8 1284 c.1232G>T

C G rs3817428by1000genomesMG-147-tumorMG-147-normal + 15 7493 c.7119C>G

T G rs17879146by1000genomesMG-147-tumorMG-147-normal - 4 336 c.337A>C

C T rs79175852|rs3906245|rs67658094MG-147-tumorMG-147-normal - 1 701 c.540G>A

T C rs141331335by1000genomesMG-147-tumorMG-147-normal + 2 368 c.342T>C

C T rs7300444byFrequency|by1000genomesMG-147-tumorMG-147-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-147-tumorMG-147-normal + 17 1912 c.1092A>C



C T rs55913776 MG-147-tumorMG-147-normal - 3 1207 c.675G>A

A G rs13223756byFrequency|by1000genomesMG-147-tumorMG-147-normal + 7 2144 c.1944A>G

T C rs10817025by1000genomesMG-147-tumorMG-147-normal - 15 3032 c.2696A>G

C T rs12777740byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 8321 c.7946G>A

T C rs34750407byFrequency|by1000genomesMG-147-tumorMG-147-normal - 14 9680 c.9305A>G

T C rs2229992byFrequency|by1000genomesMG-147-tumorMG-147-normal + 12 1838 c.1458T>C

T C rs13286541by1000genomesMG-147-tumorMG-147-normal - 9 2245 c.1909A>G

C T rs11591817byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 6002 c.5627G>A

T C rs6865460byFrequency|by1000genomesMG-147-tumorMG-147-normal + 10 1960 c.1578T>C

G A rs6070697byFrequency|by1000genomesMG-147-tumorMG-147-normal + 4 1189 c.920G>A

G A rs80198225 MG-147-tumorMG-147-normal + 8 527 c.527G>A

G A MG-147-tumorMG-147-normal + 28 4259 c.3819G>A

C T MG-147-tumorMG-147-normal - 8 1260 c.1042G>A

G T rs79706622byFrequency|by1000genomesMG-147-tumorMG-147-normal + 23 4228 c.4140G>T

T C rs1050476byFrequency|by1000genomesMG-147-tumorMG-147-normal + 7 2254 c.1695T>C

C T rs78425180byFrequency|by1000genomesMG-147-tumorMG-147-normal - 27 4709 c.4710G>A

C G rs71057717|rs71057716MG-147-tumorMG-147-normal - 3 721 c.586G>C

G C rs60140950byFrequency|by1000genomesMG-147-tumorMG-147-normal + 9 986 c.767G>C

A C rs138447937 MG-147-tumorMG-147-normal - 4 1368 c.1298T>G

C G rs11718329by1000genomesMG-147-tumorMG-147-normal + 4 719 c.647C>G

G A MG-147-tumorMG-147-normal + 6 970 c.922G>A

T C rs2241190byFrequency|by1000genomesMG-147-tumorMG-147-normal - 17 2745 c.2460A>G

A G MG-147-tumorMG-147-normal + 1 276 c.276A>G

G A rs111694017byFrequency|by1000genomesMG-147-tumorMG-147-normal + 4 1088 c.808G>A

A T rs7095325byFrequency|by1000genomesMG-147-tumorMG-147-normal - 7 1087 c.712T>A

A G rs41292197by1000genomesMG-147-tumorMG-147-normal + 27 5038 c.4504A>G

A T MG-147-tumorMG-147-normal + 23 2492 c.2258A>T

C A MG-147-tumorMG-147-normal + 1 706 c.706C>A

T A MG-147-tumorMG-147-normal - 4 982 c.931A>T

T C rs112827102byFrequency|by1000genomesMG-147-tumorMG-147-normal - 19 3495 c.3285A>G

C T rs10082533byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 8753 c.8378G>A

T C rs147886342by1000genomesMG-147-tumorMG-147-normal + 12 5692 c.5318T>C

A T rs2074930byFrequency|by1000genomesMG-147-tumorMG-147-normal + 9 1056 c.1016A>T

A G rs28407189by1000genomesMG-147-tumorMG-147-normal + 12 5238 c.4864A>G

T C MG-147-tumorMG-147-normal + 1 594 c.594T>C

C A rs34651589by1000genomesMG-147-tumorMG-147-normal - 3 962 c.489G>T

C T rs11016072byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 8909 c.8534G>A

C T rs4822790byFrequency|by1000genomesMG-147-tumorMG-147-normal + 15 2042 c.1683C>T

C T rs4750936byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 4011 c.3636G>A

T G rs3204790byFrequency|by1000genomesMG-147-tumorMG-147-normal + 2 287 c.200T>G

T C rs7744765by1000genomesMG-147-tumorMG-147-normal + 14 1929 c.1730T>C

G A rs3733415by1000genomesMG-147-tumorMG-147-normal - 2 601 c.392C>T

G C MG-147-tumorMG-147-normal + 2 555

A G rs35873108|rs111782215byFrequencyMG-147-tumorMG-147-normal + 48 8443 c.8334A>G

T C MG-147-tumorMG-147-normal + 1 52 c.52T>C

A G rs17078605byFrequency|by1000genomesMG-147-tumorMG-147-normal - 10 10694 c.10106T>C

G A rs9728577byFrequency|by1000genomesMG-147-tumorMG-147-normal + 2 334 c.247G>A



C T rs6432901by1000genomesMG-147-tumorMG-147-normal - 2 514 c.174G>A

A G rs150594 byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 1559 c.1356T>C

A C rs76437836byFrequencyMG-147-tumorMG-147-normal - 3 142 c.98T>G

G A rs35389971by1000genomesMG-147-tumorMG-147-normal - 10 6818 c.6609C>T

G A rs2127898byFrequency|by1000genomesMG-147-tumorMG-147-normal - 6 1130 c.920C>T

A C rs77229081byFrequency|by1000genomesMG-147-tumorMG-147-normal + 2 114 c.27A>C

G T rs34104660byFrequency|by1000genomesMG-147-tumorMG-147-normal - 4 687 c.402C>A

C T rs3135867byFrequency|by1000genomesMG-147-tumorMG-147-normal + 4 673 c.417C>T

G C MG-147-tumorMG-147-normal - 5 1009 c.1010C>G

T C rs2075252byFrequency|by1000genomesMG-147-tumorMG-147-normal - 66 12565 c.12280A>G

C T rs16942341by1000genomesMG-147-tumorMG-147-normal + 7 1595 c.1221C>T

G A rs116910054byFrequency|by1000genomesMG-147-tumorMG-147-normal + 4 741 c.555G>A

T C rs9646771by1000genomesMG-147-tumorMG-147-normal - 4 787 c.447A>G

T G rs142197601byFrequencyMG-147-tumorMG-147-normal - 15 2459 c.2457A>C

C A rs3739298byFrequency|by1000genomesMG-147-tumorMG-147-normal - 9 2230 c.1821G>T

A G rs9552929byFrequency|by1000genomesMG-147-tumorMG-147-normal - 10 9441 c.8853T>C

C T rs2273779byFrequency|by1000genomesMG-147-tumorMG-147-normal + 6 583 c.538C>T

C T rs2271806byFrequency|by1000genomesMG-147-tumorMG-147-normal + 18 2822 c.2409C>T

G A rs2289247byFrequency|by1000genomesMG-147-tumorMG-147-normal + 11 1273 c.1063G>A

T C rs11016071byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 9086 c.8711A>G

C T rs1130233byFrequency|by1000genomesMG-147-tumorMG-147-normal - 8 2206 c.726G>A

G T rs7083622byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 7385 c.7010C>A

C T rs72987361byFrequency|by1000genomesMG-147-tumorMG-147-normal - 3 898 c.558G>A

G C rs2240089byFrequency|by1000genomesMG-147-tumorMG-147-normal - 12 3187 c.3003C>G

C G rs2509943byFrequency|by1000genomesMG-147-tumorMG-147-normal + 3 776 c.279C>G

C T rs11184139byFrequency|by1000genomesMG-147-tumorMG-147-normal - 6 487

G C rs45469098by1000genomesMG-147-tumorMG-147-normal - 1 255 c.256C>G

G A rs3744249byFrequency|by1000genomesMG-147-tumorMG-147-normal + 11 2561 c.2172G>A

C T rs17290559byFrequency|by1000genomesMG-147-tumorMG-147-normal + 21 2685 c.2508C>T

G A rs55855602by1000genomesMG-147-tumorMG-147-normal - 3 1030 c.498C>T

G A MG-147-tumorMG-147-normal + 28 4260 c.3820G>A

A G rs4659654byFrequency|by1000genomesMG-147-tumorMG-147-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-147-tumorMG-147-normal - 7 1855 c.1519G>A

C T rs1050475byFrequency|by1000genomesMG-147-tumorMG-147-normal + 7 1534 c.975C>T

T A rs56279059by1000genomesMG-147-tumorMG-147-normal - 3 1034 c.502A>T

C T rs468525 by1000genomesMG-147-tumorMG-147-normal - 6 478 c.111G>A

A G rs2929158by1000genomesMG-147-tumorMG-147-normal - 19 4373 c.4163T>C

A G rs2737699byFrequency|by1000genomesMG-147-tumorMG-147-normal - 10 12892 c.12304T>C

C T MG-147-tumorMG-147-normal - 3 370 c.335G>A

C G MG-147-tumorMG-147-normal + 32 6002 c.5468C>G

A G rs113995284byFrequency|by1000genomesMG-147-tumorMG-147-normal + 7 1761 c.1673A>G

G A MG-147-tumorMG-147-normal - 7 889 c.796C>T

G C rs142017909byFrequencyMG-147-tumorMG-147-normal - 12 1953 c.1743C>G

C G rs11971880byFrequency|by1000genomesMG-147-tumorMG-147-normal + 3 1192 c.634C>G

G A MG-147-tumorMG-147-normal - 1 289 c.290C>T

T G rs12963422byFrequency|by1000genomesMG-147-tumorMG-147-normal - 5 2988 c.2775A>C

G T rs147825872 MG-147-tumorMG-147-normal + 20 4359 c.4282G>T



T C MG-147-tumorMG-147-normal + 8 505 c.505T>C

T C rs28997577byFrequency|by1000genomesMG-147-tumorMG-147-normal - 11 1473 c.1002A>G

C A rs145848316byFrequency|by1000genomesMG-147-tumorMG-147-normal - 34 5271 c.5053G>T

C T rs3814883byFrequency|by1000genomesMG-147-tumorMG-147-normal + 13 2402 c.1359C>T

G T MG-147-tumorMG-147-normal - 4 372 c.335C>A

G T rs138591330by1000genomesMG-147-tumorMG-147-normal - 27 8211 c.7863C>A

T C rs12731746byFrequency|by1000genomesMG-147-tumorMG-147-normal - 11 1394 c.897A>G

G C rs12104021by1000genomesMG-147-tumorMG-147-normal - 3 790 c.258C>G

G A rs9789047by1000genomesMG-147-tumorMG-147-normal + 10 998 c.998G>A

A G rs9667 by1000genomesMG-147-tumorMG-147-normal + 3 354 c.168A>G

C T rs72474509byFrequency|by1000genomesMG-147-tumorMG-147-normal - 4 1337 c.1267G>A

T C MG-147-tumorMG-147-normal - 4 796 c.481A>G

T G rs1050767byFrequency|by1000genomesMG-147-tumorMG-147-normal - 13 8533 c.8158A>C

G A rs4962081byFrequency|by1000genomesMG-147-tumorMG-147-normal - 22 3050 c.2829C>T

T C rs78472618byFrequencyMG-147-tumorMG-147-normal - 3 159 c.115A>G

C T rs2229975by1000genomesMG-147-tumorMG-147-normal - 5 927 c.852G>A

T C rs7275 by1000genomesMG-147-tumorMG-147-normal + 35 5267 c.4983T>C

C T rs61978578byFrequency|by1000genomesMG-147-tumorMG-147-normal + 2 766 c.390C>T

G A MG-148-tumorMG-148-normal + 1 36 c.36G>A

G A rs16885 byFrequency|by1000genomesMG-149-tumorMG-149-normal - 9 3193 c.2257C>T

C T MG-149-tumorMG-149-normal + 1 369 c.369C>T

A T MG-149-tumorMG-149-normal + 1 60 c.60A>T

A G rs11915822byFrequency|by1000genomesMG-149-tumorMG-149-normal - 13 6588 c.6478T>C

A G MG-149-tumorMG-149-normal + 1 144 c.144A>G

C G MG-149-tumorMG-149-normal - 46 14495 c.14496G>C

A G MG-149-tumorMG-149-normal - 15 1346 c.1346T>C

C T MG-149-tumorMG-149-normal - 3 300 c.263G>A

G A rs150608212byFrequency|by1000genomesMG-149-tumorMG-149-normal + 9 2322 c.681G>A

G A rs150232127by1000genomesMG-149-tumorMG-149-normal - 26 4638 c.4302C>T

T C rs4149056byFrequency|by1000genomesMG-149-tumorMG-149-normal + 6 617 c.521T>C

C T MG-149-tumorMG-149-normal + 6 1622 c.1428C>T

A G MG-149-tumorMG-149-normal + 10 1620 c.1253A>G

G T rs2075249byFrequency|by1000genomesMG-149-tumorMG-149-normal - 21 3339 c.3054C>A

A T MG-149-tumorMG-149-normal - 3 1234 c.1159T>A

A G rs16883953byFrequency|by1000genomesMG-149-tumorMG-149-normal - 14 2365 c.2121T>C

A G rs4143768byFrequency|by1000genomesMG-149-tumorMG-149-normal - 10 6783 c.6195T>C

A C rs61764072by1000genomesMG-149-tumorMG-149-normal + 11 3306 c.2917A>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-149-tumorMG-149-normal + 6 830 c.282G>C

C T rs2078478by1000genomesMG-149-tumorMG-149-normal - 5 411 c.392G>A

C T rs62478357byFrequencyMG-149-tumorMG-149-normal - 8 1268 c.1050G>A

G A rs147855541 MG-149-tumorMG-149-normal - 8 3735 c.3666C>T

T C rs8089144by1000genomesMG-149-tumorMG-149-normal - 7 1142 c.1143A>G

G A rs61739178byFrequency|by1000genomesMG-149-tumorMG-149-normal - 12 1968 c.1784C>T

A G rs4532127byFrequency|by1000genomesMG-149-tumorMG-149-normal + 13 1587 c.1377A>G

G A rs17052357byFrequency|by1000genomesMG-149-tumorMG-149-normal - 10 1187 c.1185C>T

C T rs72987361byFrequency|by1000genomesMG-149-tumorMG-149-normal - 3 898 c.558G>A

G A MG-149-tumorMG-149-normal - 4 836 c.837C>T



T C rs3755806byFrequency|by1000genomesMG-149-tumorMG-149-normal - 15 2117 c.2115A>G

T G MG-149-tumorMG-149-normal + 20 3128 c.3051T>G

G A rs2228000byFrequency|by1000genomesMG-149-tumorMG-149-normal - 9 1710 c.1496C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-149-tumorMG-149-normal + 7 1073 c.525C>T

T C rs61734875by1000genomesMG-149-tumorMG-149-normal + 25 3470 c.3294T>C

C A rs2973558by1000genomesMG-149-tumorMG-149-normal + 20 2514 c.2338C>A

T C rs142304809byFrequencyMG-149-tumorMG-149-normal - 9 1291 c.1259A>G

C T rs77791636by1000genomesMG-149-tumorMG-149-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-149-tumorMG-149-normal - 18 3000 c.2874G>T

G C MG-149-tumorMG-149-normal - 8 2164 c.1228C>G

T C rs151157223by1000genomesMG-149-tumorMG-149-normal - 29 5212 c.4876A>G

T G rs10817033by1000genomesMG-149-tumorMG-149-normal - 8 2079 c.1743A>C

A G rs2227973byFrequency|by1000genomesMG-149-tumorMG-149-normal + 2 2571 c.2459A>G

T G rs12963422byFrequency|by1000genomesMG-149-tumorMG-149-normal - 5 2988 c.2775A>C

G T MG-149-tumorMG-149-normal - 1 487 c.488C>A

T C rs2251219byFrequency|by1000genomesMG-149-tumorMG-149-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-149-tumorMG-149-normal + 1 144 c.57C>T

G A rs2229266byFrequency|by1000genomesMG-149-tumorMG-149-normal - 6 924 c.639C>T

T C rs28489116by1000genomesMG-149-tumorMG-149-normal - 10 5194 c.4985A>G

G A rs13007735byFrequency|by1000genomesMG-149-tumorMG-149-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-149-tumorMG-149-normal + 14 2120 c.1921A>G

C G rs3791251by1000genomesMG-149-tumorMG-149-normal - 25 4912 c.4786G>C

G T rs144792804by1000genomesMG-149-tumorMG-149-normal - 1 174 c.29C>A

G A rs2228273byFrequency|by1000genomesMG-149-tumorMG-149-normal + 7 1137 c.578G>A

G A rs11549105byFrequency|by1000genomesMG-149-tumorMG-149-normal - 6 1228 c.1224C>T

A G rs33953730by1000genomesMG-149-tumorMG-149-normal - 25 4326 c.4200T>C

G A MG-149-tumorMG-149-normal + 7 1031 c.832G>A

C T rs1043141byFrequency|by1000genomesMG-149-tumorMG-149-normal + 4 2376 c.342C>T

C T rs1035938by1000genomesMG-149-tumorMG-149-normal + 6 1538 c.1344C>T

T C MG-149-tumorMG-149-normal - 3 305 c.270A>G

G A MG-149-tumorMG-149-normal + 1 12 c.12G>A

A G MG-149-tumorMG-149-normal - 16 2167 c.1961T>C

G T rs6664276byFrequency|by1000genomesMG-149-tumorMG-149-normal + 6 1433 c.1320G>T

G C rs2227910byFrequency|by1000genomesMG-149-tumorMG-149-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-149-tumorMG-149-normal + 16 2064 c.1887T>A

C T rs151182657byFrequencyMG-149-tumorMG-149-normal - 9 1295 c.1263G>A

C T MG-149-tumorMG-149-normal + 2 155 c.122C>T

T C rs79940627 MG-149-tumorMG-149-normal - 3 6118 c.6043A>G

A C rs11552054byFrequency|by1000genomesMG-149-tumorMG-149-normal + 5 630 c.540A>C

A G MG-149-tumorMG-149-normal + 1 1444 c.1444A>G

G A rs34106261byFrequency|by1000genomesMG-149-tumorMG-149-normal - 7 1117 c.899C>T

A G rs149843545byFrequencyMG-149-tumorMG-149-normal - 13 1050 c.683T>C

T G rs74842149byFrequencyMG-149-tumorMG-149-normal - 4 1217 c.1147A>C

C T rs3862792byFrequency|by1000genomesMG-149-tumorMG-149-normal + 4 896 c.669C>T

T G rs552183 byFrequency|by1000genomesMG-149-tumorMG-149-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-149-tumorMG-149-normal + 13 1856 c.1680A>G

G A MG-149-tumorMG-149-normal + 1 297 c.297G>A



G A rs6018623byFrequency|by1000genomesMG-149-tumorMG-149-normal + 20 3957 c.3741G>A

T C rs3026101by1000genomesMG-149-tumorMG-149-normal + 14 2279 c.2055T>C

A G rs2227985byFrequency|by1000genomesMG-149-tumorMG-149-normal + 9 1878 c.1497A>G

G A rs3810490by1000genomesMG-149-tumorMG-149-normal - 6 2067 c.1998C>T

T A rs3740423byFrequency|by1000genomesMG-149-tumorMG-149-normal - 13 4583 c.4208A>T

G A rs3827025by1000genomesMG-149-tumorMG-149-normal - 6 2094 c.2025C>T

C A rs6453022by1000genomesMG-149-tumorMG-149-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-149-tumorMG-149-normal + 2 1791 c.684T>C

C G rs143879890by1000genomesMG-149-tumorMG-149-normal - 16 2320 c.2233G>C

T C rs12731746byFrequency|by1000genomesMG-149-tumorMG-149-normal - 11 1394 c.897A>G

T C rs7716253by1000genomesMG-149-tumorMG-149-normal + 8 1121 c.945T>C

C T rs10980419by1000genomesMG-149-tumorMG-149-normal - 5 1618 c.1282G>A

G A rs56337365byFrequency|by1000genomesMG-149-tumorMG-149-normal - 6 908 c.690C>T

T C rs7744765by1000genomesMG-149-tumorMG-149-normal + 14 1929 c.1730T>C

T C rs111245230by1000genomesMG-149-tumorMG-149-normal - 38 8441 c.8105A>G

T C MG-149-tumorMG-149-normal + 1 180 c.180T>C

C T rs3745764byFrequency|by1000genomesMG-149-tumorMG-149-normal + 9 2705 c.1064C>T

A C rs76504934by1000genomesMG-149-tumorMG-149-normal - 4 464 c.427T>G

A C rs76437836byFrequencyMG-149-tumorMG-149-normal - 3 142 c.98T>G

A G rs9667 by1000genomesMG-149-tumorMG-149-normal + 3 354 c.168A>G

C T rs2931423by1000genomesMG-149-tumorMG-149-normal + 19 2459 c.2283C>T

C T rs35775721byFrequency|by1000genomesMG-149-tumorMG-149-normal + 2 734 c.534C>T

G A rs2124203byFrequency|by1000genomesMG-149-tumorMG-149-normal - 19 2832 c.2745C>T

A C rs881732 by1000genomesMG-149-tumorMG-149-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-149-tumorMG-149-normal - 4 895 c.891C>T

C T rs2973571by1000genomesMG-149-tumorMG-149-normal + 12 1807 c.1631C>T

C A MG-149-tumorMG-149-normal - 24 5233 c.5023G>T

G T rs7206111byFrequency|by1000genomesMG-149-tumorMG-149-normal - 9 1041 c.404C>A

T C MG-149-tumorMG-149-normal - 26 4872 c.4855A>G

C T MG-149-tumorMG-149-normal + 1 1326 c.1326C>T

G A MG-149-tumorMG-149-normal - 8 582 c.538C>T

T C rs7714670by1000genomesMG-149-tumorMG-149-normal + 6 849 c.673T>C

T C rs7275 by1000genomesMG-149-tumorMG-149-normal + 35 5267 c.4983T>C

T C rs7935 byFrequency|by1000genomesMG-149-tumorMG-149-normal + 9 1808 c.1524T>C

A T rs6685892byFrequency|by1000genomesMG-149-tumorMG-149-normal - 34 7560 c.7341T>A

C T MG-149-tumorMG-149-normal - 1 16 c.17G>A

C T rs9489143byFrequency|by1000genomesMG-149-tumorMG-149-normal - 13 2184 c.1986G>A

C T MG-149-tumorMG-149-normal - 8 1260 c.1042G>A

T G rs9807633by1000genomesMG-149-tumorMG-149-normal - 1 88 c.89A>C

T C rs9807555by1000genomesMG-149-tumorMG-149-normal - 1 196 c.197A>G

G A rs10817003by1000genomesMG-149-tumorMG-149-normal - 43 10512 c.10176C>T

C T rs3796032byFrequency|by1000genomesMG-149-tumorMG-149-normal - 17 2381 c.1929G>A

C T MG-149-tumorMG-149-normal - 31 7534 c.7535G>A

C T rs11873462by1000genomesMG-149-tumorMG-149-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-149-tumorMG-149-normal - 66 12565 c.12280A>G

A G rs151306742by1000genomesMG-149-tumorMG-149-normal + 4 729 c.285A>G

T C rs1002519byFrequency|by1000genomesMG-149-tumorMG-149-normal + 1 196 c.196T>C



G C rs45469098by1000genomesMG-149-tumorMG-149-normal - 1 255 c.256C>G

G A rs77288131byFrequency|by1000genomesMG-149-tumorMG-149-normal + 12 2707 c.2488G>A

C T rs3745762by1000genomesMG-149-tumorMG-149-normal + 6 2241 c.2047C>T

T G rs1800275byFrequency|by1000genomesMG-149-tumorMG-149-normal - 48 7302 c.7096A>C

C G MG-149-tumorMG-149-normal - 6 293 c.249G>C

G A rs3810485by1000genomesMG-149-tumorMG-149-normal - 8 6116 c.6047C>T

C T MG-149-tumorMG-149-normal - 34 7587 c.7368G>A

G A rs34830600byFrequency|by1000genomesMG-149-tumorMG-149-normal - 8 2874 c.2805C>T

C A rs16829829byFrequency|by1000genomesMG-149-tumorMG-149-normal + 23 3457 c.2314C>A

G A MG-149-tumorMG-149-normal + 1 154 c.154G>A

A G rs77145198byFrequency|by1000genomesMG-149-tumorMG-149-normal - 20 2943 c.2856T>C

C G rs2229070byFrequency|by1000genomesMG-149-tumorMG-149-normal + 11 2733 c.2352C>G

G A rs6089925byFrequency|by1000genomesMG-149-tumorMG-149-normal - 4 729 c.660C>T

C T rs146319957byFrequencyMG-149-tumorMG-149-normal - 3 714 c.537G>A

G A rs6089924byFrequency|by1000genomesMG-149-tumorMG-149-normal - 4 920 c.851C>T

A G rs17078605byFrequency|by1000genomesMG-149-tumorMG-149-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-149-tumorMG-149-normal + 3 290 c.80G>A

G A rs2127898byFrequency|by1000genomesMG-149-tumorMG-149-normal - 6 1130 c.920C>T

G A MG-149-tumorMG-149-normal + 1 165 c.165G>A

G C MG-149-tumorMG-149-normal - 5 1009 c.1010C>G

C T rs45554841by1000genomesMG-149-tumorMG-149-normal - 1 214 c.215G>A

A G rs28647489by1000genomesMG-149-tumorMG-149-normal - 15 10210 c.10001T>C

A G rs9552929byFrequency|by1000genomesMG-149-tumorMG-149-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-149-tumorMG-149-normal - 3 660 c.661T>C

T C rs13796 byFrequency|by1000genomesMG-149-tumorMG-149-normal + 2 372 c.159T>C

G A rs61753697byFrequency|by1000genomesMG-149-tumorMG-149-normal + 1 376 c.99G>A

C A rs35674179byFrequency|by1000genomesMG-149-tumorMG-149-normal - 13 5263 c.5153G>T

C A MG-149-tumorMG-149-normal + 3 2029 c.1197C>A

G A MG-149-tumorMG-149-normal + 1 666 c.666G>A

G A rs2289247byFrequency|by1000genomesMG-149-tumorMG-149-normal + 11 1273 c.1063G>A

C T rs3796031byFrequency|by1000genomesMG-149-tumorMG-149-normal - 17 2399 c.1947G>A

G A MG-149-tumorMG-149-normal + 13 2140 c.2140G>A

G T rs140059935by1000genomesMG-149-tumorMG-149-normal + 16 1408 c.1408G>T

C T rs3814883byFrequency|by1000genomesMG-149-tumorMG-149-normal + 13 2402 c.1359C>T

A G rs4659654byFrequency|by1000genomesMG-149-tumorMG-149-normal - 16 2000 c.1503T>C

G A rs61814946byFrequency|by1000genomesMG-149-tumorMG-149-normal - 3 1785 c.1710C>T

A G MG-149-tumorMG-149-normal + 1 735 c.735A>G

A G rs2737699byFrequency|by1000genomesMG-149-tumorMG-149-normal - 10 12892 c.12304T>C

C T rs1130233byFrequency|by1000genomesMG-149-tumorMG-149-normal - 8 2206 c.726G>A

T C MG-149-tumorMG-149-normal + 1 771 c.771T>C

A G rs34173244byFrequency|by1000genomesMG-149-tumorMG-149-normal - 10 1049 c.1047T>C

C T MG-149-tumorMG-149-normal - 3 370 c.335G>A

G A rs2973566by1000genomesMG-149-tumorMG-149-normal + 14 1930 c.1754G>A

G A rs34949187by1000genomesMG-149-tumorMG-149-normal + 6 1198 c.824G>A

A G rs3181247byFrequency|by1000genomesMG-149-tumorMG-149-normal - 3 522 c.304T>C

C T rs2229265byFrequency|by1000genomesMG-149-tumorMG-149-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-149-tumorMG-149-normal - 21 3503 c.3501A>T



T C MG-149-tumorMG-149-normal + 45 7490 c.7010T>C

G T rs918558 byFrequency|by1000genomesMG-149-tumorMG-149-normal + 1 2142 c.2142G>T

G T rs147825872 MG-149-tumorMG-149-normal + 20 4359 c.4282G>T

A G rs17443123by1000genomesMG-149-tumorMG-149-normal + 5 915 c.750A>G

T C MG-149-tumorMG-149-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-149-tumorMG-149-normal - 37 5440 c.5234G>A

A T rs35238720byFrequency|by1000genomesMG-149-tumorMG-149-normal + 4 1205 c.860A>T

C T rs4802382by1000genomesMG-149-tumorMG-149-normal + 6 554 c.360C>T

A G rs2074912byFrequency|by1000genomesMG-149-tumorMG-149-normal + 1 1709 c.1709A>G

G A rs13054014byFrequency|by1000genomesMG-149-tumorMG-149-normal + 2 569 c.210G>A

C T MG-149-tumorMG-149-normal + 3 423 c.43C>T

C T rs57014690by1000genomesMG-149-tumorMG-149-normal - 6 1554 c.1232G>A

G T rs11054277 MG-149-tumorMG-149-normal - 3 652 c.617C>A

C G rs2509943byFrequency|by1000genomesMG-149-tumorMG-149-normal + 3 776 c.279C>G

G A rs142702316byFrequencyMG-149-tumorMG-149-normal + 1 160 c.108G>A

C T rs2229975by1000genomesMG-149-tumorMG-149-normal - 5 927 c.852G>A

C T rs61978578byFrequency|by1000genomesMG-149-tumorMG-149-normal + 2 766 c.390C>T

G A MG-149-tumorMG-149-normal + 1 807 c.807G>A

C T rs3745764byFrequency|by1000genomesMG-15-tumorMG-15-normal + 9 2705 c.1064C>T

G A rs144383071byFrequencyMG-15-tumorMG-15-normal - 3 3345 c.3270C>T

T C rs831043 byFrequency|by1000genomesMG-15-tumorMG-15-normal - 21 3354 c.3069A>G

C T rs1386356byFrequency|by1000genomesMG-15-tumorMG-15-normal - 85 14018 c.13047G>A

C T rs3811444byFrequency|by1000genomesMG-15-tumorMG-15-normal + 6 1169 c.1121C>T

C A rs34400049byFrequency|by1000genomesMG-15-tumorMG-15-normal + 14 2474 c.2092C>A

C T rs77376932byFrequencyMG-15-tumorMG-15-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-15-tumorMG-15-normal - 3 4602 c.4530C>T

T C rs41300566byFrequency|by1000genomesMG-15-tumorMG-15-normal - 13 3805 c.3430A>G

A G rs2229267byFrequency|by1000genomesMG-15-tumorMG-15-normal - 29 5160 c.4875T>C

G T rs12568784byFrequency|by1000genomesMG-15-tumorMG-15-normal - 3 7202 c.7130C>A

G C rs79548905byFrequency|by1000genomesMG-15-tumorMG-15-normal + 8 1052 c.663G>C

G T rs2075249byFrequency|by1000genomesMG-15-tumorMG-15-normal - 21 3339 c.3054C>A

G C MG-15-tumorMG-15-normal + 5 1433 c.1284G>C

C T rs2931423by1000genomesMG-15-tumorMG-15-normal + 19 2459 c.2283C>T

A T MG-15-tumorMG-15-normal + 5 625 c.403A>T

T C rs141049734byFrequencyMG-15-tumorMG-15-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-15-tumorMG-15-normal - 10 6783 c.6195T>C

G A rs61730875byFrequency|by1000genomesMG-15-tumorMG-15-normal - 20 3374 c.2877C>T

G A rs35678076byFrequency|by1000genomesMG-15-tumorMG-15-normal + 5 1417 c.1137G>A

C A rs138888836byFrequency|by1000genomesMG-15-tumorMG-15-normal - 13 4573 c.4198G>T

G A rs2853344byFrequency|by1000genomesMG-15-tumorMG-15-normal - 13 2990 c.2615C>T

C T MG-15-tumorMG-15-normal + 12 1723 c.1282C>T

C T rs77791636by1000genomesMG-15-tumorMG-15-normal + 6 1132 c.1080C>T

T C rs2016607byFrequency|by1000genomesMG-15-tumorMG-15-normal + 10 2002 c.1722T>C

A G rs2229268byFrequency|by1000genomesMG-15-tumorMG-15-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-15-tumorMG-15-normal - 15 2117 c.2115A>G

T C MG-15-tumorMG-15-normal - 20 3938 c.3851A>G

T C rs7716253by1000genomesMG-15-tumorMG-15-normal + 8 1121 c.945T>C



C T rs61978578byFrequency|by1000genomesMG-15-tumorMG-15-normal + 2 766 c.390C>T

T A rs80359021 MG-15-tumorMG-15-normal + 17 8167 c.7940T>A

A T rs41310248byFrequency|by1000genomesMG-15-tumorMG-15-normal - 3 1001 c.139T>A

C A rs149207258by1000genomesMG-15-tumorMG-15-normal - 27 5155 c.4815G>T

C A rs2973558by1000genomesMG-15-tumorMG-15-normal + 20 2514 c.2338C>A

T C rs831042 byFrequency|by1000genomesMG-15-tumorMG-15-normal - 24 3945 c.3660A>G

C G rs2298258byFrequency|by1000genomesMG-15-tumorMG-15-normal + 12 1698 c.1260C>G

C T rs73241801by1000genomesMG-15-tumorMG-15-normal + 16 2273 c.2208C>T

G T rs3745765byFrequency|by1000genomesMG-15-tumorMG-15-normal + 9 2360 c.719G>T

A G rs11016073byFrequency|by1000genomesMG-15-tumorMG-15-normal - 13 6677 c.6302T>C

A G rs826549 by1000genomesMG-15-tumorMG-15-normal + 18 2676 c.2550A>G

C A rs6738031by1000genomesMG-15-tumorMG-15-normal - 18 3000 c.2874G>T

T C MG-15-tumorMG-15-normal - 2 2727 c.1871A>G

A G rs9653483by1000genomesMG-15-tumorMG-15-normal - 21 5040 c.4953T>C

A G rs10853307by1000genomesMG-15-tumorMG-15-normal - 3 1368 c.836T>C

G C rs76882791by1000genomesMG-15-tumorMG-15-normal - 27 7921 c.7573C>G

C G rs3818764by1000genomesMG-15-tumorMG-15-normal - 4 1331 c.995G>C

C A rs61742080byFrequency|by1000genomesMG-15-tumorMG-15-normal + 4 1004 c.891C>A

T C rs4652678by1000genomesMG-15-tumorMG-15-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-15-tumorMG-15-normal - 26 4397 c.4395A>G

T C MG-15-tumorMG-15-normal - 15 2743 c.2403A>G

C T rs26505 byFrequency|by1000genomesMG-15-tumorMG-15-normal + 1 144 c.57C>T

G A rs2229266byFrequency|by1000genomesMG-15-tumorMG-15-normal - 6 924 c.639C>T

G A rs6070697byFrequency|by1000genomesMG-15-tumorMG-15-normal + 4 1189 c.920G>A

C G rs3791251by1000genomesMG-15-tumorMG-15-normal - 25 4912 c.4786G>C

G A rs3818831byFrequency|by1000genomesMG-15-tumorMG-15-normal - 2 193 c.121C>T

G A MG-15-tumorMG-15-normal - 1 457 c.458C>T

G A rs11549105byFrequency|by1000genomesMG-15-tumorMG-15-normal - 6 1228 c.1224C>T

G A rs3810485by1000genomesMG-15-tumorMG-15-normal - 8 6116 c.6047C>T

A G rs33953730by1000genomesMG-15-tumorMG-15-normal - 25 4326 c.4200T>C

T C MG-15-tumorMG-15-normal - 14 2512 c.2294A>G

G A rs16912247byFrequency|by1000genomesMG-15-tumorMG-15-normal - 14 9973 c.9598C>T

T C rs72676907byFrequency|by1000genomesMG-15-tumorMG-15-normal + 3 517 c.327T>C

C T rs151233 by1000genomesMG-15-tumorMG-15-normal + 2 99 c.66C>T

T C MG-15-tumorMG-15-normal - 3 305 c.270A>G

G C MG-15-tumorMG-15-normal - 4 600 c.285C>G

A G rs11778209byFrequency|by1000genomesMG-15-tumorMG-15-normal - 39 6448 c.6204T>C

G C rs2227910byFrequency|by1000genomesMG-15-tumorMG-15-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-15-tumorMG-15-normal + 16 2064 c.1887T>A

A G MG-15-tumorMG-15-normal - 15 1346 c.1346T>C

T C rs2229263byFrequency|by1000genomesMG-15-tumorMG-15-normal - 3 533 c.248A>G

A C rs147999369byFrequency|by1000genomesMG-15-tumorMG-15-normal + 12 2859 c.2746A>C

G A rs16825150byFrequency|by1000genomesMG-15-tumorMG-15-normal + 7 954 c.909G>A

T C rs140856347by1000genomesMG-15-tumorMG-15-normal - 20 3525 c.3438A>G

C G rs114279527by1000genomesMG-15-tumorMG-15-normal - 2 3137 c.2928G>C

T C rs9646771by1000genomesMG-15-tumorMG-15-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-15-tumorMG-15-normal + 13 1856 c.1680A>G



T G rs12963422byFrequency|by1000genomesMG-15-tumorMG-15-normal - 5 2988 c.2775A>C

G A rs3810490by1000genomesMG-15-tumorMG-15-normal - 6 2067 c.1998C>T

C T rs61752773byFrequency|by1000genomesMG-15-tumorMG-15-normal - 4 887 c.677G>A

G A rs3827025by1000genomesMG-15-tumorMG-15-normal - 6 2094 c.2025C>T

C A rs6453022by1000genomesMG-15-tumorMG-15-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-15-tumorMG-15-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-15-tumorMG-15-normal - 69 11621 c.10650G>A

T C rs13286541by1000genomesMG-15-tumorMG-15-normal - 9 2245 c.1909A>G

C G rs143879890by1000genomesMG-15-tumorMG-15-normal - 16 2320 c.2233G>C

G A rs11177 byFrequency|by1000genomesMG-15-tumorMG-15-normal + 3 290 c.80G>A

G A rs6601 byFrequency|by1000genomesMG-15-tumorMG-15-normal + 25 3881 c.3672G>A

C T rs140871032byFrequency|by1000genomesMG-15-tumorMG-15-normal + 4 664 c.220C>T

A G rs138997916byFrequency|by1000genomesMG-15-tumorMG-15-normal - 3 2832 c.2760T>C

A G rs3211362byFrequency|by1000genomesMG-15-tumorMG-15-normal - 9 1020 c.846T>C

A G rs6679449by1000genomesMG-15-tumorMG-15-normal - 3 1923 c.1851T>C

C T rs12708402by1000genomesMG-15-tumorMG-15-normal - 16 3405 c.3178G>A

G A rs11549106byFrequency|by1000genomesMG-15-tumorMG-15-normal - 4 895 c.891C>T

T C rs13155212|rs34364709byFrequency|by1000genomesMG-15-tumorMG-15-normal + 7 1597 c.1215T>C

C T rs7300444byFrequency|by1000genomesMG-15-tumorMG-15-normal + 19 5383 c.4740C>T

G A rs2124203byFrequency|by1000genomesMG-15-tumorMG-15-normal - 19 2832 c.2745C>T

A C rs881732 by1000genomesMG-15-tumorMG-15-normal + 17 1912 c.1092A>C

C G rs139719558by1000genomesMG-15-tumorMG-15-normal + 1 373 c.228C>G

T C rs10817025by1000genomesMG-15-tumorMG-15-normal - 15 3032 c.2696A>G

A T rs7095325byFrequency|by1000genomesMG-15-tumorMG-15-normal - 7 1087 c.712T>A

T C rs2229992byFrequency|by1000genomesMG-15-tumorMG-15-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-15-tumorMG-15-normal - 17 2745 c.2460A>G

T C rs7714670by1000genomesMG-15-tumorMG-15-normal + 6 849 c.673T>C

C T rs45602035byFrequency|by1000genomesMG-15-tumorMG-15-normal - 8 4224 c.4155G>A

C T rs7240355byFrequency|by1000genomesMG-15-tumorMG-15-normal - 5 5238 c.5025G>A

T G rs9807633by1000genomesMG-15-tumorMG-15-normal - 1 88 c.89A>C

G A rs116011482by1000genomesMG-15-tumorMG-15-normal - 8 4578 c.4509C>T

A C rs76504934by1000genomesMG-15-tumorMG-15-normal - 4 464 c.427T>G

T C MG-15-tumorMG-15-normal - 4 468 c.381A>G

T C rs9807555by1000genomesMG-15-tumorMG-15-normal - 1 196 c.197A>G

C T MG-15-tumorMG-15-normal - 19 4474 c.4264G>A

G A rs6089925byFrequency|by1000genomesMG-15-tumorMG-15-normal - 4 729 c.660C>T

T C rs17019360by1000genomesMG-15-tumorMG-15-normal + 17 2524 c.1800T>C

C T rs11873462by1000genomesMG-15-tumorMG-15-normal - 1 47 c.48G>A

G T rs115231754by1000genomesMG-15-tumorMG-15-normal + 19 3604 c.3124G>T

T C rs2075252byFrequency|by1000genomesMG-15-tumorMG-15-normal - 66 12565 c.12280A>G

G A rs145709922byFrequencyMG-15-tumorMG-15-normal - 15 2364 c.2079C>T

G C rs45469098by1000genomesMG-15-tumorMG-15-normal - 1 255 c.256C>G

G A MG-15-tumorMG-15-normal + 1 130 c.78G>A

T G rs1800275byFrequency|by1000genomesMG-15-tumorMG-15-normal - 48 7302 c.7096A>C

G A rs9789047by1000genomesMG-15-tumorMG-15-normal + 10 998 c.998G>A

G A rs45463297by1000genomesMG-15-tumorMG-15-normal - 8 4311 c.4242C>T

G A rs12729662byFrequency|by1000genomesMG-15-tumorMG-15-normal - 3 8430 c.8355C>T



C G rs41278611by1000genomesMG-15-tumorMG-15-normal - 2 594 c.385G>C

A G rs77145198byFrequency|by1000genomesMG-15-tumorMG-15-normal - 20 2943 c.2856T>C

G T rs146238849byFrequency|by1000genomesMG-15-tumorMG-15-normal - 8 1391 c.1173C>A

A G rs1136159byFrequency|by1000genomesMG-15-tumorMG-15-normal - 10 1068 c.860T>C

C A rs35430524by1000genomesMG-15-tumorMG-15-normal + 12 3111 c.2737C>A

G A rs34830600byFrequency|by1000genomesMG-15-tumorMG-15-normal - 8 2874 c.2805C>T

A G rs17078605byFrequency|by1000genomesMG-15-tumorMG-15-normal - 10 10694 c.10106T>C

C T rs6432901by1000genomesMG-15-tumorMG-15-normal - 2 514 c.174G>A

C T MG-15-tumorMG-15-normal - 8 1256 c.1038G>A

A C rs76437836byFrequencyMG-15-tumorMG-15-normal - 3 142 c.98T>G

C T rs148963119byFrequencyMG-15-tumorMG-15-normal - 19 7988 c.7919G>A

G A rs2127898byFrequency|by1000genomesMG-15-tumorMG-15-normal - 6 1130 c.920C>T

T C rs41266134byFrequency|by1000genomesMG-15-tumorMG-15-normal - 3 1625 c.1550A>G

G C MG-15-tumorMG-15-normal - 5 1009 c.1010C>G

C T rs45554841by1000genomesMG-15-tumorMG-15-normal - 1 214 c.215G>A

C A rs138908625byFrequency|by1000genomesMG-15-tumorMG-15-normal - 8 1357 c.1139G>T

C T rs34594998by1000genomesMG-15-tumorMG-15-normal + 9 1733 c.1509C>T

G A rs3810188byFrequency|by1000genomesMG-15-tumorMG-15-normal - 2 1528 c.1173C>T

C A rs41306015byFrequency|by1000genomesMG-15-tumorMG-15-normal - 13 4052 c.3677G>T

C G rs2509943byFrequency|by1000genomesMG-15-tumorMG-15-normal + 3 776 c.279C>G

C G rs17386226byFrequency|by1000genomesMG-15-tumorMG-15-normal - 83 13761 c.12790G>C

A G rs4444457byFrequency|by1000genomesMG-15-tumorMG-15-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-15-tumorMG-15-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-15-tumorMG-15-normal - 3 660 c.661T>C

A G MG-15-tumorMG-15-normal + 43 7049 c.6569A>G

G A rs2289247byFrequency|by1000genomesMG-15-tumorMG-15-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-15-tumorMG-15-normal + 2 372 c.159T>C

T G rs61757612byFrequency|by1000genomesMG-15-tumorMG-15-normal - 9 2110 c.1701A>C

G A rs61814946byFrequency|by1000genomesMG-15-tumorMG-15-normal - 3 1785 c.1710C>T

G A rs143684430byFrequencyMG-15-tumorMG-15-normal - 3 6591 c.6516C>T

C T rs1130233byFrequency|by1000genomesMG-15-tumorMG-15-normal - 8 2206 c.726G>A

T A MG-15-tumorMG-15-normal + 17 8182 c.7955T>A

T C rs2072736byFrequency|by1000genomesMG-15-tumorMG-15-normal - 8 1410 c.474A>G

C G rs148523981 MG-15-tumorMG-15-normal - 11 1406 c.1150G>C

G C rs2240089byFrequency|by1000genomesMG-15-tumorMG-15-normal - 12 3187 c.3003C>G

T C rs4149056byFrequency|by1000genomesMG-15-tumorMG-15-normal + 6 617 c.521T>C

T C MG-15-tumorMG-15-normal - 3 931 c.796A>G

C T rs3814883byFrequency|by1000genomesMG-15-tumorMG-15-normal + 13 2402 c.1359C>T

A G rs9667 by1000genomesMG-15-tumorMG-15-normal + 3 354 c.168A>G

C T MG-15-tumorMG-15-normal - 3 5767 c.5692G>A

A G rs2929158by1000genomesMG-15-tumorMG-15-normal - 19 4373 c.4163T>C

T A MG-15-tumorMG-15-normal - 1 203 c.204A>T

C A rs138300448byFrequencyMG-15-tumorMG-15-normal - 4 1069 c.856G>T

C T MG-15-tumorMG-15-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-15-tumorMG-15-normal - 3 899 c.827G>A

G C rs142017909byFrequencyMG-15-tumorMG-15-normal - 12 1953 c.1743C>G

G A rs2227983byFrequency|by1000genomesMG-15-tumorMG-15-normal + 13 1739 c.1562G>A



G A MG-15-tumorMG-15-normal - 3 701 c.377C>T

T A rs17264436byFrequency|by1000genomesMG-15-tumorMG-15-normal - 21 3503 c.3501A>T

T C rs17364812byFrequency|by1000genomesMG-15-tumorMG-15-normal + 13 1219 c.1110T>C

G A rs11551685byFrequency|by1000genomesMG-15-tumorMG-15-normal - 16 7464 c.7395C>T

G T rs147825872 MG-15-tumorMG-15-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-15-tumorMG-15-normal - 5 4949 c.4736A>G

T C MG-15-tumorMG-15-normal + 8 505 c.505T>C

G A rs7234999byFrequency|by1000genomesMG-15-tumorMG-15-normal - 5 5512 c.5299C>T

A C rs11571747byFrequency|by1000genomesMG-15-tumorMG-15-normal + 20 8794 c.8567A>C

A G rs2737699byFrequency|by1000genomesMG-15-tumorMG-15-normal - 10 12892 c.12304T>C

G T rs138591330by1000genomesMG-15-tumorMG-15-normal - 27 8211 c.7863C>A

G A rs6089924byFrequency|by1000genomesMG-15-tumorMG-15-normal - 4 920 c.851C>T

T C MG-15-tumorMG-15-normal - 4 796 c.481A>G

T A rs2060198byFrequency|by1000genomesMG-15-tumorMG-15-normal + 27 5204 c.4914T>A

C T rs2853346byFrequency|by1000genomesMG-15-tumorMG-15-normal - 13 5919 c.5544G>A

G A rs142702316byFrequencyMG-15-tumorMG-15-normal + 1 160 c.108G>A

A G rs75639578 MG-15-tumorMG-15-normal - 3 6552 c.6477T>C

G A rs20539 byFrequency|by1000genomesMG-15-tumorMG-15-normal + 20 3152 c.3111G>A

G A rs118102196byFrequency|by1000genomesMG-15-tumorMG-15-normal - 4 1292 c.921C>T

C T rs3745764byFrequency|by1000genomesMG-150-tumorMG-150-normal + 9 2705 c.1064C>T

C A rs34400049byFrequency|by1000genomesMG-150-tumorMG-150-normal + 14 2474 c.2092C>A

C G rs145987835byFrequencyMG-150-tumorMG-150-normal - 4 1432 c.1362G>C

A G rs3737940byFrequency|by1000genomesMG-150-tumorMG-150-normal + 7 3183 c.3138A>G

C T rs2973571by1000genomesMG-150-tumorMG-150-normal + 12 1807 c.1631C>T

C T rs1386356byFrequency|by1000genomesMG-150-tumorMG-150-normal - 85 14018 c.13047G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-150-tumorMG-150-normal + 7 1073 c.525C>T

C G rs144714395by1000genomesMG-150-tumorMG-150-normal - 1 276 c.277G>C

T C rs141049734byFrequencyMG-150-tumorMG-150-normal - 18 3186 c.2968A>G

G A rs2227983byFrequency|by1000genomesMG-150-tumorMG-150-normal + 13 1739 c.1562G>A

C G rs72474510byFrequency|by1000genomesMG-150-tumorMG-150-normal - 4 1198 c.1128G>C

G A MG-150-tumorMG-150-normal + 1 130 c.78G>A

G C rs2229933|rs116048761byFrequency|by1000genomesMG-150-tumorMG-150-normal + 6 830 c.282G>C

G T rs74942016byFrequency|by1000genomesMG-150-tumorMG-150-normal + 9 1322 c.805G>T

T C rs16921260by1000genomesMG-150-tumorMG-150-normal + 1 1073 c.773T>C

C A rs138908625byFrequency|by1000genomesMG-150-tumorMG-150-normal - 8 1357 c.1139G>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-150-tumorMG-150-normal + 17 2594 c.2046A>C

A G rs2229268byFrequency|by1000genomesMG-150-tumorMG-150-normal - 61 11886 c.11601T>C

T C MG-150-tumorMG-150-normal + 1 540 c.540T>C

A G rs3108200byFrequency|by1000genomesMG-150-tumorMG-150-normal + 3 2040 c.810A>G

C T rs210498 by1000genomesMG-150-tumorMG-150-normal - 23 1885 c.1518G>A

T C rs3755806byFrequency|by1000genomesMG-150-tumorMG-150-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-150-tumorMG-150-normal + 36 5181 c.5016C>T

C G rs2298258byFrequency|by1000genomesMG-150-tumorMG-150-normal + 12 1698 c.1260C>G

C A rs6738031by1000genomesMG-150-tumorMG-150-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-150-tumorMG-150-normal - 16 2000 c.1503T>C

G A rs61751546by1000genomesMG-150-tumorMG-150-normal - 20 3369 c.3294C>T

C A rs78806080byFrequency|by1000genomesMG-150-tumorMG-150-normal - 13 3029 c.2058G>T



C T rs140105230byFrequency|by1000genomesMG-150-tumorMG-150-normal - 4 1405 c.1335G>A

T C rs3733406by1000genomesMG-150-tumorMG-150-normal - 10 8361 c.8152A>G

C G rs2509943byFrequency|by1000genomesMG-150-tumorMG-150-normal + 3 776 c.279C>G

T C rs61942218by1000genomesMG-150-tumorMG-150-normal - 38 10670 c.10671A>G

A G rs151136790by1000genomesMG-150-tumorMG-150-normal + 2 916 c.883A>G

T G rs10817033by1000genomesMG-150-tumorMG-150-normal - 8 2079 c.1743A>C

T G rs12963422byFrequency|by1000genomesMG-150-tumorMG-150-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-150-tumorMG-150-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-150-tumorMG-150-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-150-tumorMG-150-normal - 26 4397 c.4395A>G

T C rs2450122byFrequency|by1000genomesMG-150-tumorMG-150-normal - 10 2089 c.2004A>G

G A rs13007735byFrequency|by1000genomesMG-150-tumorMG-150-normal - 16 3587 c.2616C>T

C T rs41306644byFrequency|by1000genomesMG-150-tumorMG-150-normal - 6 743 c.368G>A

T C rs72676907byFrequency|by1000genomesMG-150-tumorMG-150-normal + 3 517 c.327T>C

T A MG-150-tumorMG-150-normal + 11 2223 c.1155T>A

T C MG-150-tumorMG-150-normal + 1 52 c.52T>C

C G rs80027487byFrequency|by1000genomesMG-150-tumorMG-150-normal + 3 451 c.364C>G

T C MG-150-tumorMG-150-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-150-tumorMG-150-normal + 1 376 c.99G>A

G A MG-150-tumorMG-150-normal + 1 618 c.618G>A

T C rs17019360by1000genomesMG-150-tumorMG-150-normal + 17 2524 c.1800T>C

G T rs11952292byFrequency|by1000genomesMG-150-tumorMG-150-normal + 1 2442 c.2442G>T

T A MG-150-tumorMG-150-normal - 6 1145 c.700A>T

G A rs1718878byFrequency|by1000genomesMG-150-tumorMG-150-normal + 13 2003 c.1590G>A

G A MG-150-tumorMG-150-normal + 6 1107

G C rs2227910byFrequency|by1000genomesMG-150-tumorMG-150-normal + 2 1911 c.804G>C

T C rs111331725by1000genomesMG-150-tumorMG-150-normal + 6 643 c.263T>C

G C rs2240089byFrequency|by1000genomesMG-150-tumorMG-150-normal - 12 3187 c.3003C>G

G A rs1713982byFrequency|by1000genomesMG-150-tumorMG-150-normal + 15 2261 c.1848G>A

A G rs1136159byFrequency|by1000genomesMG-150-tumorMG-150-normal - 10 1068 c.860T>C

A G rs13346368by1000genomesMG-150-tumorMG-150-normal + 10 3324 c.3130A>G

C T rs2071702byFrequency|by1000genomesMG-150-tumorMG-150-normal + 27 7277 c.7254C>T

T C rs2229263byFrequency|by1000genomesMG-150-tumorMG-150-normal - 3 533 c.248A>G

T A MG-150-tumorMG-150-normal + 20 7878 c.7752T>A

T C rs9646771by1000genomesMG-150-tumorMG-150-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-150-tumorMG-150-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-150-tumorMG-150-normal - 20 3946 c.3859G>A

A T rs3739451by1000genomesMG-150-tumorMG-150-normal - 39 9817 c.9481T>A

C G rs143879890by1000genomesMG-150-tumorMG-150-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-150-tumorMG-150-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-150-tumorMG-150-normal - 19 3392 c.3393C>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-150-tumorMG-150-normal + 7 1597 c.1215T>C

A G MG-150-tumorMG-150-normal + 1 81 c.81A>G

C T rs12236219byFrequency|by1000genomesMG-150-tumorMG-150-normal + 5 1231 c.1141C>T

C T rs7240355byFrequency|by1000genomesMG-150-tumorMG-150-normal - 5 5238 c.5025G>A

A T rs78455617byFrequency|by1000genomesMG-150-tumorMG-150-normal - 4 1208 c.1138T>A

G C rs3088074byFrequency|by1000genomesMG-150-tumorMG-150-normal - 9 2999 c.2785C>G



T A rs41305611by1000genomesMG-150-tumorMG-150-normal - 3 1170 c.834A>T

C A rs41292209by1000genomesMG-150-tumorMG-150-normal + 57 9141 c.8607C>A

C T rs3743398by1000genomesMG-150-tumorMG-150-normal + 12 2965 c.2591C>T

A C rs76504934by1000genomesMG-150-tumorMG-150-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-150-tumorMG-150-normal + 24 3194 c.3018C>T

C T rs2931423by1000genomesMG-150-tumorMG-150-normal + 19 2459 c.2283C>T

G T MG-150-tumorMG-150-normal - 15 2422 c.2224C>A

A C rs76437836byFrequencyMG-150-tumorMG-150-normal - 3 142 c.98T>G

G A rs34949187by1000genomesMG-150-tumorMG-150-normal + 6 1198 c.824G>A

C T rs7300444byFrequency|by1000genomesMG-150-tumorMG-150-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-150-tumorMG-150-normal + 17 1912 c.1092A>C

C T MG-150-tumorMG-150-normal - 20 3562 c.3371G>A

A G rs145242944byFrequency|by1000genomesMG-150-tumorMG-150-normal - 13 1656 c.1367T>C

G A rs2275527byFrequency|by1000genomesMG-150-tumorMG-150-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-150-tumorMG-150-normal - 17 2745 c.2460A>G

T C rs7714670by1000genomesMG-150-tumorMG-150-normal + 6 849 c.673T>C

G A rs6070697byFrequency|by1000genomesMG-150-tumorMG-150-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-150-tumorMG-150-normal + 35 5267 c.4983T>C

C T rs144931466byFrequency|by1000genomesMG-150-tumorMG-150-normal + 9 2125 c.1906C>T

C G rs2282302byFrequency|by1000genomesMG-150-tumorMG-150-normal - 3 965 c.893G>C

G C rs61735455by1000genomesMG-150-tumorMG-150-normal + 12 2108 c.1884G>C

C T rs17802557byFrequency|by1000genomesMG-150-tumorMG-150-normal - 6 756 c.567G>A

A G rs4143768byFrequency|by1000genomesMG-150-tumorMG-150-normal - 10 6783 c.6195T>C

A G MG-150-tumorMG-150-normal + 1 340 c.340A>G

T C rs7935 byFrequency|by1000genomesMG-150-tumorMG-150-normal + 9 1808 c.1524T>C

C T rs2271806byFrequency|by1000genomesMG-150-tumorMG-150-normal + 18 2822 c.2409C>T

C T rs149364379byFrequency|by1000genomesMG-150-tumorMG-150-normal - 4 706 c.634G>A

G C rs60140950byFrequency|by1000genomesMG-150-tumorMG-150-normal + 9 986 c.767G>C

T C rs33910491byFrequency|by1000genomesMG-150-tumorMG-150-normal - 5 4949 c.4736A>G

G A rs35296183byFrequency|by1000genomesMG-150-tumorMG-150-normal - 55 9794 c.8823C>T

A G MG-150-tumorMG-150-normal + 1 174 c.174A>G

C A rs34651589by1000genomesMG-150-tumorMG-150-normal - 3 962 c.489G>T

T C rs2075252byFrequency|by1000genomesMG-150-tumorMG-150-normal - 66 12565 c.12280A>G

C T rs11121691byFrequency|by1000genomesMG-150-tumorMG-150-normal - 49 6985 c.6909G>A

G A rs2973566by1000genomesMG-150-tumorMG-150-normal + 14 1930 c.1754G>A

G C rs45469098by1000genomesMG-150-tumorMG-150-normal - 1 255 c.256C>G

G A rs77288131byFrequency|by1000genomesMG-150-tumorMG-150-normal + 12 2707 c.2488G>A

C G rs11718329by1000genomesMG-150-tumorMG-150-normal + 4 719 c.647C>G

C T MG-150-tumorMG-150-normal + 15 4509 c.4315C>T

C A rs3739298byFrequency|by1000genomesMG-150-tumorMG-150-normal - 9 2230 c.1821G>T

T C MG-150-tumorMG-150-normal + 1 492 c.492T>C

C T rs169758 by1000genomesMG-150-tumorMG-150-normal - 23 1959 c.1592G>A

G C rs61731528by1000genomesMG-150-tumorMG-150-normal - 5 1442 c.901C>G

C A rs6453022by1000genomesMG-150-tumorMG-150-normal + 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-150-tumorMG-150-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-150-tumorMG-150-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-150-tumorMG-150-normal - 2 514 c.174G>A



A G rs7107305byFrequency|by1000genomesMG-150-tumorMG-150-normal + 21 5702 c.5679A>G

G A rs143224517byFrequency|by1000genomesMG-150-tumorMG-150-normal - 3 219 c.87C>T

C T rs1035938by1000genomesMG-150-tumorMG-150-normal + 6 1538 c.1344C>T

C T rs3135867byFrequency|by1000genomesMG-150-tumorMG-150-normal + 4 673 c.417C>T

G C MG-150-tumorMG-150-normal - 5 1009 c.1010C>G

G A rs2248407byFrequency|by1000genomesMG-150-tumorMG-150-normal - 4 1003 c.918C>T

T C rs7716253by1000genomesMG-150-tumorMG-150-normal + 8 1121 c.945T>C

G A rs74483926byFrequency|by1000genomesMG-150-tumorMG-150-normal - 43 11197 c.10979C>T

A G rs4444457byFrequency|by1000genomesMG-150-tumorMG-150-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-150-tumorMG-150-normal - 10 9441 c.8853T>C

G T rs148745623 MG-150-tumorMG-150-normal - 4 1078 c.1008C>A

G A rs2289247byFrequency|by1000genomesMG-150-tumorMG-150-normal + 11 1273 c.1063G>A

C T MG-150-tumorMG-150-normal + 16 1468 c.1468C>T

C T rs1130233byFrequency|by1000genomesMG-150-tumorMG-150-normal - 8 2206 c.726G>A

A T MG-150-tumorMG-150-normal + 3 205 c.122A>T

A G rs2229267byFrequency|by1000genomesMG-150-tumorMG-150-normal - 29 5160 c.4875T>C

T G rs4503360byFrequencyMG-150-tumorMG-150-normal - 3 897 c.827A>C

C T rs468525 by1000genomesMG-150-tumorMG-150-normal - 6 478 c.111G>A

A G rs2929158by1000genomesMG-150-tumorMG-150-normal - 19 4373 c.4163T>C

G A MG-150-tumorMG-150-normal + 8 627 c.627G>A

C G rs3817428by1000genomesMG-150-tumorMG-150-normal + 15 7493 c.7119C>G

A G rs2737699byFrequency|by1000genomesMG-150-tumorMG-150-normal - 10 12892 c.12304T>C

G A rs10964471byFrequency|by1000genomesMG-150-tumorMG-150-normal + 2 386 c.177G>A

C T MG-150-tumorMG-150-normal - 2 88

T A rs35737760by1000genomesMG-150-tumorMG-150-normal + 19 2685 c.2520T>A

A G rs1385600byFrequency|by1000genomesMG-150-tumorMG-150-normal - 5 1375 c.1290T>C

C T MG-150-tumorMG-150-normal - 3 370 c.335G>A

A G MG-150-tumorMG-150-normal + 1 567 c.567A>G

G C rs142017909byFrequencyMG-150-tumorMG-150-normal - 12 1953 c.1743C>G

G A rs148848913byFrequency|by1000genomesMG-150-tumorMG-150-normal + 7 1369 c.513G>A

G A rs2020921byFrequency|by1000genomesMG-150-tumorMG-150-normal - 6 746 c.490C>T

T A rs17264436byFrequency|by1000genomesMG-150-tumorMG-150-normal - 21 3503 c.3501A>T

G T rs147825872 MG-150-tumorMG-150-normal + 20 4359 c.4282G>T

T C MG-150-tumorMG-150-normal + 8 505 c.505T>C

C T rs11931107by1000genomesMG-150-tumorMG-150-normal - 10 6953 c.6744G>A

A G rs1980131byFrequency|by1000genomesMG-150-tumorMG-150-normal + 2 2992 c.2880A>G

G A rs7234999byFrequency|by1000genomesMG-150-tumorMG-150-normal - 5 5512 c.5299C>T

C T rs4802382by1000genomesMG-150-tumorMG-150-normal + 6 554 c.360C>T

C G rs149605490by1000genomesMG-150-tumorMG-150-normal + 3 1000 c.781C>G

G A rs56057569byFrequency|by1000genomesMG-150-tumorMG-150-normal + 8 2488 c.1632G>A

T C rs12731746byFrequency|by1000genomesMG-150-tumorMG-150-normal - 11 1394 c.897A>G

G A rs41269803byFrequency|by1000genomesMG-150-tumorMG-150-normal + 8 1857 c.1001G>A

T A rs2060198byFrequency|by1000genomesMG-150-tumorMG-150-normal + 27 5204 c.4914T>A

C T rs2273779byFrequency|by1000genomesMG-150-tumorMG-150-normal + 6 583 c.538C>T

C A rs2973558by1000genomesMG-150-tumorMG-150-normal + 20 2514 c.2338C>A

G T MG-150-tumorMG-150-normal - 5 4112 c.3899C>A

C T MG-150-tumorMG-150-normal - 1 506 c.507G>A



A G rs3737940byFrequency|by1000genomesMG-156-tumorMG-156-normal + 7 3183 c.3138A>G

T C rs1048500byFrequency|by1000genomesMG-156-tumorMG-156-normal + 2 1791 c.684T>C

T C rs831043 byFrequency|by1000genomesMG-156-tumorMG-156-normal - 21 3354 c.3069A>G

C T rs1386356byFrequency|by1000genomesMG-156-tumorMG-156-normal - 85 14018 c.13047G>A

A G MG-156-tumorMG-156-normal - 15 1346 c.1346T>C

C T rs3811444byFrequency|by1000genomesMG-156-tumorMG-156-normal + 6 1169 c.1121C>T

G C rs34405980byFrequency|by1000genomesMG-156-tumorMG-156-normal - 1 502 c.342C>G

C T MG-156-tumorMG-156-normal + 3 423 c.43C>T

G A rs2229079byFrequency|by1000genomesMG-156-tumorMG-156-normal - 21 3524 c.3326C>T

T C rs2229992byFrequency|by1000genomesMG-156-tumorMG-156-normal + 12 1838 c.1458T>C

G C rs146249377byFrequencyMG-156-tumorMG-156-normal + 1 3447 c.487G>C

A G rs2229267byFrequency|by1000genomesMG-156-tumorMG-156-normal - 29 5160 c.4875T>C

A G rs79382866byFrequencyMG-156-tumorMG-156-normal + 12 1566 c.1347A>G

G C MG-156-tumorMG-156-normal - 3 1412 c.939C>G

G T rs2075249byFrequency|by1000genomesMG-156-tumorMG-156-normal - 21 3339 c.3054C>A

G A rs61750816by1000genomesMG-156-tumorMG-156-normal + 43 7109 c.6629G>A

G A MG-156-tumorMG-156-normal + 1 130 c.78G>A

T G rs1998206byFrequency|by1000genomesMG-156-tumorMG-156-normal - 5 631 c.433A>C

C T rs2078478by1000genomesMG-156-tumorMG-156-normal - 5 411 c.392G>A

C T rs62478357byFrequencyMG-156-tumorMG-156-normal - 8 1268 c.1050G>A

G A rs2853344byFrequency|by1000genomesMG-156-tumorMG-156-normal - 13 2990 c.2615C>T

C T rs9105 byFrequency|by1000genomesMG-156-tumorMG-156-normal + 33 4964 c.4680C>T

C G rs148149640 MG-156-tumorMG-156-normal + 6 828 c.702C>G

C T rs112703040byFrequency|by1000genomesMG-156-tumorMG-156-normal + 20 5923 c.5922C>T

A G rs2229268byFrequency|by1000genomesMG-156-tumorMG-156-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-156-tumorMG-156-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-156-tumorMG-156-normal + 36 5181 c.5016C>T

G A rs7234999byFrequency|by1000genomesMG-156-tumorMG-156-normal - 5 5512 c.5299C>T

C T rs41299110byFrequency|by1000genomesMG-156-tumorMG-156-normal + 14 1944 c.1699C>T

C G MG-156-tumorMG-156-normal + 26 3572 c.3132C>G

G A rs17634853by1000genomesMG-156-tumorMG-156-normal + 34 4564 c.4388G>A

C A rs149207258by1000genomesMG-156-tumorMG-156-normal - 27 5155 c.4815G>T

T C rs831042 byFrequency|by1000genomesMG-156-tumorMG-156-normal - 24 3945 c.3660A>G

G A MG-156-tumorMG-156-normal + 1 271 c.271G>A

A C MG-156-tumorMG-156-normal + 26 3576 c.3136A>C

G A rs1128761byFrequency|by1000genomesMG-156-tumorMG-156-normal + 7 1219 c.966G>A

T G rs10817033by1000genomesMG-156-tumorMG-156-normal - 8 2079 c.1743A>C

A G rs2227973byFrequency|by1000genomesMG-156-tumorMG-156-normal + 2 2571 c.2459A>G

G A MG-156-tumorMG-156-normal - 4 836 c.837C>T

T G rs12963422byFrequency|by1000genomesMG-156-tumorMG-156-normal - 5 2988 c.2775A>C

C T rs1130059byFrequency|by1000genomesMG-156-tumorMG-156-normal - 3 822 c.291G>A

T C rs4652678by1000genomesMG-156-tumorMG-156-normal + 28 4116 c.3951T>C

C T MG-156-tumorMG-156-normal - 1 103 c.104G>A

T C rs2251219byFrequency|by1000genomesMG-156-tumorMG-156-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-156-tumorMG-156-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-156-tumorMG-156-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-156-tumorMG-156-normal + 14 2120 c.1921A>G



G A rs114420009byFrequency|by1000genomesMG-156-tumorMG-156-normal - 13 2667 c.2557C>T

G A rs11549105byFrequency|by1000genomesMG-156-tumorMG-156-normal - 6 1228 c.1224C>T

C T rs77791636by1000genomesMG-156-tumorMG-156-normal + 6 1132 c.1080C>T

G C rs139111507byFrequencyMG-156-tumorMG-156-normal - 51 13044 c.12826C>G

G A rs16912247byFrequency|by1000genomesMG-156-tumorMG-156-normal - 14 9973 c.9598C>T

C T rs151233 by1000genomesMG-156-tumorMG-156-normal + 2 99 c.66C>T

A G MG-156-tumorMG-156-normal + 1 1491 c.1491A>G

G T rs146359524byFrequencyMG-156-tumorMG-156-normal + 4 692 c.483G>T

G T rs11952292byFrequency|by1000genomesMG-156-tumorMG-156-normal + 1 2442 c.2442G>T

G A rs1718878byFrequency|by1000genomesMG-156-tumorMG-156-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-156-tumorMG-156-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-156-tumorMG-156-normal + 16 2064 c.1887T>A

C T rs151182657byFrequencyMG-156-tumorMG-156-normal - 9 1295 c.1263G>A

G C MG-156-tumorMG-156-normal + 1 111 c.34G>C

G A rs1713982byFrequency|by1000genomesMG-156-tumorMG-156-normal + 15 2261 c.1848G>A

C T rs76844681 MG-156-tumorMG-156-normal - 16 2899 c.2681G>A

G A rs16825150byFrequency|by1000genomesMG-156-tumorMG-156-normal + 7 954 c.909G>A

T C rs9646771by1000genomesMG-156-tumorMG-156-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-156-tumorMG-156-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-156-tumorMG-156-normal - 20 3946 c.3859G>A

G A rs11177 byFrequency|by1000genomesMG-156-tumorMG-156-normal + 3 290 c.80G>A

G A rs71299249|rs76723438byFrequency|by1000genomesMG-156-tumorMG-156-normal + 1 3698 c.738G>A

T G rs61729530by1000genomesMG-156-tumorMG-156-normal - 15 2408 c.1998A>C

C A rs6453022by1000genomesMG-156-tumorMG-156-normal + 7 1027 c.851C>A

C T rs16843864byFrequency|by1000genomesMG-156-tumorMG-156-normal - 69 11621 c.10650G>A

A T rs3739451by1000genomesMG-156-tumorMG-156-normal - 39 9817 c.9481T>A

A C rs45525440byFrequency|by1000genomesMG-156-tumorMG-156-normal - 7 875 c.855T>G

G A rs41266078|rs34171717byFrequency|by1000genomesMG-156-tumorMG-156-normal + 2 385 c.272G>A

C G rs143879890by1000genomesMG-156-tumorMG-156-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-156-tumorMG-156-normal + 7 1855 c.1810A>G

C T rs142264513byFrequencyMG-156-tumorMG-156-normal - 42 6931 c.6733G>A

T C rs7935 byFrequency|by1000genomesMG-156-tumorMG-156-normal + 9 1808 c.1524T>C

C T rs12155677byFrequency|by1000genomesMG-156-tumorMG-156-normal - 32 5524 c.5280G>A

C T rs140871032byFrequency|by1000genomesMG-156-tumorMG-156-normal + 4 664 c.220C>T

C T rs3796032byFrequency|by1000genomesMG-156-tumorMG-156-normal - 17 2381 c.1929G>A

G C rs3088074byFrequency|by1000genomesMG-156-tumorMG-156-normal - 9 2999 c.2785C>G

C T rs117481724by1000genomesMG-156-tumorMG-156-normal + 5 872 c.782C>T

A C rs76504934by1000genomesMG-156-tumorMG-156-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-156-tumorMG-156-normal + 24 3194 c.3018C>T

G A rs74351250byFrequency|by1000genomesMG-156-tumorMG-156-normal - 9 1013 c.1014C>T

A G rs17443123by1000genomesMG-156-tumorMG-156-normal + 5 915 c.750A>G

C T rs7300444byFrequency|by1000genomesMG-156-tumorMG-156-normal + 19 5383 c.4740C>T

G A rs11549106byFrequency|by1000genomesMG-156-tumorMG-156-normal - 4 895 c.891C>T

C A MG-156-tumorMG-156-normal - 24 5233 c.5023G>T

T C MG-156-tumorMG-156-normal - 24 5188 c.4978A>G

T C MG-156-tumorMG-156-normal + 3 412 c.32T>C

T C rs2241190byFrequency|by1000genomesMG-156-tumorMG-156-normal - 17 2745 c.2460A>G



C T rs113893105byFrequency|by1000genomesMG-156-tumorMG-156-normal - 6 806 c.786G>A

T C rs7275 by1000genomesMG-156-tumorMG-156-normal + 35 5267 c.4983T>C

C T rs7240355byFrequency|by1000genomesMG-156-tumorMG-156-normal - 5 5238 c.5025G>A

C T MG-156-tumorMG-156-normal - 8 1260 c.1042G>A

A G rs4143768byFrequency|by1000genomesMG-156-tumorMG-156-normal - 10 6783 c.6195T>C

T C MG-156-tumorMG-156-normal + 1 1281 c.1281T>C

T C rs1050476byFrequency|by1000genomesMG-156-tumorMG-156-normal + 7 2254 c.1695T>C

G A rs20539 byFrequency|by1000genomesMG-156-tumorMG-156-normal + 20 3152 c.3111G>A

T C rs7714670by1000genomesMG-156-tumorMG-156-normal + 6 849 c.673T>C

G C rs60140950byFrequency|by1000genomesMG-156-tumorMG-156-normal + 9 986 c.767G>C

C G rs11718329by1000genomesMG-156-tumorMG-156-normal + 4 719 c.647C>G

G A rs111694017byFrequency|by1000genomesMG-156-tumorMG-156-normal + 4 1088 c.808G>A

A G rs16831887byFrequency|by1000genomesMG-156-tumorMG-156-normal + 9 2111 c.2023A>G

A T rs7095325byFrequency|by1000genomesMG-156-tumorMG-156-normal - 7 1087 c.712T>A

T C rs2075252byFrequency|by1000genomesMG-156-tumorMG-156-normal - 66 12565 c.12280A>G

T C MG-156-tumorMG-156-normal - 3 305 c.270A>G

G C rs45469098by1000genomesMG-156-tumorMG-156-normal - 1 255 c.256C>G

C A rs3739298byFrequency|by1000genomesMG-156-tumorMG-156-normal - 9 2230 c.1821G>T

T C rs41300566byFrequency|by1000genomesMG-156-tumorMG-156-normal - 13 3805 c.3430A>G

C T rs7904627byFrequency|by1000genomesMG-156-tumorMG-156-normal - 5 1356 c.1242G>A

G A rs145709922byFrequencyMG-156-tumorMG-156-normal - 15 2364 c.2079C>T

C T MG-156-tumorMG-156-normal - 15 1771 c.904G>A

A G rs17078605byFrequency|by1000genomesMG-156-tumorMG-156-normal - 10 10694 c.10106T>C

A G MG-156-tumorMG-156-normal + 1 47 c.47A>G

C T rs6432901by1000genomesMG-156-tumorMG-156-normal - 2 514 c.174G>A

T C rs543304 byFrequency|by1000genomesMG-156-tumorMG-156-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-156-tumorMG-156-normal - 3 142 c.98T>G

G A rs2127898byFrequency|by1000genomesMG-156-tumorMG-156-normal - 6 1130 c.920C>T

G C MG-156-tumorMG-156-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-156-tumorMG-156-normal + 22 2662 c.2385C>T

T A rs67622085byFrequency|by1000genomesMG-156-tumorMG-156-normal + 16 4706 c.4326T>A

C T rs34594998by1000genomesMG-156-tumorMG-156-normal + 9 1733 c.1509C>T

A G rs150594 byFrequency|by1000genomesMG-156-tumorMG-156-normal - 13 1559 c.1356T>C

C T rs61731566byFrequency|by1000genomesMG-156-tumorMG-156-normal - 4 1658 c.1287G>A

C A rs35430524by1000genomesMG-156-tumorMG-156-normal + 12 3111 c.2737C>A

C A rs41306015byFrequency|by1000genomesMG-156-tumorMG-156-normal - 13 4052 c.3677G>T

T C rs7716253by1000genomesMG-156-tumorMG-156-normal + 8 1121 c.945T>C

A G rs9552929byFrequency|by1000genomesMG-156-tumorMG-156-normal - 10 9441 c.8853T>C

G A rs2289247byFrequency|by1000genomesMG-156-tumorMG-156-normal + 11 1273 c.1063G>A

G A rs77288131byFrequency|by1000genomesMG-156-tumorMG-156-normal + 12 2707 c.2488G>A

C T rs3796031byFrequency|by1000genomesMG-156-tumorMG-156-normal - 17 2399 c.1947G>A

G C MG-156-tumorMG-156-normal - 49 7797 c.7553C>G

G T MG-156-tumorMG-156-normal - 3 283 c.248C>A

G T MG-156-tumorMG-156-normal + 11 4181 c.3538G>T

T A rs41305611by1000genomesMG-156-tumorMG-156-normal - 3 1170 c.834A>T

C T rs3814883byFrequency|by1000genomesMG-156-tumorMG-156-normal + 13 2402 c.1359C>T

G C MG-156-tumorMG-156-normal + 1 1592 c.1592G>C



A G rs4659654byFrequency|by1000genomesMG-156-tumorMG-156-normal - 16 2000 c.1503T>C

G A rs114929272by1000genomesMG-156-tumorMG-156-normal + 37 5273 c.5097G>A

C T rs1050475byFrequency|by1000genomesMG-156-tumorMG-156-normal + 7 1534 c.975C>T

A G rs2737699byFrequency|by1000genomesMG-156-tumorMG-156-normal - 10 12892 c.12304T>C

C T MG-156-tumorMG-156-normal - 3 370 c.335G>A

G C rs142017909byFrequencyMG-156-tumorMG-156-normal - 12 1953 c.1743C>G

G A rs2227983byFrequency|by1000genomesMG-156-tumorMG-156-normal + 13 1739 c.1562G>A

A G rs142082656by1000genomesMG-156-tumorMG-156-normal - 1 52 c.53T>C

C G rs2282302byFrequency|by1000genomesMG-156-tumorMG-156-normal - 3 965 c.893G>C

T A rs17264436byFrequency|by1000genomesMG-156-tumorMG-156-normal - 21 3503 c.3501A>T

G A rs2880956 MG-156-tumorMG-156-normal + 15 1268 c.1268G>A

A G MG-156-tumorMG-156-normal - 3 1337 c.805T>C

G T rs147825872 MG-156-tumorMG-156-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-156-tumorMG-156-normal - 5 4949 c.4736A>G

A G rs1980131byFrequency|by1000genomesMG-156-tumorMG-156-normal + 2 2992 c.2880A>G

T C MG-156-tumorMG-156-normal + 1 679 c.679T>C

G A rs13054014byFrequency|by1000genomesMG-156-tumorMG-156-normal + 2 569 c.210G>A

A C rs881732 by1000genomesMG-156-tumorMG-156-normal + 17 1912 c.1092A>C

T C rs12731746byFrequency|by1000genomesMG-156-tumorMG-156-normal - 11 1394 c.897A>G

C G rs61753517byFrequencyMG-156-tumorMG-156-normal + 2 300 c.210C>G

C T rs57014690by1000genomesMG-156-tumorMG-156-normal - 6 1554 c.1232G>A

C T rs2273779byFrequency|by1000genomesMG-156-tumorMG-156-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-156-tumorMG-156-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-156-tumorMG-156-normal - 3 159 c.115A>G

C T rs72987361byFrequency|by1000genomesMG-156-tumorMG-156-normal - 3 898 c.558G>A

A G rs3737940byFrequency|by1000genomesMG-156-tumorMG-156-normal + 7 3183 c.3138A>G

T C rs1048500byFrequency|by1000genomesMG-156-tumorMG-156-normal + 2 1791 c.684T>C

T C rs831043 byFrequency|by1000genomesMG-156-tumorMG-156-normal - 21 3354 c.3069A>G

C T rs1386356byFrequency|by1000genomesMG-156-tumorMG-156-normal - 85 14018 c.13047G>A

A G MG-156-tumorMG-156-normal - 15 1346 c.1346T>C

C T rs3811444byFrequency|by1000genomesMG-156-tumorMG-156-normal + 6 1169 c.1121C>T

G C rs34405980byFrequency|by1000genomesMG-156-tumorMG-156-normal - 1 502 c.342C>G

C T MG-156-tumorMG-156-normal + 3 423 c.43C>T

G A rs2229079byFrequency|by1000genomesMG-156-tumorMG-156-normal - 21 3524 c.3326C>T

T C rs2229992byFrequency|by1000genomesMG-156-tumorMG-156-normal + 12 1838 c.1458T>C

G C rs146249377byFrequencyMG-156-tumorMG-156-normal + 1 3447 c.487G>C

A G rs2229267byFrequency|by1000genomesMG-156-tumorMG-156-normal - 29 5160 c.4875T>C

A G rs79382866byFrequencyMG-156-tumorMG-156-normal + 12 1566 c.1347A>G

G C MG-156-tumorMG-156-normal - 3 1412 c.939C>G

G T rs2075249byFrequency|by1000genomesMG-156-tumorMG-156-normal - 21 3339 c.3054C>A

G A rs61750816by1000genomesMG-156-tumorMG-156-normal + 43 7109 c.6629G>A

G A MG-156-tumorMG-156-normal + 1 130 c.78G>A

T G rs1998206byFrequency|by1000genomesMG-156-tumorMG-156-normal - 5 631 c.433A>C

C T rs2078478by1000genomesMG-156-tumorMG-156-normal - 5 411 c.392G>A

C T rs62478357byFrequencyMG-156-tumorMG-156-normal - 8 1268 c.1050G>A

G A rs2853344byFrequency|by1000genomesMG-156-tumorMG-156-normal - 13 2990 c.2615C>T

C T rs9105 byFrequency|by1000genomesMG-156-tumorMG-156-normal + 33 4964 c.4680C>T



C G rs148149640 MG-156-tumorMG-156-normal + 6 828 c.702C>G

C T rs112703040byFrequency|by1000genomesMG-156-tumorMG-156-normal + 20 5923 c.5922C>T

A G rs2229268byFrequency|by1000genomesMG-156-tumorMG-156-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-156-tumorMG-156-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-156-tumorMG-156-normal + 36 5181 c.5016C>T

G A rs7234999byFrequency|by1000genomesMG-156-tumorMG-156-normal - 5 5512 c.5299C>T

C T rs41299110byFrequency|by1000genomesMG-156-tumorMG-156-normal + 14 1944 c.1699C>T

C G MG-156-tumorMG-156-normal + 26 3572 c.3132C>G

G A rs17634853by1000genomesMG-156-tumorMG-156-normal + 34 4564 c.4388G>A

C A rs149207258by1000genomesMG-156-tumorMG-156-normal - 27 5155 c.4815G>T

T C rs831042 byFrequency|by1000genomesMG-156-tumorMG-156-normal - 24 3945 c.3660A>G

G A MG-156-tumorMG-156-normal + 1 271 c.271G>A

A C MG-156-tumorMG-156-normal + 26 3576 c.3136A>C

G A rs1128761byFrequency|by1000genomesMG-156-tumorMG-156-normal + 7 1219 c.966G>A

T G rs10817033by1000genomesMG-156-tumorMG-156-normal - 8 2079 c.1743A>C

A G rs2227973byFrequency|by1000genomesMG-156-tumorMG-156-normal + 2 2571 c.2459A>G

G A MG-156-tumorMG-156-normal - 4 836 c.837C>T

T G rs12963422byFrequency|by1000genomesMG-156-tumorMG-156-normal - 5 2988 c.2775A>C

C T rs1130059byFrequency|by1000genomesMG-156-tumorMG-156-normal - 3 822 c.291G>A

T C rs4652678by1000genomesMG-156-tumorMG-156-normal + 28 4116 c.3951T>C

C T MG-156-tumorMG-156-normal - 1 103 c.104G>A

T C rs2251219byFrequency|by1000genomesMG-156-tumorMG-156-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-156-tumorMG-156-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-156-tumorMG-156-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-156-tumorMG-156-normal + 14 2120 c.1921A>G

G A rs114420009byFrequency|by1000genomesMG-156-tumorMG-156-normal - 13 2667 c.2557C>T

G A rs11549105byFrequency|by1000genomesMG-156-tumorMG-156-normal - 6 1228 c.1224C>T

C T rs77791636by1000genomesMG-156-tumorMG-156-normal + 6 1132 c.1080C>T

G C rs139111507byFrequencyMG-156-tumorMG-156-normal - 51 13044 c.12826C>G

G A rs16912247byFrequency|by1000genomesMG-156-tumorMG-156-normal - 14 9973 c.9598C>T

C T rs151233 by1000genomesMG-156-tumorMG-156-normal + 2 99 c.66C>T

A G MG-156-tumorMG-156-normal + 1 1491 c.1491A>G

G T rs146359524byFrequencyMG-156-tumorMG-156-normal + 4 692 c.483G>T

G T rs11952292byFrequency|by1000genomesMG-156-tumorMG-156-normal + 1 2442 c.2442G>T

G A rs1718878byFrequency|by1000genomesMG-156-tumorMG-156-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-156-tumorMG-156-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-156-tumorMG-156-normal + 16 2064 c.1887T>A

C T rs151182657byFrequencyMG-156-tumorMG-156-normal - 9 1295 c.1263G>A

G C MG-156-tumorMG-156-normal + 1 111 c.34G>C

G A rs1713982byFrequency|by1000genomesMG-156-tumorMG-156-normal + 15 2261 c.1848G>A

C T rs76844681 MG-156-tumorMG-156-normal - 16 2899 c.2681G>A

G A rs16825150byFrequency|by1000genomesMG-156-tumorMG-156-normal + 7 954 c.909G>A

T C rs9646771by1000genomesMG-156-tumorMG-156-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-156-tumorMG-156-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-156-tumorMG-156-normal - 20 3946 c.3859G>A

G A rs11177 byFrequency|by1000genomesMG-156-tumorMG-156-normal + 3 290 c.80G>A

G A rs71299249|rs76723438byFrequency|by1000genomesMG-156-tumorMG-156-normal + 1 3698 c.738G>A



T G rs61729530by1000genomesMG-156-tumorMG-156-normal - 15 2408 c.1998A>C

C A rs6453022by1000genomesMG-156-tumorMG-156-normal + 7 1027 c.851C>A

C T rs16843864byFrequency|by1000genomesMG-156-tumorMG-156-normal - 69 11621 c.10650G>A

A T rs3739451by1000genomesMG-156-tumorMG-156-normal - 39 9817 c.9481T>A

A C rs45525440byFrequency|by1000genomesMG-156-tumorMG-156-normal - 7 875 c.855T>G

G A rs41266078|rs34171717byFrequency|by1000genomesMG-156-tumorMG-156-normal + 2 385 c.272G>A

C G rs143879890by1000genomesMG-156-tumorMG-156-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-156-tumorMG-156-normal + 7 1855 c.1810A>G

C T rs142264513byFrequencyMG-156-tumorMG-156-normal - 42 6931 c.6733G>A

T C rs7935 byFrequency|by1000genomesMG-156-tumorMG-156-normal + 9 1808 c.1524T>C

C T rs12155677byFrequency|by1000genomesMG-156-tumorMG-156-normal - 32 5524 c.5280G>A

C T rs140871032byFrequency|by1000genomesMG-156-tumorMG-156-normal + 4 664 c.220C>T

C T rs3796032byFrequency|by1000genomesMG-156-tumorMG-156-normal - 17 2381 c.1929G>A

G C rs3088074byFrequency|by1000genomesMG-156-tumorMG-156-normal - 9 2999 c.2785C>G

C T rs117481724by1000genomesMG-156-tumorMG-156-normal + 5 872 c.782C>T

A C rs76504934by1000genomesMG-156-tumorMG-156-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-156-tumorMG-156-normal + 24 3194 c.3018C>T

G A rs74351250byFrequency|by1000genomesMG-156-tumorMG-156-normal - 9 1013 c.1014C>T

A G rs17443123by1000genomesMG-156-tumorMG-156-normal + 5 915 c.750A>G

C T rs7300444byFrequency|by1000genomesMG-156-tumorMG-156-normal + 19 5383 c.4740C>T

G A rs11549106byFrequency|by1000genomesMG-156-tumorMG-156-normal - 4 895 c.891C>T

C A MG-156-tumorMG-156-normal - 24 5233 c.5023G>T

T C MG-156-tumorMG-156-normal - 24 5188 c.4978A>G

T C MG-156-tumorMG-156-normal + 3 412 c.32T>C

T C rs2241190byFrequency|by1000genomesMG-156-tumorMG-156-normal - 17 2745 c.2460A>G

C T rs113893105byFrequency|by1000genomesMG-156-tumorMG-156-normal - 6 806 c.786G>A

T C rs7275 by1000genomesMG-156-tumorMG-156-normal + 35 5267 c.4983T>C

C T rs7240355byFrequency|by1000genomesMG-156-tumorMG-156-normal - 5 5238 c.5025G>A

C T MG-156-tumorMG-156-normal - 8 1260 c.1042G>A

A G rs4143768byFrequency|by1000genomesMG-156-tumorMG-156-normal - 10 6783 c.6195T>C

T C MG-156-tumorMG-156-normal + 1 1281 c.1281T>C

T C rs1050476byFrequency|by1000genomesMG-156-tumorMG-156-normal + 7 2254 c.1695T>C

G A rs20539 byFrequency|by1000genomesMG-156-tumorMG-156-normal + 20 3152 c.3111G>A

T C rs7714670by1000genomesMG-156-tumorMG-156-normal + 6 849 c.673T>C

G C rs60140950byFrequency|by1000genomesMG-156-tumorMG-156-normal + 9 986 c.767G>C

C G rs11718329by1000genomesMG-156-tumorMG-156-normal + 4 719 c.647C>G

G A rs111694017byFrequency|by1000genomesMG-156-tumorMG-156-normal + 4 1088 c.808G>A

A G rs16831887byFrequency|by1000genomesMG-156-tumorMG-156-normal + 9 2111 c.2023A>G

A T rs7095325byFrequency|by1000genomesMG-156-tumorMG-156-normal - 7 1087 c.712T>A

T C rs2075252byFrequency|by1000genomesMG-156-tumorMG-156-normal - 66 12565 c.12280A>G

T C MG-156-tumorMG-156-normal - 3 305 c.270A>G

G C rs45469098by1000genomesMG-156-tumorMG-156-normal - 1 255 c.256C>G

C A rs3739298byFrequency|by1000genomesMG-156-tumorMG-156-normal - 9 2230 c.1821G>T

T C rs41300566byFrequency|by1000genomesMG-156-tumorMG-156-normal - 13 3805 c.3430A>G

C T rs7904627byFrequency|by1000genomesMG-156-tumorMG-156-normal - 5 1356 c.1242G>A

G A rs145709922byFrequencyMG-156-tumorMG-156-normal - 15 2364 c.2079C>T

C T MG-156-tumorMG-156-normal - 15 1771 c.904G>A



A G rs17078605byFrequency|by1000genomesMG-156-tumorMG-156-normal - 10 10694 c.10106T>C

A G MG-156-tumorMG-156-normal + 1 47 c.47A>G

C T rs6432901by1000genomesMG-156-tumorMG-156-normal - 2 514 c.174G>A

T C rs543304 byFrequency|by1000genomesMG-156-tumorMG-156-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-156-tumorMG-156-normal - 3 142 c.98T>G

G A rs2127898byFrequency|by1000genomesMG-156-tumorMG-156-normal - 6 1130 c.920C>T

G C MG-156-tumorMG-156-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-156-tumorMG-156-normal + 22 2662 c.2385C>T

T A rs67622085byFrequency|by1000genomesMG-156-tumorMG-156-normal + 16 4706 c.4326T>A

C T rs34594998by1000genomesMG-156-tumorMG-156-normal + 9 1733 c.1509C>T

A G rs150594 byFrequency|by1000genomesMG-156-tumorMG-156-normal - 13 1559 c.1356T>C

C T rs61731566byFrequency|by1000genomesMG-156-tumorMG-156-normal - 4 1658 c.1287G>A

C A rs35430524by1000genomesMG-156-tumorMG-156-normal + 12 3111 c.2737C>A

C A rs41306015byFrequency|by1000genomesMG-156-tumorMG-156-normal - 13 4052 c.3677G>T

T C rs7716253by1000genomesMG-156-tumorMG-156-normal + 8 1121 c.945T>C

A G rs9552929byFrequency|by1000genomesMG-156-tumorMG-156-normal - 10 9441 c.8853T>C

G A rs2289247byFrequency|by1000genomesMG-156-tumorMG-156-normal + 11 1273 c.1063G>A

G A rs77288131byFrequency|by1000genomesMG-156-tumorMG-156-normal + 12 2707 c.2488G>A

C T rs3796031byFrequency|by1000genomesMG-156-tumorMG-156-normal - 17 2399 c.1947G>A

G C MG-156-tumorMG-156-normal - 49 7797 c.7553C>G

G T MG-156-tumorMG-156-normal - 3 283 c.248C>A

G T MG-156-tumorMG-156-normal + 11 4181 c.3538G>T

T A rs41305611by1000genomesMG-156-tumorMG-156-normal - 3 1170 c.834A>T

C T rs3814883byFrequency|by1000genomesMG-156-tumorMG-156-normal + 13 2402 c.1359C>T

G C MG-156-tumorMG-156-normal + 1 1592 c.1592G>C

A G rs4659654byFrequency|by1000genomesMG-156-tumorMG-156-normal - 16 2000 c.1503T>C

G A rs114929272by1000genomesMG-156-tumorMG-156-normal + 37 5273 c.5097G>A

C T rs1050475byFrequency|by1000genomesMG-156-tumorMG-156-normal + 7 1534 c.975C>T

A G rs2737699byFrequency|by1000genomesMG-156-tumorMG-156-normal - 10 12892 c.12304T>C

C T MG-156-tumorMG-156-normal - 3 370 c.335G>A

G C rs142017909byFrequencyMG-156-tumorMG-156-normal - 12 1953 c.1743C>G

G A rs2227983byFrequency|by1000genomesMG-156-tumorMG-156-normal + 13 1739 c.1562G>A

A G rs142082656by1000genomesMG-156-tumorMG-156-normal - 1 52 c.53T>C

C G rs2282302byFrequency|by1000genomesMG-156-tumorMG-156-normal - 3 965 c.893G>C

T A rs17264436byFrequency|by1000genomesMG-156-tumorMG-156-normal - 21 3503 c.3501A>T

G A rs2880956 MG-156-tumorMG-156-normal + 15 1268 c.1268G>A

A G MG-156-tumorMG-156-normal - 3 1337 c.805T>C

G T rs147825872 MG-156-tumorMG-156-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-156-tumorMG-156-normal - 5 4949 c.4736A>G

A G rs1980131byFrequency|by1000genomesMG-156-tumorMG-156-normal + 2 2992 c.2880A>G

T C MG-156-tumorMG-156-normal + 1 679 c.679T>C

G A rs13054014byFrequency|by1000genomesMG-156-tumorMG-156-normal + 2 569 c.210G>A

A C rs881732 by1000genomesMG-156-tumorMG-156-normal + 17 1912 c.1092A>C

T C rs12731746byFrequency|by1000genomesMG-156-tumorMG-156-normal - 11 1394 c.897A>G

C G rs61753517byFrequencyMG-156-tumorMG-156-normal + 2 300 c.210C>G

C T rs57014690by1000genomesMG-156-tumorMG-156-normal - 6 1554 c.1232G>A

C T rs2273779byFrequency|by1000genomesMG-156-tumorMG-156-normal + 6 583 c.538C>T



G A rs142702316byFrequencyMG-156-tumorMG-156-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-156-tumorMG-156-normal - 3 159 c.115A>G

C T rs72987361byFrequency|by1000genomesMG-156-tumorMG-156-normal - 3 898 c.558G>A

T C rs831043 byFrequency|by1000genomesMG-157-tumorMG-157-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-157-tumorMG-157-normal + 7 3183 c.3138A>G

C T rs2293347byFrequency|by1000genomesMG-157-tumorMG-157-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-157-tumorMG-157-normal - 85 14018 c.13047G>A

C T rs3811444byFrequency|by1000genomesMG-157-tumorMG-157-normal + 6 1169 c.1121C>T

G T rs71238527by1000genomesMG-157-tumorMG-157-normal + 3 639 c.494G>T

C A rs34400049byFrequency|by1000genomesMG-157-tumorMG-157-normal + 14 2474 c.2092C>A

G A rs12022217byFrequency|by1000genomesMG-157-tumorMG-157-normal - 3 4602 c.4530C>T

A G rs146505774by1000genomesMG-157-tumorMG-157-normal + 11 2544 c.2362A>G

C A MG-157-tumorMG-157-normal + 5 631 c.409C>A

A G rs9332783byFrequencyMG-157-tumorMG-157-normal + 4 3314 c.3291A>G

T C rs2229992byFrequency|by1000genomesMG-157-tumorMG-157-normal + 12 1838 c.1458T>C

G C rs146249377byFrequencyMG-157-tumorMG-157-normal + 1 3447 c.487G>C

G T rs12568784byFrequency|by1000genomesMG-157-tumorMG-157-normal - 3 7202 c.7130C>A

G A rs34916904byFrequency|by1000genomesMG-157-tumorMG-157-normal - 13 2869 c.2494C>T

C T rs71299249|rs77022425byFrequencyMG-157-tumorMG-157-normal + 1 3677 c.717C>T

C T rs2931423by1000genomesMG-157-tumorMG-157-normal + 19 2459 c.2283C>T

C T rs2282303byFrequency|by1000genomesMG-157-tumorMG-157-normal - 3 899 c.827G>A

C T rs144510847 MG-157-tumorMG-157-normal + 20 2823 c.2383C>T

A G rs4143768byFrequency|by1000genomesMG-157-tumorMG-157-normal - 10 6783 c.6195T>C

G A MG-157-tumorMG-157-normal + 1 130 c.78G>A

T C rs2241190byFrequency|by1000genomesMG-157-tumorMG-157-normal - 17 2745 c.2460A>G

G A rs7179364by1000genomesMG-157-tumorMG-157-normal + 1 520 c.85G>A

G C rs2229933|rs116048761byFrequency|by1000genomesMG-157-tumorMG-157-normal + 6 830 c.282G>C

T C rs766894 by1000genomesMG-157-tumorMG-157-normal + 25 2461 c.2295T>C

G A rs11551685byFrequency|by1000genomesMG-157-tumorMG-157-normal - 16 7464 c.7395C>T

G A rs2127898byFrequency|by1000genomesMG-157-tumorMG-157-normal - 6 1130 c.920C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-157-tumorMG-157-normal + 17 2594 c.2046A>C

T C rs3755806byFrequency|by1000genomesMG-157-tumorMG-157-normal - 15 2117 c.2115A>G

G A rs60571683byFrequency|by1000genomesMG-157-tumorMG-157-normal + 16 2196 c.1977G>A

G A rs2228000byFrequency|by1000genomesMG-157-tumorMG-157-normal - 9 1710 c.1496C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-157-tumorMG-157-normal + 7 1073 c.525C>T

G C rs12104021by1000genomesMG-157-tumorMG-157-normal - 3 790 c.258C>G

C T MG-157-tumorMG-157-normal - 3 5767 c.5692G>A

G A rs7624750byFrequency|by1000genomesMG-157-tumorMG-157-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-157-tumorMG-157-normal + 6 1132 c.1080C>T

A T rs111657679byFrequency|by1000genomesMG-157-tumorMG-157-normal - 7 516 c.149T>A

C A rs6738031by1000genomesMG-157-tumorMG-157-normal - 18 3000 c.2874G>T

C T rs2229265byFrequency|by1000genomesMG-157-tumorMG-157-normal - 54 10788 c.10503G>A

A G rs33954745byFrequency|by1000genomesMG-157-tumorMG-157-normal - 17 2661 c.2376T>C

G T rs148401196by1000genomesMG-157-tumorMG-157-normal - 3 395 c.316C>A

A G rs9653483by1000genomesMG-157-tumorMG-157-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-157-tumorMG-157-normal + 23 2508 c.2274T>C

G A rs75188792byFrequency|by1000genomesMG-157-tumorMG-157-normal - 19 2020 c.1750C>T



G A rs12104022by1000genomesMG-157-tumorMG-157-normal - 3 784 c.252C>T

T C MG-157-tumorMG-157-normal - 3 805 c.670A>G

C G rs3818764by1000genomesMG-157-tumorMG-157-normal - 4 1331 c.995G>C

G A rs61738955byFrequency|by1000genomesMG-157-tumorMG-157-normal + 18 4633 c.4632G>A

C T rs35719940by1000genomesMG-157-tumorMG-157-normal - 15 3241 c.3184G>A

G T MG-157-tumorMG-157-normal - 1 487 c.488C>A

G A rs2302694byFrequency|by1000genomesMG-157-tumorMG-157-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-157-tumorMG-157-normal - 26 4397 c.4395A>G

C T rs10258429byFrequency|by1000genomesMG-157-tumorMG-157-normal + 16 2213 c.1968C>T

G T rs144792804by1000genomesMG-157-tumorMG-157-normal - 1 174 c.29C>A

G A rs3818831byFrequency|by1000genomesMG-157-tumorMG-157-normal - 2 193 c.121C>T

A T rs143367160byFrequency|by1000genomesMG-157-tumorMG-157-normal + 10 1641 c.1093A>T

C T rs77376932byFrequencyMG-157-tumorMG-157-normal - 3 3235 c.3160G>A

G A rs3810485by1000genomesMG-157-tumorMG-157-normal - 8 6116 c.6047C>T

A G rs33953730by1000genomesMG-157-tumorMG-157-normal - 25 4326 c.4200T>C

C T rs1043141byFrequency|by1000genomesMG-157-tumorMG-157-normal + 4 2376 c.342C>T

C T rs149887425byFrequency|by1000genomesMG-157-tumorMG-157-normal - 3 2039 c.1137G>A

T C rs1805129byFrequency|by1000genomesMG-157-tumorMG-157-normal - 2 327 c.252A>G

G A rs61753697byFrequency|by1000genomesMG-157-tumorMG-157-normal + 1 376 c.99G>A

A C rs35611740 MG-157-tumorMG-157-normal + 43 5928 c.5763A>C

G A rs1718878byFrequency|by1000genomesMG-157-tumorMG-157-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-157-tumorMG-157-normal + 2 1911 c.804G>C

G A rs1713982byFrequency|by1000genomesMG-157-tumorMG-157-normal + 15 2261 c.1848G>A

A C rs11552054byFrequency|by1000genomesMG-157-tumorMG-157-normal + 5 630 c.540A>C

G A rs137854296|rs45438898byFrequencyMG-157-tumorMG-157-normal + 34 4899 c.4269G>A

C T MG-157-tumorMG-157-normal - 38 8251 c.7915G>A

G C rs11611231by1000genomesMG-157-tumorMG-157-normal + 9 2190 c.2190G>C

T C rs9646771by1000genomesMG-157-tumorMG-157-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-157-tumorMG-157-normal + 13 1856 c.1680A>G

G A rs6018623byFrequency|by1000genomesMG-157-tumorMG-157-normal + 20 3957 c.3741G>A

C T rs55993306by1000genomesMG-157-tumorMG-157-normal - 20 3946 c.3859G>A

T G rs12963422byFrequency|by1000genomesMG-157-tumorMG-157-normal - 5 2988 c.2775A>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-157-tumorMG-157-normal + 1 3698 c.738G>A

C T rs9489143byFrequency|by1000genomesMG-157-tumorMG-157-normal - 13 2184 c.1986G>A

T A rs3740423byFrequency|by1000genomesMG-157-tumorMG-157-normal - 13 4583 c.4208A>T

C G rs150078700by1000genomesMG-157-tumorMG-157-normal + 12 1039 c.1039C>G

T C rs1048500byFrequency|by1000genomesMG-157-tumorMG-157-normal + 2 1791 c.684T>C

C G rs143879890by1000genomesMG-157-tumorMG-157-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-157-tumorMG-157-normal + 7 1855 c.1810A>G

G A rs6601 byFrequency|by1000genomesMG-157-tumorMG-157-normal + 25 3881 c.3672G>A

G A rs10845349 MG-157-tumorMG-157-normal - 3 855 c.820C>T

A G rs4444457byFrequency|by1000genomesMG-157-tumorMG-157-normal - 54 9497 c.8526T>C

T C rs7935 byFrequency|by1000genomesMG-157-tumorMG-157-normal + 9 1808 c.1524T>C

A G rs138997916byFrequency|by1000genomesMG-157-tumorMG-157-normal - 3 2832 c.2760T>C

A G rs3211362byFrequency|by1000genomesMG-157-tumorMG-157-normal - 9 1020 c.846T>C

G A rs78079545byFrequencyMG-157-tumorMG-157-normal - 19 3462 c.3252C>T

A G rs6679449by1000genomesMG-157-tumorMG-157-normal - 3 1923 c.1851T>C



G A rs55855602by1000genomesMG-157-tumorMG-157-normal - 3 1030 c.498C>T

A C rs76504934by1000genomesMG-157-tumorMG-157-normal - 4 464 c.427T>G

G A rs9804992byFrequency|by1000genomesMG-157-tumorMG-157-normal + 11 3172 c.2529G>A

G A MG-157-tumorMG-157-normal + 3 522 c.243G>A

C T rs116784674by1000genomesMG-157-tumorMG-157-normal - 10 7909 c.7700G>A

T C rs13155212|rs34364709byFrequency|by1000genomesMG-157-tumorMG-157-normal + 7 1597 c.1215T>C

C T rs7300444byFrequency|by1000genomesMG-157-tumorMG-157-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-157-tumorMG-157-normal + 17 1912 c.1092A>C

C T rs76844681 MG-157-tumorMG-157-normal - 16 2899 c.2681G>A

C T rs55913776 MG-157-tumorMG-157-normal - 3 1207 c.675G>A

C T rs2973571by1000genomesMG-157-tumorMG-157-normal + 12 1807 c.1631C>T

A T rs7095325byFrequency|by1000genomesMG-157-tumorMG-157-normal - 7 1087 c.712T>A

C T rs116517080byFrequency|by1000genomesMG-157-tumorMG-157-normal + 8 4498 c.3642C>T

A G rs3822625by1000genomesMG-157-tumorMG-157-normal + 14 3084 c.3084A>G

T C rs7275 by1000genomesMG-157-tumorMG-157-normal + 35 5267 c.4983T>C

T C MG-157-tumorMG-157-normal - 21 3484 c.3286A>G

C T rs113857613byFrequencyMG-157-tumorMG-157-normal - 12 1037 c.670G>A

C T MG-157-tumorMG-157-normal - 8 1260 c.1042G>A

G T rs34104660byFrequency|by1000genomesMG-157-tumorMG-157-normal - 4 687 c.402C>A

T C rs72962460by1000genomesMG-157-tumorMG-157-normal + 4 3701 c.3684T>C

A G rs826549 by1000genomesMG-157-tumorMG-157-normal + 18 2676 c.2550A>G

T C rs7714670by1000genomesMG-157-tumorMG-157-normal + 6 849 c.673T>C

G C rs60140950byFrequency|by1000genomesMG-157-tumorMG-157-normal + 9 986 c.767G>C

C G rs11718329by1000genomesMG-157-tumorMG-157-normal + 4 719 c.647C>G

G A rs59505617by1000genomesMG-157-tumorMG-157-normal - 6 1756 c.1434C>T

G A rs12729662byFrequency|by1000genomesMG-157-tumorMG-157-normal - 3 8430 c.8355C>T

T C rs2075252byFrequency|by1000genomesMG-157-tumorMG-157-normal - 66 12565 c.12280A>G

G A rs1128761byFrequency|by1000genomesMG-157-tumorMG-157-normal + 7 1219 c.966G>A

G C rs45469098by1000genomesMG-157-tumorMG-157-normal - 1 255 c.256C>G

G T rs3212254byFrequency|by1000genomesMG-157-tumorMG-157-normal - 10 1693 c.1475C>A

C T rs45504599byFrequency|by1000genomesMG-157-tumorMG-157-normal + 1 610 c.381C>T

T C rs831042 byFrequency|by1000genomesMG-157-tumorMG-157-normal - 24 3945 c.3660A>G

C A rs3739298byFrequency|by1000genomesMG-157-tumorMG-157-normal - 9 2230 c.1821G>T

G A rs144383071byFrequencyMG-157-tumorMG-157-normal - 3 3345 c.3270C>T

G A rs149181731byFrequencyMG-157-tumorMG-157-normal + 1 431 c.379G>A

G A rs79863383byFrequency|by1000genomesMG-157-tumorMG-157-normal - 4 1403 c.1190C>T

G A rs2271189byFrequency|by1000genomesMG-157-tumorMG-157-normal + 27 3788 c.3348G>A

C T MG-157-tumorMG-157-normal + 11 2513 c.2331C>T

T C rs12990449byFrequency|by1000genomesMG-157-tumorMG-157-normal - 2 1114 c.143A>G

A G rs17078605byFrequency|by1000genomesMG-157-tumorMG-157-normal - 10 10694 c.10106T>C

C T rs6432901by1000genomesMG-157-tumorMG-157-normal - 2 514 c.174G>A

T C rs543304 byFrequency|by1000genomesMG-157-tumorMG-157-normal + 11 4034 c.3807T>C

T C rs148878361byFrequencyMG-157-tumorMG-157-normal - 10 3717 c.3129A>G

C A MG-157-tumorMG-157-normal + 5 585 c.205C>A

C T rs35446117by1000genomesMG-157-tumorMG-157-normal + 14 7457 c.7083C>T

C T MG-157-tumorMG-157-normal + 3 423 c.43C>T

G C MG-157-tumorMG-157-normal - 5 1009 c.1010C>G



T C rs7716253by1000genomesMG-157-tumorMG-157-normal + 8 1121 c.945T>C

A G rs9552929byFrequency|by1000genomesMG-157-tumorMG-157-normal - 10 9441 c.8853T>C

G A rs2289247byFrequency|by1000genomesMG-157-tumorMG-157-normal + 11 1273 c.1063G>A

C T rs77234491byFrequencyMG-157-tumorMG-157-normal - 12 2878 c.1907G>A

C T rs1130233byFrequency|by1000genomesMG-157-tumorMG-157-normal - 8 2206 c.726G>A

C G rs2509943byFrequency|by1000genomesMG-157-tumorMG-157-normal + 3 776 c.279C>G

C T MG-157-tumorMG-157-normal - 2 963 c.627G>A

A G rs2229267byFrequency|by1000genomesMG-157-tumorMG-157-normal - 29 5160 c.4875T>C

G T MG-157-tumorMG-157-normal - 1 195 c.102C>A

G T rs140059935by1000genomesMG-157-tumorMG-157-normal + 16 1408 c.1408G>T

T C MG-157-tumorMG-157-normal - 3 931 c.796A>G

C T rs3814883byFrequency|by1000genomesMG-157-tumorMG-157-normal + 13 2402 c.1359C>T

G A rs80198225 MG-157-tumorMG-157-normal + 8 527 c.527G>A

A G rs4659654byFrequency|by1000genomesMG-157-tumorMG-157-normal - 16 2000 c.1503T>C

T C rs8095431|rs143171200by1000genomesMG-157-tumorMG-157-normal - 10 1409

T C MG-157-tumorMG-157-normal + 1 449 c.449T>C

C T MG-157-tumorMG-157-normal - 2 88

A T rs146352451by1000genomesMG-157-tumorMG-157-normal + 10 797 c.699A>T

A G rs13223756byFrequency|by1000genomesMG-157-tumorMG-157-normal + 7 2144 c.1944A>G

G A rs2973566by1000genomesMG-157-tumorMG-157-normal + 14 1930 c.1754G>A

T A rs56279059by1000genomesMG-157-tumorMG-157-normal - 3 1034 c.502A>T

T A rs17264436byFrequency|by1000genomesMG-157-tumorMG-157-normal - 21 3503 c.3501A>T

T C rs34341044byFrequency|by1000genomesMG-157-tumorMG-157-normal - 16 2591 c.2589A>G

G T rs147825872 MG-157-tumorMG-157-normal + 20 4359 c.4282G>T

A G rs13288443byFrequency|by1000genomesMG-157-tumorMG-157-normal + 11 2036 c.1827A>G

T C MG-157-tumorMG-157-normal + 8 505 c.505T>C

A G rs112129664|rs67218125|rs112826888|rs28529067|rs1132443byFrequency|by1000genomesMG-157-tumorMG-157-normal + 20 3996 c.3780A>G

A G rs2737699byFrequency|by1000genomesMG-157-tumorMG-157-normal - 10 12892 c.12304T>C

G A rs13054014byFrequency|by1000genomesMG-157-tumorMG-157-normal + 2 569 c.210G>A

T C rs12731746byFrequency|by1000genomesMG-157-tumorMG-157-normal - 11 1394 c.897A>G

T C rs111515190byFrequency|by1000genomesMG-157-tumorMG-157-normal - 13 7314 c.6939A>G

C T rs57014690by1000genomesMG-157-tumorMG-157-normal - 6 1554 c.1232G>A

C T rs55979329by1000genomesMG-157-tumorMG-157-normal - 3 1257 c.725G>A

T A rs2060198byFrequency|by1000genomesMG-157-tumorMG-157-normal + 27 5204 c.4914T>A

C A rs6453022by1000genomesMG-157-tumorMG-157-normal + 7 1027 c.851C>A

C T rs2273779byFrequency|by1000genomesMG-157-tumorMG-157-normal + 6 583 c.538C>T

C A rs2973558by1000genomesMG-157-tumorMG-157-normal + 20 2514 c.2338C>A

G A rs142702316byFrequencyMG-157-tumorMG-157-normal + 1 160 c.108G>A

T C rs831043 byFrequency|by1000genomesMG-157-tumorMG-157-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-157-tumorMG-157-normal + 7 3183 c.3138A>G

C T rs2293347byFrequency|by1000genomesMG-157-tumorMG-157-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-157-tumorMG-157-normal - 85 14018 c.13047G>A

C T rs3811444byFrequency|by1000genomesMG-157-tumorMG-157-normal + 6 1169 c.1121C>T

G T rs71238527by1000genomesMG-157-tumorMG-157-normal + 3 639 c.494G>T

C A rs34400049byFrequency|by1000genomesMG-157-tumorMG-157-normal + 14 2474 c.2092C>A

G A rs12022217byFrequency|by1000genomesMG-157-tumorMG-157-normal - 3 4602 c.4530C>T

A G rs146505774by1000genomesMG-157-tumorMG-157-normal + 11 2544 c.2362A>G



C A MG-157-tumorMG-157-normal + 5 631 c.409C>A

A G rs9332783byFrequencyMG-157-tumorMG-157-normal + 4 3314 c.3291A>G

T C rs2229992byFrequency|by1000genomesMG-157-tumorMG-157-normal + 12 1838 c.1458T>C

G C rs146249377byFrequencyMG-157-tumorMG-157-normal + 1 3447 c.487G>C

G T rs12568784byFrequency|by1000genomesMG-157-tumorMG-157-normal - 3 7202 c.7130C>A

G A rs34916904byFrequency|by1000genomesMG-157-tumorMG-157-normal - 13 2869 c.2494C>T

C T rs71299249|rs77022425byFrequencyMG-157-tumorMG-157-normal + 1 3677 c.717C>T

C T rs2931423by1000genomesMG-157-tumorMG-157-normal + 19 2459 c.2283C>T

C T rs2282303byFrequency|by1000genomesMG-157-tumorMG-157-normal - 3 899 c.827G>A

C T rs144510847 MG-157-tumorMG-157-normal + 20 2823 c.2383C>T

A G rs4143768byFrequency|by1000genomesMG-157-tumorMG-157-normal - 10 6783 c.6195T>C

G A MG-157-tumorMG-157-normal + 1 130 c.78G>A

T C rs2241190byFrequency|by1000genomesMG-157-tumorMG-157-normal - 17 2745 c.2460A>G

G A rs7179364by1000genomesMG-157-tumorMG-157-normal + 1 520 c.85G>A

G C rs2229933|rs116048761byFrequency|by1000genomesMG-157-tumorMG-157-normal + 6 830 c.282G>C

T C rs766894 by1000genomesMG-157-tumorMG-157-normal + 25 2461 c.2295T>C

G A rs11551685byFrequency|by1000genomesMG-157-tumorMG-157-normal - 16 7464 c.7395C>T

G A rs2127898byFrequency|by1000genomesMG-157-tumorMG-157-normal - 6 1130 c.920C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-157-tumorMG-157-normal + 17 2594 c.2046A>C

T C rs3755806byFrequency|by1000genomesMG-157-tumorMG-157-normal - 15 2117 c.2115A>G

G A rs60571683byFrequency|by1000genomesMG-157-tumorMG-157-normal + 16 2196 c.1977G>A

G A rs2228000byFrequency|by1000genomesMG-157-tumorMG-157-normal - 9 1710 c.1496C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-157-tumorMG-157-normal + 7 1073 c.525C>T

G C rs12104021by1000genomesMG-157-tumorMG-157-normal - 3 790 c.258C>G

C T MG-157-tumorMG-157-normal - 3 5767 c.5692G>A

G A rs7624750byFrequency|by1000genomesMG-157-tumorMG-157-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-157-tumorMG-157-normal + 6 1132 c.1080C>T

A T rs111657679byFrequency|by1000genomesMG-157-tumorMG-157-normal - 7 516 c.149T>A

C A rs6738031by1000genomesMG-157-tumorMG-157-normal - 18 3000 c.2874G>T

C T rs2229265byFrequency|by1000genomesMG-157-tumorMG-157-normal - 54 10788 c.10503G>A

A G rs33954745byFrequency|by1000genomesMG-157-tumorMG-157-normal - 17 2661 c.2376T>C

G T rs148401196by1000genomesMG-157-tumorMG-157-normal - 3 395 c.316C>A

A G rs9653483by1000genomesMG-157-tumorMG-157-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-157-tumorMG-157-normal + 23 2508 c.2274T>C

G A rs75188792byFrequency|by1000genomesMG-157-tumorMG-157-normal - 19 2020 c.1750C>T

G A rs12104022by1000genomesMG-157-tumorMG-157-normal - 3 784 c.252C>T

T C MG-157-tumorMG-157-normal - 3 805 c.670A>G

C G rs3818764by1000genomesMG-157-tumorMG-157-normal - 4 1331 c.995G>C

G A rs61738955byFrequency|by1000genomesMG-157-tumorMG-157-normal + 18 4633 c.4632G>A

C T rs35719940by1000genomesMG-157-tumorMG-157-normal - 15 3241 c.3184G>A

G T MG-157-tumorMG-157-normal - 1 487 c.488C>A

G A rs2302694byFrequency|by1000genomesMG-157-tumorMG-157-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-157-tumorMG-157-normal - 26 4397 c.4395A>G

C T rs10258429byFrequency|by1000genomesMG-157-tumorMG-157-normal + 16 2213 c.1968C>T

G T rs144792804by1000genomesMG-157-tumorMG-157-normal - 1 174 c.29C>A

G A rs3818831byFrequency|by1000genomesMG-157-tumorMG-157-normal - 2 193 c.121C>T

A T rs143367160byFrequency|by1000genomesMG-157-tumorMG-157-normal + 10 1641 c.1093A>T



C T rs77376932byFrequencyMG-157-tumorMG-157-normal - 3 3235 c.3160G>A

G A rs3810485by1000genomesMG-157-tumorMG-157-normal - 8 6116 c.6047C>T

A G rs33953730by1000genomesMG-157-tumorMG-157-normal - 25 4326 c.4200T>C

C T rs1043141byFrequency|by1000genomesMG-157-tumorMG-157-normal + 4 2376 c.342C>T

C T rs149887425byFrequency|by1000genomesMG-157-tumorMG-157-normal - 3 2039 c.1137G>A

T C rs1805129byFrequency|by1000genomesMG-157-tumorMG-157-normal - 2 327 c.252A>G

G A rs61753697byFrequency|by1000genomesMG-157-tumorMG-157-normal + 1 376 c.99G>A

A C rs35611740 MG-157-tumorMG-157-normal + 43 5928 c.5763A>C

G A rs1718878byFrequency|by1000genomesMG-157-tumorMG-157-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-157-tumorMG-157-normal + 2 1911 c.804G>C

G A rs1713982byFrequency|by1000genomesMG-157-tumorMG-157-normal + 15 2261 c.1848G>A

A C rs11552054byFrequency|by1000genomesMG-157-tumorMG-157-normal + 5 630 c.540A>C

G A rs137854296|rs45438898byFrequencyMG-157-tumorMG-157-normal + 34 4899 c.4269G>A

C T MG-157-tumorMG-157-normal - 38 8251 c.7915G>A

G C rs11611231by1000genomesMG-157-tumorMG-157-normal + 9 2190 c.2190G>C

T C rs9646771by1000genomesMG-157-tumorMG-157-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-157-tumorMG-157-normal + 13 1856 c.1680A>G

G A rs6018623byFrequency|by1000genomesMG-157-tumorMG-157-normal + 20 3957 c.3741G>A

C T rs55993306by1000genomesMG-157-tumorMG-157-normal - 20 3946 c.3859G>A

T G rs12963422byFrequency|by1000genomesMG-157-tumorMG-157-normal - 5 2988 c.2775A>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-157-tumorMG-157-normal + 1 3698 c.738G>A

C T rs9489143byFrequency|by1000genomesMG-157-tumorMG-157-normal - 13 2184 c.1986G>A

T A rs3740423byFrequency|by1000genomesMG-157-tumorMG-157-normal - 13 4583 c.4208A>T

C G rs150078700by1000genomesMG-157-tumorMG-157-normal + 12 1039 c.1039C>G

T C rs1048500byFrequency|by1000genomesMG-157-tumorMG-157-normal + 2 1791 c.684T>C

C G rs143879890by1000genomesMG-157-tumorMG-157-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-157-tumorMG-157-normal + 7 1855 c.1810A>G

G A rs6601 byFrequency|by1000genomesMG-157-tumorMG-157-normal + 25 3881 c.3672G>A

G A rs10845349 MG-157-tumorMG-157-normal - 3 855 c.820C>T

A G rs4444457byFrequency|by1000genomesMG-157-tumorMG-157-normal - 54 9497 c.8526T>C

T C rs7935 byFrequency|by1000genomesMG-157-tumorMG-157-normal + 9 1808 c.1524T>C

A G rs138997916byFrequency|by1000genomesMG-157-tumorMG-157-normal - 3 2832 c.2760T>C

A G rs3211362byFrequency|by1000genomesMG-157-tumorMG-157-normal - 9 1020 c.846T>C

G A rs78079545byFrequencyMG-157-tumorMG-157-normal - 19 3462 c.3252C>T

A G rs6679449by1000genomesMG-157-tumorMG-157-normal - 3 1923 c.1851T>C

G A rs55855602by1000genomesMG-157-tumorMG-157-normal - 3 1030 c.498C>T

A C rs76504934by1000genomesMG-157-tumorMG-157-normal - 4 464 c.427T>G

G A rs9804992byFrequency|by1000genomesMG-157-tumorMG-157-normal + 11 3172 c.2529G>A

G A MG-157-tumorMG-157-normal + 3 522 c.243G>A

C T rs116784674by1000genomesMG-157-tumorMG-157-normal - 10 7909 c.7700G>A

T C rs13155212|rs34364709byFrequency|by1000genomesMG-157-tumorMG-157-normal + 7 1597 c.1215T>C

C T rs7300444byFrequency|by1000genomesMG-157-tumorMG-157-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-157-tumorMG-157-normal + 17 1912 c.1092A>C

C T rs76844681 MG-157-tumorMG-157-normal - 16 2899 c.2681G>A

C T rs55913776 MG-157-tumorMG-157-normal - 3 1207 c.675G>A

C T rs2973571by1000genomesMG-157-tumorMG-157-normal + 12 1807 c.1631C>T

A T rs7095325byFrequency|by1000genomesMG-157-tumorMG-157-normal - 7 1087 c.712T>A



C T rs116517080byFrequency|by1000genomesMG-157-tumorMG-157-normal + 8 4498 c.3642C>T

A G rs3822625by1000genomesMG-157-tumorMG-157-normal + 14 3084 c.3084A>G

T C rs7275 by1000genomesMG-157-tumorMG-157-normal + 35 5267 c.4983T>C

T C MG-157-tumorMG-157-normal - 21 3484 c.3286A>G

C T rs113857613byFrequencyMG-157-tumorMG-157-normal - 12 1037 c.670G>A

C T MG-157-tumorMG-157-normal - 8 1260 c.1042G>A

G T rs34104660byFrequency|by1000genomesMG-157-tumorMG-157-normal - 4 687 c.402C>A

T C rs72962460by1000genomesMG-157-tumorMG-157-normal + 4 3701 c.3684T>C

A G rs826549 by1000genomesMG-157-tumorMG-157-normal + 18 2676 c.2550A>G

T C rs7714670by1000genomesMG-157-tumorMG-157-normal + 6 849 c.673T>C

G C rs60140950byFrequency|by1000genomesMG-157-tumorMG-157-normal + 9 986 c.767G>C

C G rs11718329by1000genomesMG-157-tumorMG-157-normal + 4 719 c.647C>G

G A rs59505617by1000genomesMG-157-tumorMG-157-normal - 6 1756 c.1434C>T

G A rs12729662byFrequency|by1000genomesMG-157-tumorMG-157-normal - 3 8430 c.8355C>T

T C rs2075252byFrequency|by1000genomesMG-157-tumorMG-157-normal - 66 12565 c.12280A>G

G A rs1128761byFrequency|by1000genomesMG-157-tumorMG-157-normal + 7 1219 c.966G>A

G C rs45469098by1000genomesMG-157-tumorMG-157-normal - 1 255 c.256C>G

G T rs3212254byFrequency|by1000genomesMG-157-tumorMG-157-normal - 10 1693 c.1475C>A

C T rs45504599byFrequency|by1000genomesMG-157-tumorMG-157-normal + 1 610 c.381C>T

T C rs831042 byFrequency|by1000genomesMG-157-tumorMG-157-normal - 24 3945 c.3660A>G

C A rs3739298byFrequency|by1000genomesMG-157-tumorMG-157-normal - 9 2230 c.1821G>T

G A rs144383071byFrequencyMG-157-tumorMG-157-normal - 3 3345 c.3270C>T

G A rs149181731byFrequencyMG-157-tumorMG-157-normal + 1 431 c.379G>A

G A rs79863383byFrequency|by1000genomesMG-157-tumorMG-157-normal - 4 1403 c.1190C>T

G A rs2271189byFrequency|by1000genomesMG-157-tumorMG-157-normal + 27 3788 c.3348G>A

C T MG-157-tumorMG-157-normal + 11 2513 c.2331C>T

T C rs12990449byFrequency|by1000genomesMG-157-tumorMG-157-normal - 2 1114 c.143A>G

A G rs17078605byFrequency|by1000genomesMG-157-tumorMG-157-normal - 10 10694 c.10106T>C

C T rs6432901by1000genomesMG-157-tumorMG-157-normal - 2 514 c.174G>A

T C rs543304 byFrequency|by1000genomesMG-157-tumorMG-157-normal + 11 4034 c.3807T>C

T C rs148878361byFrequencyMG-157-tumorMG-157-normal - 10 3717 c.3129A>G

C A MG-157-tumorMG-157-normal + 5 585 c.205C>A

C T rs35446117by1000genomesMG-157-tumorMG-157-normal + 14 7457 c.7083C>T

C T MG-157-tumorMG-157-normal + 3 423 c.43C>T

G C MG-157-tumorMG-157-normal - 5 1009 c.1010C>G

T C rs7716253by1000genomesMG-157-tumorMG-157-normal + 8 1121 c.945T>C

A G rs9552929byFrequency|by1000genomesMG-157-tumorMG-157-normal - 10 9441 c.8853T>C

G A rs2289247byFrequency|by1000genomesMG-157-tumorMG-157-normal + 11 1273 c.1063G>A

C T rs77234491byFrequencyMG-157-tumorMG-157-normal - 12 2878 c.1907G>A

C T rs1130233byFrequency|by1000genomesMG-157-tumorMG-157-normal - 8 2206 c.726G>A

C G rs2509943byFrequency|by1000genomesMG-157-tumorMG-157-normal + 3 776 c.279C>G

C T MG-157-tumorMG-157-normal - 2 963 c.627G>A

A G rs2229267byFrequency|by1000genomesMG-157-tumorMG-157-normal - 29 5160 c.4875T>C

G T MG-157-tumorMG-157-normal - 1 195 c.102C>A

G T rs140059935by1000genomesMG-157-tumorMG-157-normal + 16 1408 c.1408G>T

T C MG-157-tumorMG-157-normal - 3 931 c.796A>G

C T rs3814883byFrequency|by1000genomesMG-157-tumorMG-157-normal + 13 2402 c.1359C>T



G A rs80198225 MG-157-tumorMG-157-normal + 8 527 c.527G>A

A G rs4659654byFrequency|by1000genomesMG-157-tumorMG-157-normal - 16 2000 c.1503T>C

T C rs8095431|rs143171200by1000genomesMG-157-tumorMG-157-normal - 10 1409

T C MG-157-tumorMG-157-normal + 1 449 c.449T>C

C T MG-157-tumorMG-157-normal - 2 88

A T rs146352451by1000genomesMG-157-tumorMG-157-normal + 10 797 c.699A>T

A G rs13223756byFrequency|by1000genomesMG-157-tumorMG-157-normal + 7 2144 c.1944A>G

G A rs2973566by1000genomesMG-157-tumorMG-157-normal + 14 1930 c.1754G>A

T A rs56279059by1000genomesMG-157-tumorMG-157-normal - 3 1034 c.502A>T

T A rs17264436byFrequency|by1000genomesMG-157-tumorMG-157-normal - 21 3503 c.3501A>T

T C rs34341044byFrequency|by1000genomesMG-157-tumorMG-157-normal - 16 2591 c.2589A>G

G T rs147825872 MG-157-tumorMG-157-normal + 20 4359 c.4282G>T

A G rs13288443byFrequency|by1000genomesMG-157-tumorMG-157-normal + 11 2036 c.1827A>G

T C MG-157-tumorMG-157-normal + 8 505 c.505T>C

A G rs112129664|rs67218125|rs112826888|rs28529067|rs1132443byFrequency|by1000genomesMG-157-tumorMG-157-normal + 20 3996 c.3780A>G

A G rs2737699byFrequency|by1000genomesMG-157-tumorMG-157-normal - 10 12892 c.12304T>C

G A rs13054014byFrequency|by1000genomesMG-157-tumorMG-157-normal + 2 569 c.210G>A

T C rs12731746byFrequency|by1000genomesMG-157-tumorMG-157-normal - 11 1394 c.897A>G

T C rs111515190byFrequency|by1000genomesMG-157-tumorMG-157-normal - 13 7314 c.6939A>G

C T rs57014690by1000genomesMG-157-tumorMG-157-normal - 6 1554 c.1232G>A

C T rs55979329by1000genomesMG-157-tumorMG-157-normal - 3 1257 c.725G>A

T A rs2060198byFrequency|by1000genomesMG-157-tumorMG-157-normal + 27 5204 c.4914T>A

C A rs6453022by1000genomesMG-157-tumorMG-157-normal + 7 1027 c.851C>A

C T rs2273779byFrequency|by1000genomesMG-157-tumorMG-157-normal + 6 583 c.538C>T

C A rs2973558by1000genomesMG-157-tumorMG-157-normal + 20 2514 c.2338C>A

G A rs142702316byFrequencyMG-157-tumorMG-157-normal + 1 160 c.108G>A

C T NA MG-159-tumorMG-159-normal - 16 3376 c.3151G>A

G A NA MG-159-tumorMG-159-normal + 34 4556 c.4380G>A

C G rs2229070byFrequency|by1000genomesMG-160-tumorMG-160-normal + 11 2733 c.2352C>G

G A rs62070401by1000genomesMG-160-tumorMG-160-normal - 12 2205 c.2162C>T

A G rs3737940byFrequency|by1000genomesMG-160-tumorMG-160-normal + 7 3183 c.3138A>G

G A rs139799138byFrequencyMG-160-tumorMG-160-normal - 3 6574 c.6499C>T

C T rs144029481byFrequencyMG-160-tumorMG-160-normal + 6 1332 c.476C>T

T C rs61942218by1000genomesMG-160-tumorMG-160-normal - 38 10670 c.10671A>G

T G rs74842149byFrequencyMG-160-tumorMG-160-normal - 4 1217 c.1147A>C

G A rs3026098by1000genomesMG-160-tumorMG-160-normal + 13 2111 c.1887G>A

G A rs3730349byFrequency|by1000genomesMG-160-tumorMG-160-normal + 2 215 c.87G>A

C G rs3818764by1000genomesMG-160-tumorMG-160-normal - 4 1331 c.995G>C

A G rs7762830by1000genomesMG-160-tumorMG-160-normal + 14 2120 c.1921A>G

G A rs56145411byFrequency|by1000genomesMG-160-tumorMG-160-normal + 4 1211 c.1124G>A

C T rs151233 by1000genomesMG-160-tumorMG-160-normal + 2 99 c.66C>T

A G rs1801439byFrequency|by1000genomesMG-160-tumorMG-160-normal + 10 1592 c.1365A>G

G A rs1718878byFrequency|by1000genomesMG-160-tumorMG-160-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-160-tumorMG-160-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-160-tumorMG-160-normal + 16 2064 c.1887T>A

G A rs66568705|rs9993357MG-160-tumorMG-160-normal + 1 250 c.105G>A

C T MG-160-tumorMG-160-normal + 1 369 c.369C>T



A G rs146700194byFrequencyMG-160-tumorMG-160-normal - 3 2113 c.2038T>C

T C rs2229263byFrequency|by1000genomesMG-160-tumorMG-160-normal - 3 533 c.248A>G

G A MG-160-tumorMG-160-normal + 5 1203 c.1090G>A

A T rs3739451by1000genomesMG-160-tumorMG-160-normal - 39 9817 c.9481T>A

C T rs1779132byFrequency|by1000genomesMG-160-tumorMG-160-normal - 6 2113 c.1563G>A

G A rs1566622byFrequency|by1000genomesMG-160-tumorMG-160-normal - 22 3705 c.3516C>T

C T rs140871032byFrequency|by1000genomesMG-160-tumorMG-160-normal + 4 664 c.220C>T

G A rs17065139byFrequency|by1000genomesMG-160-tumorMG-160-normal - 5 3795 c.3582C>T

T C rs143332174by1000genomesMG-160-tumorMG-160-normal - 3 244 c.207A>G

A G rs1211708byFrequency|by1000genomesMG-160-tumorMG-160-normal - 6 1888 c.1338T>C

C T rs45443899byFrequency|by1000genomesMG-160-tumorMG-160-normal + 2 304 c.217C>T

T C rs111245230by1000genomesMG-160-tumorMG-160-normal - 38 8441 c.8105A>G

G T rs2075249byFrequency|by1000genomesMG-160-tumorMG-160-normal - 21 3339 c.3054C>A

G C rs62070406by1000genomesMG-160-tumorMG-160-normal - 9 1754 c.1711C>G

A C rs76437836byFrequencyMG-160-tumorMG-160-normal - 3 142 c.98T>G

A G rs11915822byFrequency|by1000genomesMG-160-tumorMG-160-normal - 13 6588 c.6478T>C

T C rs2241190byFrequency|by1000genomesMG-160-tumorMG-160-normal - 17 2745 c.2460A>G

C G rs112835318by1000genomesMG-160-tumorMG-160-normal - 1 33 c.13G>C

C T rs4082360byFrequencyMG-160-tumorMG-160-normal - 19 3307 c.3097G>A

G A rs6070697byFrequency|by1000genomesMG-160-tumorMG-160-normal + 4 1189 c.920G>A

T C rs1801499byFrequency|by1000genomesMG-160-tumorMG-160-normal + 11 2456 c.2229T>C

G T rs139431164byFrequencyMG-160-tumorMG-160-normal + 3 1043 c.824G>T

A C rs766173 byFrequency|by1000genomesMG-160-tumorMG-160-normal + 10 1092 c.865A>C

G C MG-160-tumorMG-160-normal - 5 1009 c.1010C>G

C T rs1208731byFrequency|by1000genomesMG-160-tumorMG-160-normal - 6 2191 c.1641G>A

G A rs9789047by1000genomesMG-160-tumorMG-160-normal + 10 998 c.998G>A

T C MG-160-tumorMG-160-normal - 8 1360 c.1016A>G

C T rs112325579 MG-160-tumorMG-160-normal - 19 10841 c.10632G>A

A T MG-160-tumorMG-160-normal + 5 579 c.199A>T

T A rs41305611by1000genomesMG-160-tumorMG-160-normal - 3 1170 c.834A>T

C A rs144349020by1000genomesMG-160-tumorMG-160-normal + 3 1131 c.912C>A

C T rs3812458byFrequency|by1000genomesMG-160-tumorMG-160-normal + 22 2662 c.2385C>T

T C rs831042 byFrequency|by1000genomesMG-160-tumorMG-160-normal - 24 3945 c.3660A>G

T C rs7716253by1000genomesMG-160-tumorMG-160-normal + 8 1121 c.945T>C

A G rs9552929byFrequency|by1000genomesMG-160-tumorMG-160-normal - 10 9441 c.8853T>C

A G rs113995284byFrequency|by1000genomesMG-160-tumorMG-160-normal + 7 1761 c.1673A>G

C G rs2509943byFrequency|by1000genomesMG-160-tumorMG-160-normal + 3 776 c.279C>G

T C rs17065127byFrequency|by1000genomesMG-160-tumorMG-160-normal - 5 5401 c.5188A>G

G A rs80198225 MG-160-tumorMG-160-normal + 8 527 c.527G>A

A G rs4659654byFrequency|by1000genomesMG-160-tumorMG-160-normal - 16 2000 c.1503T>C

A G rs2229268byFrequency|by1000genomesMG-160-tumorMG-160-normal - 61 11886 c.11601T>C

C T rs468525 by1000genomesMG-160-tumorMG-160-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-160-tumorMG-160-normal - 12 2105 c.2062A>G

A C rs1410048by1000genomesMG-160-tumorMG-160-normal - 40 10053 c.9717T>G

C G rs149605490by1000genomesMG-160-tumorMG-160-normal + 3 1000 c.781C>G

T C rs831043 byFrequency|by1000genomesMG-160-tumorMG-160-normal - 21 3354 c.3069A>G

A G rs1799944byFrequency|by1000genomesMG-160-tumorMG-160-normal + 11 3198 c.2971A>G



G A rs45492196byFrequency|by1000genomesMG-160-tumorMG-160-normal - 4 1499 c.943C>T

G T rs12568784byFrequency|by1000genomesMG-160-tumorMG-160-normal - 3 7202 c.7130C>A

C T rs2282303byFrequency|by1000genomesMG-160-tumorMG-160-normal - 3 899 c.827G>A

C T rs145384264byFrequency|by1000genomesMG-160-tumorMG-160-normal - 30 5370 c.5085G>A

A C rs115945341|rs2267641byFrequency|by1000genomesMG-160-tumorMG-160-normal + 17 2594 c.2046A>C

C T MG-160-tumorMG-160-normal + 1 625 c.625C>T

T C rs3755806byFrequency|by1000genomesMG-160-tumorMG-160-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-160-tumorMG-160-normal - 13 5919 c.5544G>A

A C rs7995564by1000genomesMG-160-tumorMG-160-normal + 10 2068 c.1534A>C

T G rs112631212byFrequency|by1000genomesMG-160-tumorMG-160-normal - 2 155 c.115A>C

A G rs11016073byFrequency|by1000genomesMG-160-tumorMG-160-normal - 13 6677 c.6302T>C

C T rs77791636by1000genomesMG-160-tumorMG-160-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-160-tumorMG-160-normal - 18 3000 c.2874G>T

G A rs34094720 MG-160-tumorMG-160-normal - 2 1291 c.1234C>T

G A MG-160-tumorMG-160-normal - 4 836 c.837C>T

T C rs2251219byFrequency|by1000genomesMG-160-tumorMG-160-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-160-tumorMG-160-normal + 1 144 c.57C>T

G A MG-160-tumorMG-160-normal + 4 695 c.511G>A

G A rs61762608byFrequency|by1000genomesMG-160-tumorMG-160-normal - 13 2608 c.2052C>T

G A rs61753697byFrequency|by1000genomesMG-160-tumorMG-160-normal + 1 376 c.99G>A

A G rs17051895by1000genomesMG-160-tumorMG-160-normal + 23 4485 c.3951A>G

G C rs11611231by1000genomesMG-160-tumorMG-160-normal + 9 2190 c.2190G>C

G A rs61756070byFrequency|by1000genomesMG-160-tumorMG-160-normal - 1 224 c.21C>T

T C rs1048500byFrequency|by1000genomesMG-160-tumorMG-160-normal + 2 1791 c.684T>C

A C rs45525440byFrequency|by1000genomesMG-160-tumorMG-160-normal - 7 875 c.855T>G

A G rs61831150byFrequency|by1000genomesMG-160-tumorMG-160-normal + 7 1855 c.1810A>G

A G rs138997916byFrequency|by1000genomesMG-160-tumorMG-160-normal - 3 2832 c.2760T>C

A G rs6679449by1000genomesMG-160-tumorMG-160-normal - 3 1923 c.1851T>C

C T rs12708402by1000genomesMG-160-tumorMG-160-normal - 16 3405 c.3178G>A

C T rs11931107by1000genomesMG-160-tumorMG-160-normal - 10 6953 c.6744G>A

T C rs146307712by1000genomesMG-160-tumorMG-160-normal + 16 1462 c.1462T>C

G A rs2275527byFrequency|by1000genomesMG-160-tumorMG-160-normal - 39 5629 c.5553C>T

A G rs3822625by1000genomesMG-160-tumorMG-160-normal + 14 3084 c.3084A>G

G C MG-160-tumorMG-160-normal + 1 1138 c.1138G>C

G C rs142674139byFrequency|by1000genomesMG-160-tumorMG-160-normal - 1 333 c.94C>G

A G rs2227985byFrequency|by1000genomesMG-160-tumorMG-160-normal + 9 1878 c.1497A>G

G A rs10817003by1000genomesMG-160-tumorMG-160-normal - 43 10512 c.10176C>T

T C rs7714670by1000genomesMG-160-tumorMG-160-normal + 6 849 c.673T>C

C T rs17605476by1000genomesMG-160-tumorMG-160-normal + 5 1338 c.1140C>T

C T rs113893105byFrequency|by1000genomesMG-160-tumorMG-160-normal - 6 806 c.786G>A

C T MG-160-tumorMG-160-normal + 9 2350 c.2350C>T

T C rs12990449byFrequency|by1000genomesMG-160-tumorMG-160-normal - 2 1114 c.143A>G

G A rs151060280byFrequencyMG-160-tumorMG-160-normal + 20 3990 c.3774G>A

C T MG-160-tumorMG-160-normal - 8 1256 c.1038G>A

G T rs34104660byFrequency|by1000genomesMG-160-tumorMG-160-normal - 4 687 c.402C>A

C A rs113875332 MG-160-tumorMG-160-normal - 3 801 c.245G>T

C A rs2233604byFrequency|by1000genomesMG-160-tumorMG-160-normal + 1 1077 c.1077C>A



A G rs11778209byFrequency|by1000genomesMG-160-tumorMG-160-normal - 39 6448 c.6204T>C

C A rs35674179byFrequency|by1000genomesMG-160-tumorMG-160-normal - 13 5263 c.5153G>T

G A MG-160-tumorMG-160-normal + 1 666 c.666G>A

A G rs2229267byFrequency|by1000genomesMG-160-tumorMG-160-normal - 29 5160 c.4875T>C

T C rs17019360by1000genomesMG-160-tumorMG-160-normal + 17 2524 c.1800T>C

C T MG-160-tumorMG-160-normal + 2 834 c.465C>T

T C MG-160-tumorMG-160-normal + 8 505 c.505T>C

G T rs35546150byFrequency|by1000genomesMG-160-tumorMG-160-normal - 73 12171 c.11200C>A

G T rs138591330by1000genomesMG-160-tumorMG-160-normal - 27 8211 c.7863C>A

C T rs2273779byFrequency|by1000genomesMG-160-tumorMG-160-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-160-tumorMG-160-normal + 1 160 c.108G>A

T G rs1998206byFrequency|by1000genomesMG-160-tumorMG-160-normal - 5 631 c.433A>C

C T MG-160-tumorMG-160-normal - 3 300 c.263G>A

G A rs2921563byFrequency|by1000genomesMG-160-tumorMG-160-normal + 9 2165 c.524G>A

A G rs4143768byFrequency|by1000genomesMG-160-tumorMG-160-normal - 10 6783 c.6195T>C

C T rs62478357byFrequencyMG-160-tumorMG-160-normal - 8 1268 c.1050G>A

G A rs2127898byFrequency|by1000genomesMG-160-tumorMG-160-normal - 6 1130 c.920C>T

G A rs2228000byFrequency|by1000genomesMG-160-tumorMG-160-normal - 9 1710 c.1496C>T

G A MG-160-tumorMG-160-normal + 1 577 c.577G>A

G A rs7179364by1000genomesMG-160-tumorMG-160-normal + 1 520 c.85G>A

G A rs7624750byFrequency|by1000genomesMG-160-tumorMG-160-normal + 4 707 c.473G>A

A C rs1208606byFrequency|by1000genomesMG-160-tumorMG-160-normal - 6 1571 c.1359T>G

T C rs3733406by1000genomesMG-160-tumorMG-160-normal - 10 8361 c.8152A>G

C T MG-160-tumorMG-160-normal + 1 915 c.915C>T

T C rs9851685byFrequency|by1000genomesMG-160-tumorMG-160-normal + 23 2508 c.2274T>C

C T rs2274550by1000genomesMG-160-tumorMG-160-normal + 54 8820 c.8286C>T

T G rs12963422byFrequency|by1000genomesMG-160-tumorMG-160-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-160-tumorMG-160-normal - 8 1391 c.1173C>A

G A rs3818831byFrequency|by1000genomesMG-160-tumorMG-160-normal - 2 193 c.121C>T

T C MG-160-tumorMG-160-normal - 3 305 c.270A>G

A G MG-160-tumorMG-160-normal + 1 750 c.580A>G

C T rs151182657byFrequencyMG-160-tumorMG-160-normal - 9 1295 c.1263G>A

T G rs79385100by1000genomesMG-160-tumorMG-160-normal - 11 1929 c.1930A>C

G A rs16825150byFrequency|by1000genomesMG-160-tumorMG-160-normal + 7 954 c.909G>A

T C rs9646771by1000genomesMG-160-tumorMG-160-normal - 4 787 c.447A>G

G A MG-160-tumorMG-160-normal - 3 1194 c.1195C>T

G A rs41267702byFrequency|by1000genomesMG-160-tumorMG-160-normal - 9 3086 c.2150C>T

G C rs3088074byFrequency|by1000genomesMG-160-tumorMG-160-normal - 9 2999 c.2785C>G

T C rs7744765by1000genomesMG-160-tumorMG-160-normal + 14 1929 c.1730T>C

A C rs76504934by1000genomesMG-160-tumorMG-160-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-160-tumorMG-160-normal + 24 3194 c.3018C>T

C T rs7300444byFrequency|by1000genomesMG-160-tumorMG-160-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-160-tumorMG-160-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-160-tumorMG-160-normal - 4 895 c.891C>T

G A rs4514247byFrequency|by1000genomesMG-160-tumorMG-160-normal - 3 878 c.808C>T

C T rs11121691byFrequency|by1000genomesMG-160-tumorMG-160-normal - 49 6985 c.6909G>A

G C rs45469098by1000genomesMG-160-tumorMG-160-normal - 1 255 c.256C>G



T G rs1800275byFrequency|by1000genomesMG-160-tumorMG-160-normal - 48 7302 c.7096A>C

A G rs17078605byFrequency|by1000genomesMG-160-tumorMG-160-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-160-tumorMG-160-normal + 3 290 c.80G>A

A G rs9667 by1000genomesMG-160-tumorMG-160-normal + 3 354 c.168A>G

C A rs138908625byFrequency|by1000genomesMG-160-tumorMG-160-normal - 8 1357 c.1139G>T

C T rs6432901by1000genomesMG-160-tumorMG-160-normal - 2 514 c.174G>A

A G rs34172482by1000genomesMG-160-tumorMG-160-normal + 3 253 c.87A>G

C T rs2229882by1000genomesMG-160-tumorMG-160-normal + 9 1566 c.1566C>T

T G rs35793438byFrequency|by1000genomesMG-160-tumorMG-160-normal - 22 2698 c.2448A>C

G A rs35821928byFrequency|by1000genomesMG-160-tumorMG-160-normal - 52 9293 c.8322C>T

A G MG-160-tumorMG-160-normal + 1 199 c.199A>G

A G rs2737699byFrequency|by1000genomesMG-160-tumorMG-160-normal - 10 12892 c.12304T>C

C T rs78336331byFrequency|by1000genomesMG-160-tumorMG-160-normal - 3 1442 c.1239G>A

G A rs2227983byFrequency|by1000genomesMG-160-tumorMG-160-normal + 13 1739 c.1562G>A

T C MG-160-tumorMG-160-normal + 1 78 c.78T>C

C T rs1801187byFrequency|by1000genomesMG-160-tumorMG-160-normal - 37 5440 c.5234G>A

T C rs78472618byFrequencyMG-160-tumorMG-160-normal - 3 159 c.115A>G

C T rs1049622|rs114303286byFrequency|by1000genomesMG-160-tumorMG-160-normal + 7 1073 c.525C>T

C T rs210498 by1000genomesMG-160-tumorMG-160-normal - 23 1885 c.1518G>A

G T rs71238527by1000genomesMG-160-tumorMG-160-normal + 3 639 c.494G>T

G A rs12022217byFrequency|by1000genomesMG-160-tumorMG-160-normal - 3 4602 c.4530C>T

G A rs3809974byFrequency|by1000genomesMG-160-tumorMG-160-normal - 5 2864 c.2651C>T

G A MG-160-tumorMG-160-normal + 1 468 c.468G>A

A T MG-160-tumorMG-160-normal + 5 625 c.403A>T

G C rs2229933|rs116048761byFrequency|by1000genomesMG-160-tumorMG-160-normal + 6 830 c.282G>C

A G MG-160-tumorMG-160-normal + 1 1188 c.1188A>G

T C rs4149056byFrequency|by1000genomesMG-160-tumorMG-160-normal + 6 617 c.521T>C

A G MG-160-tumorMG-160-normal + 1 1029 c.1029A>G

C G rs147865267byFrequencyMG-160-tumorMG-160-normal - 4 1304 c.1234G>C

G T rs148069128byFrequencyMG-160-tumorMG-160-normal - 13 1531 c.1491C>A

G A rs11549105byFrequency|by1000genomesMG-160-tumorMG-160-normal - 6 1228 c.1224C>T

G C rs34897046byFrequency|by1000genomesMG-160-tumorMG-160-normal - 9 873 c.623C>G

T C MG-160-tumorMG-160-normal - 1 464 c.465A>G

A G MG-160-tumorMG-160-normal - 3 1337 c.805T>C

G A rs1713982byFrequency|by1000genomesMG-160-tumorMG-160-normal + 15 2261 c.1848G>A

A G MG-160-tumorMG-160-normal - 15 1346 c.1346T>C

T G rs10817033by1000genomesMG-160-tumorMG-160-normal - 8 2079 c.1743A>C

A G rs11538677by1000genomesMG-160-tumorMG-160-normal + 49 8035 c.7501A>G

T C rs3026101by1000genomesMG-160-tumorMG-160-normal + 14 2279 c.2055T>C

C A MG-160-tumorMG-160-normal + 2 449 c.259C>A

T G rs61729530by1000genomesMG-160-tumorMG-160-normal - 15 2408 c.1998A>C

C T rs35775721byFrequency|by1000genomesMG-160-tumorMG-160-normal + 2 734 c.534C>T

G A rs16885 byFrequency|by1000genomesMG-160-tumorMG-160-normal - 9 3193 c.2257C>T

T C rs2229992byFrequency|by1000genomesMG-160-tumorMG-160-normal + 12 1838 c.1458T>C

T C rs41286961byFrequency|by1000genomesMG-160-tumorMG-160-normal + 14 1440 c.1340T>C

G T MG-160-tumorMG-160-normal + 20 4842 c.4765G>T

C T MG-160-tumorMG-160-normal - 8 1260 c.1042G>A



A G MG-160-tumorMG-160-normal - 15 2211 c.2118T>C

C T rs3796032byFrequency|by1000genomesMG-160-tumorMG-160-normal - 17 2381 c.1929G>A

T C rs2075252byFrequency|by1000genomesMG-160-tumorMG-160-normal - 66 12565 c.12280A>G

C A rs3739298byFrequency|by1000genomesMG-160-tumorMG-160-normal - 9 2230 c.1821G>T

A G rs28624496 MG-160-tumorMG-160-normal - 1 626 c.196T>C

G A MG-160-tumorMG-160-normal + 1 991 c.991G>A

A T rs2074930byFrequency|by1000genomesMG-160-tumorMG-160-normal + 9 1056 c.1016A>T

G A rs149181731byFrequencyMG-160-tumorMG-160-normal + 1 431 c.379G>A

G A rs45505797by1000genomesMG-160-tumorMG-160-normal + 4 1054 c.1019G>A

C T rs3796031byFrequency|by1000genomesMG-160-tumorMG-160-normal - 17 2399 c.1947G>A

C A rs6453022by1000genomesMG-160-tumorMG-160-normal + 7 1027 c.851C>A

T C rs543304 byFrequency|by1000genomesMG-160-tumorMG-160-normal + 11 4034 c.3807T>C

G A rs2289247byFrequency|by1000genomesMG-160-tumorMG-160-normal + 11 1273 c.1063G>A

A G MG-160-tumorMG-160-normal + 1 39 c.39A>G

G A rs17882627byFrequency|by1000genomesMG-160-tumorMG-160-normal - 5 540 c.541C>T

C T rs3814883byFrequency|by1000genomesMG-160-tumorMG-160-normal + 13 2402 c.1359C>T

G C rs2240089byFrequency|by1000genomesMG-160-tumorMG-160-normal - 12 3187 c.3003C>G

C T MG-160-tumorMG-160-normal - 2 88

T A rs17264436byFrequency|by1000genomesMG-160-tumorMG-160-normal - 21 3503 c.3501A>T

A G rs13288443byFrequency|by1000genomesMG-160-tumorMG-160-normal + 11 2036 c.1827A>G

A T MG-160-tumorMG-160-normal - 2 1164 c.193T>A

T C rs12731746byFrequency|by1000genomesMG-160-tumorMG-160-normal - 11 1394 c.897A>G

C T rs3745764byFrequency|by1000genomesMG-162-tumorMG-162-normal + 9 2705 c.1064C>T

A G rs3737940byFrequency|by1000genomesMG-162-tumorMG-162-normal + 7 3183 c.3138A>G

C T rs61758802byFrequency|by1000genomesMG-162-tumorMG-162-normal + 16 2465 c.2339C>T

G A MG-162-tumorMG-162-normal - 2 2274 c.1418C>T

A G rs3121079byFrequency|by1000genomesMG-162-tumorMG-162-normal - 2 86 c.16T>C

C T rs1386356byFrequency|by1000genomesMG-162-tumorMG-162-normal - 85 14018 c.13047G>A

A G rs61753702byFrequency|by1000genomesMG-162-tumorMG-162-normal + 30 3929 c.3652A>G

C T rs3811444byFrequency|by1000genomesMG-162-tumorMG-162-normal + 6 1169 c.1121C>T

C T MG-162-tumorMG-162-normal - 3 300 c.263G>A

G A rs41283020byFrequency|by1000genomesMG-162-tumorMG-162-normal - 12 6890 c.6821C>T

G A rs62070401by1000genomesMG-162-tumorMG-162-normal - 12 2205 c.2162C>T

G A rs2880955by1000genomesMG-162-tumorMG-162-normal + 12 1031 c.1031G>A

A G rs56051835byFrequency|by1000genomesMG-162-tumorMG-162-normal - 47 6700 c.6624T>C

G A rs11168830by1000genomesMG-162-tumorMG-162-normal - 41 13688 c.13689C>T

G T MG-162-tumorMG-162-normal - 3 283 c.248C>A

G A rs34916904byFrequency|by1000genomesMG-162-tumorMG-162-normal - 13 2869 c.2494C>T

T A rs61756301byFrequency|by1000genomesMG-162-tumorMG-162-normal + 33 5287 c.4219T>A

C A MG-162-tumorMG-162-normal + 1 615 c.615C>A

C G rs72474510byFrequency|by1000genomesMG-162-tumorMG-162-normal - 4 1198 c.1128G>C

A G rs4143768byFrequency|by1000genomesMG-162-tumorMG-162-normal - 10 6783 c.6195T>C

T G rs12145941byFrequency|by1000genomesMG-162-tumorMG-162-normal - 3 1631 c.1556A>C

A G MG-162-tumorMG-162-normal + 1 448 c.448A>G

G A rs10964471byFrequency|by1000genomesMG-162-tumorMG-162-normal + 2 386 c.177G>A

G C rs2229933|rs116048761byFrequency|by1000genomesMG-162-tumorMG-162-normal + 6 830 c.282G>C

C T rs62478357byFrequencyMG-162-tumorMG-162-normal - 8 1268 c.1050G>A



G A rs17024525byFrequency|by1000genomesMG-162-tumorMG-162-normal - 25 4233 c.4014C>T

G A rs139799138byFrequencyMG-162-tumorMG-162-normal - 3 6574 c.6499C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-162-tumorMG-162-normal + 17 2594 c.2046A>C

T C rs3755806byFrequency|by1000genomesMG-162-tumorMG-162-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-162-tumorMG-162-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-162-tumorMG-162-normal + 14 1944 c.1699C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-162-tumorMG-162-normal + 7 1073 c.525C>T

C T rs3814883byFrequency|by1000genomesMG-162-tumorMG-162-normal + 13 2402 c.1359C>T

C T rs140105230byFrequency|by1000genomesMG-162-tumorMG-162-normal - 4 1405 c.1335G>A

G A rs7179364by1000genomesMG-162-tumorMG-162-normal + 1 520 c.85G>A

G C MG-162-tumorMG-162-normal - 3 276 c.241C>G

G A rs7624750byFrequency|by1000genomesMG-162-tumorMG-162-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-162-tumorMG-162-normal + 6 1132 c.1080C>T

G A rs41294868by1000genomesMG-162-tumorMG-162-normal + 14 2132 c.1933G>A

G T rs9661554byFrequency|by1000genomesMG-162-tumorMG-162-normal + 2 186 c.99G>T

A G MG-162-tumorMG-162-normal - 15 1346 c.1346T>C

T C rs11373 byFrequency|by1000genomesMG-162-tumorMG-162-normal - 3 787 c.367A>G

A G rs9653483by1000genomesMG-162-tumorMG-162-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-162-tumorMG-162-normal + 23 2508 c.2274T>C

C G rs76554185byFrequency|by1000genomesMG-162-tumorMG-162-normal - 70 11815 c.10844G>C

T C rs2251219byFrequency|by1000genomesMG-162-tumorMG-162-normal - 26 4397 c.4395A>G

C T rs3743398by1000genomesMG-162-tumorMG-162-normal + 12 2965 c.2591C>T

T C rs28489116by1000genomesMG-162-tumorMG-162-normal - 10 5194 c.4985A>G

C T MG-162-tumorMG-162-normal + 7 2298 c.2297C>T

G A rs13007735byFrequency|by1000genomesMG-162-tumorMG-162-normal - 16 3587 c.2616C>T

G T rs144792804by1000genomesMG-162-tumorMG-162-normal - 1 174 c.29C>A

A G MG-162-tumorMG-162-normal - 3 441 c.362T>C

G A rs11549105byFrequency|by1000genomesMG-162-tumorMG-162-normal - 6 1228 c.1224C>T

T C rs74789055byFrequency|by1000genomesMG-162-tumorMG-162-normal - 58 10196 c.9225A>G

C T rs55993306by1000genomesMG-162-tumorMG-162-normal - 20 3946 c.3859G>A

C G rs80027487byFrequency|by1000genomesMG-162-tumorMG-162-normal + 3 451 c.364C>G

T C MG-162-tumorMG-162-normal - 3 305 c.270A>G

A C rs4625290byFrequency|by1000genomesMG-162-tumorMG-162-normal - 2 325 c.255T>G

G A rs3810485by1000genomesMG-162-tumorMG-162-normal - 8 6116 c.6047C>T

G C rs2227910byFrequency|by1000genomesMG-162-tumorMG-162-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-162-tumorMG-162-normal + 16 2064 c.1887T>A

C T MG-162-tumorMG-162-normal + 1 369 c.369C>T

A G rs1136159byFrequency|by1000genomesMG-162-tumorMG-162-normal - 10 1068 c.860T>C

T C rs79940627 MG-162-tumorMG-162-normal - 3 6118 c.6043A>G

G C rs142017909byFrequencyMG-162-tumorMG-162-normal - 12 1953 c.1743C>G

C T rs2274550by1000genomesMG-162-tumorMG-162-normal + 54 8820 c.8286C>T

T A MG-162-tumorMG-162-normal + 2 807 c.607T>A

A C rs11552054byFrequency|by1000genomesMG-162-tumorMG-162-normal + 5 630 c.540A>C

C T rs872665 by1000genomesMG-162-tumorMG-162-normal - 7 1855 c.1519G>A

A G rs151306742by1000genomesMG-162-tumorMG-162-normal + 4 729 c.285A>G

T C rs9646771by1000genomesMG-162-tumorMG-162-normal - 4 787 c.447A>G

T C rs3026101by1000genomesMG-162-tumorMG-162-normal + 14 2279 c.2055T>C



G A rs11177 byFrequency|by1000genomesMG-162-tumorMG-162-normal + 3 290 c.80G>A

T G rs12963422byFrequency|by1000genomesMG-162-tumorMG-162-normal - 5 2988 c.2775A>C

G A MG-162-tumorMG-162-normal + 4 3270 c.3237G>A

G A rs66568705|rs9993357MG-162-tumorMG-162-normal + 1 250 c.105G>A

C T rs9489143byFrequency|by1000genomesMG-162-tumorMG-162-normal - 13 2184 c.1986G>A

T C MG-162-tumorMG-162-normal - 1 92 c.93A>G

T C rs1048500byFrequency|by1000genomesMG-162-tumorMG-162-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-162-tumorMG-162-normal - 69 11621 c.10650G>A

A G rs61831150byFrequency|by1000genomesMG-162-tumorMG-162-normal + 7 1855 c.1810A>G

C T MG-162-tumorMG-162-normal - 3 370 c.335G>A

G T MG-162-tumorMG-162-normal - 7 1206 c.988C>A

C T MG-162-tumorMG-162-normal + 1 793 c.793C>T

C T rs10980419by1000genomesMG-162-tumorMG-162-normal - 5 1618 c.1282G>A

T C rs7935 byFrequency|by1000genomesMG-162-tumorMG-162-normal + 9 1808 c.1524T>C

C T rs7240355byFrequency|by1000genomesMG-162-tumorMG-162-normal - 5 5238 c.5025G>A

G A rs16847812byFrequency|by1000genomesMG-162-tumorMG-162-normal + 4 978 c.865G>A

T C rs143332174by1000genomesMG-162-tumorMG-162-normal - 3 244 c.207A>G

G C rs3088074byFrequency|by1000genomesMG-162-tumorMG-162-normal - 9 2999 c.2785C>G

T C MG-162-tumorMG-162-normal + 1 180 c.180T>C

G A MG-162-tumorMG-162-normal + 1 165 c.165G>A

A G rs61739182byFrequency|by1000genomesMG-162-tumorMG-162-normal - 12 3076 c.2892T>C

A C rs76504934by1000genomesMG-162-tumorMG-162-normal - 4 464 c.427T>G

G C rs62070406by1000genomesMG-162-tumorMG-162-normal - 9 1754 c.1711C>G

C G rs3817428by1000genomesMG-162-tumorMG-162-normal + 15 7493 c.7119C>G

C T rs7300444byFrequency|by1000genomesMG-162-tumorMG-162-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-162-tumorMG-162-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-162-tumorMG-162-normal - 4 895 c.891C>T

T A rs2060198byFrequency|by1000genomesMG-162-tumorMG-162-normal + 27 5204 c.4914T>A

A G rs11915822byFrequency|by1000genomesMG-162-tumorMG-162-normal - 13 6588 c.6478T>C

T C rs2229992byFrequency|by1000genomesMG-162-tumorMG-162-normal + 12 1838 c.1458T>C

G A rs2275527byFrequency|by1000genomesMG-162-tumorMG-162-normal - 39 5629 c.5553C>T

A G rs3822625by1000genomesMG-162-tumorMG-162-normal + 14 3084 c.3084A>G

G A rs6070697byFrequency|by1000genomesMG-162-tumorMG-162-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-162-tumorMG-162-normal + 35 5267 c.4983T>C

C T rs2269654byFrequency|by1000genomesMG-162-tumorMG-162-normal + 11 2687 c.2574C>T

G A rs17656599byFrequency|by1000genomesMG-162-tumorMG-162-normal - 12 2007 c.1823C>T

C A MG-162-tumorMG-162-normal - 14 4162 c.4163G>T

G A rs116660656byFrequency|by1000genomesMG-162-tumorMG-162-normal + 8 1956 c.1868G>A

C T MG-162-tumorMG-162-normal - 8 1260 c.1042G>A

T C rs34488772byFrequency|by1000genomesMG-162-tumorMG-162-normal - 59 10390 c.9419A>G

T C rs1050476byFrequency|by1000genomesMG-162-tumorMG-162-normal + 7 2254 c.1695T>C

C T MG-162-tumorMG-162-normal - 19 4474 c.4264G>A

T C rs41290900byFrequency|by1000genomesMG-162-tumorMG-162-normal - 8 3374 c.804A>G

C T MG-162-tumorMG-162-normal + 1 491 c.491C>T

G A rs141892754byFrequencyMG-162-tumorMG-162-normal - 8 1027 c.1007C>T

A G rs7220394byFrequency|by1000genomesMG-162-tumorMG-162-normal - 12 1509 c.1416T>C

G A MG-162-tumorMG-162-normal + 42 7137 c.6603G>A



C T rs11121691byFrequency|by1000genomesMG-162-tumorMG-162-normal - 49 6985 c.6909G>A

A T rs78455617byFrequency|by1000genomesMG-162-tumorMG-162-normal - 4 1208 c.1138T>A

C T rs75838083byFrequency|by1000genomesMG-162-tumorMG-162-normal + 3 450 c.363C>T

A G MG-162-tumorMG-162-normal + 1 486 c.486A>G

T C rs2075252byFrequency|by1000genomesMG-162-tumorMG-162-normal - 66 12565 c.12280A>G

C G rs7297795by1000genomesMG-162-tumorMG-162-normal - 3 796

G C rs76882791by1000genomesMG-162-tumorMG-162-normal - 27 7921 c.7573C>G

A G rs13223756byFrequency|by1000genomesMG-162-tumorMG-162-normal + 7 2144 c.1944A>G

A G MG-162-tumorMG-162-normal + 1 310 c.310A>G

T C rs140856347by1000genomesMG-162-tumorMG-162-normal - 20 3525 c.3438A>G

T C rs3121080byFrequency|by1000genomesMG-162-tumorMG-162-normal - 2 130 c.60A>G

C T rs12708402by1000genomesMG-162-tumorMG-162-normal - 16 3405 c.3178G>A

C T rs137863158 MG-162-tumorMG-162-normal - 19 2881 c.2805G>A

G A rs20539 byFrequency|by1000genomesMG-162-tumorMG-162-normal + 20 3152 c.3111G>A

C T rs151309813 MG-162-tumorMG-162-normal - 9 1072 c.851G>A

T G rs3204790byFrequency|by1000genomesMG-162-tumorMG-162-normal + 2 287 c.200T>G

G A rs7853155by1000genomesMG-162-tumorMG-162-normal - 30 5337 c.5001C>T

G A rs3733415by1000genomesMG-162-tumorMG-162-normal - 2 601 c.392C>T

C A MG-162-tumorMG-162-normal + 1 266 c.266C>A

A G MG-162-tumorMG-162-normal - 6 562 c.543T>C

C T MG-162-tumorMG-162-normal + 1 107 c.107C>T

C G rs149605490by1000genomesMG-162-tumorMG-162-normal + 3 1000 c.781C>G

G A rs2271189byFrequency|by1000genomesMG-162-tumorMG-162-normal + 27 3788 c.3348G>A

T C rs766894 by1000genomesMG-162-tumorMG-162-normal + 25 2461 c.2295T>C

A G rs17078605byFrequency|by1000genomesMG-162-tumorMG-162-normal - 10 10694 c.10106T>C

C T rs2229882by1000genomesMG-162-tumorMG-162-normal + 9 1566 c.1566C>T

C T rs3135867byFrequency|by1000genomesMG-162-tumorMG-162-normal + 4 673 c.417C>T

G A rs4151031byFrequency|by1000genomesMG-162-tumorMG-162-normal + 2 1458 c.1346G>A

A T rs61738008byFrequency|by1000genomesMG-162-tumorMG-162-normal + 20 2393 c.2116A>T

A G rs11778209byFrequency|by1000genomesMG-162-tumorMG-162-normal - 39 6448 c.6204T>C

A G rs28647489by1000genomesMG-162-tumorMG-162-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-162-tumorMG-162-normal - 54 9497 c.8526T>C

G A rs2289247byFrequency|by1000genomesMG-162-tumorMG-162-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-162-tumorMG-162-normal + 2 372 c.159T>C

G T rs138591330by1000genomesMG-162-tumorMG-162-normal - 27 8211 c.7863C>A

C A rs35674179byFrequency|by1000genomesMG-162-tumorMG-162-normal - 13 5263 c.5153G>T

G A MG-162-tumorMG-162-normal + 1 666 c.666G>A

C T rs72987361byFrequency|by1000genomesMG-162-tumorMG-162-normal - 3 898 c.558G>A

A G rs9552929byFrequency|by1000genomesMG-162-tumorMG-162-normal - 10 9441 c.8853T>C

G A MG-162-tumorMG-162-normal - 1 288 c.237C>T

T C MG-162-tumorMG-162-normal + 1 454 c.454T>C

T C rs12990449byFrequency|by1000genomesMG-162-tumorMG-162-normal - 2 1114 c.143A>G

G A MG-162-tumorMG-162-normal + 44 6035 c.5870G>A

A G rs6694078byFrequency|by1000genomesMG-162-tumorMG-162-normal + 11 2688 c.2575A>G

C T rs150105849byFrequencyMG-162-tumorMG-162-normal + 9 2103 c.462C>T

C T MG-162-tumorMG-162-normal - 3 737 c.704G>A

A G rs9667 by1000genomesMG-162-tumorMG-162-normal + 3 354 c.168A>G



G A rs71625165byFrequencyMG-162-tumorMG-162-normal - 3 3312 c.3237C>T

A G rs4659654byFrequency|by1000genomesMG-162-tumorMG-162-normal - 16 2000 c.1503T>C

C T MG-162-tumorMG-162-normal + 1 1333 c.1333C>T

C T rs1050475byFrequency|by1000genomesMG-162-tumorMG-162-normal + 7 1534 c.975C>T

C G rs9659529byFrequency|by1000genomesMG-162-tumorMG-162-normal + 2 302 c.215C>G

T C rs62070402by1000genomesMG-162-tumorMG-162-normal - 12 2105 c.2062A>G

A G rs2929158by1000genomesMG-162-tumorMG-162-normal - 19 4373 c.4163T>C

C T rs149346064by1000genomesMG-162-tumorMG-162-normal - 24 4658 c.4318G>A

G A MG-162-tumorMG-162-normal + 1 1002 c.1002G>A

C T rs35565630byFrequency|by1000genomesMG-162-tumorMG-162-normal + 4 1090 c.821C>T

A G MG-162-tumorMG-162-normal + 1 1169 c.1169A>G

G A rs2227983byFrequency|by1000genomesMG-162-tumorMG-162-normal + 13 1739 c.1562G>A

C T rs2229265byFrequency|by1000genomesMG-162-tumorMG-162-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-162-tumorMG-162-normal - 21 3503 c.3501A>T

G C rs143139621by1000genomesMG-162-tumorMG-162-normal - 8 5946 c.5877C>G

G A rs151001106byFrequencyMG-162-tumorMG-162-normal + 1 192 c.140G>A

T C rs33910491byFrequency|by1000genomesMG-162-tumorMG-162-normal - 5 4949 c.4736A>G

C T MG-162-tumorMG-162-normal + 18 2403 c.2238C>T

T C MG-162-tumorMG-162-normal + 8 505 c.505T>C

C G MG-162-tumorMG-162-normal + 1 483 c.203C>G

C T rs1801187byFrequency|by1000genomesMG-162-tumorMG-162-normal - 37 5440 c.5234G>A

G A rs55656447byFrequency|by1000genomesMG-162-tumorMG-162-normal - 5 5162 c.4949C>T

G A rs7234999byFrequency|by1000genomesMG-162-tumorMG-162-normal - 5 5512 c.5299C>T

G T MG-162-tumorMG-162-normal - 4 372 c.335C>A

A G rs2737699byFrequency|by1000genomesMG-162-tumorMG-162-normal - 10 12892 c.12304T>C

G A rs145588712byFrequencyMG-162-tumorMG-162-normal - 9 1665 c.1455C>T

G A rs151060280byFrequencyMG-162-tumorMG-162-normal + 20 3990 c.3774G>A

G A MG-162-tumorMG-162-normal - 1 288 c.237C>T

A G MG-162-tumorMG-162-normal + 1 1374 c.1374A>G

T C rs12731746byFrequency|by1000genomesMG-162-tumorMG-162-normal - 11 1394 c.897A>G

C G rs2509943byFrequency|by1000genomesMG-162-tumorMG-162-normal + 3 776 c.279C>G

C T rs140145232byFrequencyMG-162-tumorMG-162-normal - 19 3259 c.3015G>A

C T rs2273779byFrequency|by1000genomesMG-162-tumorMG-162-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-162-tumorMG-162-normal + 1 160 c.108G>A

C T rs3745764byFrequency|by1000genomesMG-167-tumorMG-167-normal + 9 2705 c.1064C>T

C A rs34400049byFrequency|by1000genomesMG-167-tumorMG-167-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-167-tumorMG-167-normal + 7 3183 c.3138A>G

T G rs997983 byFrequency|by1000genomesMG-167-tumorMG-167-normal - 9 2266 c.1891A>C

C T rs1386356byFrequency|by1000genomesMG-167-tumorMG-167-normal - 85 14018 c.13047G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-167-tumorMG-167-normal + 7 1073 c.525C>T

G A rs61730646by1000genomesMG-167-tumorMG-167-normal + 7 1345 c.865G>A

C T rs3811444byFrequency|by1000genomesMG-167-tumorMG-167-normal + 6 1169 c.1121C>T

C T MG-167-tumorMG-167-normal - 3 300 c.263G>A

T C rs116159392by1000genomesMG-167-tumorMG-167-normal - 38 8400 c.8064A>G

C T MG-167-tumorMG-167-normal - 1 565 c.514G>A

G A rs35664708byFrequency|by1000genomesMG-167-tumorMG-167-normal + 16 2470 c.2271G>A

G A MG-167-tumorMG-167-normal + 1 130 c.78G>A



G C rs2229933|rs116048761byFrequency|by1000genomesMG-167-tumorMG-167-normal + 6 830 c.282G>C

C T rs62478357byFrequencyMG-167-tumorMG-167-normal - 8 1268 c.1050G>A

G A rs1062348byFrequency|by1000genomesMG-167-tumorMG-167-normal - 7 1005 c.846C>T

C A rs138908625byFrequency|by1000genomesMG-167-tumorMG-167-normal - 8 1357 c.1139G>T

G A rs2127898byFrequency|by1000genomesMG-167-tumorMG-167-normal - 6 1130 c.920C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-167-tumorMG-167-normal + 17 2594 c.2046A>C

C T MG-167-tumorMG-167-normal - 15 2425 c.1995G>A

G A rs10964525byFrequency|by1000genomesMG-167-tumorMG-167-normal + 4 926 c.717G>A

A G rs3108200byFrequency|by1000genomesMG-167-tumorMG-167-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-167-tumorMG-167-normal - 15 2117 c.2115A>G

T C rs7716253by1000genomesMG-167-tumorMG-167-normal + 8 1121 c.945T>C

C T MG-167-tumorMG-167-normal + 1 166 c.114C>T

C T rs41299110byFrequency|by1000genomesMG-167-tumorMG-167-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-167-tumorMG-167-normal - 9 1710 c.1496C>T

T C MG-167-tumorMG-167-normal + 1 552 c.552T>C

G C rs2240 byFrequency|by1000genomesMG-167-tumorMG-167-normal - 13 2935 c.2560C>G

C G rs2298258byFrequency|by1000genomesMG-167-tumorMG-167-normal + 12 1698 c.1260C>G

C A rs6738031by1000genomesMG-167-tumorMG-167-normal - 18 3000 c.2874G>T

G C rs35641374byFrequency|by1000genomesMG-167-tumorMG-167-normal + 1 397 c.397G>C

G A rs41294868by1000genomesMG-167-tumorMG-167-normal + 14 2132 c.1933G>A

T C rs9646771by1000genomesMG-167-tumorMG-167-normal - 4 787 c.447A>G

G T rs146238849byFrequency|by1000genomesMG-167-tumorMG-167-normal - 8 1391 c.1173C>A

T C rs2251219byFrequency|by1000genomesMG-167-tumorMG-167-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-167-tumorMG-167-normal + 1 144 c.57C>T

A G rs7762830by1000genomesMG-167-tumorMG-167-normal + 14 2120 c.1921A>G

C T rs10258429byFrequency|by1000genomesMG-167-tumorMG-167-normal + 16 2213 c.1968C>T

G A rs61738284byFrequency|by1000genomesMG-167-tumorMG-167-normal - 13 6005 c.5630C>T

G A rs3810485by1000genomesMG-167-tumorMG-167-normal - 8 6116 c.6047C>T

T C rs72676907byFrequency|by1000genomesMG-167-tumorMG-167-normal + 3 517 c.327T>C

T C MG-167-tumorMG-167-normal - 3 305 c.270A>G

C T rs7918199byFrequency|by1000genomesMG-167-tumorMG-167-normal - 13 5050 c.4675G>A

C T rs149190709by1000genomesMG-167-tumorMG-167-normal + 6 1832 c.1197C>T

T A MG-167-tumorMG-167-normal - 6 1145 c.700A>T

G A rs1713982byFrequency|by1000genomesMG-167-tumorMG-167-normal + 15 2261 c.1848G>A

G T rs11054277 MG-167-tumorMG-167-normal - 3 652 c.617C>A

A G rs1136159byFrequency|by1000genomesMG-167-tumorMG-167-normal - 10 1068 c.860T>C

T C rs2229263byFrequency|by1000genomesMG-167-tumorMG-167-normal - 3 533 c.248A>G

C T rs872665 by1000genomesMG-167-tumorMG-167-normal - 7 1855 c.1519G>A

C G rs114279527by1000genomesMG-167-tumorMG-167-normal - 2 3137 c.2928G>C

G A rs2880955by1000genomesMG-167-tumorMG-167-normal + 12 1031 c.1031G>A

A G rs2973568by1000genomesMG-167-tumorMG-167-normal + 13 1856 c.1680A>G

T C rs16914996byFrequency|by1000genomesMG-167-tumorMG-167-normal - 38 9100 c.8764A>G

C T rs76844681 MG-167-tumorMG-167-normal - 16 2899 c.2681G>A

C A rs6453022by1000genomesMG-167-tumorMG-167-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-167-tumorMG-167-normal + 2 1791 c.684T>C

G A MG-167-tumorMG-167-normal - 4 453 c.138C>T

C T rs28997582byFrequency|by1000genomesMG-167-tumorMG-167-normal + 29 4337 c.4053C>T



G A rs10082432byFrequency|by1000genomesMG-167-tumorMG-167-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-167-tumorMG-167-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-167-tumorMG-167-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-167-tumorMG-167-normal - 19 3392 c.3393C>G

C T rs114230242byFrequencyMG-167-tumorMG-167-normal - 8 1263 c.327G>A

T C rs7935 byFrequency|by1000genomesMG-167-tumorMG-167-normal + 9 1808 c.1524T>C

C T rs10252263byFrequency|by1000genomesMG-167-tumorMG-167-normal - 38 8258 c.8040G>A

A G rs6679449by1000genomesMG-167-tumorMG-167-normal - 3 1923 c.1851T>C

C T MG-167-tumorMG-167-normal - 10 1429 c.1430G>A

T C rs7744765by1000genomesMG-167-tumorMG-167-normal + 14 1929 c.1730T>C

C T rs11547311byFrequency|by1000genomesMG-167-tumorMG-167-normal + 8 702 c.570C>T

C T rs3743398by1000genomesMG-167-tumorMG-167-normal + 12 2965 c.2591C>T

A C rs76504934by1000genomesMG-167-tumorMG-167-normal - 4 464 c.427T>G

G A rs111722103by1000genomesMG-167-tumorMG-167-normal - 38 7893 c.7557C>T

C G MG-167-tumorMG-167-normal + 6 722 c.500C>G

C T rs3749645by1000genomesMG-167-tumorMG-167-normal + 24 3194 c.3018C>T

T C rs10082391byFrequency|by1000genomesMG-167-tumorMG-167-normal - 13 8654 c.8279A>G

G T MG-167-tumorMG-167-normal - 3 6634 c.6559C>A

C G rs3817428by1000genomesMG-167-tumorMG-167-normal + 15 7493 c.7119C>G

G A rs34949187by1000genomesMG-167-tumorMG-167-normal + 6 1198 c.824G>A

A G rs17443123by1000genomesMG-167-tumorMG-167-normal + 5 915 c.750A>G

A C rs881732 by1000genomesMG-167-tumorMG-167-normal + 17 1912 c.1092A>C

C T rs12777740byFrequency|by1000genomesMG-167-tumorMG-167-normal - 13 8321 c.7946G>A

T C rs34750407byFrequency|by1000genomesMG-167-tumorMG-167-normal - 14 9680 c.9305A>G

T C rs2229992byFrequency|by1000genomesMG-167-tumorMG-167-normal + 12 1838 c.1458T>C

C T rs11591817byFrequency|by1000genomesMG-167-tumorMG-167-normal - 13 6002 c.5627G>A

T C rs7275 by1000genomesMG-167-tumorMG-167-normal + 35 5267 c.4983T>C

G A rs61751546by1000genomesMG-167-tumorMG-167-normal - 20 3369 c.3294C>T

C T MG-167-tumorMG-167-normal - 8 1260 c.1042G>A

T G rs10817033by1000genomesMG-167-tumorMG-167-normal - 8 2079 c.1743A>C

A G rs2227985byFrequency|by1000genomesMG-167-tumorMG-167-normal + 9 1878 c.1497A>G

C T rs143083812byFrequencyMG-167-tumorMG-167-normal + 2 797 c.517C>T

C T MG-167-tumorMG-167-normal - 15 2185 c.2183G>A

G A rs20539 byFrequency|by1000genomesMG-167-tumorMG-167-normal + 20 3152 c.3111G>A

T C rs7714670by1000genomesMG-167-tumorMG-167-normal + 6 849 c.673T>C

C T MG-167-tumorMG-167-normal - 17 1517 c.1518G>A

G C rs60140950byFrequency|by1000genomesMG-167-tumorMG-167-normal + 9 986 c.767G>C

A T rs7095325byFrequency|by1000genomesMG-167-tumorMG-167-normal - 7 1087 c.712T>A

G A rs3810479byFrequency|by1000genomesMG-167-tumorMG-167-normal - 17 7692 c.7623C>T

G A rs80198225 MG-167-tumorMG-167-normal + 8 527 c.527G>A

T C rs2075252byFrequency|by1000genomesMG-167-tumorMG-167-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-167-tumorMG-167-normal + 1 196 c.196T>C

A T rs1063536byFrequency|by1000genomesMG-167-tumorMG-167-normal - 4 612 c.237T>A

G C rs139037100byFrequencyMG-167-tumorMG-167-normal - 84 13864 c.12893C>G

C T rs3731249byFrequency|by1000genomesMG-167-tumorMG-167-normal - 2 712 c.442G>A

T C rs112827102byFrequency|by1000genomesMG-167-tumorMG-167-normal - 19 3495 c.3285A>G

C G rs145028977byFrequency|by1000genomesMG-167-tumorMG-167-normal - 4 1255 c.1069G>C



C T rs10082533byFrequency|by1000genomesMG-167-tumorMG-167-normal - 13 8753 c.8378G>A

A G rs149271 by1000genomesMG-167-tumorMG-167-normal + 2 543 c.510A>G

C A rs3739298byFrequency|by1000genomesMG-167-tumorMG-167-normal - 9 2230 c.1821G>T

C T rs12708402by1000genomesMG-167-tumorMG-167-normal - 16 3405 c.3178G>A

C T rs11016072byFrequency|by1000genomesMG-167-tumorMG-167-normal - 13 8909 c.8534G>A

G A MG-167-tumorMG-167-normal + 11 2779 c.2597G>A

C T rs4822790byFrequency|by1000genomesMG-167-tumorMG-167-normal + 15 2042 c.1683C>T

C G rs41278611by1000genomesMG-167-tumorMG-167-normal - 2 594 c.385G>C

C T rs4750936byFrequency|by1000genomesMG-167-tumorMG-167-normal - 13 4011 c.3636G>A

G A rs2271189byFrequency|by1000genomesMG-167-tumorMG-167-normal + 27 3788 c.3348G>A

C G rs11016076byFrequency|by1000genomesMG-167-tumorMG-167-normal - 8 1866 c.1491G>C

T C rs17114803byFrequency|by1000genomesMG-167-tumorMG-167-normal + 11 1465 c.1299T>C

C G rs2229070byFrequency|by1000genomesMG-167-tumorMG-167-normal + 11 2733 c.2352C>G

C T rs142391292byFrequencyMG-167-tumorMG-167-normal + 13 3400 c.3399C>T

T C rs12990449byFrequency|by1000genomesMG-167-tumorMG-167-normal - 2 1114 c.143A>G

G A rs11177 byFrequency|by1000genomesMG-167-tumorMG-167-normal + 3 290 c.80G>A

A G rs9667 by1000genomesMG-167-tumorMG-167-normal + 3 354 c.168A>G

A G rs180744 by1000genomesMG-167-tumorMG-167-normal + 2 1719 c.1686A>G

A C rs76437836byFrequencyMG-167-tumorMG-167-normal - 3 142 c.98T>G

C T MG-167-tumorMG-167-normal - 3 1048 c.516G>A

G A MG-167-tumorMG-167-normal - 3 1505 c.973C>T

G C MG-167-tumorMG-167-normal - 5 1009 c.1010C>G

G A rs1128761byFrequency|by1000genomesMG-167-tumorMG-167-normal + 7 1219 c.966G>A

C T rs12982642by1000genomesMG-167-tumorMG-167-normal + 12 1688 c.1272C>T

G A rs149651686|rs76723236by1000genomesMG-167-tumorMG-167-normal - 11 977 c.610C>T

T C rs61732942by1000genomesMG-167-tumorMG-167-normal - 16 3240 c.2904A>G

A G rs4444457byFrequency|by1000genomesMG-167-tumorMG-167-normal - 54 9497 c.8526T>C

C T rs56114611byFrequency|by1000genomesMG-167-tumorMG-167-normal + 6 948 c.438C>T

G A rs61814946byFrequency|by1000genomesMG-167-tumorMG-167-normal - 3 1785 c.1710C>T

T C rs11016071byFrequency|by1000genomesMG-167-tumorMG-167-normal - 13 9086 c.8711A>G

A G MG-167-tumorMG-167-normal + 15 2144 c.2050A>G

A G rs40831 by1000genomesMG-167-tumorMG-167-normal + 2 2118 c.2085A>G

G C rs45469098by1000genomesMG-167-tumorMG-167-normal - 1 255 c.256C>G

G T rs41296069by1000genomesMG-167-tumorMG-167-normal - 11 2415 c.2079C>A

C G rs2509943byFrequency|by1000genomesMG-167-tumorMG-167-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-167-tumorMG-167-normal + 11 1273 c.1063G>A

C T rs6432901by1000genomesMG-167-tumorMG-167-normal - 2 514 c.174G>A

A C rs11552054byFrequency|by1000genomesMG-167-tumorMG-167-normal + 5 630 c.540A>C

C T rs3796031byFrequency|by1000genomesMG-167-tumorMG-167-normal - 17 2399 c.1947G>A

C T rs151174 by1000genomesMG-167-tumorMG-167-normal + 2 1740 c.1707C>T

G A rs4750685byFrequency|by1000genomesMG-167-tumorMG-167-normal - 13 4115 c.3740C>T

T C rs4149056byFrequency|by1000genomesMG-167-tumorMG-167-normal + 6 617 c.521T>C

C T rs3814883byFrequency|by1000genomesMG-167-tumorMG-167-normal + 13 2402 c.1359C>T

A G MG-167-tumorMG-167-normal + 1 769 c.769A>G

G A rs1718878byFrequency|by1000genomesMG-167-tumorMG-167-normal + 13 2003 c.1590G>A

A C rs1410048by1000genomesMG-167-tumorMG-167-normal - 40 10053 c.9717T>G

C A rs146407996by1000genomesMG-167-tumorMG-167-normal - 3 1085 c.1086G>T



G T rs7083622byFrequency|by1000genomesMG-167-tumorMG-167-normal - 13 7385 c.7010C>A

G A MG-167-tumorMG-167-normal - 1 276 c.225C>T

C T rs35775721byFrequency|by1000genomesMG-167-tumorMG-167-normal + 2 734 c.534C>T

G A rs150373759byFrequencyMG-167-tumorMG-167-normal - 79 14220 c.13935C>T

T C MG-167-tumorMG-167-normal + 14 1761 c.746T>C

C T rs2229265byFrequency|by1000genomesMG-167-tumorMG-167-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-167-tumorMG-167-normal - 21 3503 c.3501A>T

G A MG-167-tumorMG-167-normal + 1 111 c.111G>A

G A rs55938102byFrequency|by1000genomesMG-167-tumorMG-167-normal + 48 8467 c.8358G>A

C G rs3735156byFrequency|by1000genomesMG-167-tumorMG-167-normal - 11 1795 c.1577G>C

G T rs918558 byFrequency|by1000genomesMG-167-tumorMG-167-normal + 1 2142 c.2142G>T

G T rs147825872 MG-167-tumorMG-167-normal + 20 4359 c.4282G>T

G C rs2227910byFrequency|by1000genomesMG-167-tumorMG-167-normal + 2 1911 c.804G>C

T C MG-167-tumorMG-167-normal + 8 505 c.505T>C

A G rs1980131byFrequency|by1000genomesMG-167-tumorMG-167-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-167-tumorMG-167-normal - 37 5440 c.5234G>A

C T MG-167-tumorMG-167-normal + 11 2662 c.2273C>T

G C rs62077263 MG-167-tumorMG-167-normal - 7 916 c.823C>G

G A rs13054014byFrequency|by1000genomesMG-167-tumorMG-167-normal + 2 569 c.210G>A

A G rs2074912byFrequency|by1000genomesMG-167-tumorMG-167-normal + 1 1709 c.1709A>G

T C MG-167-tumorMG-167-normal - 4 796 c.481A>G

C T rs10082504byFrequency|by1000genomesMG-167-tumorMG-167-normal - 14 10059 c.9684G>A

A G rs151306742by1000genomesMG-167-tumorMG-167-normal + 4 729 c.285A>G

T G rs1050767byFrequency|by1000genomesMG-167-tumorMG-167-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-167-tumorMG-167-normal + 6 583 c.538C>T

T C rs78472618byFrequencyMG-167-tumorMG-167-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-167-tumorMG-167-normal + 2 1315 c.1282C>G

C T rs3745764byFrequency|by1000genomesMG-168-tumorMG-168-normal + 9 2705 c.1064C>T

T C rs831043 byFrequency|by1000genomesMG-168-tumorMG-168-normal - 21 3354 c.3069A>G

T C rs4989318by1000genomesMG-168-tumorMG-168-normal - 4 1325 c.1130A>G

A G rs3737940byFrequency|by1000genomesMG-168-tumorMG-168-normal + 7 3183 c.3138A>G

G T rs9661554byFrequency|by1000genomesMG-168-tumorMG-168-normal + 2 186 c.99G>T

C T rs139351719by1000genomesMG-168-tumorMG-168-normal - 5 554 c.13G>A

C T rs77376932byFrequencyMG-168-tumorMG-168-normal - 3 3235 c.3160G>A

T C MG-168-tumorMG-168-normal + 1 492 c.492T>C

G A rs12022217byFrequency|by1000genomesMG-168-tumorMG-168-normal - 3 4602 c.4530C>T

A G rs2229267byFrequency|by1000genomesMG-168-tumorMG-168-normal - 29 5160 c.4875T>C

T C rs2229992byFrequency|by1000genomesMG-168-tumorMG-168-normal + 12 1838 c.1458T>C

G T rs12568784byFrequency|by1000genomesMG-168-tumorMG-168-normal - 3 7202 c.7130C>A

G A rs2921563byFrequency|by1000genomesMG-168-tumorMG-168-normal + 9 2165 c.524G>A

G T rs2075249byFrequency|by1000genomesMG-168-tumorMG-168-normal - 21 3339 c.3054C>A

C G rs72474510byFrequency|by1000genomesMG-168-tumorMG-168-normal - 4 1198 c.1128G>C

G A rs7179364by1000genomesMG-168-tumorMG-168-normal + 1 520 c.85G>A

G T rs74942016byFrequency|by1000genomesMG-168-tumorMG-168-normal + 9 1322 c.805G>T

A G rs2229268byFrequency|by1000genomesMG-168-tumorMG-168-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-168-tumorMG-168-normal - 15 2117 c.2115A>G

G A rs61737954byFrequency|by1000genomesMG-168-tumorMG-168-normal - 13 3908 c.3724C>T



G A rs7234999byFrequency|by1000genomesMG-168-tumorMG-168-normal - 5 5512 c.5299C>T

C T rs2853346byFrequency|by1000genomesMG-168-tumorMG-168-normal - 13 5919 c.5544G>A

G A rs2228000byFrequency|by1000genomesMG-168-tumorMG-168-normal - 9 1710 c.1496C>T

A C rs4625290byFrequency|by1000genomesMG-168-tumorMG-168-normal - 2 325 c.255T>G

A T rs41310248byFrequency|by1000genomesMG-168-tumorMG-168-normal - 3 1001 c.139T>A

C G rs59565875by1000genomesMG-168-tumorMG-168-normal + 10 843 c.843C>G

T C MG-168-tumorMG-168-normal + 1 701 c.701T>C

C T rs77791636by1000genomesMG-168-tumorMG-168-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-168-tumorMG-168-normal - 18 3000 c.2874G>T

A G rs1385600byFrequency|by1000genomesMG-168-tumorMG-168-normal - 5 1375 c.1290T>C

C A rs78806080byFrequency|by1000genomesMG-168-tumorMG-168-normal - 13 3029 c.2058G>T

C T rs140105230byFrequency|by1000genomesMG-168-tumorMG-168-normal - 4 1405 c.1335G>A

A G rs9653483by1000genomesMG-168-tumorMG-168-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-168-tumorMG-168-normal + 23 2508 c.2274T>C

G A rs11574889by1000genomesMG-168-tumorMG-168-normal - 10 1710 c.1635C>T

T A rs17264436byFrequency|by1000genomesMG-168-tumorMG-168-normal - 21 3503 c.3501A>T

C T MG-168-tumorMG-168-normal + 3 423 c.43C>T

G A rs16847812byFrequency|by1000genomesMG-168-tumorMG-168-normal + 4 978 c.865G>A

T G rs12963422byFrequency|by1000genomesMG-168-tumorMG-168-normal - 5 2988 c.2775A>C

C A rs146407996by1000genomesMG-168-tumorMG-168-normal - 3 1085 c.1086G>T

C T MG-168-tumorMG-168-normal - 15 1408 c.1311G>A

T C rs2251219byFrequency|by1000genomesMG-168-tumorMG-168-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-168-tumorMG-168-normal - 6 924 c.639C>T

T C rs2450122byFrequency|by1000genomesMG-168-tumorMG-168-normal - 10 2089 c.2004A>G

G A rs13007735byFrequency|by1000genomesMG-168-tumorMG-168-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-168-tumorMG-168-normal + 14 2120 c.1921A>G

C G rs3791251by1000genomesMG-168-tumorMG-168-normal - 25 4912 c.4786G>C

G A rs3818831byFrequency|by1000genomesMG-168-tumorMG-168-normal - 2 193 c.121C>T

G C MG-168-tumorMG-168-normal + 13 1449 c.1449G>C

C T rs3745762by1000genomesMG-168-tumorMG-168-normal + 6 2241 c.2047C>T

G A rs3810485by1000genomesMG-168-tumorMG-168-normal - 8 6116 c.6047C>T

A G rs33953730by1000genomesMG-168-tumorMG-168-normal - 25 4326 c.4200T>C

A G rs142176469byFrequencyMG-168-tumorMG-168-normal + 8 2171 c.1315A>G

T C MG-168-tumorMG-168-normal + 1 52 c.52T>C

C A rs1801270byFrequency|by1000genomesMG-168-tumorMG-168-normal + 2 328 c.93C>A

C T rs151233 by1000genomesMG-168-tumorMG-168-normal + 2 99 c.66C>T

A G rs1206038byFrequency|by1000genomesMG-168-tumorMG-168-normal + 29 5706 c.5071A>G

G T rs11952292byFrequency|by1000genomesMG-168-tumorMG-168-normal + 1 2442 c.2442G>T

G A rs1718878byFrequency|by1000genomesMG-168-tumorMG-168-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-168-tumorMG-168-normal + 16 2064 c.1887T>A

C T MG-168-tumorMG-168-normal + 4 342 c.244C>T

G A rs1713982byFrequency|by1000genomesMG-168-tumorMG-168-normal + 15 2261 c.1848G>A

A G rs13346368by1000genomesMG-168-tumorMG-168-normal + 10 3324 c.3130A>G

T C rs61749925byFrequencyMG-168-tumorMG-168-normal - 8 951 c.858A>G

G C rs11611231by1000genomesMG-168-tumorMG-168-normal + 9 2190 c.2190G>C

G A rs34106261byFrequency|by1000genomesMG-168-tumorMG-168-normal - 7 1117 c.899C>T

C G rs114279527by1000genomesMG-168-tumorMG-168-normal - 2 3137 c.2928G>C



G A rs144383071byFrequencyMG-168-tumorMG-168-normal - 3 3345 c.3270C>T

T C rs9646771by1000genomesMG-168-tumorMG-168-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-168-tumorMG-168-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-168-tumorMG-168-normal - 20 4043 c.3072C>A

T C rs3026101by1000genomesMG-168-tumorMG-168-normal + 14 2279 c.2055T>C

G A rs11177 byFrequency|by1000genomesMG-168-tumorMG-168-normal + 3 290 c.80G>A

C T rs9489143byFrequency|by1000genomesMG-168-tumorMG-168-normal - 13 2184 c.1986G>A

T A rs3740423byFrequency|by1000genomesMG-168-tumorMG-168-normal - 13 4583 c.4208A>T

T C rs17019360by1000genomesMG-168-tumorMG-168-normal + 17 2524 c.1800T>C

C A rs6453022by1000genomesMG-168-tumorMG-168-normal + 7 1027 c.851C>A

C T rs2227999byFrequency|by1000genomesMG-168-tumorMG-168-normal - 9 1689 c.1475G>A

C G rs143879890by1000genomesMG-168-tumorMG-168-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-168-tumorMG-168-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-168-tumorMG-168-normal - 19 3392 c.3393C>G

A G MG-168-tumorMG-168-normal + 1 81 c.81A>G

C T rs2282303byFrequency|by1000genomesMG-168-tumorMG-168-normal - 3 899 c.827G>A

T C rs7935 byFrequency|by1000genomesMG-168-tumorMG-168-normal + 9 1808 c.1524T>C

C T rs61737951byFrequency|by1000genomesMG-168-tumorMG-168-normal - 10 1576 c.1392G>A

A G rs138997916byFrequency|by1000genomesMG-168-tumorMG-168-normal - 3 2832 c.2760T>C

C T rs3796032byFrequency|by1000genomesMG-168-tumorMG-168-normal - 17 2381 c.1929G>A

G A rs7624750byFrequency|by1000genomesMG-168-tumorMG-168-normal + 4 707 c.473G>A

A T rs78455617byFrequency|by1000genomesMG-168-tumorMG-168-normal - 4 1208 c.1138T>A

A G rs62177519 MG-168-tumorMG-168-normal + 4 919 c.825A>G

C T rs149155949byFrequency|by1000genomesMG-168-tumorMG-168-normal + 19 3884 c.3249C>T

G A rs1197682by1000genomesMG-168-tumorMG-168-normal - 16 3384 c.3157C>T

G A rs56337365byFrequency|by1000genomesMG-168-tumorMG-168-normal - 6 908 c.690C>T

T C rs7744765by1000genomesMG-168-tumorMG-168-normal + 14 1929 c.1730T>C

T C MG-168-tumorMG-168-normal + 1 540 c.540T>C

A G rs150594 byFrequency|by1000genomesMG-168-tumorMG-168-normal - 13 1559 c.1356T>C

G A rs9804992byFrequency|by1000genomesMG-168-tumorMG-168-normal + 11 3172 c.2529G>A

A C rs76437836byFrequencyMG-168-tumorMG-168-normal - 3 142 c.98T>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-168-tumorMG-168-normal + 7 1597 c.1215T>C

T C MG-168-tumorMG-168-normal - 20 3938 c.3851A>G

A C rs881732 by1000genomesMG-168-tumorMG-168-normal + 17 1912 c.1092A>C

T C rs61730221byFrequency|by1000genomesMG-168-tumorMG-168-normal - 13 4110 c.4000A>G

G A rs118102196byFrequency|by1000genomesMG-168-tumorMG-168-normal - 4 1292 c.921C>T

G A rs2227983byFrequency|by1000genomesMG-168-tumorMG-168-normal + 13 1739 c.1562G>A

T C rs10817025by1000genomesMG-168-tumorMG-168-normal - 15 3032 c.2696A>G

G T rs7206111byFrequency|by1000genomesMG-168-tumorMG-168-normal - 9 1041 c.404C>A

T C rs2241190byFrequency|by1000genomesMG-168-tumorMG-168-normal - 17 2745 c.2460A>G

G A rs148688181by1000genomesMG-168-tumorMG-168-normal - 35 10232 c.10233C>T

G A rs6070697byFrequency|by1000genomesMG-168-tumorMG-168-normal + 4 1189 c.920G>A

G A rs2074852byFrequency|by1000genomesMG-168-tumorMG-168-normal - 6 702 c.372C>T

C T rs2269654byFrequency|by1000genomesMG-168-tumorMG-168-normal + 11 2687 c.2574C>T

T C rs61995685byFrequency|by1000genomesMG-168-tumorMG-168-normal + 22 4499 c.3864T>C

C A rs61762602byFrequency|by1000genomesMG-168-tumorMG-168-normal - 11 2285 c.1729G>T

G A MG-168-tumorMG-168-normal - 13 5428 c.5318C>T



C T rs7240355byFrequency|by1000genomesMG-168-tumorMG-168-normal - 5 5238 c.5025G>A

C T rs34922891by1000genomesMG-168-tumorMG-168-normal + 13 2223 c.2223C>T

T G rs1889323by1000genomesMG-168-tumorMG-168-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-168-tumorMG-168-normal - 24 4324 c.3988T>A

G A MG-168-tumorMG-168-normal + 4 633 c.189G>A

A G MG-168-tumorMG-168-normal + 1 340 c.340A>G

T C rs1050476byFrequency|by1000genomesMG-168-tumorMG-168-normal + 7 2254 c.1695T>C

T C rs147099630byFrequency|by1000genomesMG-168-tumorMG-168-normal - 10 5054 c.4466A>G

G A MG-168-tumorMG-168-normal + 1 130 c.78G>A

T C rs41290900byFrequency|by1000genomesMG-168-tumorMG-168-normal - 8 3374 c.804A>G

C G rs71057717|rs71057716MG-168-tumorMG-168-normal - 3 721 c.586G>C

G A rs3810479byFrequency|by1000genomesMG-168-tumorMG-168-normal - 17 7692 c.7623C>T

T C rs7714670by1000genomesMG-168-tumorMG-168-normal + 6 849 c.673T>C

G A rs112167630byFrequency|by1000genomesMG-168-tumorMG-168-normal + 39 7488 c.6853G>A

A G MG-168-tumorMG-168-normal + 1 174 c.174A>G

G A MG-168-tumorMG-168-normal + 1 529 c.529G>A

A G rs13288443byFrequency|by1000genomesMG-168-tumorMG-168-normal + 11 2036 c.1827A>G

A G rs6679449by1000genomesMG-168-tumorMG-168-normal - 3 1923 c.1851T>C

T C rs766894 by1000genomesMG-168-tumorMG-168-normal + 25 2461 c.2295T>C

C T MG-168-tumorMG-168-normal + 4 1031 c.747C>T

C G rs11718329by1000genomesMG-168-tumorMG-168-normal + 4 719 c.647C>G

C T rs2078478by1000genomesMG-168-tumorMG-168-normal - 5 411 c.392G>A

G A MG-168-tumorMG-168-normal + 1 1155 c.1155G>A

T C rs140856347by1000genomesMG-168-tumorMG-168-normal - 20 3525 c.3438A>G

T C rs831042 byFrequency|by1000genomesMG-168-tumorMG-168-normal - 24 3945 c.3660A>G

G A rs2003233 MG-168-tumorMG-168-normal - 17 1503 c.1504C>T

G A rs149181731byFrequencyMG-168-tumorMG-168-normal + 1 431 c.379G>A

C G rs41278611by1000genomesMG-168-tumorMG-168-normal - 2 594 c.385G>C

G A rs2271189byFrequency|by1000genomesMG-168-tumorMG-168-normal + 27 3788 c.3348G>A

G C MG-168-tumorMG-168-normal + 6 824 c.725G>C

A G rs77145198byFrequency|by1000genomesMG-168-tumorMG-168-normal - 20 2943 c.2856T>C

G A rs143684430byFrequencyMG-168-tumorMG-168-normal - 3 6591 c.6516C>T

C A MG-168-tumorMG-168-normal + 12 1060 c.962C>A

G A rs45505797by1000genomesMG-168-tumorMG-168-normal + 4 1054 c.1019G>A

T C rs2075252byFrequency|by1000genomesMG-168-tumorMG-168-normal - 66 12565 c.12280A>G

T C rs11373 byFrequency|by1000genomesMG-168-tumorMG-168-normal - 3 787 c.367A>G

C T rs6432901by1000genomesMG-168-tumorMG-168-normal - 2 514 c.174G>A

A G MG-168-tumorMG-168-normal - 22 5289 c.5202T>C

G A MG-168-tumorMG-168-normal - 5 563 c.22C>T

A G MG-168-tumorMG-168-normal + 1 711 c.711A>G

G A rs12366766 MG-168-tumorMG-168-normal + 48 8392 c.8283G>A

G A MG-168-tumorMG-168-normal + 1 656 c.656G>A

G A MG-168-tumorMG-168-normal + 15 1611 c.750G>A

T C rs28621009byFrequency|by1000genomesMG-168-tumorMG-168-normal + 13 2864 c.2229T>C

C T rs1035938by1000genomesMG-168-tumorMG-168-normal + 6 1538 c.1344C>T

T C rs41266134byFrequency|by1000genomesMG-168-tumorMG-168-normal - 3 1625 c.1550A>G

G A MG-168-tumorMG-168-normal + 18 2624 c.2368G>A



G A rs12729662byFrequency|by1000genomesMG-168-tumorMG-168-normal - 3 8430 c.8355C>T

C T rs3135867byFrequency|by1000genomesMG-168-tumorMG-168-normal + 4 673 c.417C>T

G C MG-168-tumorMG-168-normal - 5 1009 c.1010C>G

T C MG-168-tumorMG-168-normal - 23 5381 c.5300A>G

C T rs3812458byFrequency|by1000genomesMG-168-tumorMG-168-normal + 22 2662 c.2385C>T

G A rs2248407byFrequency|by1000genomesMG-168-tumorMG-168-normal - 4 1003 c.918C>T

T C rs7716253by1000genomesMG-168-tumorMG-168-normal + 8 1121 c.945T>C

G A MG-168-tumorMG-168-normal - 8 504 c.505C>T

G A rs2289247byFrequency|by1000genomesMG-168-tumorMG-168-normal + 11 1273 c.1063G>A

C T MG-168-tumorMG-168-normal - 20 3211 c.3124G>A

C T MG-168-tumorMG-168-normal + 4 1695 c.1460C>T

G C rs45469098by1000genomesMG-168-tumorMG-168-normal - 1 255 c.256C>G

G A MG-168-tumorMG-168-normal - 18 1657 c.1658C>T

C T rs3796031byFrequency|by1000genomesMG-168-tumorMG-168-normal - 17 2399 c.1947G>A

C A MG-168-tumorMG-168-normal + 14 1328 c.1230C>A

G A MG-168-tumorMG-168-normal + 7 1660 c.1547G>A

A C rs80303640by1000genomesMG-168-tumorMG-168-normal - 16 1415 c.1416T>G

T C rs4149056byFrequency|by1000genomesMG-168-tumorMG-168-normal + 6 617 c.521T>C

C T rs3814883byFrequency|by1000genomesMG-168-tumorMG-168-normal + 13 2402 c.1359C>T

G A rs80198225 MG-168-tumorMG-168-normal + 8 527 c.527G>A

C T MG-168-tumorMG-168-normal - 3 5767 c.5692G>A

A G rs4659654byFrequency|by1000genomesMG-168-tumorMG-168-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-168-tumorMG-168-normal - 7 1855 c.1519G>A

C T rs1050475byFrequency|by1000genomesMG-168-tumorMG-168-normal + 7 1534 c.975C>T

C T rs2285975byFrequency|by1000genomesMG-168-tumorMG-168-normal - 13 2445 c.2256G>A

T C rs2229263byFrequency|by1000genomesMG-168-tumorMG-168-normal - 3 533 c.248A>G

G C rs2240089byFrequency|by1000genomesMG-168-tumorMG-168-normal - 12 3187 c.3003C>G

G A rs76894284by1000genomesMG-168-tumorMG-168-normal - 13 2365 c.2289C>T

A G rs6694078byFrequency|by1000genomesMG-168-tumorMG-168-normal + 11 2688 c.2575A>G

C T rs2273779byFrequency|by1000genomesMG-168-tumorMG-168-normal + 6 583 c.538C>T

A G rs13223756byFrequency|by1000genomesMG-168-tumorMG-168-normal + 7 2144 c.1944A>G

C A MG-168-tumorMG-168-normal + 10 2420 c.2077C>A

A G rs3181247byFrequency|by1000genomesMG-168-tumorMG-168-normal - 3 522 c.304T>C

G A rs1676211by1000genomesMG-168-tumorMG-168-normal + 13 2154 c.2154G>A

C T rs116355400byFrequency|by1000genomesMG-168-tumorMG-168-normal + 11 2618 c.2505C>T

C T rs117151141by1000genomesMG-168-tumorMG-168-normal - 13 1746 c.1457G>A

G T rs147825872 MG-168-tumorMG-168-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-168-tumorMG-168-normal - 5 4949 c.4736A>G

T C MG-168-tumorMG-168-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-168-tumorMG-168-normal - 37 5440 c.5234G>A

C T rs4802382by1000genomesMG-168-tumorMG-168-normal + 6 554 c.360C>T

G A rs2124203byFrequency|by1000genomesMG-168-tumorMG-168-normal - 19 2832 c.2745C>T

T C MG-168-tumorMG-168-normal + 1 618 c.618T>C

G A rs55656447byFrequency|by1000genomesMG-168-tumorMG-168-normal - 5 5162 c.4949C>T

T C rs12731746byFrequency|by1000genomesMG-168-tumorMG-168-normal - 11 1394 c.897A>G

C G rs2509943byFrequency|by1000genomesMG-168-tumorMG-168-normal + 3 776 c.279C>G

T A rs2060198byFrequency|by1000genomesMG-168-tumorMG-168-normal + 27 5204 c.4914T>A



G C rs150861045byFrequency|by1000genomesMG-168-tumorMG-168-normal - 22 2431 c.2052C>G

G A rs142702316byFrequencyMG-168-tumorMG-168-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-168-tumorMG-168-normal - 3 159 c.115A>G

A G rs75639578 MG-168-tumorMG-168-normal - 3 6552 c.6477T>C

C T MG-168-tumorMG-168-normal - 1 506 c.507G>A

A G MG-168-tumorMG-168-normal + 1 219 c.219A>G

T C rs7275 by1000genomesMG-168-tumorMG-168-normal + 35 5267 c.4983T>C

C T rs3745764byFrequency|by1000genomesMG-169-tumorMG-169-normal + 9 2705 c.1064C>T

A T rs150289150byFrequency|by1000genomesMG-169-tumorMG-169-normal - 4 1377 c.1307T>A

G A rs141909084by1000genomesMG-169-tumorMG-169-normal - 3 1154 c.1155C>T

C A rs34400049byFrequency|by1000genomesMG-169-tumorMG-169-normal + 14 2474 c.2092C>A

T C rs831043 byFrequency|by1000genomesMG-169-tumorMG-169-normal - 21 3354 c.3069A>G

C G rs78132363by1000genomesMG-169-tumorMG-169-normal + 3 1212 c.1185C>G

C T rs1386356byFrequency|by1000genomesMG-169-tumorMG-169-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-169-tumorMG-169-normal - 20 2134 c.1864G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-169-tumorMG-169-normal + 7 1073 c.525C>T

A G MG-169-tumorMG-169-normal - 11 815 c.771T>C

C T MG-169-tumorMG-169-normal - 3 300 c.263G>A

G A rs62070401by1000genomesMG-169-tumorMG-169-normal - 12 2205 c.2162C>T

C T rs77376932byFrequencyMG-169-tumorMG-169-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-169-tumorMG-169-normal - 3 4602 c.4530C>T

G A rs34830600byFrequency|by1000genomesMG-169-tumorMG-169-normal - 8 2874 c.2805C>T

T G rs141783755byFrequency|by1000genomesMG-169-tumorMG-169-normal + 18 4444 c.4443T>G

C T rs17094900byFrequency|by1000genomesMG-169-tumorMG-169-normal - 3 578 c.387G>A

G T rs12568784byFrequency|by1000genomesMG-169-tumorMG-169-normal - 3 7202 c.7130C>A

A G rs2229267byFrequency|by1000genomesMG-169-tumorMG-169-normal - 29 5160 c.4875T>C

T C rs141049734byFrequencyMG-169-tumorMG-169-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-169-tumorMG-169-normal - 10 6783 c.6195T>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-169-tumorMG-169-normal + 6 830 c.282G>C

T C rs16921260by1000genomesMG-169-tumorMG-169-normal + 1 1073 c.773T>C

T G rs61757612byFrequency|by1000genomesMG-169-tumorMG-169-normal - 9 2110 c.1701A>C

C A rs138908625byFrequency|by1000genomesMG-169-tumorMG-169-normal - 8 1357 c.1139G>T

C T rs77791636by1000genomesMG-169-tumorMG-169-normal + 6 1132 c.1080C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-169-tumorMG-169-normal + 17 2594 c.2046A>C

A C rs80303640by1000genomesMG-169-tumorMG-169-normal - 16 1415 c.1416T>G

C T rs72987361byFrequency|by1000genomesMG-169-tumorMG-169-normal - 3 898 c.558G>A

A G rs148385240byFrequency|by1000genomesMG-169-tumorMG-169-normal + 3 717 c.335A>G

T C rs3755806byFrequency|by1000genomesMG-169-tumorMG-169-normal - 15 2117 c.2115A>G

T C MG-169-tumorMG-169-normal + 1 1056 c.1056T>C

C T rs199930 by1000genomesMG-169-tumorMG-169-normal + 36 5181 c.5016C>T

G A rs12729662byFrequency|by1000genomesMG-169-tumorMG-169-normal - 3 8430 c.8355C>T

G A rs2228000byFrequency|by1000genomesMG-169-tumorMG-169-normal - 9 1710 c.1496C>T

G A rs2248407byFrequency|by1000genomesMG-169-tumorMG-169-normal - 4 1003 c.918C>T

T A MG-169-tumorMG-169-normal + 10 1198 c.1016T>A

T C rs831042 byFrequency|by1000genomesMG-169-tumorMG-169-normal - 24 3945 c.3660A>G

T C rs12990449byFrequency|by1000genomesMG-169-tumorMG-169-normal - 2 1114 c.143A>G

T G rs112631212byFrequency|by1000genomesMG-169-tumorMG-169-normal - 2 155 c.115A>C



G A rs7624750byFrequency|by1000genomesMG-169-tumorMG-169-normal + 4 707 c.473G>A

A G rs826549 by1000genomesMG-169-tumorMG-169-normal + 18 2676 c.2550A>G

C A rs6738031by1000genomesMG-169-tumorMG-169-normal - 18 3000 c.2874G>T

T C rs3733406by1000genomesMG-169-tumorMG-169-normal - 10 8361 c.8152A>G

C T rs872665 by1000genomesMG-169-tumorMG-169-normal - 7 1855 c.1519G>A

T C rs142304809byFrequencyMG-169-tumorMG-169-normal - 9 1291 c.1259A>G

C G rs2509943byFrequency|by1000genomesMG-169-tumorMG-169-normal + 3 776 c.279C>G

T C rs9851685byFrequency|by1000genomesMG-169-tumorMG-169-normal + 23 2508 c.2274T>C

C T rs146940490byFrequencyMG-169-tumorMG-169-normal + 11 1460 c.1241C>T

G A rs16847812byFrequency|by1000genomesMG-169-tumorMG-169-normal + 4 978 c.865G>A

T C rs74597491byFrequency|by1000genomesMG-169-tumorMG-169-normal - 9 2185 c.1849A>G

C T rs1130059byFrequency|by1000genomesMG-169-tumorMG-169-normal - 3 822 c.291G>A

G T MG-169-tumorMG-169-normal - 1 487 c.488C>A

T C rs4652678by1000genomesMG-169-tumorMG-169-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-169-tumorMG-169-normal - 26 4397 c.4395A>G

A G rs10853307by1000genomesMG-169-tumorMG-169-normal - 3 1368 c.836T>C

G A rs13007735byFrequency|by1000genomesMG-169-tumorMG-169-normal - 16 3587 c.2616C>T

C G rs3791251by1000genomesMG-169-tumorMG-169-normal - 25 4912 c.4786G>C

G A MG-169-tumorMG-169-normal - 3 1194 c.1195C>T

G A rs3818831byFrequency|by1000genomesMG-169-tumorMG-169-normal - 2 193 c.121C>T

G A rs11549105byFrequency|by1000genomesMG-169-tumorMG-169-normal - 6 1228 c.1224C>T

A G rs33953730by1000genomesMG-169-tumorMG-169-normal - 25 4326 c.4200T>C

G A rs56145411byFrequency|by1000genomesMG-169-tumorMG-169-normal + 4 1211 c.1124G>A

T C rs72676907byFrequency|by1000genomesMG-169-tumorMG-169-normal + 3 517 c.327T>C

T C rs41266134byFrequency|by1000genomesMG-169-tumorMG-169-normal - 3 1625 c.1550A>G

T C MG-169-tumorMG-169-normal - 3 305 c.270A>G

G T rs11952292byFrequency|by1000genomesMG-169-tumorMG-169-normal + 1 2442 c.2442G>T

A G MG-169-tumorMG-169-normal - 3 1337 c.805T>C

A G MG-169-tumorMG-169-normal + 1 492 c.492A>G

T G rs79385100by1000genomesMG-169-tumorMG-169-normal - 11 1929 c.1930A>C

G A rs66568705|rs9993357MG-169-tumorMG-169-normal + 1 250 c.105G>A

C A rs17346571byFrequency|by1000genomesMG-169-tumorMG-169-normal + 1 185 c.158C>A

A C rs11552054byFrequency|by1000genomesMG-169-tumorMG-169-normal + 5 630 c.540A>C

A G rs143934691byFrequencyMG-169-tumorMG-169-normal - 2 296 c.226T>C

G A MG-169-tumorMG-169-normal + 1 1372 c.1372G>A

T C rs9646771by1000genomesMG-169-tumorMG-169-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-169-tumorMG-169-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-169-tumorMG-169-normal + 14 2279 c.2055T>C

C T rs55993306by1000genomesMG-169-tumorMG-169-normal - 20 3946 c.3859G>A

G A rs3810490by1000genomesMG-169-tumorMG-169-normal - 6 2067 c.1998C>T

T A rs3740423byFrequency|by1000genomesMG-169-tumorMG-169-normal - 13 4583 c.4208A>T

G A rs3827025by1000genomesMG-169-tumorMG-169-normal - 6 2094 c.2025C>T

T G rs17848149byFrequency|by1000genomesMG-169-tumorMG-169-normal - 25 4121 c.3836A>C

T C rs1048500byFrequency|by1000genomesMG-169-tumorMG-169-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-169-tumorMG-169-normal - 69 11621 c.10650G>A

A G rs35114151byFrequency|by1000genomesMG-169-tumorMG-169-normal - 39 7044 c.6759T>C

A G rs61831150byFrequency|by1000genomesMG-169-tumorMG-169-normal + 7 1855 c.1810A>G



G A rs6601 byFrequency|by1000genomesMG-169-tumorMG-169-normal + 25 3881 c.3672G>A

T C rs7935 byFrequency|by1000genomesMG-169-tumorMG-169-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-169-tumorMG-169-normal - 2 514 c.174G>A

G A rs77870074byFrequency|by1000genomesMG-169-tumorMG-169-normal + 1 175 c.148G>A

C T rs12155677byFrequency|by1000genomesMG-169-tumorMG-169-normal - 32 5524 c.5280G>A

A G rs138997916byFrequency|by1000genomesMG-169-tumorMG-169-normal - 3 2832 c.2760T>C

C T MG-169-tumorMG-169-normal + 3 321 c.145C>T

A G rs62177519 MG-169-tumorMG-169-normal + 4 919 c.825A>G

A G rs6679449by1000genomesMG-169-tumorMG-169-normal - 3 1923 c.1851T>C

G A rs1197682by1000genomesMG-169-tumorMG-169-normal - 16 3384 c.3157C>T

T C rs143332174by1000genomesMG-169-tumorMG-169-normal - 3 244 c.207A>G

T G rs146246499|rs6933271byFrequency|by1000genomesMG-169-tumorMG-169-normal + 12 1492 c.1297T>G

G A rs34203073byFrequency|by1000genomesMG-169-tumorMG-169-normal + 3 779 c.397G>A

G C rs3088074byFrequency|by1000genomesMG-169-tumorMG-169-normal - 9 2999 c.2785C>G

T C MG-169-tumorMG-169-normal + 1 910 c.910T>C

A G rs61753736byFrequency|by1000genomesMG-169-tumorMG-169-normal - 66 10707 c.10463T>C

G A rs16843826byFrequency|by1000genomesMG-169-tumorMG-169-normal - 77 12698 c.11727C>T

A C rs10104558byFrequency|by1000genomesMG-169-tumorMG-169-normal + 3 1104 c.950A>C

A C rs76504934by1000genomesMG-169-tumorMG-169-normal - 4 464 c.427T>G

G A rs9804992byFrequency|by1000genomesMG-169-tumorMG-169-normal + 11 3172 c.2529G>A

G C rs62070406by1000genomesMG-169-tumorMG-169-normal - 9 1754 c.1711C>G

A C rs76437836byFrequencyMG-169-tumorMG-169-normal - 3 142 c.98T>G

T C rs2450122byFrequency|by1000genomesMG-169-tumorMG-169-normal - 10 2089 c.2004A>G

C T rs35775721byFrequency|by1000genomesMG-169-tumorMG-169-normal + 2 734 c.534C>T

A G rs141935694by1000genomesMG-169-tumorMG-169-normal + 10 735 c.735A>G

G A rs11549106byFrequency|by1000genomesMG-169-tumorMG-169-normal - 4 895 c.891C>T

T C rs2229992byFrequency|by1000genomesMG-169-tumorMG-169-normal + 12 1838 c.1458T>C

C T rs1050475byFrequency|by1000genomesMG-169-tumorMG-169-normal + 7 1534 c.975C>T

C A rs144349020by1000genomesMG-169-tumorMG-169-normal + 3 1131 c.912C>A

G A rs6070697byFrequency|by1000genomesMG-169-tumorMG-169-normal + 4 1189 c.920G>A

C T rs144931466byFrequency|by1000genomesMG-169-tumorMG-169-normal + 9 2125 c.1906C>T

G A rs2074852byFrequency|by1000genomesMG-169-tumorMG-169-normal - 6 702 c.372C>T

C T rs2269654byFrequency|by1000genomesMG-169-tumorMG-169-normal + 11 2687 c.2574C>T

C T rs2229265byFrequency|by1000genomesMG-169-tumorMG-169-normal - 54 10788 c.10503G>A

C T rs17094777byFrequency|by1000genomesMG-169-tumorMG-169-normal - 7 1491 c.1300G>A

G A rs116011482by1000genomesMG-169-tumorMG-169-normal - 8 4578 c.4509C>T

C T MG-169-tumorMG-169-normal - 16 1421 c.1422G>A

C T rs7300444byFrequency|by1000genomesMG-169-tumorMG-169-normal + 19 5383 c.4740C>T

A T MG-169-tumorMG-169-normal + 6 696 c.474A>T

G T rs79706622byFrequency|by1000genomesMG-169-tumorMG-169-normal + 23 4228 c.4140G>T

T C rs1050476byFrequency|by1000genomesMG-169-tumorMG-169-normal + 7 2254 c.1695T>C

A C rs138447937 MG-169-tumorMG-169-normal - 4 1368 c.1298T>G

C G rs71057717|rs71057716MG-169-tumorMG-169-normal - 3 721 c.586G>C

G A rs6089925byFrequency|by1000genomesMG-169-tumorMG-169-normal - 4 729 c.660C>T

G A MG-169-tumorMG-169-normal + 1 204 c.204G>A

G A rs150555123by1000genomesMG-169-tumorMG-169-normal + 14 7449 c.7075G>A

A G MG-169-tumorMG-169-normal + 1 276 c.276A>G



T C rs2075252byFrequency|by1000genomesMG-169-tumorMG-169-normal - 66 12565 c.12280A>G

A G rs151306742by1000genomesMG-169-tumorMG-169-normal + 4 729 c.285A>G

T C rs2241190byFrequency|by1000genomesMG-169-tumorMG-169-normal - 17 2745 c.2460A>G

C A MG-169-tumorMG-169-normal + 1 706 c.706C>A

C T rs3731249byFrequency|by1000genomesMG-169-tumorMG-169-normal - 2 712 c.442G>A

G C rs45469098by1000genomesMG-169-tumorMG-169-normal - 1 255 c.256C>G

G A MG-169-tumorMG-169-normal - 3 918 c.723C>T

T G rs1800275byFrequency|by1000genomesMG-169-tumorMG-169-normal - 48 7302 c.7096A>C

A G rs149271 by1000genomesMG-169-tumorMG-169-normal + 2 543 c.510A>G

T C rs1150712byFrequency|by1000genomesMG-169-tumorMG-169-normal - 5 1536 c.1293A>G

G A rs144383071byFrequencyMG-169-tumorMG-169-normal - 3 3345 c.3270C>T

G A rs20539 byFrequency|by1000genomesMG-169-tumorMG-169-normal + 20 3152 c.3111G>A

G A rs2271189byFrequency|by1000genomesMG-169-tumorMG-169-normal + 27 3788 c.3348G>A

C T MG-169-tumorMG-169-normal + 35 5163 c.4533C>T

C T MG-169-tumorMG-169-normal - 0 792

G T rs146238849byFrequency|by1000genomesMG-169-tumorMG-169-normal - 8 1391 c.1173C>A

A T MG-169-tumorMG-169-normal + 6 650 c.270A>T

C A rs149077281byFrequencyMG-169-tumorMG-169-normal - 66 10687 c.10443G>T

C A rs6453022by1000genomesMG-169-tumorMG-169-normal + 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-169-tumorMG-169-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-169-tumorMG-169-normal + 3 290 c.80G>A

T C rs17019360by1000genomesMG-169-tumorMG-169-normal + 17 2524 c.1800T>C

A G rs180744 by1000genomesMG-169-tumorMG-169-normal + 2 1719 c.1686A>G

A G rs79193271by1000genomesMG-169-tumorMG-169-normal + 3 1208 c.1181A>G

G A rs117135495byFrequency|by1000genomesMG-169-tumorMG-169-normal - 11 1224 c.894C>T

G A rs79435376byFrequency|by1000genomesMG-169-tumorMG-169-normal - 7 1864 c.1673C>T

A G rs75639578 MG-169-tumorMG-169-normal - 3 6552 c.6477T>C

C T rs34564141byFrequency|by1000genomesMG-169-tumorMG-169-normal - 79 14088 c.13803G>A

G T MG-169-tumorMG-169-normal - 4 372 c.335C>A

G T rs2075249byFrequency|by1000genomesMG-169-tumorMG-169-normal - 21 3339 c.3054C>A

G C MG-169-tumorMG-169-normal - 5 1009 c.1010C>G

G A MG-169-tumorMG-169-normal - 34 5838 c.5553C>T

C T rs3812458byFrequency|by1000genomesMG-169-tumorMG-169-normal + 22 2662 c.2385C>T

C T rs12982642by1000genomesMG-169-tumorMG-169-normal + 12 1688 c.1272C>T

A G rs150594 byFrequency|by1000genomesMG-169-tumorMG-169-normal - 13 1559 c.1356T>C

G A rs35037984byFrequency|by1000genomesMG-169-tumorMG-169-normal - 29 3161 c.2782C>T

G A rs149651686|rs76723236by1000genomesMG-169-tumorMG-169-normal - 11 977 c.610C>T

A G rs9552929byFrequency|by1000genomesMG-169-tumorMG-169-normal - 10 9441 c.8853T>C

T A rs2060198byFrequency|by1000genomesMG-169-tumorMG-169-normal + 27 5204 c.4914T>A

G A rs2289247byFrequency|by1000genomesMG-169-tumorMG-169-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-169-tumorMG-169-normal + 2 372 c.159T>C

G T rs138591330by1000genomesMG-169-tumorMG-169-normal - 27 8211 c.7863C>A

C T rs2285975byFrequency|by1000genomesMG-169-tumorMG-169-normal - 13 2445 c.2256G>A

G A rs143684430byFrequencyMG-169-tumorMG-169-normal - 3 6591 c.6516C>T

C T rs1130233byFrequency|by1000genomesMG-169-tumorMG-169-normal - 8 2206 c.726G>A

A G rs40831 by1000genomesMG-169-tumorMG-169-normal + 2 2118 c.2085A>G

G A rs45463297by1000genomesMG-169-tumorMG-169-normal - 8 4311 c.4242C>T



G A rs3744249byFrequency|by1000genomesMG-169-tumorMG-169-normal + 11 2561 c.2172G>A

A G rs3737940byFrequency|by1000genomesMG-169-tumorMG-169-normal + 7 3183 c.3138A>G

C T rs61744481by1000genomesMG-169-tumorMG-169-normal + 5 1560 c.1362C>T

C T rs151174 by1000genomesMG-169-tumorMG-169-normal + 2 1740 c.1707C>T

G T rs140059935by1000genomesMG-169-tumorMG-169-normal + 16 1408 c.1408G>T

G T rs139431164byFrequencyMG-169-tumorMG-169-normal + 3 1043 c.824G>T

C T rs468525 by1000genomesMG-169-tumorMG-169-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-169-tumorMG-169-normal - 12 2105 c.2062A>G

T C rs766894 by1000genomesMG-169-tumorMG-169-normal + 25 2461 c.2295T>C

T C rs111331725by1000genomesMG-169-tumorMG-169-normal + 6 643 c.263T>C

T G rs12963422byFrequency|by1000genomesMG-169-tumorMG-169-normal - 5 2988 c.2775A>C

A G rs2737699byFrequency|by1000genomesMG-169-tumorMG-169-normal - 10 12892 c.12304T>C

A G rs3108200byFrequency|by1000genomesMG-169-tumorMG-169-normal + 3 2040 c.810A>G

A G rs6694078byFrequency|by1000genomesMG-169-tumorMG-169-normal + 11 2688 c.2575A>G

C T rs2273779byFrequency|by1000genomesMG-169-tumorMG-169-normal + 6 583 c.538C>T

A G rs13223756byFrequency|by1000genomesMG-169-tumorMG-169-normal + 7 2144 c.1944A>G

C T rs2282303byFrequency|by1000genomesMG-169-tumorMG-169-normal - 3 899 c.827G>A

G A MG-169-tumorMG-169-normal + 1 130 c.78G>A

G A MG-169-tumorMG-169-normal + 1 688 c.688G>A

C T rs72474509byFrequency|by1000genomesMG-169-tumorMG-169-normal - 4 1337 c.1267G>A

A G rs1385600byFrequency|by1000genomesMG-169-tumorMG-169-normal - 5 1375 c.1290T>C

G A rs142702316byFrequencyMG-169-tumorMG-169-normal + 1 160 c.108G>A

T C rs41277507byFrequency|by1000genomesMG-169-tumorMG-169-normal - 4 1514 c.652A>G

T A rs17264436byFrequency|by1000genomesMG-169-tumorMG-169-normal - 21 3503 c.3501A>T

C G rs34693334byFrequency|by1000genomesMG-169-tumorMG-169-normal - 8 1060 c.775G>C

A G MG-169-tumorMG-169-normal + 1 378 c.378A>G

T C rs17364812byFrequency|by1000genomesMG-169-tumorMG-169-normal + 13 1219 c.1110T>C

G C rs2227910byFrequency|by1000genomesMG-169-tumorMG-169-normal + 2 1911 c.804G>C

T C MG-169-tumorMG-169-normal + 8 505 c.505T>C

C T rs11931107by1000genomesMG-169-tumorMG-169-normal - 10 6953 c.6744G>A

C T MG-169-tumorMG-169-normal - 3 931 c.736G>A

G A rs1800281byFrequencyMG-169-tumorMG-169-normal - 75 10995 c.10789C>T

C G rs149605490by1000genomesMG-169-tumorMG-169-normal + 3 1000 c.781C>G

G A rs13054014byFrequency|by1000genomesMG-169-tumorMG-169-normal + 2 569 c.210G>A

A T rs10107774byFrequency|by1000genomesMG-169-tumorMG-169-normal + 3 1496 c.1342A>T

G A MG-169-tumorMG-169-normal - 15 2801 c.2587C>T

G A rs6089924byFrequency|by1000genomesMG-169-tumorMG-169-normal - 4 920 c.851C>T

C T rs55979329by1000genomesMG-169-tumorMG-169-normal - 3 1257 c.725G>A

A G MG-169-tumorMG-169-normal + 1 340 c.340A>G

T C rs78472618byFrequencyMG-169-tumorMG-169-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-169-tumorMG-169-normal + 2 1315 c.1282C>G

T C rs7275 by1000genomesMG-169-tumorMG-169-normal + 35 5267 c.4983T>C

A G rs7762830by1000genomesMG-17-tumorMG-17-normal + 14 2120 c.1921A>G

A G rs62077275 MG-17-tumorMG-17-normal - 2 173 c.80T>C

T C MG-17-tumorMG-17-normal - 6 551 c.419A>G

C A MG-17-tumorMG-17-normal + 9 685 c.685C>A

C T rs2071702byFrequency|by1000genomesMG-17-tumorMG-17-normal + 27 7277 c.7254C>T



T G MG-17-tumorMG-17-normal - 4 172 c.128A>C

G A MG-17-tumorMG-17-normal + 1 70 c.70G>A

A G MG-17-tumorMG-17-normal + 9 1562 c.1562A>G

G C rs77467652 MG-17-tumorMG-17-normal - 5 542 c.449C>G

C T MG-17-tumorMG-17-normal - 13 1523 c.1483G>A

T G rs3208659 MG-17-tumorMG-17-normal - 7 871 c.778A>C

C T rs62077268 MG-17-tumorMG-17-normal - 3 262 c.169G>A

A G rs2557924 MG-17-tumorMG-17-normal + 5 732 c.606A>G

T C MG-17-tumorMG-17-normal - 22 3673 c.3455A>G

T G rs1058201 MG-17-tumorMG-17-normal - 3 297 c.204A>C

T G rs62075658 MG-17-tumorMG-17-normal - 13 1761 c.1668A>C

A G rs62077276 MG-17-tumorMG-17-normal - 2 170 c.77T>C

T C rs62077265 MG-17-tumorMG-17-normal - 3 321 c.228A>G

A G rs3208627 MG-17-tumorMG-17-normal - 2 153 c.60T>C

C T MG-17-tumorMG-17-normal + 1 42

G A MG-17-tumorMG-17-normal + 9 1795 c.1261G>A

C T rs2293347byFrequency|by1000genomesMG-171-tumorMG-171-normal + 25 3159 c.2982C>T

C T MG-171-tumorMG-171-normal + 3 423 c.43C>T

G A rs62070401by1000genomesMG-171-tumorMG-171-normal - 12 2205 c.2162C>T

C G rs72474510byFrequency|by1000genomesMG-171-tumorMG-171-normal - 4 1198 c.1128G>C

A G rs3108200byFrequency|by1000genomesMG-171-tumorMG-171-normal + 3 2040 c.810A>G

T C MG-171-tumorMG-171-normal - 20 3938 c.3851A>G

G C rs2240 byFrequency|by1000genomesMG-171-tumorMG-171-normal - 13 2935 c.2560C>G

A G MG-171-tumorMG-171-normal + 1 472 c.472A>G

G A rs16847812byFrequency|by1000genomesMG-171-tumorMG-171-normal + 4 978 c.865G>A

T C rs28489116by1000genomesMG-171-tumorMG-171-normal - 10 5194 c.4985A>G

G A rs35600223by1000genomesMG-171-tumorMG-171-normal + 3 812 c.438G>A

G A MG-171-tumorMG-171-normal - 3 1057 c.525C>T

G A rs56145411byFrequency|by1000genomesMG-171-tumorMG-171-normal + 4 1211 c.1124G>A

C T rs151233 by1000genomesMG-171-tumorMG-171-normal + 2 99 c.66C>T

C G rs9659529byFrequency|by1000genomesMG-171-tumorMG-171-normal + 2 302 c.215C>G

G A rs1718878byFrequency|by1000genomesMG-171-tumorMG-171-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-171-tumorMG-171-normal + 16 2064 c.1887T>A

C T rs116355400byFrequency|by1000genomesMG-171-tumorMG-171-normal + 11 2618 c.2505C>T

A G rs2973568by1000genomesMG-171-tumorMG-171-normal + 13 1856 c.1680A>G

T C rs2229263byFrequency|by1000genomesMG-171-tumorMG-171-normal - 3 533 c.248A>G

T C rs7935 byFrequency|by1000genomesMG-171-tumorMG-171-normal + 9 1808 c.1524T>C

A T rs78455617byFrequency|by1000genomesMG-171-tumorMG-171-normal - 4 1208 c.1138T>A

T C rs143332174by1000genomesMG-171-tumorMG-171-normal - 3 244 c.207A>G

G C rs62070406by1000genomesMG-171-tumorMG-171-normal - 9 1754 c.1711C>G

T C rs10082391byFrequency|by1000genomesMG-171-tumorMG-171-normal - 13 8654 c.8279A>G

C T rs55913776 MG-171-tumorMG-171-normal - 3 1207 c.675G>A

T C rs34750407byFrequency|by1000genomesMG-171-tumorMG-171-normal - 14 9680 c.9305A>G

A G rs826549 by1000genomesMG-171-tumorMG-171-normal + 18 2676 c.2550A>G

G A rs3810479byFrequency|by1000genomesMG-171-tumorMG-171-normal - 17 7692 c.7623C>T

C G rs11718329by1000genomesMG-171-tumorMG-171-normal + 4 719 c.647C>G

T C rs13286541by1000genomesMG-171-tumorMG-171-normal - 9 2245 c.1909A>G



G T rs3212254byFrequency|by1000genomesMG-171-tumorMG-171-normal - 10 1693 c.1475C>A

A C rs1052908 MG-171-tumorMG-171-normal + 4 1261 c.1158A>C

C T MG-171-tumorMG-171-normal - 4 988 c.793G>A

C T MG-171-tumorMG-171-normal - 4 1075 c.1024G>A

G A rs74351250byFrequency|by1000genomesMG-171-tumorMG-171-normal - 9 1013 c.1014C>T

G C MG-171-tumorMG-171-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-171-tumorMG-171-normal + 22 2662 c.2385C>T

G A rs9789047by1000genomesMG-171-tumorMG-171-normal + 10 998 c.998G>A

T C rs7716253by1000genomesMG-171-tumorMG-171-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-171-tumorMG-171-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-171-tumorMG-171-normal - 10 9441 c.8853T>C

A G rs1385600byFrequency|by1000genomesMG-171-tumorMG-171-normal - 5 1375 c.1290T>C

G T rs148745623 MG-171-tumorMG-171-normal - 4 1078 c.1008C>A

C G rs2509943byFrequency|by1000genomesMG-171-tumorMG-171-normal + 3 776 c.279C>G

T C rs74903197byFrequency|by1000genomesMG-171-tumorMG-171-normal + 22 3640 c.3639T>C

A G rs9667 by1000genomesMG-171-tumorMG-171-normal + 3 354 c.168A>G

T C rs62070402by1000genomesMG-171-tumorMG-171-normal - 12 2105 c.2062A>G

G T rs4036676 MG-171-tumorMG-171-normal + 16 1395 c.1395G>T

G A MG-171-tumorMG-171-normal - 1 276 c.225C>T

C G rs2282302byFrequency|by1000genomesMG-171-tumorMG-171-normal - 3 965 c.893G>C

G A MG-171-tumorMG-171-normal + 1 528 c.528G>A

C G rs149605490by1000genomesMG-171-tumorMG-171-normal + 3 1000 c.781C>G

G A rs13054014byFrequency|by1000genomesMG-171-tumorMG-171-normal + 2 569 c.210G>A

G A rs55656447byFrequency|by1000genomesMG-171-tumorMG-171-normal - 5 5162 c.4949C>T

C T rs12741518byFrequency|by1000genomesMG-171-tumorMG-171-normal - 3 575 c.500G>A

C T rs1009668byFrequency|by1000genomesMG-171-tumorMG-171-normal - 20 2134 c.1864G>A

A C MG-171-tumorMG-171-normal + 13 1505 c.685A>C

C T rs139351719by1000genomesMG-171-tumorMG-171-normal - 5 554 c.13G>A

T C rs3755806byFrequency|by1000genomesMG-171-tumorMG-171-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-171-tumorMG-171-normal - 13 5919 c.5544G>A

A C rs7995564by1000genomesMG-171-tumorMG-171-normal + 10 2068 c.1534A>C

G A MG-171-tumorMG-171-normal + 1 271 c.271G>A

A G rs11016073byFrequency|by1000genomesMG-171-tumorMG-171-normal - 13 6677 c.6302T>C

C T rs77791636by1000genomesMG-171-tumorMG-171-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-171-tumorMG-171-normal - 18 3000 c.2874G>T

A G rs9653483by1000genomesMG-171-tumorMG-171-normal - 21 5040 c.4953T>C

G A rs12104022by1000genomesMG-171-tumorMG-171-normal - 3 784 c.252C>T

A C rs149752576byFrequency|by1000genomesMG-171-tumorMG-171-normal + 14 1576 c.1342A>C

T C rs2251219byFrequency|by1000genomesMG-171-tumorMG-171-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-171-tumorMG-171-normal + 1 144 c.57C>T

C T rs10258429byFrequency|by1000genomesMG-171-tumorMG-171-normal + 16 2213 c.1968C>T

C A rs28897706byFrequencyMG-171-tumorMG-171-normal + 10 1205 c.978C>A

G A rs61753697byFrequency|by1000genomesMG-171-tumorMG-171-normal + 1 376 c.99G>A

T C MG-171-tumorMG-171-normal + 9 1230 c.87T>C

C T rs9332773by1000genomesMG-171-tumorMG-171-normal + 3 1997 c.1974C>T

C G rs145987835byFrequencyMG-171-tumorMG-171-normal - 4 1432 c.1362G>C

A G rs2737699byFrequency|by1000genomesMG-171-tumorMG-171-normal - 10 12892 c.12304T>C



T G rs12963422byFrequency|by1000genomesMG-171-tumorMG-171-normal - 5 2988 c.2775A>C

C G rs143879890by1000genomesMG-171-tumorMG-171-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-171-tumorMG-171-normal + 7 1855 c.1810A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-171-tumorMG-171-normal + 7 1597 c.1215T>C

G T rs61758364by1000genomesMG-171-tumorMG-171-normal - 9 1948 c.1726C>A

A G rs150594 byFrequency|by1000genomesMG-171-tumorMG-171-normal - 13 1559 c.1356T>C

G A rs9804992byFrequency|by1000genomesMG-171-tumorMG-171-normal + 11 3172 c.2529G>A

C A MG-171-tumorMG-171-normal + 4 868 c.833C>A

G A rs80198225 MG-171-tumorMG-171-normal + 8 527 c.527G>A

A G rs17443123by1000genomesMG-171-tumorMG-171-normal + 5 915 c.750A>G

C T rs11591817byFrequency|by1000genomesMG-171-tumorMG-171-normal - 13 6002 c.5627G>A

A G rs3822625by1000genomesMG-171-tumorMG-171-normal + 14 3084 c.3084A>G

C T rs61740268by1000genomesMG-171-tumorMG-171-normal + 1 861 c.561C>T

C T rs2269654byFrequency|by1000genomesMG-171-tumorMG-171-normal + 11 2687 c.2574C>T

T C rs7714670by1000genomesMG-171-tumorMG-171-normal + 6 849 c.673T>C

T C rs33910491byFrequency|by1000genomesMG-171-tumorMG-171-normal - 5 4949 c.4736A>G

A T rs7095325byFrequency|by1000genomesMG-171-tumorMG-171-normal - 7 1087 c.712T>A

G A rs77288131byFrequency|by1000genomesMG-171-tumorMG-171-normal + 12 2707 c.2488G>A

G A rs10980461by1000genomesMG-171-tumorMG-171-normal - 1 396 c.60C>T

C A rs145848316byFrequency|by1000genomesMG-171-tumorMG-171-normal - 34 5271 c.5053G>T

C T rs1801187byFrequency|by1000genomesMG-171-tumorMG-171-normal - 37 5440 c.5234G>A

C T rs11016072byFrequency|by1000genomesMG-171-tumorMG-171-normal - 13 8909 c.8534G>A

C T rs4750936byFrequency|by1000genomesMG-171-tumorMG-171-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-171-tumorMG-171-normal - 8 1866 c.1491G>C

G A MG-171-tumorMG-171-normal - 4 883 c.568C>T

G C rs61731528by1000genomesMG-171-tumorMG-171-normal - 5 1442 c.901C>G

T C rs12990449byFrequency|by1000genomesMG-171-tumorMG-171-normal - 2 1114 c.143A>G

G A rs6018623byFrequency|by1000genomesMG-171-tumorMG-171-normal + 20 3957 c.3741G>A

A G MG-171-tumorMG-171-normal + 1 47 c.47A>G

T G rs149170140by1000genomesMG-171-tumorMG-171-normal - 3 6939 c.6867A>C

T C MG-171-tumorMG-171-normal - 3 305 c.270A>G

C A rs35430524by1000genomesMG-171-tumorMG-171-normal + 12 3111 c.2737C>A

C T rs2285975byFrequency|by1000genomesMG-171-tumorMG-171-normal - 13 2445 c.2256G>A

C T rs1130233byFrequency|by1000genomesMG-171-tumorMG-171-normal - 8 2206 c.726G>A

A G rs3737940byFrequency|by1000genomesMG-171-tumorMG-171-normal + 7 3183 c.3138A>G

T C MG-171-tumorMG-171-normal + 1 1026 c.1026T>C

A C rs80303640by1000genomesMG-171-tumorMG-171-normal - 16 1415 c.1416T>G

G T rs147825872 MG-171-tumorMG-171-normal + 20 4359 c.4282G>T

T C rs143583837by1000genomesMG-171-tumorMG-171-normal - 55 8991 c.8747A>G

T C MG-171-tumorMG-171-normal + 8 505 c.505T>C

C T rs115204119byFrequency|by1000genomesMG-171-tumorMG-171-normal - 3 579 c.23G>A

C T rs57014690by1000genomesMG-171-tumorMG-171-normal - 6 1554 c.1232G>A

T G rs1050767byFrequency|by1000genomesMG-171-tumorMG-171-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-171-tumorMG-171-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-171-tumorMG-171-normal + 1 160 c.108G>A

C T rs2229975by1000genomesMG-171-tumorMG-171-normal - 5 927 c.852G>A

C T rs3745764byFrequency|by1000genomesMG-171-tumorMG-171-normal + 9 2705 c.1064C>T



G A rs147918555 MG-171-tumorMG-171-normal + 20 3960 c.3744G>A

G T rs11054277 MG-171-tumorMG-171-normal - 3 652 c.617C>A

G A MG-171-tumorMG-171-normal - 4 651 c.336C>T

C T MG-171-tumorMG-171-normal - 3 300 c.263G>A

T A rs56279059by1000genomesMG-171-tumorMG-171-normal - 3 1034 c.502A>T

A G rs4143768byFrequency|by1000genomesMG-171-tumorMG-171-normal - 10 6783 c.6195T>C

G A MG-171-tumorMG-171-normal - 8 1265 c.1047C>T

C T rs62478357byFrequencyMG-171-tumorMG-171-normal - 8 1268 c.1050G>A

G A rs2127898byFrequency|by1000genomesMG-171-tumorMG-171-normal - 6 1130 c.920C>T

C T rs1386356byFrequency|by1000genomesMG-171-tumorMG-171-normal - 85 14018 c.13047G>A

G A rs7624750byFrequency|by1000genomesMG-171-tumorMG-171-normal + 4 707 c.473G>A

C T rs140105230byFrequency|by1000genomesMG-171-tumorMG-171-normal - 4 1405 c.1335G>A

T C rs9851685byFrequency|by1000genomesMG-171-tumorMG-171-normal + 23 2508 c.2274T>C

C T rs77345168byFrequency|by1000genomesMG-171-tumorMG-171-normal - 3 6235 c.6163G>A

G A rs13007735byFrequency|by1000genomesMG-171-tumorMG-171-normal - 16 3587 c.2616C>T

C G MG-171-tumorMG-171-normal - 6 293 c.249G>C

T C rs11373 byFrequency|by1000genomesMG-171-tumorMG-171-normal - 3 787 c.367A>G

G A rs117101251by1000genomesMG-171-tumorMG-171-normal - 4 1317 c.887C>T

T G rs79385100by1000genomesMG-171-tumorMG-171-normal - 11 1929 c.1930A>C

G A MG-171-tumorMG-171-normal + 8 1116

T C rs9646771by1000genomesMG-171-tumorMG-171-normal - 4 787 c.447A>G

C T rs41266136byFrequency|by1000genomesMG-171-tumorMG-171-normal - 3 1018 c.943G>A

A C rs12531344byFrequency|by1000genomesMG-171-tumorMG-171-normal + 17 1957 c.1137A>C

T C MG-171-tumorMG-171-normal - 4 1446 c.1376A>G

G C rs6771157byFrequency|by1000genomesMG-171-tumorMG-171-normal - 19 3392 c.3393C>G

G A rs117888848byFrequency|by1000genomesMG-171-tumorMG-171-normal + 2 555 c.321G>A

C T MG-171-tumorMG-171-normal - 7 1273 c.1119G>A

A C rs76504934by1000genomesMG-171-tumorMG-171-normal - 4 464 c.427T>G

C G rs3817428by1000genomesMG-171-tumorMG-171-normal + 15 7493 c.7119C>G

G A rs34949187by1000genomesMG-171-tumorMG-171-normal + 6 1198 c.824G>A

A G rs28377978by1000genomesMG-171-tumorMG-171-normal + 1 870 c.570A>G

C T rs7300444byFrequency|by1000genomesMG-171-tumorMG-171-normal + 19 5383 c.4740C>T

G A rs11549106byFrequency|by1000genomesMG-171-tumorMG-171-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-171-tumorMG-171-normal - 15 3032 c.2696A>G

C T rs12777740byFrequency|by1000genomesMG-171-tumorMG-171-normal - 13 8321 c.7946G>A

T G rs78697077byFrequency|by1000genomesMG-171-tumorMG-171-normal - 34 5286 c.5068A>C

G C rs34188717byFrequency|by1000genomesMG-171-tumorMG-171-normal - 3 2484 c.2409C>G

C T rs10082533byFrequency|by1000genomesMG-171-tumorMG-171-normal - 13 8753 c.8378G>A

G A rs59505617by1000genomesMG-171-tumorMG-171-normal - 6 1756 c.1434C>T

G C rs45469098by1000genomesMG-171-tumorMG-171-normal - 1 255 c.256C>G

T C rs112827102byFrequency|by1000genomesMG-171-tumorMG-171-normal - 19 3495 c.3285A>G

T G rs1800275byFrequency|by1000genomesMG-171-tumorMG-171-normal - 48 7302 c.7096A>C

A C rs75752352by1000genomesMG-171-tumorMG-171-normal - 4 1274 c.1172T>G

T C rs3121080byFrequency|by1000genomesMG-171-tumorMG-171-normal - 2 130 c.60A>G

G A rs2271189byFrequency|by1000genomesMG-171-tumorMG-171-normal + 27 3788 c.3348G>A

A G rs11571653by1000genomesMG-171-tumorMG-171-normal + 11 2577 c.2350A>G

G A MG-171-tumorMG-171-normal - 5 563 c.22C>T



A G rs17078605byFrequency|by1000genomesMG-171-tumorMG-171-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-171-tumorMG-171-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-171-tumorMG-171-normal - 2 514 c.174G>A

C T rs2229882by1000genomesMG-171-tumorMG-171-normal + 9 1566 c.1566C>T

A G rs28647489by1000genomesMG-171-tumorMG-171-normal - 15 10210 c.10001T>C

G A rs139856989 MG-171-tumorMG-171-normal - 4 1057 c.987C>T

G A MG-171-tumorMG-171-normal - 18 1657 c.1658C>T

C A rs75414918byFrequency|by1000genomesMG-171-tumorMG-171-normal + 2 277 c.43C>A

G A rs55855602by1000genomesMG-171-tumorMG-171-normal - 3 1030 c.498C>T

C T rs872665 by1000genomesMG-171-tumorMG-171-normal - 7 1855 c.1519G>A

A G MG-171-tumorMG-171-normal + 3 397 c.17A>G

C T rs78336331byFrequency|by1000genomesMG-171-tumorMG-171-normal - 3 1442 c.1239G>A

G A MG-171-tumorMG-171-normal - 7 889 c.796C>T

G A rs2227983byFrequency|by1000genomesMG-171-tumorMG-171-normal + 13 1739 c.1562G>A

G A rs12729662byFrequency|by1000genomesMG-171-tumorMG-171-normal - 3 8430 c.8355C>T

A G rs151306742by1000genomesMG-171-tumorMG-171-normal + 4 729 c.285A>G

T C rs142619172byFrequencyMG-171-tumorMG-171-normal - 4 604 c.289A>G

G T rs3745765byFrequency|by1000genomesMG-171-tumorMG-171-normal + 9 2360 c.719G>T

C T MG-171-tumorMG-171-normal - 1 565 c.514G>A

T C rs16921260by1000genomesMG-171-tumorMG-171-normal + 1 1073 c.773T>C

C T rs17848184byFrequency|by1000genomesMG-171-tumorMG-171-normal - 55 10932 c.10647G>A

G A rs7234999byFrequency|by1000genomesMG-171-tumorMG-171-normal - 5 5512 c.5299C>T

G A rs60571683byFrequency|by1000genomesMG-171-tumorMG-171-normal + 16 2196 c.1977G>A

A C rs4625290byFrequency|by1000genomesMG-171-tumorMG-171-normal - 2 325 c.255T>G

G C rs12104021by1000genomesMG-171-tumorMG-171-normal - 3 790 c.258C>G

C T rs55979329by1000genomesMG-171-tumorMG-171-normal - 3 1257 c.725G>A

A G rs2227973byFrequency|by1000genomesMG-171-tumorMG-171-normal + 2 2571 c.2459A>G

G A MG-171-tumorMG-171-normal + 3 522 c.243G>A

T C rs2450122byFrequency|by1000genomesMG-171-tumorMG-171-normal - 10 2089 c.2004A>G

G A rs11549105byFrequency|by1000genomesMG-171-tumorMG-171-normal - 6 1228 c.1224C>T

C G rs80027487byFrequency|by1000genomesMG-171-tumorMG-171-normal + 3 451 c.364C>G

T C MG-171-tumorMG-171-normal - 1 464 c.465A>G

G T rs9661554byFrequency|by1000genomesMG-171-tumorMG-171-normal + 2 186 c.99G>T

G A rs1713982byFrequency|by1000genomesMG-171-tumorMG-171-normal + 15 2261 c.1848G>A

T C rs140856347by1000genomesMG-171-tumorMG-171-normal - 20 3525 c.3438A>G

T C rs3026101by1000genomesMG-171-tumorMG-171-normal + 14 2279 c.2055T>C

G A rs10082432byFrequency|by1000genomesMG-171-tumorMG-171-normal - 13 8757 c.8382C>T

A G rs2664522|rs147879509|rs72181894|rs3092460|rs3830809by1000genomesMG-171-tumorMG-171-normal + 20 3966 c.3750A>G

A G rs34625286byFrequency|by1000genomesMG-171-tumorMG-171-normal - 3 2493 c.2418T>C

C T rs7240355byFrequency|by1000genomesMG-171-tumorMG-171-normal - 5 5238 c.5025G>A

C T rs2270516byFrequency|by1000genomesMG-171-tumorMG-171-normal + 10 1312 c.923C>T

G C rs61735455by1000genomesMG-171-tumorMG-171-normal + 12 2108 c.1884G>C

C T MG-171-tumorMG-171-normal - 8 1260 c.1042G>A

T C MG-171-tumorMG-171-normal + 1 1281 c.1281T>C

T C MG-171-tumorMG-171-normal - 14 9978 c.9603A>G

G A rs149181731byFrequencyMG-171-tumorMG-171-normal + 1 431 c.379G>A

C T rs75838083byFrequency|by1000genomesMG-171-tumorMG-171-normal + 3 450 c.363C>T



C A rs117510452by1000genomesMG-171-tumorMG-171-normal + 15 1877 c.1825C>A

T G rs3204790byFrequency|by1000genomesMG-171-tumorMG-171-normal + 2 287 c.200T>G

T C rs17114803byFrequency|by1000genomesMG-171-tumorMG-171-normal + 11 1465 c.1299T>C

C A MG-171-tumorMG-171-normal + 12 1060 c.962C>A

C A rs6453022by1000genomesMG-171-tumorMG-171-normal + 7 1027 c.851C>A

A C rs75989782byFrequency|by1000genomesMG-171-tumorMG-171-normal - 6 2132 c.1471T>G

G A rs2248407byFrequency|by1000genomesMG-171-tumorMG-171-normal - 4 1003 c.918C>T

G A rs2289247byFrequency|by1000genomesMG-171-tumorMG-171-normal + 11 1273 c.1063G>A

C A rs3736306byFrequency|by1000genomesMG-171-tumorMG-171-normal + 14 4184 c.3795C>A

T C rs11016071byFrequency|by1000genomesMG-171-tumorMG-171-normal - 13 9086 c.8711A>G

G T rs7083622byFrequency|by1000genomesMG-171-tumorMG-171-normal - 13 7385 c.7010C>A

T C rs2072736byFrequency|by1000genomesMG-171-tumorMG-171-normal - 8 1410 c.474A>G

A G rs147138981by1000genomesMG-171-tumorMG-171-normal + 11 2553 c.2334A>G

A G rs6694078byFrequency|by1000genomesMG-171-tumorMG-171-normal + 11 2688 c.2575A>G

A G rs2929158by1000genomesMG-171-tumorMG-171-normal - 19 4373 c.4163T>C

G C rs2240089byFrequency|by1000genomesMG-171-tumorMG-171-normal - 12 3187 c.3003C>G

C T MG-171-tumorMG-171-normal - 3 370 c.335G>A

T A rs17264436byFrequency|by1000genomesMG-171-tumorMG-171-normal - 21 3503 c.3501A>T

A G rs17051895by1000genomesMG-171-tumorMG-171-normal + 23 4485 c.3951A>G

G A rs2003233 MG-171-tumorMG-171-normal - 17 1503 c.1504C>T

T C rs831043 byFrequency|by1000genomesMG-172-tumorMG-172-normal - 21 3354 c.3069A>G

C T rs1386356byFrequency|by1000genomesMG-172-tumorMG-172-normal - 85 14018 c.13047G>A

C T rs149513330byFrequency|by1000genomesMG-172-tumorMG-172-normal + 5 766 c.600C>T

G T rs3745765byFrequency|by1000genomesMG-172-tumorMG-172-normal + 9 2360 c.719G>T

G A rs41283020byFrequency|by1000genomesMG-172-tumorMG-172-normal - 12 6890 c.6821C>T

G A rs62070401by1000genomesMG-172-tumorMG-172-normal - 12 2205 c.2162C>T

G A rs2880955by1000genomesMG-172-tumorMG-172-normal + 12 1031 c.1031G>A

G A rs41274506byFrequency|by1000genomesMG-172-tumorMG-172-normal - 56 7531 c.7455C>T

G A rs61751540by1000genomesMG-172-tumorMG-172-normal - 25 4611 c.4536C>T

A G rs2229267byFrequency|by1000genomesMG-172-tumorMG-172-normal - 29 5160 c.4875T>C

G A MG-172-tumorMG-172-normal + 1 357 c.357G>A

C T rs115600896byFrequency|by1000genomesMG-172-tumorMG-172-normal - 7 748 c.478G>A

G T rs2075249byFrequency|by1000genomesMG-172-tumorMG-172-normal - 21 3339 c.3054C>A

T C rs35790097byFrequency|by1000genomesMG-172-tumorMG-172-normal + 1 184 c.106T>C

C G rs72474510byFrequency|by1000genomesMG-172-tumorMG-172-normal - 4 1198 c.1128G>C

A G rs4143768byFrequency|by1000genomesMG-172-tumorMG-172-normal - 10 6783 c.6195T>C

A G rs3181247byFrequency|by1000genomesMG-172-tumorMG-172-normal - 3 522 c.304T>C

A G rs1206038byFrequency|by1000genomesMG-172-tumorMG-172-normal + 29 5706 c.5071A>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-172-tumorMG-172-normal + 6 830 c.282G>C

G A rs16885 byFrequency|by1000genomesMG-172-tumorMG-172-normal - 9 3193 c.2257C>T

G A rs2853344byFrequency|by1000genomesMG-172-tumorMG-172-normal - 13 2990 c.2615C>T

C T rs9105 byFrequency|by1000genomesMG-172-tumorMG-172-normal + 33 4964 c.4680C>T

T C rs766894 by1000genomesMG-172-tumorMG-172-normal + 25 2461 c.2295T>C

G A rs61737954byFrequency|by1000genomesMG-172-tumorMG-172-normal - 13 3908 c.3724C>T

G A rs78335246byFrequency|by1000genomesMG-172-tumorMG-172-normal + 41 8171 c.7536G>A

C T rs77791636by1000genomesMG-172-tumorMG-172-normal + 6 1132 c.1080C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-172-tumorMG-172-normal + 17 2594 c.2046A>C



A C rs147999369byFrequency|by1000genomesMG-172-tumorMG-172-normal + 12 2859 c.2746A>C

A G rs4532127byFrequency|by1000genomesMG-172-tumorMG-172-normal + 13 1587 c.1377A>G

G A rs17052357byFrequency|by1000genomesMG-172-tumorMG-172-normal - 10 1187 c.1185C>T

A G rs2229268byFrequency|by1000genomesMG-172-tumorMG-172-normal - 61 11886 c.11601T>C

A G rs3108200byFrequency|by1000genomesMG-172-tumorMG-172-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-172-tumorMG-172-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-172-tumorMG-172-normal + 36 5181 c.5016C>T

T C rs140856347by1000genomesMG-172-tumorMG-172-normal - 20 3525 c.3438A>G

T C rs7716253by1000genomesMG-172-tumorMG-172-normal + 8 1121 c.945T>C

C T rs149279834byFrequency|by1000genomesMG-172-tumorMG-172-normal + 26 5147 c.4512C>T

C T rs2853346byFrequency|by1000genomesMG-172-tumorMG-172-normal - 13 5919 c.5544G>A

G A rs2228000byFrequency|by1000genomesMG-172-tumorMG-172-normal - 9 1710 c.1496C>T

A C rs4625290byFrequency|by1000genomesMG-172-tumorMG-172-normal - 2 325 c.255T>G

C T rs1049622|rs114303286byFrequency|by1000genomesMG-172-tumorMG-172-normal + 7 1073 c.525C>T

G C rs12104021by1000genomesMG-172-tumorMG-172-normal - 3 790 c.258C>G

A G rs9552929byFrequency|by1000genomesMG-172-tumorMG-172-normal - 10 9441 c.8853T>C

G A rs7624750byFrequency|by1000genomesMG-172-tumorMG-172-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-172-tumorMG-172-normal - 18 3000 c.2874G>T

T C rs142304809byFrequencyMG-172-tumorMG-172-normal - 9 1291 c.1259A>G

C T rs140105230byFrequency|by1000genomesMG-172-tumorMG-172-normal - 4 1405 c.1335G>A

A G rs9653483by1000genomesMG-172-tumorMG-172-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-172-tumorMG-172-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-172-tumorMG-172-normal - 3 1368 c.836T>C

T C rs144722609byFrequency|by1000genomesMG-172-tumorMG-172-normal - 7 989 c.610A>G

G C MG-172-tumorMG-172-normal + 12 5349 c.4975G>C

G A rs12104022by1000genomesMG-172-tumorMG-172-normal - 3 784 c.252C>T

T G rs10817033by1000genomesMG-172-tumorMG-172-normal - 8 2079 c.1743A>C

T C rs41286961byFrequency|by1000genomesMG-172-tumorMG-172-normal + 14 1440 c.1340T>C

G A rs16847812byFrequency|by1000genomesMG-172-tumorMG-172-normal + 4 978 c.865G>A

C T rs150315049by1000genomesMG-172-tumorMG-172-normal - 4 654 c.435G>A

T C rs61995685byFrequency|by1000genomesMG-172-tumorMG-172-normal + 22 4499 c.3864T>C

T C rs4652678by1000genomesMG-172-tumorMG-172-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-172-tumorMG-172-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-172-tumorMG-172-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-172-tumorMG-172-normal - 16 3587 c.2616C>T

C A rs41292209by1000genomesMG-172-tumorMG-172-normal + 57 9141 c.8607C>A

T C MG-172-tumorMG-172-normal + 5 516 c.136T>C

C A rs3739298byFrequency|by1000genomesMG-172-tumorMG-172-normal - 9 2230 c.1821G>T

T G rs1998206byFrequency|by1000genomesMG-172-tumorMG-172-normal - 5 631 c.433A>C

G C rs12350212byFrequency|by1000genomesMG-172-tumorMG-172-normal + 5 1878 c.1788G>C

G A rs16912247byFrequency|by1000genomesMG-172-tumorMG-172-normal - 14 9973 c.9598C>T

T C MG-172-tumorMG-172-normal + 1 52 c.52T>C

C G rs80027487byFrequency|by1000genomesMG-172-tumorMG-172-normal + 3 451 c.364C>G

T C MG-172-tumorMG-172-normal - 3 305 c.270A>G

T C rs1805129byFrequency|by1000genomesMG-172-tumorMG-172-normal - 2 327 c.252A>G

A G rs40831 by1000genomesMG-172-tumorMG-172-normal + 2 2118 c.2085A>G

G A rs142477303byFrequencyMG-172-tumorMG-172-normal - 13 6695 c.6320C>T



G A rs1718878byFrequency|by1000genomesMG-172-tumorMG-172-normal + 13 2003 c.1590G>A

A G rs11778209byFrequency|by1000genomesMG-172-tumorMG-172-normal - 39 6448 c.6204T>C

C G rs34693334byFrequency|by1000genomesMG-172-tumorMG-172-normal - 8 1060 c.775G>C

G C rs2227910byFrequency|by1000genomesMG-172-tumorMG-172-normal + 2 1911 c.804G>C

C T rs151182657byFrequencyMG-172-tumorMG-172-normal - 9 1295 c.1263G>A

T G rs79385100by1000genomesMG-172-tumorMG-172-normal - 11 1929 c.1930A>C

G A rs1713982byFrequency|by1000genomesMG-172-tumorMG-172-normal + 15 2261 c.1848G>A

C G rs145987835byFrequencyMG-172-tumorMG-172-normal - 4 1432 c.1362G>C

G T rs11054277 MG-172-tumorMG-172-normal - 3 652 c.617C>A

C T MG-172-tumorMG-172-normal + 1 1081 c.1081C>T

T C MG-172-tumorMG-172-normal - 20 3938 c.3851A>G

G A rs34106261byFrequency|by1000genomesMG-172-tumorMG-172-normal - 7 1117 c.899C>T

T C rs9646771by1000genomesMG-172-tumorMG-172-normal - 4 787 c.447A>G

G A MG-172-tumorMG-172-normal - 4 836 c.837C>T

T C rs41300566byFrequency|by1000genomesMG-172-tumorMG-172-normal - 13 3805 c.3430A>G

T G rs552183 byFrequency|by1000genomesMG-172-tumorMG-172-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-172-tumorMG-172-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-172-tumorMG-172-normal + 14 2279 c.2055T>C

G A rs11177 byFrequency|by1000genomesMG-172-tumorMG-172-normal + 3 290 c.80G>A

G A rs80198225 MG-172-tumorMG-172-normal + 8 527 c.527G>A

T G rs12963422byFrequency|by1000genomesMG-172-tumorMG-172-normal - 5 2988 c.2775A>C

T C MG-172-tumorMG-172-normal - 4 1446 c.1376A>G

C A rs6453022by1000genomesMG-172-tumorMG-172-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-172-tumorMG-172-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-172-tumorMG-172-normal - 69 11621 c.10650G>A

A T rs3739451by1000genomesMG-172-tumorMG-172-normal - 39 9817 c.9481T>A

C T rs2227999byFrequency|by1000genomesMG-172-tumorMG-172-normal - 9 1689 c.1475G>A

C G rs143879890by1000genomesMG-172-tumorMG-172-normal - 16 2320 c.2233G>C

T C rs7714670by1000genomesMG-172-tumorMG-172-normal + 6 849 c.673T>C

A G MG-172-tumorMG-172-normal + 1 81 c.81A>G

T C rs7935 byFrequency|by1000genomesMG-172-tumorMG-172-normal + 9 1808 c.1524T>C

G A MG-172-tumorMG-172-normal - 4 453 c.138C>T

A T rs78455617byFrequency|by1000genomesMG-172-tumorMG-172-normal - 4 1208 c.1138T>A

C T rs149155949byFrequency|by1000genomesMG-172-tumorMG-172-normal + 19 3884 c.3249C>T

G A rs56337365byFrequency|by1000genomesMG-172-tumorMG-172-normal - 6 908 c.690C>T

T A rs41305611by1000genomesMG-172-tumorMG-172-normal - 3 1170 c.834A>T

A C rs76504934by1000genomesMG-172-tumorMG-172-normal - 4 464 c.427T>G

G T rs41296069by1000genomesMG-172-tumorMG-172-normal - 11 2415 c.2079C>A

T G rs9807633by1000genomesMG-172-tumorMG-172-normal - 1 88 c.89A>C

C T rs2931423by1000genomesMG-172-tumorMG-172-normal + 19 2459 c.2283C>T

T C rs13155212|rs34364709byFrequency|by1000genomesMG-172-tumorMG-172-normal + 7 1597 c.1215T>C

T C rs831042 byFrequency|by1000genomesMG-172-tumorMG-172-normal - 24 3945 c.3660A>G

G A rs34949187by1000genomesMG-172-tumorMG-172-normal + 6 1198 c.824G>A

A G rs17443123by1000genomesMG-172-tumorMG-172-normal + 5 915 c.750A>G

C T rs7300444byFrequency|by1000genomesMG-172-tumorMG-172-normal + 19 5383 c.4740C>T

C T rs55913776 MG-172-tumorMG-172-normal - 3 1207 c.675G>A

C G rs3818764by1000genomesMG-172-tumorMG-172-normal - 4 1331 c.995G>C



T C rs2229992byFrequency|by1000genomesMG-172-tumorMG-172-normal + 12 1838 c.1458T>C

G A rs2275527byFrequency|by1000genomesMG-172-tumorMG-172-normal - 39 5629 c.5553C>T

C T rs2269654byFrequency|by1000genomesMG-172-tumorMG-172-normal + 11 2687 c.2574C>T

T A rs56279059by1000genomesMG-172-tumorMG-172-normal - 3 1034 c.502A>T

G A rs143131546byFrequency|by1000genomesMG-172-tumorMG-172-normal + 8 851 c.606G>A

C T MG-172-tumorMG-172-normal - 8 1260 c.1042G>A

C T rs34922891by1000genomesMG-172-tumorMG-172-normal + 13 2223 c.2223C>T

A G MG-172-tumorMG-172-normal + 1 340 c.340A>G

T C rs9807555by1000genomesMG-172-tumorMG-172-normal - 1 196 c.197A>G

G A rs61742152byFrequency|by1000genomesMG-172-tumorMG-172-normal + 11 2573 c.2460G>A

C T rs3814883byFrequency|by1000genomesMG-172-tumorMG-172-normal + 13 2402 c.1359C>T

G T MG-172-tumorMG-172-normal - 2 447 c.237C>A

T C rs33910491byFrequency|by1000genomesMG-172-tumorMG-172-normal - 5 4949 c.4736A>G

C T rs11121691byFrequency|by1000genomesMG-172-tumorMG-172-normal - 49 6985 c.6909G>A

G T MG-172-tumorMG-172-normal + 19 1753 c.1753G>T

A G MG-172-tumorMG-172-normal + 1 174 c.174A>G

G A MG-172-tumorMG-172-normal + 1 529 c.529G>A

C T rs75838083byFrequency|by1000genomesMG-172-tumorMG-172-normal + 3 450 c.363C>T

A T rs7095325byFrequency|by1000genomesMG-172-tumorMG-172-normal - 7 1087 c.712T>A

A G rs13223756byFrequency|by1000genomesMG-172-tumorMG-172-normal + 7 2144 c.1944A>G

T C rs2075252byFrequency|by1000genomesMG-172-tumorMG-172-normal - 66 12565 c.12280A>G

T C rs2241190byFrequency|by1000genomesMG-172-tumorMG-172-normal - 17 2745 c.2460A>G

G A rs74483926byFrequency|by1000genomesMG-172-tumorMG-172-normal - 43 11197 c.10979C>T

T C rs112827102byFrequency|by1000genomesMG-172-tumorMG-172-normal - 19 3495 c.3285A>G

A C MG-172-tumorMG-172-normal + 11 974 c.808A>C

C G rs149605490by1000genomesMG-172-tumorMG-172-normal + 3 1000 c.781C>G

G A rs35296183byFrequency|by1000genomesMG-172-tumorMG-172-normal - 55 9794 c.8823C>T

A G rs149271 by1000genomesMG-172-tumorMG-172-normal + 2 543 c.510A>G

C T rs11873462by1000genomesMG-172-tumorMG-172-normal - 1 47 c.48G>A

T C MG-172-tumorMG-172-normal + 1 492 c.492T>C

C T rs62478357byFrequencyMG-172-tumorMG-172-normal - 8 1268 c.1050G>A

G A rs149181731byFrequencyMG-172-tumorMG-172-normal + 1 431 c.379G>A

T C rs1002519byFrequency|by1000genomesMG-172-tumorMG-172-normal + 1 196 c.196T>C

G A rs2271189byFrequency|by1000genomesMG-172-tumorMG-172-normal + 27 3788 c.3348G>A

G A rs3733415by1000genomesMG-172-tumorMG-172-normal - 2 601 c.392C>T

A C rs1052908 MG-172-tumorMG-172-normal + 4 1261 c.1158A>C

A G rs1136159byFrequency|by1000genomesMG-172-tumorMG-172-normal - 10 1068 c.860T>C

C T rs7240355byFrequency|by1000genomesMG-172-tumorMG-172-normal - 5 5238 c.5025G>A

A C rs1410048by1000genomesMG-172-tumorMG-172-normal - 40 10053 c.9717T>G

A G rs17078605byFrequency|by1000genomesMG-172-tumorMG-172-normal - 10 10694 c.10106T>C

A G rs180744 by1000genomesMG-172-tumorMG-172-normal + 2 1719 c.1686A>G

A C rs76437836byFrequencyMG-172-tumorMG-172-normal - 3 142 c.98T>G

G C rs3088074byFrequency|by1000genomesMG-172-tumorMG-172-normal - 9 2999 c.2785C>G

T C MG-172-tumorMG-172-normal + 1 1404 c.1404T>C

T C MG-172-tumorMG-172-normal + 1 540 c.540T>C

C A rs144349020by1000genomesMG-172-tumorMG-172-normal + 3 1131 c.912C>A

T C rs28621009byFrequency|by1000genomesMG-172-tumorMG-172-normal + 13 2864 c.2229T>C



G A MG-172-tumorMG-172-normal - 3 1505 c.973C>T

G C MG-172-tumorMG-172-normal - 5 1009 c.1010C>G

C T rs45554841by1000genomesMG-172-tumorMG-172-normal - 1 214 c.215G>A

A G MG-172-tumorMG-172-normal + 3 1245 c.1026A>G

T C rs17019360by1000genomesMG-172-tumorMG-172-normal + 17 2524 c.1800T>C

C A rs41306015byFrequency|by1000genomesMG-172-tumorMG-172-normal - 13 4052 c.3677G>T

A G rs4444457byFrequency|by1000genomesMG-172-tumorMG-172-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-172-tumorMG-172-normal - 3 660 c.661T>C

T A rs2060198byFrequency|by1000genomesMG-172-tumorMG-172-normal + 27 5204 c.4914T>A

T C rs13796 byFrequency|by1000genomesMG-172-tumorMG-172-normal + 2 372 c.159T>C

T C MG-172-tumorMG-172-normal + 1 726 c.726T>C

C T rs6432901by1000genomesMG-172-tumorMG-172-normal - 2 514 c.174G>A

A G MG-172-tumorMG-172-normal - 43 6967 c.6723T>C

G C rs45469098by1000genomesMG-172-tumorMG-172-normal - 1 255 c.256C>G

G C rs62070406by1000genomesMG-172-tumorMG-172-normal - 9 1754 c.1711C>G

C G rs2509943byFrequency|by1000genomesMG-172-tumorMG-172-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-172-tumorMG-172-normal + 11 1273 c.1063G>A

G T MG-172-tumorMG-172-normal - 4 372 c.335C>A

C T rs3796031byFrequency|by1000genomesMG-172-tumorMG-172-normal - 17 2399 c.1947G>A

G A rs41312626by1000genomesMG-172-tumorMG-172-normal + 14 1770 c.1525G>A

C T rs151174 by1000genomesMG-172-tumorMG-172-normal + 2 1740 c.1707C>T

A G rs6694078byFrequency|by1000genomesMG-172-tumorMG-172-normal + 11 2688 c.2575A>G

G A rs55855602by1000genomesMG-172-tumorMG-172-normal - 3 1030 c.498C>T

G T rs140059935by1000genomesMG-172-tumorMG-172-normal + 16 1408 c.1408G>T

G T rs139431164byFrequencyMG-172-tumorMG-172-normal + 3 1043 c.824G>T

C T rs2285975byFrequency|by1000genomesMG-172-tumorMG-172-normal - 13 2445 c.2256G>A

G T rs148745623 MG-172-tumorMG-172-normal - 4 1078 c.1008C>A

T C rs62070402by1000genomesMG-172-tumorMG-172-normal - 12 2105 c.2062A>G

C A rs3817753 MG-172-tumorMG-172-normal - 8 1575 c.639G>T

C T MG-172-tumorMG-172-normal - 3 1048 c.516G>A

A G rs74362890by1000genomesMG-172-tumorMG-172-normal + 10 701 c.701A>G

A G rs2737699byFrequency|by1000genomesMG-172-tumorMG-172-normal - 10 12892 c.12304T>C

C T MG-172-tumorMG-172-normal - 2 88

C A MG-172-tumorMG-172-normal + 3 818 c.705C>A

A G rs34173244byFrequency|by1000genomesMG-172-tumorMG-172-normal - 10 1049 c.1047T>C

C T MG-172-tumorMG-172-normal - 3 370 c.335G>A

G A rs139856989 MG-172-tumorMG-172-normal - 4 1057 c.987C>T

G A rs1676211by1000genomesMG-172-tumorMG-172-normal + 13 2154 c.2154G>A

T A rs17264436byFrequency|by1000genomesMG-172-tumorMG-172-normal - 21 3503 c.3501A>T

G C rs143139621by1000genomesMG-172-tumorMG-172-normal - 8 5946 c.5877C>G

A G MG-172-tumorMG-172-normal - 3 1337 c.805T>C

G T rs147825872 MG-172-tumorMG-172-normal + 20 4359 c.4282G>T

T C MG-172-tumorMG-172-normal + 8 505 c.505T>C

A G rs1980131byFrequency|by1000genomesMG-172-tumorMG-172-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-172-tumorMG-172-normal - 37 5440 c.5234G>A

G A rs7234999byFrequency|by1000genomesMG-172-tumorMG-172-normal - 5 5512 c.5299C>T

A G MG-172-tumorMG-172-normal - 8 2020 c.1829T>C



G A rs9789047by1000genomesMG-172-tumorMG-172-normal + 10 998 c.998G>A

C T rs55979329by1000genomesMG-172-tumorMG-172-normal - 3 1257 c.725G>A

G A rs2127898byFrequency|by1000genomesMG-172-tumorMG-172-normal - 6 1130 c.920C>T

C A rs2973558by1000genomesMG-172-tumorMG-172-normal + 20 2514 c.2338C>A

T C rs41277507byFrequency|by1000genomesMG-172-tumorMG-172-normal - 4 1514 c.652A>G

T C rs78472618byFrequencyMG-172-tumorMG-172-normal - 3 159 c.115A>G

C T MG-172-tumorMG-172-normal - 1 506 c.507G>A

C G rs180743 by1000genomesMG-172-tumorMG-172-normal + 2 1315 c.1282C>G

T C rs7275 by1000genomesMG-172-tumorMG-172-normal + 35 5267 c.4983T>C

G A rs71057717|rs71057716MG-173-tumorMG-173-normal - 3 697 c.562C>T

C T rs76334433byFrequency|by1000genomesMG-173-tumorMG-173-normal - 4 615 c.553G>A

A G rs61753702byFrequency|by1000genomesMG-173-tumorMG-173-normal + 30 3929 c.3652A>G

C G rs2229070byFrequency|by1000genomesMG-173-tumorMG-173-normal + 11 2733 c.2352C>G

T C MG-173-tumorMG-173-normal + 1 1249 c.1249T>C

C T MG-173-tumorMG-173-normal + 3 423 c.43C>T

C T rs56753294byFrequency|by1000genomesMG-173-tumorMG-173-normal - 48 12488 c.12270G>A

C A MG-173-tumorMG-173-normal + 5 631 c.409C>A

T A rs7153640byFrequency|by1000genomesMG-173-tumorMG-173-normal - 6 997 c.779A>T

G A rs35664708byFrequency|by1000genomesMG-173-tumorMG-173-normal + 16 2470 c.2271G>A

A G rs3108200byFrequency|by1000genomesMG-173-tumorMG-173-normal + 3 2040 c.810A>G

C T rs199930 by1000genomesMG-173-tumorMG-173-normal + 36 5181 c.5016C>T

T C rs140856347by1000genomesMG-173-tumorMG-173-normal - 20 3525 c.3438A>G

C A rs61733574byFrequency|by1000genomesMG-173-tumorMG-173-normal - 35 5084 c.4878G>T

G C rs2240 byFrequency|by1000genomesMG-173-tumorMG-173-normal - 13 2935 c.2560C>G

A G MG-173-tumorMG-173-normal - 1 253 c.55T>C

C G rs3818764by1000genomesMG-173-tumorMG-173-normal - 4 1331 c.995G>C

T C rs4652678by1000genomesMG-173-tumorMG-173-normal + 28 4116 c.3951T>C

T C rs71299249|rs146490783byFrequency|by1000genomesMG-173-tumorMG-173-normal + 1 3786 c.826T>C

A G rs7762830by1000genomesMG-173-tumorMG-173-normal + 14 2120 c.1921A>G

C A MG-173-tumorMG-173-normal - 30 5130 c.4932G>T

T C MG-173-tumorMG-173-normal + 1 52 c.52T>C

A G rs40831 by1000genomesMG-173-tumorMG-173-normal + 2 2118 c.2085A>G

A G rs1801439byFrequency|by1000genomesMG-173-tumorMG-173-normal + 10 1592 c.1365A>G

A T rs1063536byFrequency|by1000genomesMG-173-tumorMG-173-normal - 4 612 c.237T>A

G A rs1718878byFrequency|by1000genomesMG-173-tumorMG-173-normal + 13 2003 c.1590G>A

A G rs76736071byFrequency|by1000genomesMG-173-tumorMG-173-normal + 4 577 c.387A>G

T A rs17337023byFrequency|by1000genomesMG-173-tumorMG-173-normal + 16 2064 c.1887T>A

G A rs141064323byFrequency|by1000genomesMG-173-tumorMG-173-normal + 3 3294 c.999G>A

A T rs61745402by1000genomesMG-173-tumorMG-173-normal + 6 1372 c.1317A>T

G A rs3827025by1000genomesMG-173-tumorMG-173-normal - 6 2094 c.2025C>T

G A rs2229695byFrequency|by1000genomesMG-173-tumorMG-173-normal - 4 1628 c.766C>T

A G rs2973568by1000genomesMG-173-tumorMG-173-normal + 13 1856 c.1680A>G

T C rs2229263byFrequency|by1000genomesMG-173-tumorMG-173-normal - 3 533 c.248A>G

G A rs6601 byFrequency|by1000genomesMG-173-tumorMG-173-normal + 25 3881 c.3672G>A

T C rs7935 byFrequency|by1000genomesMG-173-tumorMG-173-normal + 9 1808 c.1524T>C

A G MG-173-tumorMG-173-normal - 2 299 c.108T>C

C T MG-173-tumorMG-173-normal - 10 1429 c.1430G>A



T C MG-173-tumorMG-173-normal + 1 540 c.540T>C

T C rs10082391byFrequency|by1000genomesMG-173-tumorMG-173-normal - 13 8654 c.8279A>G

T C rs34750407byFrequency|by1000genomesMG-173-tumorMG-173-normal - 14 9680 c.9305A>G

C T rs138457194 MG-173-tumorMG-173-normal - 9 1351 c.1352G>A

G A rs6070697byFrequency|by1000genomesMG-173-tumorMG-173-normal + 4 1189 c.920G>A

A G rs826549 by1000genomesMG-173-tumorMG-173-normal + 18 2676 c.2550A>G

T C rs1801499byFrequency|by1000genomesMG-173-tumorMG-173-normal + 11 2456 c.2229T>C

T C rs142470496byFrequencyMG-173-tumorMG-173-normal - 12 1890 c.454A>G

A T MG-173-tumorMG-173-normal + 6 696 c.474A>T

C T rs56247967byFrequency|by1000genomesMG-173-tumorMG-173-normal - 20 3153 c.3148G>A

C T MG-173-tumorMG-173-normal - 17 1517 c.1518G>A

G A rs4962081byFrequency|by1000genomesMG-173-tumorMG-173-normal - 22 3050 c.2829C>T

T C rs10512435byFrequency|by1000genomesMG-173-tumorMG-173-normal + 37 5265 c.4882T>C

T C rs13286541by1000genomesMG-173-tumorMG-173-normal - 9 2245 c.1909A>G

G T rs3212254byFrequency|by1000genomesMG-173-tumorMG-173-normal - 10 1693 c.1475C>A

G A rs7533978byFrequency|by1000genomesMG-173-tumorMG-173-normal - 6 1158 c.939C>T

C T MG-173-tumorMG-173-normal - 10 1413 c.1414G>A

A C rs76437836byFrequencyMG-173-tumorMG-173-normal - 3 142 c.98T>G

G A MG-173-tumorMG-173-normal - 1 263 c.41C>T

C T rs17290169byFrequency|by1000genomesMG-173-tumorMG-173-normal + 15 2016 c.1839C>T

G A rs74351250byFrequency|by1000genomesMG-173-tumorMG-173-normal - 9 1013 c.1014C>T

G A rs143224517byFrequency|by1000genomesMG-173-tumorMG-173-normal - 3 219 c.87C>T

G C MG-173-tumorMG-173-normal - 5 1009 c.1010C>G

G C MG-173-tumorMG-173-normal - 35 6023 c.5687C>G

C T rs1131176byFrequency|by1000genomesMG-173-tumorMG-173-normal + 17 2321 c.1962C>T

T C rs7716253by1000genomesMG-173-tumorMG-173-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-173-tumorMG-173-normal - 54 9497 c.8526T>C

G A rs61729197byFrequency|by1000genomesMG-173-tumorMG-173-normal - 13 8762 c.8387C>T

C G rs2509943byFrequency|by1000genomesMG-173-tumorMG-173-normal + 3 776 c.279C>G

T C rs61740142byFrequency|by1000genomesMG-173-tumorMG-173-normal - 6 1982 c.1495A>G

A T rs16990264byFrequency|by1000genomesMG-173-tumorMG-173-normal - 35 5222 c.5016T>A

C T MG-173-tumorMG-173-normal - 3 5767 c.5692G>A

A G rs4659654byFrequency|by1000genomesMG-173-tumorMG-173-normal - 16 2000 c.1503T>C

C G MG-173-tumorMG-173-normal - 9 1506 c.1407G>C

A G rs2074912byFrequency|by1000genomesMG-173-tumorMG-173-normal + 1 1709 c.1709A>G

C T rs72987361byFrequency|by1000genomesMG-173-tumorMG-173-normal - 3 898 c.558G>A

A C rs140434940byFrequency|by1000genomesMG-173-tumorMG-173-normal + 14 1111 c.925A>C

A G rs1799944byFrequency|by1000genomesMG-173-tumorMG-173-normal + 11 3198 c.2971A>G

G A rs45492196byFrequency|by1000genomesMG-173-tumorMG-173-normal - 4 1499 c.943C>T

G T rs12568784byFrequency|by1000genomesMG-173-tumorMG-173-normal - 3 7202 c.7130C>A

A C MG-173-tumorMG-173-normal - 20 2962 c.2771T>G

T C rs3755806byFrequency|by1000genomesMG-173-tumorMG-173-normal - 15 2117 c.2115A>G

C T rs61730536byFrequency|by1000genomesMG-173-tumorMG-173-normal - 33 5126 c.4908G>A

C A rs6738031by1000genomesMG-173-tumorMG-173-normal - 18 3000 c.2874G>T

A G rs9653483by1000genomesMG-173-tumorMG-173-normal - 21 5040 c.4953T>C

A G MG-173-tumorMG-173-normal + 1 525 c.525A>G

T G rs10817033by1000genomesMG-173-tumorMG-173-normal - 8 2079 c.1743A>C



T C rs2251219byFrequency|by1000genomesMG-173-tumorMG-173-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-173-tumorMG-173-normal + 1 144 c.57C>T

G A MG-173-tumorMG-173-normal + 1 991 c.991G>A

A G rs144929567byFrequency|by1000genomesMG-173-tumorMG-173-normal - 3 2793 c.2718T>C

A T rs146352451by1000genomesMG-173-tumorMG-173-normal + 10 797 c.699A>T

C T MG-173-tumorMG-173-normal - 7 2602 c.2533G>A

A G rs141941422byFrequencyMG-173-tumorMG-173-normal - 3 6582 c.6507T>C

G A rs2074852byFrequency|by1000genomesMG-173-tumorMG-173-normal - 6 702 c.372C>T

A G rs6679449by1000genomesMG-173-tumorMG-173-normal - 3 1923 c.1851T>C

A G rs150594 byFrequency|by1000genomesMG-173-tumorMG-173-normal - 13 1559 c.1356T>C

G A rs9804992byFrequency|by1000genomesMG-173-tumorMG-173-normal + 11 3172 c.2529G>A

C T rs58022607by1000genomesMG-173-tumorMG-173-normal - 11 1812 c.1472G>A

T C rs77232056byFrequency|by1000genomesMG-173-tumorMG-173-normal - 3 2236 c.2161A>G

C T rs11591817byFrequency|by1000genomesMG-173-tumorMG-173-normal - 13 6002 c.5627G>A

C A rs138786978 MG-173-tumorMG-173-normal - 19 4009 c.3799G>T

G A rs33956095byFrequency|by1000genomesMG-173-tumorMG-173-normal - 5 2088 c.2031C>T

G A rs61729926byFrequencyMG-173-tumorMG-173-normal + 10 1462 c.1372G>A

G A rs6089925byFrequency|by1000genomesMG-173-tumorMG-173-normal - 4 729 c.660C>T

T C rs10423264byFrequency|by1000genomesMG-173-tumorMG-173-normal + 5 2273 c.1719T>C

T C rs7714670by1000genomesMG-173-tumorMG-173-normal + 6 849 c.673T>C

A T rs7095325byFrequency|by1000genomesMG-173-tumorMG-173-normal - 7 1087 c.712T>A

A G rs28576169by1000genomesMG-173-tumorMG-173-normal + 2 553 c.520A>G

G A rs144383071byFrequencyMG-173-tumorMG-173-normal - 3 3345 c.3270C>T

C T rs11016072byFrequency|by1000genomesMG-173-tumorMG-173-normal - 13 8909 c.8534G>A

C G rs11016076byFrequency|by1000genomesMG-173-tumorMG-173-normal - 8 1866 c.1491G>C

T C rs139114623byFrequency|by1000genomesMG-173-tumorMG-173-normal + 2 727 c.351T>C

A G rs180744 by1000genomesMG-173-tumorMG-173-normal + 2 1719 c.1686A>G

G T rs34104660byFrequency|by1000genomesMG-173-tumorMG-173-normal - 4 687 c.402C>A

A G rs3752564byFrequency|by1000genomesMG-173-tumorMG-173-normal - 29 4981 c.4783T>C

G A rs146546850byFrequencyMG-173-tumorMG-173-normal - 12 1889 c.453C>T

A G rs9332783byFrequencyMG-173-tumorMG-173-normal + 4 3314 c.3291A>G

C T rs3743398by1000genomesMG-173-tumorMG-173-normal + 12 2965 c.2591C>T

C T rs151174 by1000genomesMG-173-tumorMG-173-normal + 2 1740 c.1707C>T

T C rs17019360by1000genomesMG-173-tumorMG-173-normal + 17 2524 c.1800T>C

G C rs142017909byFrequencyMG-173-tumorMG-173-normal - 12 1953 c.1743C>G

C T rs2229265byFrequency|by1000genomesMG-173-tumorMG-173-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-173-tumorMG-173-normal - 34 7560 c.7341T>A

T C MG-173-tumorMG-173-normal + 8 505 c.505T>C

A G rs61729282byFrequency|by1000genomesMG-173-tumorMG-173-normal + 14 2075 c.932A>G

G T rs35546150byFrequency|by1000genomesMG-173-tumorMG-173-normal - 73 12171 c.11200C>A

G T rs138591330by1000genomesMG-173-tumorMG-173-normal - 27 8211 c.7863C>A

G A rs6089924byFrequency|by1000genomesMG-173-tumorMG-173-normal - 4 920 c.851C>T

T G rs1050767byFrequency|by1000genomesMG-173-tumorMG-173-normal - 13 8533 c.8158A>C

C G rs180743 by1000genomesMG-173-tumorMG-173-normal + 2 1315 c.1282C>G

G T rs11054277 MG-173-tumorMG-173-normal - 3 652 c.617C>A

T C rs16006 by1000genomesMG-173-tumorMG-173-normal - 6 875 c.876A>G

C A rs148983031byFrequencyMG-173-tumorMG-173-normal - 16 2940 c.2722G>T



G A rs34830600byFrequency|by1000genomesMG-173-tumorMG-173-normal - 8 2874 c.2805C>T

A G MG-173-tumorMG-173-normal - 16 2336 c.2249T>C

G A rs20539 byFrequency|by1000genomesMG-173-tumorMG-173-normal + 20 3152 c.3111G>A

C T rs146420162byFrequencyMG-173-tumorMG-173-normal - 19 4069 c.3859G>A

C T rs4750936byFrequency|by1000genomesMG-173-tumorMG-173-normal - 13 4011 c.3636G>A

C T rs34174074byFrequency|by1000genomesMG-173-tumorMG-173-normal - 13 3312 c.2937G>A

G A rs7624750byFrequency|by1000genomesMG-173-tumorMG-173-normal + 4 707 c.473G>A

C A rs73672607byFrequency|by1000genomesMG-173-tumorMG-173-normal + 13 2349 c.1832C>A

T C rs62077265 MG-173-tumorMG-173-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-173-tumorMG-173-normal + 23 2508 c.2274T>C

C T rs351854 byFrequency|by1000genomesMG-173-tumorMG-173-normal + 13 1904 c.1659C>T

T C rs61729187byFrequency|by1000genomesMG-173-tumorMG-173-normal - 13 6564 c.6189A>G

G A MG-173-tumorMG-173-normal - 3 7176 c.7101C>T

C A rs61742080byFrequency|by1000genomesMG-173-tumorMG-173-normal + 4 1004 c.891C>A

G A rs61748204byFrequency|by1000genomesMG-173-tumorMG-173-normal - 38 5114 c.5084C>T

G A rs13007735byFrequency|by1000genomesMG-173-tumorMG-173-normal - 16 3587 c.2616C>T

G A rs3818831byFrequency|by1000genomesMG-173-tumorMG-173-normal - 2 193 c.121C>T

G A rs17336988byFrequency|by1000genomesMG-173-tumorMG-173-normal + 16 2273 c.2028G>A

T C MG-173-tumorMG-173-normal - 3 305 c.270A>G

A G rs11881187byFrequency|by1000genomesMG-173-tumorMG-173-normal + 6 2922 c.2427A>G

C T rs142673596byFrequencyMG-173-tumorMG-173-normal + 1 153 c.153C>T

T C rs9646771by1000genomesMG-173-tumorMG-173-normal - 4 787 c.447A>G

T C rs2305181by1000genomesMG-173-tumorMG-173-normal + 5 859 c.603T>C

G A rs139100138byFrequency|by1000genomesMG-173-tumorMG-173-normal - 28 5369 c.4878C>T

G A rs76096365byFrequency|by1000genomesMG-173-tumorMG-173-normal - 28 6350 c.5859C>T

C T rs34752687byFrequencyMG-173-tumorMG-173-normal + 7 594 c.462C>T

T C rs61730538byFrequency|by1000genomesMG-173-tumorMG-173-normal - 36 5579 c.5361A>G

C T rs10252263byFrequency|by1000genomesMG-173-tumorMG-173-normal - 38 8258 c.8040G>A

G A rs58852301byFrequency|by1000genomesMG-173-tumorMG-173-normal - 24 2522 c.2252C>T

G C rs3088074byFrequency|by1000genomesMG-173-tumorMG-173-normal - 9 2999 c.2785C>G

T C rs7744765by1000genomesMG-173-tumorMG-173-normal + 14 1929 c.1730T>C

G A rs12366766 MG-173-tumorMG-173-normal + 48 8392 c.8283G>A

A C rs76504934by1000genomesMG-173-tumorMG-173-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-173-tumorMG-173-normal + 24 3194 c.3018C>T

C T rs7300444byFrequency|by1000genomesMG-173-tumorMG-173-normal + 19 5383 c.4740C>T

A G MG-173-tumorMG-173-normal + 1 81 c.81A>G

A C rs881732 by1000genomesMG-173-tumorMG-173-normal + 17 1912 c.1092A>C

T C rs2275483|rs12567786by1000genomesMG-173-tumorMG-173-normal - 18 3121 c.2703A>G

C T rs138664443byFrequencyMG-173-tumorMG-173-normal + 17 2366 c.2007C>T

T G rs78697077byFrequency|by1000genomesMG-173-tumorMG-173-normal - 34 5286 c.5068A>C

C T rs77276626by1000genomesMG-173-tumorMG-173-normal + 10 1402 c.1212C>T

A C rs28460286by1000genomesMG-173-tumorMG-173-normal + 2 215 c.182A>C

C T rs61751489by1000genomesMG-173-tumorMG-173-normal - 34 6928 c.6853G>A

C T rs10082533byFrequency|by1000genomesMG-173-tumorMG-173-normal - 13 8753 c.8378G>A

T G rs34591797byFrequency|by1000genomesMG-173-tumorMG-173-normal - 2 1369 c.960A>C

G A MG-173-tumorMG-173-normal + 1 529 c.529G>A

T C rs1002519byFrequency|by1000genomesMG-173-tumorMG-173-normal + 1 196 c.196T>C



G A rs2228247byFrequency|by1000genomesMG-173-tumorMG-173-normal - 14 1290 c.1203C>T

A C rs766173 byFrequency|by1000genomesMG-173-tumorMG-173-normal + 10 1092 c.865A>C

C T rs141102420byFrequency|by1000genomesMG-173-tumorMG-173-normal - 3 678 c.645G>A

G C rs45469098by1000genomesMG-173-tumorMG-173-normal - 1 255 c.256C>G

T G rs1800275byFrequency|by1000genomesMG-173-tumorMG-173-normal - 48 7302 c.7096A>C

A G rs149271 by1000genomesMG-173-tumorMG-173-normal + 2 543 c.510A>G

C A rs58465962by1000genomesMG-173-tumorMG-173-normal - 10 1498 c.1158G>T

T C rs1150712byFrequency|by1000genomesMG-173-tumorMG-173-normal - 5 1536 c.1293A>G

A C MG-173-tumorMG-173-normal - 16 2324 c.2237T>G

G A rs2271189byFrequency|by1000genomesMG-173-tumorMG-173-normal + 27 3788 c.3348G>A

C T MG-173-tumorMG-173-normal - 8 4497 c.4428G>A

G A rs11177 byFrequency|by1000genomesMG-173-tumorMG-173-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-173-tumorMG-173-normal - 2 514 c.174G>A

C A MG-173-tumorMG-173-normal + 5 585 c.205C>A

A G rs34172482by1000genomesMG-173-tumorMG-173-normal + 3 253 c.87A>G

G A rs75817593byFrequency|by1000genomesMG-173-tumorMG-173-normal - 3 6792 c.6720C>T

T G rs35793438byFrequency|by1000genomesMG-173-tumorMG-173-normal - 22 2698 c.2448A>C

G A rs145412486by1000genomesMG-173-tumorMG-173-normal + 6 618 c.238G>A

G A MG-173-tumorMG-173-normal - 7 889 c.796C>T

G A rs12729662byFrequency|by1000genomesMG-173-tumorMG-173-normal - 3 8430 c.8355C>T

C T rs1801187byFrequency|by1000genomesMG-173-tumorMG-173-normal - 37 5440 c.5234G>A

A G rs151306742by1000genomesMG-173-tumorMG-173-normal + 4 729 c.285A>G

C T rs17043707byFrequency|by1000genomesMG-173-tumorMG-173-normal - 1 1036 c.876G>A

T C rs78472618byFrequencyMG-173-tumorMG-173-normal - 3 159 c.115A>G

A C rs28715870byFrequency|by1000genomesMG-173-tumorMG-173-normal - 30 4368 c.4162T>G

G A rs114811202byFrequency|by1000genomesMG-173-tumorMG-173-normal + 30 3966 c.3689G>A

C T rs72546671byFrequency|by1000genomesMG-173-tumorMG-173-normal + 1 1249 c.1020C>T

G T rs3745765byFrequency|by1000genomesMG-173-tumorMG-173-normal + 9 2360 c.719G>T

C T rs12777740byFrequency|by1000genomesMG-173-tumorMG-173-normal - 13 8321 c.7946G>A

G A rs12022217byFrequency|by1000genomesMG-173-tumorMG-173-normal - 3 4602 c.4530C>T

C T rs9105 byFrequency|by1000genomesMG-173-tumorMG-173-normal + 33 4964 c.4680C>T

C T rs16942341by1000genomesMG-173-tumorMG-173-normal + 7 1595 c.1221C>T

C T rs1800265byFrequency|by1000genomesMG-173-tumorMG-173-normal - 9 1043 c.837G>A

A G rs35670472byFrequency|by1000genomesMG-173-tumorMG-173-normal - 10 10893 c.10305T>C

G A rs60571683byFrequency|by1000genomesMG-173-tumorMG-173-normal + 16 2196 c.1977G>A

C T rs3814883byFrequency|by1000genomesMG-173-tumorMG-173-normal + 13 2402 c.1359C>T

G A MG-173-tumorMG-173-normal + 3 516 c.237G>A

A G rs2227973byFrequency|by1000genomesMG-173-tumorMG-173-normal + 2 2571 c.2459A>G

A G rs78437035byFrequency|by1000genomesMG-173-tumorMG-173-normal - 3 3771 c.3699T>C

G A MG-173-tumorMG-173-normal + 3 522 c.243G>A

G A MG-173-tumorMG-173-normal - 30 5135 c.4937C>T

A G rs61612406byFrequency|by1000genomesMG-173-tumorMG-173-normal + 3 230 c.11A>G

G A rs35125143byFrequency|by1000genomesMG-173-tumorMG-173-normal - 2 592 c.348C>T

G C rs34897046byFrequency|by1000genomesMG-173-tumorMG-173-normal - 9 873 c.623C>G

C A rs1801270byFrequency|by1000genomesMG-173-tumorMG-173-normal + 2 328 c.93C>A

G A rs1713982byFrequency|by1000genomesMG-173-tumorMG-173-normal + 15 2261 c.1848G>A

A G MG-173-tumorMG-173-normal - 15 1346 c.1346T>C



C T rs61730876byFrequency|by1000genomesMG-173-tumorMG-173-normal - 20 3385 c.2888G>A

G A rs3810490by1000genomesMG-173-tumorMG-173-normal - 6 2067 c.1998C>T

G A rs78197692byFrequency|by1000genomesMG-173-tumorMG-173-normal - 7 1764 c.1573C>T

G A rs10082432byFrequency|by1000genomesMG-173-tumorMG-173-normal - 13 8757 c.8382C>T

T G rs1058201 MG-173-tumorMG-173-normal - 3 297 c.204A>C

G A rs34253418by1000genomesMG-173-tumorMG-173-normal + 28 2905 c.2718G>A

A G rs2229696byFrequency|by1000genomesMG-173-tumorMG-173-normal - 5 2125 c.1263T>C

T C rs61730221byFrequency|by1000genomesMG-173-tumorMG-173-normal - 13 4110 c.4000A>G

C T rs17336800byFrequency|by1000genomesMG-173-tumorMG-173-normal + 13 1686 c.1509C>T

T C rs7275 by1000genomesMG-173-tumorMG-173-normal + 35 5267 c.4983T>C

C G rs34153007by1000genomesMG-173-tumorMG-173-normal + 12 6734 c.6360C>G

A G rs3731128by1000genomesMG-173-tumorMG-173-normal - 9 1576 c.1362T>C

A G MG-173-tumorMG-173-normal + 4 1891 c.1875A>G

G A rs11554397byFrequency|by1000genomesMG-173-tumorMG-173-normal - 10 13350 c.12762C>T

A G MG-173-tumorMG-173-normal + 1 340 c.340A>G

C T rs3796032byFrequency|by1000genomesMG-173-tumorMG-173-normal - 17 2381 c.1929G>A

A G rs2230698byFrequency|by1000genomesMG-173-tumorMG-173-normal + 14 1791 c.1281A>G

A G MG-173-tumorMG-173-normal + 1 174 c.174A>G

T C rs34980032by1000genomesMG-173-tumorMG-173-normal - 8 5734 c.5665A>G

T C rs61314345byFrequency|by1000genomesMG-173-tumorMG-173-normal - 3 8531 c.8456A>G

T C rs2075252byFrequency|by1000genomesMG-173-tumorMG-173-normal - 66 12565 c.12280A>G

G A rs150342660by1000genomesMG-173-tumorMG-173-normal + 38 5424 c.5112G>A

C A rs3739298byFrequency|by1000genomesMG-173-tumorMG-173-normal - 9 2230 c.1821G>T

T C MG-173-tumorMG-173-normal + 1 492 c.492T>C

G A rs149181731byFrequencyMG-173-tumorMG-173-normal + 1 431 c.379G>A

C T rs28444388byFrequency|by1000genomesMG-173-tumorMG-173-normal + 2 1331 c.1131C>T

G C rs62077263 MG-173-tumorMG-173-normal - 7 916 c.823C>G

C T rs3796031byFrequency|by1000genomesMG-173-tumorMG-173-normal - 17 2399 c.1947G>A

A T MG-173-tumorMG-173-normal + 6 650 c.270A>T

C A rs6453022by1000genomesMG-173-tumorMG-173-normal + 7 1027 c.851C>A

C T rs2233602byFrequency|by1000genomesMG-173-tumorMG-173-normal + 1 792 c.792C>T

T C rs543304 byFrequency|by1000genomesMG-173-tumorMG-173-normal + 11 4034 c.3807T>C

C T rs34594998by1000genomesMG-173-tumorMG-173-normal + 9 1733 c.1509C>T

C A rs115208768byFrequency|by1000genomesMG-173-tumorMG-173-normal - 61 9976 c.9732G>T

C T rs147245174byFrequency|by1000genomesMG-173-tumorMG-173-normal + 3 2781 c.486C>T

C G rs113462555by1000genomesMG-173-tumorMG-173-normal + 2 677 c.644C>G

T C rs80277352byFrequency|by1000genomesMG-173-tumorMG-173-normal - 35 5984 c.5740A>G

G A rs2289247byFrequency|by1000genomesMG-173-tumorMG-173-normal + 11 1273 c.1063G>A

T C rs11016071byFrequency|by1000genomesMG-173-tumorMG-173-normal - 13 9086 c.8711A>G

G T rs7083622byFrequency|by1000genomesMG-173-tumorMG-173-normal - 13 7385 c.7010C>A

T C rs2072736byFrequency|by1000genomesMG-173-tumorMG-173-normal - 8 1410 c.474A>G

C T rs145849314byFrequencyMG-173-tumorMG-173-normal + 1 607 c.607C>T

G C rs17173370byFrequency|by1000genomesMG-173-tumorMG-173-normal - 36 7274 c.7056C>G

A G rs2929158by1000genomesMG-173-tumorMG-173-normal - 19 4373 c.4163T>C

A G MG-173-tumorMG-173-normal - 4 842 c.843T>C

C T rs139080986byFrequency|by1000genomesMG-173-tumorMG-173-normal + 18 2462 c.2103C>T

C T rs2282303byFrequency|by1000genomesMG-173-tumorMG-173-normal - 3 899 c.827G>A



T A rs17264436byFrequency|by1000genomesMG-173-tumorMG-173-normal - 21 3503 c.3501A>T

G A rs2880956 MG-173-tumorMG-173-normal + 15 1268 c.1268G>A

C G rs3735156byFrequency|by1000genomesMG-173-tumorMG-173-normal - 11 1795 c.1577G>C

G T rs918558 byFrequency|by1000genomesMG-173-tumorMG-173-normal + 1 2142 c.2142G>T

A G rs13288443byFrequency|by1000genomesMG-173-tumorMG-173-normal + 11 2036 c.1827A>G

A G rs75639578 MG-173-tumorMG-173-normal - 3 6552 c.6477T>C

T C rs12731746byFrequency|by1000genomesMG-173-tumorMG-173-normal - 11 1394 c.897A>G

T A rs2060198byFrequency|by1000genomesMG-173-tumorMG-173-normal + 27 5204 c.4914T>A

C T rs61741409by1000genomesMG-173-tumorMG-173-normal - 4 948 c.841G>A

T C MG-173-tumorMG-173-normal - 8 4366 c.4297A>G

C T MG-173-tumorMG-173-normal - 1 506 c.507G>A

T C MG-174-tumorMG-174-normal - 3 305 c.270A>G

T C rs831043 byFrequency|by1000genomesMG-174-tumorMG-174-normal - 21 3354 c.3069A>G

G T MG-174-tumorMG-174-normal + 4 391 c.314G>T

A G MG-174-tumorMG-174-normal + 1 276 c.276A>G

C T rs1386356byFrequency|by1000genomesMG-174-tumorMG-174-normal - 85 14018 c.13047G>A

G T rs3745765byFrequency|by1000genomesMG-174-tumorMG-174-normal + 9 2360 c.719G>T

G A MG-174-tumorMG-174-normal + 12 958 c.958G>A

G A rs2248407byFrequency|by1000genomesMG-174-tumorMG-174-normal - 4 1003 c.918C>T

C T rs77376932byFrequencyMG-174-tumorMG-174-normal - 3 3235 c.3160G>A

C A MG-174-tumorMG-174-normal + 1 706 c.706C>A

G A rs12022217byFrequency|by1000genomesMG-174-tumorMG-174-normal - 3 4602 c.4530C>T

G A MG-174-tumorMG-174-normal + 8 1326 c.696G>A

G A rs45492196byFrequency|by1000genomesMG-174-tumorMG-174-normal - 4 1499 c.943C>T

C T rs2229265byFrequency|by1000genomesMG-174-tumorMG-174-normal - 54 10788 c.10503G>A

T C rs2229992byFrequency|by1000genomesMG-174-tumorMG-174-normal + 12 1838 c.1458T>C

G T rs12568784byFrequency|by1000genomesMG-174-tumorMG-174-normal - 3 7202 c.7130C>A

A G MG-174-tumorMG-174-normal + 10 1620 c.1253A>G

G A rs33954691byFrequency|by1000genomesMG-174-tumorMG-174-normal - 14 3096 c.3039C>T

G T rs2075249byFrequency|by1000genomesMG-174-tumorMG-174-normal - 21 3339 c.3054C>A

C T MG-174-tumorMG-174-normal + 9 665 c.665C>T

C G rs149605490by1000genomesMG-174-tumorMG-174-normal + 3 1000 c.781C>G

T C rs141049734byFrequencyMG-174-tumorMG-174-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-174-tumorMG-174-normal - 10 6783 c.6195T>C

A G rs141480481by1000genomesMG-174-tumorMG-174-normal + 4 1425 c.1342A>G

G A MG-174-tumorMG-174-normal + 1 1059 c.1059G>A

G C rs2229933|rs116048761byFrequency|by1000genomesMG-174-tumorMG-174-normal + 6 830 c.282G>C

G A rs61737954byFrequency|by1000genomesMG-174-tumorMG-174-normal - 13 3908 c.3724C>T

G A MG-174-tumorMG-174-normal + 1 684 c.684G>A

C T rs77791636by1000genomesMG-174-tumorMG-174-normal + 6 1132 c.1080C>T

A G rs6694078byFrequency|by1000genomesMG-174-tumorMG-174-normal + 11 2688 c.2575A>G

C T rs142524392by1000genomesMG-174-tumorMG-174-normal + 9 601 c.601C>T

C T rs112703040byFrequency|by1000genomesMG-174-tumorMG-174-normal + 20 5923 c.5922C>T

A G rs2229268byFrequency|by1000genomesMG-174-tumorMG-174-normal - 61 11886 c.11601T>C

A G MG-174-tumorMG-174-normal + 20 3080 c.3003A>G

C T MG-174-tumorMG-174-normal + 12 1678 c.1502C>T

A G MG-174-tumorMG-174-normal + 7 1100 c.911A>G



C T rs199930 by1000genomesMG-174-tumorMG-174-normal + 36 5181 c.5016C>T

G A rs7234999byFrequency|by1000genomesMG-174-tumorMG-174-normal - 5 5512 c.5299C>T

G A rs61998196by1000genomesMG-174-tumorMG-174-normal - 5 1488 c.1152C>T

C T rs2853346byFrequency|by1000genomesMG-174-tumorMG-174-normal - 13 5919 c.5544G>A

C T rs61978578byFrequency|by1000genomesMG-174-tumorMG-174-normal + 2 766 c.390C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-174-tumorMG-174-normal + 7 1073 c.525C>T

A G MG-174-tumorMG-174-normal + 1 1597 c.1597A>G

A G rs11016073byFrequency|by1000genomesMG-174-tumorMG-174-normal - 13 6677 c.6302T>C

G A rs7624750byFrequency|by1000genomesMG-174-tumorMG-174-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-174-tumorMG-174-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-174-tumorMG-174-normal - 16 2000 c.1503T>C

C T rs74401238byFrequency|by1000genomesMG-174-tumorMG-174-normal - 18 3705 c.3365G>A

T C rs8089144by1000genomesMG-174-tumorMG-174-normal - 7 1142 c.1143A>G

A G rs9653483by1000genomesMG-174-tumorMG-174-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-174-tumorMG-174-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-174-tumorMG-174-normal - 3 1368 c.836T>C

C G rs147865267byFrequencyMG-174-tumorMG-174-normal - 4 1304 c.1234G>C

G T rs146238849byFrequency|by1000genomesMG-174-tumorMG-174-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-174-tumorMG-174-normal + 28 4116 c.3951T>C

G A rs62070401by1000genomesMG-174-tumorMG-174-normal - 12 2205 c.2162C>T

G A rs13007735byFrequency|by1000genomesMG-174-tumorMG-174-normal - 16 3587 c.2616C>T

A C rs1052908 MG-174-tumorMG-174-normal + 4 1261 c.1158A>C

A G rs7762830by1000genomesMG-174-tumorMG-174-normal + 14 2120 c.1921A>G

G A rs3818831byFrequency|by1000genomesMG-174-tumorMG-174-normal - 2 193 c.121C>T

G T MG-174-tumorMG-174-normal + 4 973 c.879G>T

G C rs12350212byFrequency|by1000genomesMG-174-tumorMG-174-normal + 5 1878 c.1788G>C

G A rs3810485by1000genomesMG-174-tumorMG-174-normal - 8 6116 c.6047C>T

A G rs33953730by1000genomesMG-174-tumorMG-174-normal - 25 4326 c.4200T>C

G A rs56145411byFrequency|by1000genomesMG-174-tumorMG-174-normal + 4 1211 c.1124G>A

G A rs61754528 MG-174-tumorMG-174-normal - 45 7408 c.7164C>T

T C rs41266134byFrequency|by1000genomesMG-174-tumorMG-174-normal - 3 1625 c.1550A>G

C T rs151233 by1000genomesMG-174-tumorMG-174-normal + 2 99 c.66C>T

G A MG-174-tumorMG-174-normal + 10 1204 c.1028G>A

A G rs142880481byFrequencyMG-174-tumorMG-174-normal - 12 2047 c.1803T>C

G A rs117134972byFrequency|by1000genomesMG-174-tumorMG-174-normal + 5 1540 c.1362G>A

T A rs17337023byFrequency|by1000genomesMG-174-tumorMG-174-normal + 16 2064 c.1887T>A

A G MG-174-tumorMG-174-normal + 1 492 c.492A>G

C T MG-174-tumorMG-174-normal + 3 834 c.394C>T

A G MG-174-tumorMG-174-normal - 15 1346 c.1346T>C

T C rs140856347by1000genomesMG-174-tumorMG-174-normal - 20 3525 c.3438A>G

G A MG-174-tumorMG-174-normal + 1 1372 c.1372G>A

T C rs9646771by1000genomesMG-174-tumorMG-174-normal - 4 787 c.447A>G

T G rs74842149byFrequencyMG-174-tumorMG-174-normal - 4 1217 c.1147A>C

T C rs2305181by1000genomesMG-174-tumorMG-174-normal + 5 859 c.603T>C

A G rs2973568by1000genomesMG-174-tumorMG-174-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-174-tumorMG-174-normal - 20 4043 c.3072C>A

G A rs61756070byFrequency|by1000genomesMG-174-tumorMG-174-normal - 1 224 c.21C>T



T G rs12963422byFrequency|by1000genomesMG-174-tumorMG-174-normal - 5 2988 c.2775A>C

A G rs34843513byFrequency|by1000genomesMG-174-tumorMG-174-normal + 2 1046 c.670A>G

C A rs6453022by1000genomesMG-174-tumorMG-174-normal + 7 1027 c.851C>A

G A rs41266078|rs34171717byFrequency|by1000genomesMG-174-tumorMG-174-normal + 2 385 c.272G>A

C T rs116772905byFrequency|by1000genomesMG-174-tumorMG-174-normal + 17 2669 c.2121C>T

C G rs143879890by1000genomesMG-174-tumorMG-174-normal - 16 2320 c.2233G>C

G A rs6601 byFrequency|by1000genomesMG-174-tumorMG-174-normal + 25 3881 c.3672G>A

G C rs6771157byFrequency|by1000genomesMG-174-tumorMG-174-normal - 19 3392 c.3393C>G

C T rs2282303byFrequency|by1000genomesMG-174-tumorMG-174-normal - 3 899 c.827G>A

T C rs7935 byFrequency|by1000genomesMG-174-tumorMG-174-normal + 9 1808 c.1524T>C

C T rs10252263byFrequency|by1000genomesMG-174-tumorMG-174-normal - 38 8258 c.8040G>A

C T rs6432901by1000genomesMG-174-tumorMG-174-normal - 2 514 c.174G>A

C T rs150597701byFrequency|by1000genomesMG-174-tumorMG-174-normal + 15 2345 c.2100C>T

C T rs140871032byFrequency|by1000genomesMG-174-tumorMG-174-normal + 4 664 c.220C>T

A G rs138997916byFrequency|by1000genomesMG-174-tumorMG-174-normal - 3 2832 c.2760T>C

T C MG-174-tumorMG-174-normal + 1 114 c.114T>C

T C MG-174-tumorMG-174-normal + 1 1684 c.1684T>C

A G rs6679449by1000genomesMG-174-tumorMG-174-normal - 3 1923 c.1851T>C

G C rs3088074byFrequency|by1000genomesMG-174-tumorMG-174-normal - 9 2999 c.2785C>G

T C MG-174-tumorMG-174-normal + 1 910 c.910T>C

C T MG-174-tumorMG-174-normal - 4 988 c.793G>A

G A rs4514247byFrequency|by1000genomesMG-174-tumorMG-174-normal - 3 878 c.808C>T

G A rs3810188byFrequency|by1000genomesMG-174-tumorMG-174-normal - 2 1528 c.1173C>T

C T rs34315566byFrequency|by1000genomesMG-174-tumorMG-174-normal + 35 5595 c.4527C>T

A C rs76504934by1000genomesMG-174-tumorMG-174-normal - 4 464 c.427T>G

G T rs41296069by1000genomesMG-174-tumorMG-174-normal - 11 2415 c.2079C>A

C T rs2271806byFrequency|by1000genomesMG-174-tumorMG-174-normal + 18 2822 c.2409C>T

T C rs13155212|rs34364709byFrequency|by1000genomesMG-174-tumorMG-174-normal + 7 1597 c.1215T>C

T C rs831042 byFrequency|by1000genomesMG-174-tumorMG-174-normal - 24 3945 c.3660A>G

T C rs2450122byFrequency|by1000genomesMG-174-tumorMG-174-normal - 10 2089 c.2004A>G

G A rs34949187by1000genomesMG-174-tumorMG-174-normal + 6 1198 c.824G>A

T A rs2060198byFrequency|by1000genomesMG-174-tumorMG-174-normal + 27 5204 c.4914T>A

A G rs11915822byFrequency|by1000genomesMG-174-tumorMG-174-normal - 13 6588 c.6478T>C

T C rs6865460byFrequency|by1000genomesMG-174-tumorMG-174-normal + 10 1960 c.1578T>C

G A rs6070697byFrequency|by1000genomesMG-174-tumorMG-174-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-174-tumorMG-174-normal + 35 5267 c.4983T>C

C T rs2269654byFrequency|by1000genomesMG-174-tumorMG-174-normal + 11 2687 c.2574C>T

T C rs12731746byFrequency|by1000genomesMG-174-tumorMG-174-normal - 11 1394 c.897A>G

G C rs61735455by1000genomesMG-174-tumorMG-174-normal + 12 2108 c.1884G>C

C T rs2305180by1000genomesMG-174-tumorMG-174-normal + 5 844 c.588C>T

C T rs17802557byFrequency|by1000genomesMG-174-tumorMG-174-normal - 6 756 c.567G>A

T G rs9807633by1000genomesMG-174-tumorMG-174-normal - 1 88 c.89A>C

C G rs34693334byFrequency|by1000genomesMG-174-tumorMG-174-normal - 8 1060 c.775G>C

A G MG-174-tumorMG-174-normal + 1 340 c.340A>G

T C rs9807555by1000genomesMG-174-tumorMG-174-normal - 1 196 c.197A>G

C T rs3796032byFrequency|by1000genomesMG-174-tumorMG-174-normal - 17 2381 c.1929G>A

G A MG-174-tumorMG-174-normal + 1 130 c.78G>A



T C rs17019360by1000genomesMG-174-tumorMG-174-normal + 17 2524 c.1800T>C

G C rs60140950byFrequency|by1000genomesMG-174-tumorMG-174-normal + 9 986 c.767G>C

C T rs11873462by1000genomesMG-174-tumorMG-174-normal - 1 47 c.48G>A

G A rs145635323byFrequency|by1000genomesMG-174-tumorMG-174-normal + 4 1149 c.915G>A

G A rs12729662byFrequency|by1000genomesMG-174-tumorMG-174-normal - 3 8430 c.8355C>T

T C rs2075252byFrequency|by1000genomesMG-174-tumorMG-174-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-174-tumorMG-174-normal + 1 196 c.196T>C

T C rs2241190byFrequency|by1000genomesMG-174-tumorMG-174-normal - 17 2745 c.2460A>G

G C rs45469098by1000genomesMG-174-tumorMG-174-normal - 1 255 c.256C>G

T G rs1800275byFrequency|by1000genomesMG-174-tumorMG-174-normal - 48 7302 c.7096A>C

A C rs75752352by1000genomesMG-174-tumorMG-174-normal - 4 1274 c.1172T>G

C A rs3739298byFrequency|by1000genomesMG-174-tumorMG-174-normal - 9 2230 c.1821G>T

T G rs34591797byFrequency|by1000genomesMG-174-tumorMG-174-normal - 2 1369 c.960A>C

G A rs144383071byFrequencyMG-174-tumorMG-174-normal - 3 3345 c.3270C>T

G C MG-174-tumorMG-174-normal - 3 223 c.113C>G

T C MG-174-tumorMG-174-normal + 3 426 c.46T>C

C T rs62478357byFrequencyMG-174-tumorMG-174-normal - 8 1268 c.1050G>A

G A rs149181731byFrequencyMG-174-tumorMG-174-normal + 1 431 c.379G>A

G A rs79863383byFrequency|by1000genomesMG-174-tumorMG-174-normal - 4 1403 c.1190C>T

G A rs7853155by1000genomesMG-174-tumorMG-174-normal - 30 5337 c.5001C>T

C T MG-174-tumorMG-174-normal - 2 3069 c.1785G>A

G C rs61731528by1000genomesMG-174-tumorMG-174-normal - 5 1442 c.901C>G

A G rs40831 by1000genomesMG-174-tumorMG-174-normal + 2 2118 c.2085A>G

C T rs7240355byFrequency|by1000genomesMG-174-tumorMG-174-normal - 5 5238 c.5025G>A

A G rs17078605byFrequency|by1000genomesMG-174-tumorMG-174-normal - 10 10694 c.10106T>C

T C rs766894 by1000genomesMG-174-tumorMG-174-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-174-tumorMG-174-normal - 8 1357 c.1139G>T

C T MG-174-tumorMG-174-normal - 8 1256 c.1038G>A

G A rs11551685byFrequency|by1000genomesMG-174-tumorMG-174-normal - 16 7464 c.7395C>T

A C rs76437836byFrequencyMG-174-tumorMG-174-normal - 3 142 c.98T>G

G A rs2127898byFrequency|by1000genomesMG-174-tumorMG-174-normal - 6 1130 c.920C>T

G A rs59505617by1000genomesMG-174-tumorMG-174-normal - 6 1756 c.1434C>T

G C MG-174-tumorMG-174-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-174-tumorMG-174-normal + 22 2662 c.2385C>T

C T rs45554841by1000genomesMG-174-tumorMG-174-normal - 1 214 c.215G>A

C T MG-174-tumorMG-174-normal + 1 283 c.283C>T

A G MG-174-tumorMG-174-normal + 1 1461 c.1461A>G

A G rs4444457byFrequency|by1000genomesMG-174-tumorMG-174-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-174-tumorMG-174-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-174-tumorMG-174-normal - 3 660 c.661T>C

G A rs143684430byFrequencyMG-174-tumorMG-174-normal - 3 6591 c.6516C>T

C A rs35674179byFrequency|by1000genomesMG-174-tumorMG-174-normal - 13 5263 c.5153G>T

A C MG-174-tumorMG-174-normal + 20 7786 c.7660A>C

T C MG-174-tumorMG-174-normal + 14 1761 c.746T>C

G C rs62070406by1000genomesMG-174-tumorMG-174-normal - 9 1754 c.1711C>G

C T rs3796031byFrequency|by1000genomesMG-174-tumorMG-174-normal - 17 2399 c.1947G>A

G A MG-174-tumorMG-174-normal + 11 2851 c.2470G>A



A G rs2229267byFrequency|by1000genomesMG-174-tumorMG-174-normal - 29 5160 c.4875T>C

G A MG-174-tumorMG-174-normal - 1 511 c.91C>T

G A rs80198225 MG-174-tumorMG-174-normal + 8 527 c.527G>A

C T MG-174-tumorMG-174-normal - 3 5767 c.5692G>A

T C rs62070402by1000genomesMG-174-tumorMG-174-normal - 12 2105 c.2062A>G

A G rs151306742by1000genomesMG-174-tumorMG-174-normal + 4 729 c.285A>G

C T rs11558834byFrequency|by1000genomesMG-174-tumorMG-174-normal + 11 3321 c.2940C>T

A G rs2737699byFrequency|by1000genomesMG-174-tumorMG-174-normal - 10 12892 c.12304T>C

C T MG-174-tumorMG-174-normal - 3 370 c.335G>A

C T MG-174-tumorMG-174-normal + 5 1090 c.525C>T

C A rs146407996by1000genomesMG-174-tumorMG-174-normal - 3 1085 c.1086G>T

A G rs1385600byFrequency|by1000genomesMG-174-tumorMG-174-normal - 5 1375 c.1290T>C

G A rs2227983byFrequency|by1000genomesMG-174-tumorMG-174-normal + 13 1739 c.1562G>A

C T MG-174-tumorMG-174-normal + 3 423 c.43C>T

G A rs55938102byFrequency|by1000genomesMG-174-tumorMG-174-normal + 48 8467 c.8358G>A

C G rs3735156byFrequency|by1000genomesMG-174-tumorMG-174-normal - 11 1795 c.1577G>C

G T rs918558 byFrequency|by1000genomesMG-174-tumorMG-174-normal + 1 2142 c.2142G>T

G T rs147825872 MG-174-tumorMG-174-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-174-tumorMG-174-normal - 5 4949 c.4736A>G

T C MG-174-tumorMG-174-normal + 8 505 c.505T>C

T C MG-174-tumorMG-174-normal + 1 1152 c.1152T>C

A G rs2074912byFrequency|by1000genomesMG-174-tumorMG-174-normal + 1 1709 c.1709A>G

G A rs13054014byFrequency|by1000genomesMG-174-tumorMG-174-normal + 2 569 c.210G>A

G A rs151060280byFrequencyMG-174-tumorMG-174-normal + 20 3990 c.3774G>A

C A rs1800265byFrequency|by1000genomesMG-174-tumorMG-174-normal - 9 1043 c.837G>T

G A MG-174-tumorMG-174-normal + 1 1023 c.1023G>A

C T rs57014690by1000genomesMG-174-tumorMG-174-normal - 6 1554 c.1232G>A

T C MG-174-tumorMG-174-normal - 4 796 c.481A>G

C T rs2305179by1000genomesMG-174-tumorMG-174-normal + 3 604 c.348C>T

G A rs142702316byFrequencyMG-174-tumorMG-174-normal + 1 160 c.108G>A

A G rs75639578 MG-174-tumorMG-174-normal - 3 6552 c.6477T>C

T C rs11373 byFrequency|by1000genomesMG-174-tumorMG-174-normal - 3 787 c.367A>G

T C rs831043 byFrequency|by1000genomesMG-175-tumorMG-175-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-175-tumorMG-175-normal + 7 3183 c.3138A>G

A G MG-175-tumorMG-175-normal + 5 1140 c.1046A>G

C T rs1049622|rs114303286byFrequency|by1000genomesMG-175-tumorMG-175-normal + 7 1073 c.525C>T

C T rs77791636by1000genomesMG-175-tumorMG-175-normal + 6 1132 c.1080C>T

C T rs16842865byFrequency|by1000genomesMG-175-tumorMG-175-normal - 3 2239 c.2167G>A

C T rs77376932byFrequencyMG-175-tumorMG-175-normal - 3 3235 c.3160G>A

C T rs142424978byFrequencyMG-175-tumorMG-175-normal - 3 3233 c.3158G>A

G T rs2075249byFrequency|by1000genomesMG-175-tumorMG-175-normal - 21 3339 c.3054C>A

C T rs71299249|rs77022425byFrequencyMG-175-tumorMG-175-normal + 1 3677 c.717C>T

A T MG-175-tumorMG-175-normal + 5 625 c.403A>T

A G rs4143768byFrequency|by1000genomesMG-175-tumorMG-175-normal - 10 6783 c.6195T>C

G C rs34188717byFrequency|by1000genomesMG-175-tumorMG-175-normal - 3 2484 c.2409C>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-175-tumorMG-175-normal + 6 830 c.282G>C

G A rs4151025byFrequency|by1000genomesMG-175-tumorMG-175-normal + 2 415 c.303G>A



G C rs139385438by1000genomesMG-175-tumorMG-175-normal - 4 760 c.600C>G

T C rs16921260by1000genomesMG-175-tumorMG-175-normal + 1 1073 c.773T>C

C T rs62478357byFrequencyMG-175-tumorMG-175-normal - 8 1268 c.1050G>A

T C rs56145533byFrequency|by1000genomesMG-175-tumorMG-175-normal - 5 4496 c.4283A>G

A C rs115945341|rs2267641byFrequency|by1000genomesMG-175-tumorMG-175-normal + 17 2594 c.2046A>C

A G MG-175-tumorMG-175-normal - 15 1346 c.1346T>C

C T rs72987361byFrequency|by1000genomesMG-175-tumorMG-175-normal - 3 898 c.558G>A

A G rs2229268byFrequency|by1000genomesMG-175-tumorMG-175-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-175-tumorMG-175-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-175-tumorMG-175-normal + 36 5181 c.5016C>T

C T rs2853346byFrequency|by1000genomesMG-175-tumorMG-175-normal - 13 5919 c.5544G>A

A C rs7995564by1000genomesMG-175-tumorMG-175-normal + 10 2068 c.1534A>C

A G MG-175-tumorMG-175-normal - 11 815 c.771T>C

C A rs2973558by1000genomesMG-175-tumorMG-175-normal + 20 2514 c.2338C>A

G A rs149469954byFrequency|by1000genomesMG-175-tumorMG-175-normal - 31 5494 c.5209C>T

C A rs6738031by1000genomesMG-175-tumorMG-175-normal - 18 3000 c.2874G>T

A C rs72468681byFrequency|by1000genomesMG-175-tumorMG-175-normal - 20 2597 c.2391T>G

A C rs1208606byFrequency|by1000genomesMG-175-tumorMG-175-normal - 6 1571 c.1359T>G

T C rs142304809byFrequencyMG-175-tumorMG-175-normal - 9 1291 c.1259A>G

G A rs148444026byFrequency|by1000genomesMG-175-tumorMG-175-normal - 23 1927 c.1560C>T

C T rs210498 by1000genomesMG-175-tumorMG-175-normal - 23 1885 c.1518G>A

G A MG-175-tumorMG-175-normal - 28 5645 c.4674C>T

G C rs76882791by1000genomesMG-175-tumorMG-175-normal - 27 7921 c.7573C>G

T C rs4652678by1000genomesMG-175-tumorMG-175-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-175-tumorMG-175-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-175-tumorMG-175-normal - 6 924 c.639C>T

A G rs7762830by1000genomesMG-175-tumorMG-175-normal + 14 2120 c.1921A>G

C A rs35430524by1000genomesMG-175-tumorMG-175-normal + 12 3111 c.2737C>A

C T rs34409589|rs121434592MG-175-tumorMG-175-normal - 2 1529 c.49G>A

C T MG-175-tumorMG-175-normal - 1 53 c.54G>A

G A rs11549105byFrequency|by1000genomesMG-175-tumorMG-175-normal - 6 1228 c.1224C>T

G C rs12350212byFrequency|by1000genomesMG-175-tumorMG-175-normal + 5 1878 c.1788G>C

G A rs61762608byFrequency|by1000genomesMG-175-tumorMG-175-normal - 13 2608 c.2052C>T

G A MG-175-tumorMG-175-normal + 1 991 c.991G>A

A G rs40831 by1000genomesMG-175-tumorMG-175-normal + 2 2118 c.2085A>G

T C rs17019360by1000genomesMG-175-tumorMG-175-normal + 17 2524 c.1800T>C

G A rs1718878byFrequency|by1000genomesMG-175-tumorMG-175-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-175-tumorMG-175-normal + 16 2064 c.1887T>A

A G rs17051895by1000genomesMG-175-tumorMG-175-normal + 23 4485 c.3951A>G

A G rs41305024byFrequency|by1000genomesMG-175-tumorMG-175-normal - 13 3872 c.3497T>C

G A rs1713982byFrequency|by1000genomesMG-175-tumorMG-175-normal + 15 2261 c.1848G>A

A G rs61750815 MG-175-tumorMG-175-normal + 17 3074 c.2594A>G

C T MG-175-tumorMG-175-normal - 7 1766 c.1482G>A

T C rs9646771by1000genomesMG-175-tumorMG-175-normal - 4 787 c.447A>G

C T rs41266136byFrequency|by1000genomesMG-175-tumorMG-175-normal - 3 1018 c.943G>A

A G rs2973568by1000genomesMG-175-tumorMG-175-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-175-tumorMG-175-normal + 14 2279 c.2055T>C



T A rs35737760by1000genomesMG-175-tumorMG-175-normal + 19 2685 c.2520T>A

G A rs71299249|rs76723438byFrequency|by1000genomesMG-175-tumorMG-175-normal + 1 3698 c.738G>A

T A rs3740423byFrequency|by1000genomesMG-175-tumorMG-175-normal - 13 4583 c.4208A>T

C T rs28997582byFrequency|by1000genomesMG-175-tumorMG-175-normal + 29 4337 c.4053C>T

G A MG-175-tumorMG-175-normal - 4 453 c.138C>T

C T rs1779132byFrequency|by1000genomesMG-175-tumorMG-175-normal - 6 2113 c.1563G>A

C G rs143879890by1000genomesMG-175-tumorMG-175-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-175-tumorMG-175-normal + 7 1855 c.1810A>G

A G rs55968715 MG-175-tumorMG-175-normal + 11 2547 c.2320A>G

A G rs34625286byFrequency|by1000genomesMG-175-tumorMG-175-normal - 3 2493 c.2418T>C

T C rs7935 byFrequency|by1000genomesMG-175-tumorMG-175-normal + 9 1808 c.1524T>C

A G rs6679449by1000genomesMG-175-tumorMG-175-normal - 3 1923 c.1851T>C

G C rs3088074byFrequency|by1000genomesMG-175-tumorMG-175-normal - 9 2999 c.2785C>G

T C rs7744765by1000genomesMG-175-tumorMG-175-normal + 14 1929 c.1730T>C

G A MG-175-tumorMG-175-normal + 3 489 c.210G>A

C A rs41292209by1000genomesMG-175-tumorMG-175-normal + 57 9141 c.8607C>A

C T rs2931423by1000genomesMG-175-tumorMG-175-normal + 19 2459 c.2283C>T

T C rs13155212|rs34364709byFrequency|by1000genomesMG-175-tumorMG-175-normal + 7 1597 c.1215T>C

C T rs7300444byFrequency|by1000genomesMG-175-tumorMG-175-normal + 19 5383 c.4740C>T

A G rs13223756byFrequency|by1000genomesMG-175-tumorMG-175-normal + 7 2144 c.1944A>G

T C rs10817025by1000genomesMG-175-tumorMG-175-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-175-tumorMG-175-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-175-tumorMG-175-normal + 12 1838 c.1458T>C

G A rs2275527byFrequency|by1000genomesMG-175-tumorMG-175-normal - 39 5629 c.5553C>T

A G rs3822625by1000genomesMG-175-tumorMG-175-normal + 14 3084 c.3084A>G

A G MG-175-tumorMG-175-normal + 19 1975 c.1843A>G

T C rs141049734byFrequencyMG-175-tumorMG-175-normal - 18 3186 c.2968A>G

T G rs1889323by1000genomesMG-175-tumorMG-175-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-175-tumorMG-175-normal - 24 4324 c.3988T>A

T C rs7714670by1000genomesMG-175-tumorMG-175-normal + 6 849 c.673T>C

G A MG-175-tumorMG-175-normal + 1 130 c.78G>A

G A MG-175-tumorMG-175-normal - 7 1821 c.1537C>T

C T rs34488539by1000genomesMG-175-tumorMG-175-normal + 22 3555 c.3390C>T

T C rs143662391byFrequency|by1000genomesMG-175-tumorMG-175-normal + 1 313 c.94T>C

T C MG-175-tumorMG-175-normal + 1 711 c.711T>C

A G rs17318151byFrequency|by1000genomesMG-175-tumorMG-175-normal + 2 1679 c.1678A>G

A G rs41292197by1000genomesMG-175-tumorMG-175-normal + 27 5038 c.4504A>G

C T rs139950286byFrequencyMG-175-tumorMG-175-normal + 9 1464 c.1275C>T

A G rs2737699byFrequency|by1000genomesMG-175-tumorMG-175-normal - 10 12892 c.12304T>C

C T rs11121691byFrequency|by1000genomesMG-175-tumorMG-175-normal - 49 6985 c.6909G>A

C G rs11718329by1000genomesMG-175-tumorMG-175-normal + 4 719 c.647C>G

A T rs13180095byFrequency|by1000genomesMG-175-tumorMG-175-normal - 21 3570 c.3381T>A

T C rs2241190byFrequency|by1000genomesMG-175-tumorMG-175-normal - 17 2745 c.2460A>G

C T rs3812458byFrequency|by1000genomesMG-175-tumorMG-175-normal + 22 2662 c.2385C>T

C T rs114966751byFrequency|by1000genomesMG-175-tumorMG-175-normal + 1 3089 c.129C>T

C G rs149605490by1000genomesMG-175-tumorMG-175-normal + 3 1000 c.781C>G

T G rs1800275byFrequency|by1000genomesMG-175-tumorMG-175-normal - 48 7302 c.7096A>C



C T rs1208731byFrequency|by1000genomesMG-175-tumorMG-175-normal - 6 2191 c.1641G>A

T C rs831042 byFrequency|by1000genomesMG-175-tumorMG-175-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-175-tumorMG-175-normal + 2 543 c.510A>G

G A rs3810485by1000genomesMG-175-tumorMG-175-normal - 8 6116 c.6047C>T

A G rs28624496 MG-175-tumorMG-175-normal - 1 626 c.196T>C

G A rs144383071byFrequencyMG-175-tumorMG-175-normal - 3 3345 c.3270C>T

A G rs1211708byFrequency|by1000genomesMG-175-tumorMG-175-normal - 6 1888 c.1338T>C

C T rs169758 by1000genomesMG-175-tumorMG-175-normal - 23 1959 c.1592G>A

G A rs20539 byFrequency|by1000genomesMG-175-tumorMG-175-normal + 20 3152 c.3111G>A

G A rs2271189byFrequency|by1000genomesMG-175-tumorMG-175-normal + 27 3788 c.3348G>A

G A rs3733415by1000genomesMG-175-tumorMG-175-normal - 2 601 c.392C>T

G A MG-175-tumorMG-175-normal - 12 2474 c.1918C>T

T C rs2075252byFrequency|by1000genomesMG-175-tumorMG-175-normal - 66 12565 c.12280A>G

C T rs146319957byFrequencyMG-175-tumorMG-175-normal - 3 714 c.537G>A

T C rs12990449byFrequency|by1000genomesMG-175-tumorMG-175-normal - 2 1114 c.143A>G

T C rs11373 byFrequency|by1000genomesMG-175-tumorMG-175-normal - 3 787 c.367A>G

A G rs17078605byFrequency|by1000genomesMG-175-tumorMG-175-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-175-tumorMG-175-normal + 3 290 c.80G>A

C A rs138908625byFrequency|by1000genomesMG-175-tumorMG-175-normal - 8 1357 c.1139G>T

A G rs180744 by1000genomesMG-175-tumorMG-175-normal + 2 1719 c.1686A>G

A C rs76437836byFrequencyMG-175-tumorMG-175-normal - 3 142 c.98T>G

G A rs35389971by1000genomesMG-175-tumorMG-175-normal - 10 6818 c.6609C>T

G A rs2127898byFrequency|by1000genomesMG-175-tumorMG-175-normal - 6 1130 c.920C>T

C T rs6587667byFrequency|by1000genomesMG-175-tumorMG-175-normal - 3 482 c.410G>A

T C rs41266134byFrequency|by1000genomesMG-175-tumorMG-175-normal - 3 1625 c.1550A>G

A G rs75639578 MG-175-tumorMG-175-normal - 3 6552 c.6477T>C

C T MG-175-tumorMG-175-normal - 3 1048 c.516G>A

G C MG-175-tumorMG-175-normal + 2 2865 c.2832G>C

G A MG-175-tumorMG-175-normal - 3 1505 c.973C>T

G C MG-175-tumorMG-175-normal - 5 1009 c.1010C>G

C T MG-175-tumorMG-175-normal - 15 2425 c.1995G>A

G A rs2973566by1000genomesMG-175-tumorMG-175-normal + 14 1930 c.1754G>A

G T rs147825872 MG-175-tumorMG-175-normal + 20 4359 c.4282G>T

T C rs7716253by1000genomesMG-175-tumorMG-175-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-175-tumorMG-175-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-175-tumorMG-175-normal - 10 9441 c.8853T>C

G A rs2289247byFrequency|by1000genomesMG-175-tumorMG-175-normal + 11 1273 c.1063G>A

G A rs35821928byFrequency|by1000genomesMG-175-tumorMG-175-normal - 52 9293 c.8322C>T

G C rs45469098by1000genomesMG-175-tumorMG-175-normal - 1 255 c.256C>G

C G rs2509943byFrequency|by1000genomesMG-175-tumorMG-175-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-175-tumorMG-175-normal - 2 514 c.174G>A

A G rs2229267byFrequency|by1000genomesMG-175-tumorMG-175-normal - 29 5160 c.4875T>C

G A rs61740940byFrequency|by1000genomesMG-175-tumorMG-175-normal - 4 662 c.165C>T

C T rs151174 by1000genomesMG-175-tumorMG-175-normal + 2 1740 c.1707C>T

C T rs3814883byFrequency|by1000genomesMG-175-tumorMG-175-normal + 13 2402 c.1359C>T

G A rs80198225 MG-175-tumorMG-175-normal + 8 527 c.527G>A

C T MG-175-tumorMG-175-normal - 3 5767 c.5692G>A



C T rs872665 by1000genomesMG-175-tumorMG-175-normal - 7 1855 c.1519G>A

C T rs468525 by1000genomesMG-175-tumorMG-175-normal - 6 478 c.111G>A

C T rs12741518byFrequency|by1000genomesMG-175-tumorMG-175-normal - 3 575 c.500G>A

A G rs3108200byFrequency|by1000genomesMG-175-tumorMG-175-normal + 3 2040 c.810A>G

G A rs2227983byFrequency|by1000genomesMG-175-tumorMG-175-normal + 13 1739 c.1562G>A

C T rs2229265byFrequency|by1000genomesMG-175-tumorMG-175-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-175-tumorMG-175-normal - 21 3503 c.3501A>T

C T rs2229975by1000genomesMG-175-tumorMG-175-normal - 5 927 c.852G>A

G A rs12729662byFrequency|by1000genomesMG-175-tumorMG-175-normal - 3 8430 c.8355C>T

C G rs11552052byFrequency|by1000genomesMG-175-tumorMG-175-normal + 16 2316 c.2226C>G

T C MG-175-tumorMG-175-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-175-tumorMG-175-normal - 37 5440 c.5234G>A

C T rs146788089 MG-175-tumorMG-175-normal + 8 1265 c.1213C>T

G A rs13054014byFrequency|by1000genomesMG-175-tumorMG-175-normal + 2 569 c.210G>A

G T rs35546150byFrequency|by1000genomesMG-175-tumorMG-175-normal - 73 12171 c.11200C>A

C A rs6453022by1000genomesMG-175-tumorMG-175-normal + 7 1027 c.851C>A

C T rs2273779byFrequency|by1000genomesMG-175-tumorMG-175-normal + 6 583 c.538C>T

T C rs61942218by1000genomesMG-175-tumorMG-175-normal - 38 10670 c.10671A>G

G A rs142702316byFrequencyMG-175-tumorMG-175-normal + 1 160 c.108G>A

C G rs180743 by1000genomesMG-175-tumorMG-175-normal + 2 1315 c.1282C>G

G A MG-175-tumorMG-175-normal + 8 1223 c.999G>A

T C rs13155212|rs34364709byFrequency|by1000genomesMG-176-tumorMG-176-normal + 7 1597 c.1215T>C

C T rs3745764byFrequency|by1000genomesMG-176-tumorMG-176-normal + 9 2705 c.1064C>T

G A rs144383071byFrequencyMG-176-tumorMG-176-normal - 3 3345 c.3270C>T

T C rs831043 byFrequency|by1000genomesMG-176-tumorMG-176-normal - 21 3354 c.3069A>G

T C rs4989318by1000genomesMG-176-tumorMG-176-normal - 4 1325 c.1130A>G

C A rs34400049byFrequency|by1000genomesMG-176-tumorMG-176-normal + 14 2474 c.2092C>A

T C MG-176-tumorMG-176-normal - 3 305 c.270A>G

A G rs3737940byFrequency|by1000genomesMG-176-tumorMG-176-normal + 7 3183 c.3138A>G

C T rs1386356byFrequency|by1000genomesMG-176-tumorMG-176-normal - 85 14018 c.13047G>A

A G MG-176-tumorMG-176-normal - 1 440 c.441T>C

C G MG-176-tumorMG-176-normal + 15 1321 c.1321C>G

C T MG-176-tumorMG-176-normal + 3 423 c.43C>T

G A rs62070401by1000genomesMG-176-tumorMG-176-normal - 12 2205 c.2162C>T

C T rs77376932byFrequencyMG-176-tumorMG-176-normal - 3 3235 c.3160G>A

C A rs147651089 MG-176-tumorMG-176-normal + 2 199 c.90C>A

C A MG-176-tumorMG-176-normal + 5 631 c.409C>A

C T rs148908983byFrequency|by1000genomesMG-176-tumorMG-176-normal - 3 4375 c.4303G>A

G C rs146249377byFrequencyMG-176-tumorMG-176-normal + 1 3447 c.487G>C

A G rs2229267byFrequency|by1000genomesMG-176-tumorMG-176-normal - 29 5160 c.4875T>C

A G MG-176-tumorMG-176-normal + 1 861 c.861A>G

G T rs2075249byFrequency|by1000genomesMG-176-tumorMG-176-normal - 21 3339 c.3054C>A

C T rs71299249|rs77022425byFrequencyMG-176-tumorMG-176-normal + 1 3677 c.717C>T

C T rs2931423by1000genomesMG-176-tumorMG-176-normal + 19 2459 c.2283C>T

T C rs35790097byFrequency|by1000genomesMG-176-tumorMG-176-normal + 1 184 c.106T>C

G A rs2275527byFrequency|by1000genomesMG-176-tumorMG-176-normal - 39 5629 c.5553C>T

G T rs41268673by1000genomesMG-176-tumorMG-176-normal - 12 2171 c.1831C>A



A G rs4143768byFrequency|by1000genomesMG-176-tumorMG-176-normal - 10 6783 c.6195T>C

T C rs2241190byFrequency|by1000genomesMG-176-tumorMG-176-normal - 17 2745 c.2460A>G

A G MG-176-tumorMG-176-normal + 1 448 c.448A>G

T C rs16921260by1000genomesMG-176-tumorMG-176-normal + 1 1073 c.773T>C

C T rs62478357byFrequencyMG-176-tumorMG-176-normal - 8 1268 c.1050G>A

A G rs11016073byFrequency|by1000genomesMG-176-tumorMG-176-normal - 13 6677 c.6302T>C

C T rs145384264byFrequency|by1000genomesMG-176-tumorMG-176-normal - 30 5370 c.5085G>A

C T rs61730641by1000genomesMG-176-tumorMG-176-normal + 46 7637 c.7157C>T

G A rs56043170 MG-176-tumorMG-176-normal + 1 1442 c.1142G>A

A G rs2229268byFrequency|by1000genomesMG-176-tumorMG-176-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-176-tumorMG-176-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-176-tumorMG-176-normal - 13 5919 c.5544G>A

C A rs2973558by1000genomesMG-176-tumorMG-176-normal + 20 2514 c.2338C>A

G A rs7624750byFrequency|by1000genomesMG-176-tumorMG-176-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-176-tumorMG-176-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-176-tumorMG-176-normal - 18 3000 c.2874G>T

C T rs872665 by1000genomesMG-176-tumorMG-176-normal - 7 1855 c.1519G>A

A G rs33954745byFrequency|by1000genomesMG-176-tumorMG-176-normal - 17 2661 c.2376T>C

A G rs9653483by1000genomesMG-176-tumorMG-176-normal - 21 5040 c.4953T>C

A G MG-176-tumorMG-176-normal + 1 1053 c.1053A>G

T C rs9851685byFrequency|by1000genomesMG-176-tumorMG-176-normal + 23 2508 c.2274T>C

T C rs62070402by1000genomesMG-176-tumorMG-176-normal - 12 2105 c.2062A>G

T C rs9646771by1000genomesMG-176-tumorMG-176-normal - 4 787 c.447A>G

A G rs2227973byFrequency|by1000genomesMG-176-tumorMG-176-normal + 2 2571 c.2459A>G

T C rs74597491byFrequency|by1000genomesMG-176-tumorMG-176-normal - 9 2185 c.1849A>G

G A rs138960023by1000genomesMG-176-tumorMG-176-normal + 10 1348 c.1158G>A

T C rs4149056byFrequency|by1000genomesMG-176-tumorMG-176-normal + 6 617 c.521T>C

G T rs146238849byFrequency|by1000genomesMG-176-tumorMG-176-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-176-tumorMG-176-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-176-tumorMG-176-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-176-tumorMG-176-normal + 1 144 c.57C>T

A G rs7762830by1000genomesMG-176-tumorMG-176-normal + 14 2120 c.1921A>G

T C rs7275 by1000genomesMG-176-tumorMG-176-normal + 35 5267 c.4983T>C

C T rs151233 by1000genomesMG-176-tumorMG-176-normal + 2 99 c.66C>T

G A MG-176-tumorMG-176-normal - 1 288 c.237C>T

G T rs11952292byFrequency|by1000genomesMG-176-tumorMG-176-normal + 1 2442 c.2442G>T

G A rs1718878byFrequency|by1000genomesMG-176-tumorMG-176-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-176-tumorMG-176-normal + 2 1911 c.804G>C

A G MG-176-tumorMG-176-normal + 1 492 c.492A>G

C G rs2282302byFrequency|by1000genomesMG-176-tumorMG-176-normal - 3 965 c.893G>C

A G rs113995284byFrequency|by1000genomesMG-176-tumorMG-176-normal + 7 1761 c.1673A>G

G A rs1713982byFrequency|by1000genomesMG-176-tumorMG-176-normal + 15 2261 c.1848G>A

G T rs11054277 MG-176-tumorMG-176-normal - 3 652 c.617C>A

A G MG-176-tumorMG-176-normal - 15 1346 c.1346T>C

A G rs13346368by1000genomesMG-176-tumorMG-176-normal + 10 3324 c.3130A>G

G C rs149007883byFrequency|by1000genomesMG-176-tumorMG-176-normal + 2 420 c.305G>C

T C rs2229263byFrequency|by1000genomesMG-176-tumorMG-176-normal - 3 533 c.248A>G



G A rs16825150byFrequency|by1000genomesMG-176-tumorMG-176-normal + 7 954 c.909G>A

T C rs140856347by1000genomesMG-176-tumorMG-176-normal - 20 3525 c.3438A>G

T C rs831042 byFrequency|by1000genomesMG-176-tumorMG-176-normal - 24 3945 c.3660A>G

A G rs2973568by1000genomesMG-176-tumorMG-176-normal + 13 1856 c.1680A>G

G A MG-176-tumorMG-176-normal + 1 1032 c.1032G>A

C T rs55993306by1000genomesMG-176-tumorMG-176-normal - 20 3946 c.3859G>A

G A rs71299249|rs76723438byFrequency|by1000genomesMG-176-tumorMG-176-normal + 1 3698 c.738G>A

T G rs61729530by1000genomesMG-176-tumorMG-176-normal - 15 2408 c.1998A>C

A T rs6685892byFrequency|by1000genomesMG-176-tumorMG-176-normal - 34 7560 c.7341T>A

C T rs16843864byFrequency|by1000genomesMG-176-tumorMG-176-normal - 69 11621 c.10650G>A

T C rs1048500byFrequency|by1000genomesMG-176-tumorMG-176-normal + 2 1791 c.684T>C

C T rs139729752byFrequencyMG-176-tumorMG-176-normal - 3 398 c.328G>A

G A rs41267702byFrequency|by1000genomesMG-176-tumorMG-176-normal - 9 3086 c.2150C>T

C G rs143879890by1000genomesMG-176-tumorMG-176-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-176-tumorMG-176-normal + 7 1855 c.1810A>G

G A rs10845349 MG-176-tumorMG-176-normal - 3 855 c.820C>T

T C rs114554412byFrequency|by1000genomesMG-176-tumorMG-176-normal - 3 748 c.408A>G

T C rs7935 byFrequency|by1000genomesMG-176-tumorMG-176-normal + 9 1808 c.1524T>C

A G rs33917957byFrequency|by1000genomesMG-176-tumorMG-176-normal + 2 1324 c.1124A>G

A G rs4444457byFrequency|by1000genomesMG-176-tumorMG-176-normal - 54 9497 c.8526T>C

T A rs17337023byFrequency|by1000genomesMG-176-tumorMG-176-normal + 16 2064 c.1887T>A

T C rs7744765by1000genomesMG-176-tumorMG-176-normal + 14 1929 c.1730T>C

C T MG-176-tumorMG-176-normal - 8 1256 c.1038G>A

A G MG-176-tumorMG-176-normal + 5 920 c.640A>G

A G rs61753736byFrequency|by1000genomesMG-176-tumorMG-176-normal - 66 10707 c.10463T>C

T C MG-176-tumorMG-176-normal - 15 2960 c.2624A>G

G A MG-176-tumorMG-176-normal + 1 302 c.302G>A

C G MG-176-tumorMG-176-normal - 6 391 c.347G>C

C T rs3749645by1000genomesMG-176-tumorMG-176-normal + 24 3194 c.3018C>T

A C rs76437836byFrequencyMG-176-tumorMG-176-normal - 3 142 c.98T>G

C T rs35775721byFrequency|by1000genomesMG-176-tumorMG-176-normal + 2 734 c.534C>T

C T rs7300444byFrequency|by1000genomesMG-176-tumorMG-176-normal + 19 5383 c.4740C>T

T A rs2060198byFrequency|by1000genomesMG-176-tumorMG-176-normal + 27 5204 c.4914T>A

G A rs2227983byFrequency|by1000genomesMG-176-tumorMG-176-normal + 13 1739 c.1562G>A

G A rs16885 byFrequency|by1000genomesMG-176-tumorMG-176-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-176-tumorMG-176-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-176-tumorMG-176-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-176-tumorMG-176-normal + 12 1838 c.1458T>C

G A rs143224517byFrequency|by1000genomesMG-176-tumorMG-176-normal - 3 219 c.87C>T

G A rs34395441by1000genomesMG-176-tumorMG-176-normal + 2 2563 c.2530G>A

G A rs20539 byFrequency|by1000genomesMG-176-tumorMG-176-normal + 20 3152 c.3111G>A

A T rs111657679byFrequency|by1000genomesMG-176-tumorMG-176-normal - 7 516 c.149T>A

T C rs12731746byFrequency|by1000genomesMG-176-tumorMG-176-normal - 11 1394 c.897A>G

C T MG-176-tumorMG-176-normal - 8 1260 c.1042G>A

T G rs1889323by1000genomesMG-176-tumorMG-176-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-176-tumorMG-176-normal - 24 4324 c.3988T>A

G A rs3793379byFrequency|by1000genomesMG-176-tumorMG-176-normal + 32 4159 c.3882G>A



G A rs3810479byFrequency|by1000genomesMG-176-tumorMG-176-normal - 17 7692 c.7623C>T

G A rs4962081byFrequency|by1000genomesMG-176-tumorMG-176-normal - 22 3050 c.2829C>T

A G rs7220394byFrequency|by1000genomesMG-176-tumorMG-176-normal - 12 1509 c.1416T>C

C T rs11121691byFrequency|by1000genomesMG-176-tumorMG-176-normal - 49 6985 c.6909G>A

A T rs35586704byFrequencyMG-176-tumorMG-176-normal - 34 7442 c.7223T>A

A G rs151306742by1000genomesMG-176-tumorMG-176-normal + 4 729 c.285A>G

G A MG-176-tumorMG-176-normal + 12 918 c.918G>A

C A MG-176-tumorMG-176-normal + 1 706 c.706C>A

A G MG-176-tumorMG-176-normal + 20 3719 c.3642A>G

G T rs3212254byFrequency|by1000genomesMG-176-tumorMG-176-normal - 10 1693 c.1475C>A

C T rs2078478by1000genomesMG-176-tumorMG-176-normal - 5 411 c.392G>A

T C rs72676907byFrequency|by1000genomesMG-176-tumorMG-176-normal + 3 517 c.327T>C

A G rs11703655by1000genomesMG-176-tumorMG-176-normal - 4 925 c.818T>C

G A MG-176-tumorMG-176-normal + 1 678 c.678G>A

A C rs62534884by1000genomesMG-176-tumorMG-176-normal + 4 892 c.683A>C

C A rs3739298byFrequency|by1000genomesMG-176-tumorMG-176-normal - 9 2230 c.1821G>T

A G rs28624496 MG-176-tumorMG-176-normal - 1 626 c.196T>C

A G MG-176-tumorMG-176-normal - 6 386 c.342T>C

G A rs79863383byFrequency|by1000genomesMG-176-tumorMG-176-normal - 4 1403 c.1190C>T

G A rs2271189byFrequency|by1000genomesMG-176-tumorMG-176-normal + 27 3788 c.3348G>A

T C rs17114803byFrequency|by1000genomesMG-176-tumorMG-176-normal + 11 1465 c.1299T>C

G A rs2973566by1000genomesMG-176-tumorMG-176-normal + 14 1930 c.1754G>A

G C MG-176-tumorMG-176-normal + 11 1677 c.1600G>C

A T MG-176-tumorMG-176-normal + 5 579 c.199A>T

A G rs1136159byFrequency|by1000genomesMG-176-tumorMG-176-normal - 10 1068 c.860T>C

G A MG-176-tumorMG-176-normal + 1 159 c.159G>A

A G rs17078605byFrequency|by1000genomesMG-176-tumorMG-176-normal - 10 10694 c.10106T>C

A C rs881732 by1000genomesMG-176-tumorMG-176-normal + 17 1912 c.1092A>C

G A rs11177 byFrequency|by1000genomesMG-176-tumorMG-176-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-176-tumorMG-176-normal - 2 514 c.174G>A

G A rs2228000byFrequency|by1000genomesMG-176-tumorMG-176-normal - 9 1710 c.1496C>T

G C rs34897046byFrequency|by1000genomesMG-176-tumorMG-176-normal - 9 873 c.623C>G

T C rs543304 byFrequency|by1000genomesMG-176-tumorMG-176-normal + 11 4034 c.3807T>C

C T rs1035938by1000genomesMG-176-tumorMG-176-normal + 6 1538 c.1344C>T

T C rs41266134byFrequency|by1000genomesMG-176-tumorMG-176-normal - 3 1625 c.1550A>G

A G rs75639578 MG-176-tumorMG-176-normal - 3 6552 c.6477T>C

C T MG-176-tumorMG-176-normal + 4 425 c.180C>T

G T MG-176-tumorMG-176-normal - 4 372 c.335C>A

G C MG-176-tumorMG-176-normal - 5 1009 c.1010C>G

G A rs1128761byFrequency|by1000genomesMG-176-tumorMG-176-normal + 7 1219 c.966G>A

C T rs3812458byFrequency|by1000genomesMG-176-tumorMG-176-normal + 22 2662 c.2385C>T

T G rs35793438byFrequency|by1000genomesMG-176-tumorMG-176-normal - 22 2698 c.2448A>C

A G MG-176-tumorMG-176-normal + 1 1014 c.1014A>G

C A rs138908625byFrequency|by1000genomesMG-176-tumorMG-176-normal - 8 1357 c.1139G>T

G A rs149651686|rs76723236by1000genomesMG-176-tumorMG-176-normal - 11 977 c.610C>T

G A rs1800725byFrequency|by1000genomesMG-176-tumorMG-176-normal + 11 1730 c.1100G>A

T C rs7716253by1000genomesMG-176-tumorMG-176-normal + 8 1121 c.945T>C



C T rs34315566byFrequency|by1000genomesMG-176-tumorMG-176-normal + 35 5595 c.4527C>T

T C rs11886219byFrequency|by1000genomesMG-176-tumorMG-176-normal - 36 6144 c.5859A>G

A C rs76504934by1000genomesMG-176-tumorMG-176-normal - 4 464 c.427T>G

A G rs9552929byFrequency|by1000genomesMG-176-tumorMG-176-normal - 10 9441 c.8853T>C

C T rs2273779byFrequency|by1000genomesMG-176-tumorMG-176-normal + 6 583 c.538C>T

T C rs11054276 MG-176-tumorMG-176-normal - 3 667 c.632A>G

G A rs143684430byFrequencyMG-176-tumorMG-176-normal - 3 6591 c.6516C>T

G A rs35535379 MG-176-tumorMG-176-normal - 3 3130 c.2274C>T

G C rs45469098by1000genomesMG-176-tumorMG-176-normal - 1 255 c.256C>G

G C rs62070406by1000genomesMG-176-tumorMG-176-normal - 9 1754 c.1711C>G

G A rs2289247byFrequency|by1000genomesMG-176-tumorMG-176-normal + 11 1273 c.1063G>A

C T rs3796031byFrequency|by1000genomesMG-176-tumorMG-176-normal - 17 2399 c.1947G>A

A T MG-176-tumorMG-176-normal + 19 1977 c.1845A>T

G C MG-176-tumorMG-176-normal - 2 625 c.532C>G

T C MG-176-tumorMG-176-normal + 1 910 c.910T>C

T C rs56145533byFrequency|by1000genomesMG-176-tumorMG-176-normal - 5 4496 c.4283A>G

G A rs34949187by1000genomesMG-176-tumorMG-176-normal + 6 1198 c.824G>A

C T MG-176-tumorMG-176-normal - 3 5767 c.5692G>A

C T rs61740268by1000genomesMG-176-tumorMG-176-normal + 1 861 c.561C>T

T G MG-176-tumorMG-176-normal - 4 1698 c.1225A>C

A G rs2737699byFrequency|by1000genomesMG-176-tumorMG-176-normal - 10 12892 c.12304T>C

C T MG-176-tumorMG-176-normal - 3 370 c.335G>A

G A MG-176-tumorMG-176-normal - 7 889 c.796C>T

A G rs4659654byFrequency|by1000genomesMG-176-tumorMG-176-normal - 16 2000 c.1503T>C

G A rs17608189byFrequency|by1000genomesMG-176-tumorMG-176-normal - 3 754 c.510C>T

C T rs2229265byFrequency|by1000genomesMG-176-tumorMG-176-normal - 54 10788 c.10503G>A

T C rs41277507byFrequency|by1000genomesMG-176-tumorMG-176-normal - 4 1514 c.652A>G

T A rs17264436byFrequency|by1000genomesMG-176-tumorMG-176-normal - 21 3503 c.3501A>T

G A rs151001106byFrequencyMG-176-tumorMG-176-normal + 1 192 c.140G>A

C T rs145017650byFrequencyMG-176-tumorMG-176-normal - 4 300 c.168G>A

G T rs147825872 MG-176-tumorMG-176-normal + 20 4359 c.4282G>T

G A rs12729662byFrequency|by1000genomesMG-176-tumorMG-176-normal - 3 8430 c.8355C>T

G A MG-176-tumorMG-176-normal + 1 171 c.171G>A

A G rs17443123by1000genomesMG-176-tumorMG-176-normal + 5 915 c.750A>G

T C MG-176-tumorMG-176-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-176-tumorMG-176-normal - 37 5440 c.5234G>A

C G rs149605490by1000genomesMG-176-tumorMG-176-normal + 3 1000 c.781C>G

A T MG-176-tumorMG-176-normal + 5 625 c.403A>T

G T rs13231116byFrequency|by1000genomesMG-176-tumorMG-176-normal - 37 7452 c.7234C>A

T C rs141049734byFrequencyMG-176-tumorMG-176-normal - 18 3186 c.2968A>G

A G rs9667 by1000genomesMG-176-tumorMG-176-normal + 3 354 c.168A>G

C A rs6453022by1000genomesMG-176-tumorMG-176-normal + 7 1027 c.851C>A

C T rs61741409by1000genomesMG-176-tumorMG-176-normal - 4 948 c.841G>A

G A rs142702316byFrequencyMG-176-tumorMG-176-normal + 1 160 c.108G>A

C T rs2229975by1000genomesMG-176-tumorMG-176-normal - 5 927 c.852G>A

C T MG-176-tumorMG-176-normal - 10 2198 c.1984G>A

T C rs831043 byFrequency|by1000genomesMG-177-tumorMG-177-normal - 21 3354 c.3069A>G



A T MG-177-tumorMG-177-normal - 2 180 c.93T>A

T C rs34133748|rs28690647MG-177-tumorMG-177-normal - 15 1649 c.1494A>G

A C rs9332801byFrequency|by1000genomesMG-177-tumorMG-177-normal + 10 4307 c.4284A>C

T C rs140192268byFrequency|by1000genomesMG-177-tumorMG-177-normal + 6 1398 c.1114T>C

A G rs3737940byFrequency|by1000genomesMG-177-tumorMG-177-normal + 7 3183 c.3138A>G

C T rs58473148by1000genomesMG-177-tumorMG-177-normal - 8 1195 c.1044G>A

C T rs1386356byFrequency|by1000genomesMG-177-tumorMG-177-normal - 85 14018 c.13047G>A

A G MG-177-tumorMG-177-normal - 1 440 c.441T>C

A G MG-177-tumorMG-177-normal - 11 815 c.771T>C

C T MG-177-tumorMG-177-normal - 3 300 c.263G>A

C T rs77791636by1000genomesMG-177-tumorMG-177-normal + 6 1132 c.1080C>T

G A rs41274506byFrequency|by1000genomesMG-177-tumorMG-177-normal - 56 7531 c.7455C>T

C T rs11558834byFrequency|by1000genomesMG-177-tumorMG-177-normal + 11 3321 c.2940C>T

A G MG-177-tumorMG-177-normal + 1 861 c.861A>G

G T rs2075249byFrequency|by1000genomesMG-177-tumorMG-177-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-177-tumorMG-177-normal + 19 2459 c.2283C>T

G A MG-177-tumorMG-177-normal + 3 687 c.246G>A

A T MG-177-tumorMG-177-normal + 5 625 c.403A>T

T C rs141049734byFrequencyMG-177-tumorMG-177-normal - 18 3186 c.2968A>G

T A rs56279059by1000genomesMG-177-tumorMG-177-normal - 3 1034 c.502A>T

A G MG-177-tumorMG-177-normal + 1 448 c.448A>G

A G rs41304577 MG-177-tumorMG-177-normal - 4 1006 c.691T>C

A G rs141480481by1000genomesMG-177-tumorMG-177-normal + 4 1425 c.1342A>G

G A rs61730875byFrequency|by1000genomesMG-177-tumorMG-177-normal - 20 3374 c.2877C>T

G A rs35678076byFrequency|by1000genomesMG-177-tumorMG-177-normal + 5 1417 c.1137G>A

C A rs3739298byFrequency|by1000genomesMG-177-tumorMG-177-normal - 9 2230 c.1821G>T

A G rs11016073byFrequency|by1000genomesMG-177-tumorMG-177-normal - 13 6677 c.6302T>C

T C rs766894 by1000genomesMG-177-tumorMG-177-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-177-tumorMG-177-normal - 8 1357 c.1139G>T

G A rs139799138byFrequencyMG-177-tumorMG-177-normal - 3 6574 c.6499C>T

A G rs6694078byFrequency|by1000genomesMG-177-tumorMG-177-normal + 11 2688 c.2575A>G

A G rs143025184byFrequencyMG-177-tumorMG-177-normal - 1 42 c.5T>C

T C rs2016607byFrequency|by1000genomesMG-177-tumorMG-177-normal + 10 2002 c.1722T>C

A G rs2229268byFrequency|by1000genomesMG-177-tumorMG-177-normal - 61 11886 c.11601T>C

C T MG-177-tumorMG-177-normal - 11 3708 c.3299G>A

T G MG-177-tumorMG-177-normal - 2 584 c.52A>C

A G rs2229267byFrequency|by1000genomesMG-177-tumorMG-177-normal - 29 5160 c.4875T>C

A G rs3108200byFrequency|by1000genomesMG-177-tumorMG-177-normal + 3 2040 c.810A>G

C T rs210498 by1000genomesMG-177-tumorMG-177-normal - 23 1885 c.1518G>A

T C rs7716253by1000genomesMG-177-tumorMG-177-normal + 8 1121 c.945T>C

C A rs2973558by1000genomesMG-177-tumorMG-177-normal + 20 2514 c.2338C>A

C T rs121912664 MG-177-tumorMG-177-normal - 10 1199 c.1010G>A

G A rs76894284by1000genomesMG-177-tumorMG-177-normal - 13 2365 c.2289C>T

C A rs6738031by1000genomesMG-177-tumorMG-177-normal - 18 3000 c.2874G>T

T C rs142304809byFrequencyMG-177-tumorMG-177-normal - 9 1291 c.1259A>G

G A MG-177-tumorMG-177-normal + 16 1320 c.1134G>A

A G rs10853307by1000genomesMG-177-tumorMG-177-normal - 3 1368 c.836T>C



C T rs55669340byFrequencyMG-177-tumorMG-177-normal + 17 2224 c.2047C>T

T C rs9646771by1000genomesMG-177-tumorMG-177-normal - 4 787 c.447A>G

C T rs2274550by1000genomesMG-177-tumorMG-177-normal + 54 8820 c.8286C>T

A G rs2227973byFrequency|by1000genomesMG-177-tumorMG-177-normal + 2 2571 c.2459A>G

G A MG-177-tumorMG-177-normal - 4 836 c.837C>T

G A rs16847812byFrequency|by1000genomesMG-177-tumorMG-177-normal + 4 978 c.865G>A

C G rs3818764by1000genomesMG-177-tumorMG-177-normal - 4 1331 c.995G>C

C G rs147865267byFrequencyMG-177-tumorMG-177-normal - 4 1304 c.1234G>C

C T rs26505 byFrequency|by1000genomesMG-177-tumorMG-177-normal + 1 144 c.57C>T

G A rs2229266byFrequency|by1000genomesMG-177-tumorMG-177-normal - 6 924 c.639C>T

A G rs7762830by1000genomesMG-177-tumorMG-177-normal + 14 2120 c.1921A>G

G A MG-177-tumorMG-177-normal - 4 653 c.338C>T

C G MG-177-tumorMG-177-normal - 16 3401 c.3174G>C

T C MG-177-tumorMG-177-normal + 1 732 c.732T>C

G T rs6748626byFrequency|by1000genomesMG-177-tumorMG-177-normal - 20 4043 c.3072C>A

C G MG-177-tumorMG-177-normal - 11 1506 c.1035G>C

G A rs3810485by1000genomesMG-177-tumorMG-177-normal - 8 6116 c.6047C>T

G A rs56145411byFrequency|by1000genomesMG-177-tumorMG-177-normal + 4 1211 c.1124G>A

T C MG-177-tumorMG-177-normal - 3 305 c.270A>G

G A MG-177-tumorMG-177-normal - 31 5760 c.5685C>T

G A rs61753697byFrequency|by1000genomesMG-177-tumorMG-177-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-177-tumorMG-177-normal + 2 2118 c.2085A>G

T C rs61839057byFrequencyMG-177-tumorMG-177-normal - 4 444 c.129A>G

T A rs17337023byFrequency|by1000genomesMG-177-tumorMG-177-normal + 16 2064 c.1887T>A

C T rs151182657byFrequencyMG-177-tumorMG-177-normal - 9 1295 c.1263G>A

A G MG-177-tumorMG-177-normal + 1 492 c.492A>G

T G rs79385100by1000genomesMG-177-tumorMG-177-normal - 11 1929 c.1930A>C

A G MG-177-tumorMG-177-normal - 15 1346 c.1346T>C

T C rs79940627 MG-177-tumorMG-177-normal - 3 6118 c.6043A>G

C T rs2071702byFrequency|by1000genomesMG-177-tumorMG-177-normal + 27 7277 c.7254C>T

C T rs116355400byFrequency|by1000genomesMG-177-tumorMG-177-normal + 11 2618 c.2505C>T

A G rs2973568by1000genomesMG-177-tumorMG-177-normal + 13 1856 c.1680A>G

G A MG-177-tumorMG-177-normal + 1 1032 c.1032G>A

C T rs55993306by1000genomesMG-177-tumorMG-177-normal - 20 3946 c.3859G>A

T C rs2229263byFrequency|by1000genomesMG-177-tumorMG-177-normal - 3 533 c.248A>G

C T MG-177-tumorMG-177-normal + 2 1958 c.1846C>T

C T rs16843864byFrequency|by1000genomesMG-177-tumorMG-177-normal - 69 11621 c.10650G>A

C T rs28997582byFrequency|by1000genomesMG-177-tumorMG-177-normal + 29 4337 c.4053C>T

C T rs45443899byFrequency|by1000genomesMG-177-tumorMG-177-normal + 2 304 c.217C>T

A G rs61831150byFrequency|by1000genomesMG-177-tumorMG-177-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-177-tumorMG-177-normal - 19 3392 c.3393C>G

G A rs10845349 MG-177-tumorMG-177-normal - 3 855 c.820C>T

T C rs543304 byFrequency|by1000genomesMG-177-tumorMG-177-normal + 11 4034 c.3807T>C

T C rs7935 byFrequency|by1000genomesMG-177-tumorMG-177-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-177-tumorMG-177-normal - 2 514 c.174G>A

G T rs146238849byFrequency|by1000genomesMG-177-tumorMG-177-normal - 8 1391 c.1173C>A

T C rs2385167byFrequency|by1000genomesMG-177-tumorMG-177-normal + 14 2088 c.1998T>C



T C rs143154682byFrequency|by1000genomesMG-177-tumorMG-177-normal - 4 406 c.91A>G

T C rs143332174by1000genomesMG-177-tumorMG-177-normal - 3 244 c.207A>G

T C MG-177-tumorMG-177-normal + 1 520 c.520T>C

C T rs12708402by1000genomesMG-177-tumorMG-177-normal - 16 3405 c.3178G>A

T C rs7744765by1000genomesMG-177-tumorMG-177-normal + 14 1929 c.1730T>C

G A rs16843826byFrequency|by1000genomesMG-177-tumorMG-177-normal - 77 12698 c.11727C>T

A C rs76504934by1000genomesMG-177-tumorMG-177-normal - 4 464 c.427T>G

A C rs76437836byFrequencyMG-177-tumorMG-177-normal - 3 142 c.98T>G

A G rs9667 by1000genomesMG-177-tumorMG-177-normal + 3 354 c.168A>G

T C rs2450122byFrequency|by1000genomesMG-177-tumorMG-177-normal - 10 2089 c.2004A>G

T C MG-177-tumorMG-177-normal + 1 139 c.139T>C

G A rs34949187by1000genomesMG-177-tumorMG-177-normal + 6 1198 c.824G>A

C T rs7300444byFrequency|by1000genomesMG-177-tumorMG-177-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-177-tumorMG-177-normal + 17 1912 c.1092A>C

G A rs34916904byFrequency|by1000genomesMG-177-tumorMG-177-normal - 13 2869 c.2494C>T

G A rs16885 byFrequency|by1000genomesMG-177-tumorMG-177-normal - 9 3193 c.2257C>T

A G MG-177-tumorMG-177-normal + 1 1053 c.1053A>G

C T rs2973571by1000genomesMG-177-tumorMG-177-normal + 12 1807 c.1631C>T

T C rs146307712by1000genomesMG-177-tumorMG-177-normal + 16 1462 c.1462T>C

T C rs2229992byFrequency|by1000genomesMG-177-tumorMG-177-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-177-tumorMG-177-normal - 17 2745 c.2460A>G

A G rs3822625by1000genomesMG-177-tumorMG-177-normal + 14 3084 c.3084A>G

G A rs16898013byFrequency|by1000genomesMG-177-tumorMG-177-normal + 13 1938 c.1848G>A

T C rs7275 by1000genomesMG-177-tumorMG-177-normal + 35 5267 c.4983T>C

C T rs2269654byFrequency|by1000genomesMG-177-tumorMG-177-normal + 11 2687 c.2574C>T

T C rs79492089by1000genomesMG-177-tumorMG-177-normal + 3 395 c.292T>C

A G rs117099452byFrequency|by1000genomesMG-177-tumorMG-177-normal + 27 10341 c.10318A>G

G C rs148831284byFrequencyMG-177-tumorMG-177-normal - 13 8847 c.8472C>G

G A rs17591320byFrequency|by1000genomesMG-177-tumorMG-177-normal - 3 657 c.466C>T

A G rs2227985byFrequency|by1000genomesMG-177-tumorMG-177-normal + 9 1878 c.1497A>G

T C rs1050476byFrequency|by1000genomesMG-177-tumorMG-177-normal + 7 2254 c.1695T>C

C T rs3796032byFrequency|by1000genomesMG-177-tumorMG-177-normal - 17 2381 c.1929G>A

G A rs4514247byFrequency|by1000genomesMG-177-tumorMG-177-normal - 3 878 c.808C>T

T C rs7714670by1000genomesMG-177-tumorMG-177-normal + 6 849 c.673T>C

C T rs17605476by1000genomesMG-177-tumorMG-177-normal + 5 1338 c.1140C>T

T C rs2075252byFrequency|by1000genomesMG-177-tumorMG-177-normal - 66 12565 c.12280A>G

C A MG-177-tumorMG-177-normal + 1 706 c.706C>A

A G MG-177-tumorMG-177-normal + 1 23 c.23A>G

A T rs6685892byFrequency|by1000genomesMG-177-tumorMG-177-normal - 34 7560 c.7341T>A

G A MG-177-tumorMG-177-normal + 1 130 c.78G>A

G A MG-177-tumorMG-177-normal - 34 8400 c.8401C>T

G A MG-177-tumorMG-177-normal + 1 678 c.678G>A

A G rs149271 by1000genomesMG-177-tumorMG-177-normal + 2 543 c.510A>G

G T rs35546150byFrequency|by1000genomesMG-177-tumorMG-177-normal - 73 12171 c.11200C>A

T C rs45520238 MG-177-tumorMG-177-normal - 1 2574 c.1620A>G

A T rs2074930byFrequency|by1000genomesMG-177-tumorMG-177-normal + 9 1056 c.1016A>T

G C rs3088074byFrequency|by1000genomesMG-177-tumorMG-177-normal - 9 2999 c.2785C>G



T C rs539858|rs78098996byFrequency|by1000genomesMG-177-tumorMG-177-normal - 20 3029 c.3024A>G

C G rs2229070byFrequency|by1000genomesMG-177-tumorMG-177-normal + 11 2733 c.2352C>G

G A MG-177-tumorMG-177-normal + 1 159 c.159G>A

C T MG-177-tumorMG-177-normal - 5 857 c.269G>A

G C rs61731528by1000genomesMG-177-tumorMG-177-normal - 5 1442 c.901C>G

G A rs142837205byFrequencyMG-177-tumorMG-177-normal - 14 1589 c.1549C>T

A G rs180744 by1000genomesMG-177-tumorMG-177-normal + 2 1719 c.1686A>G

A G rs7107305byFrequency|by1000genomesMG-177-tumorMG-177-normal + 21 5702 c.5679A>G

A G rs150594 byFrequency|by1000genomesMG-177-tumorMG-177-normal - 13 1559 c.1356T>C

T G rs3208659 MG-177-tumorMG-177-normal - 7 871 c.778A>C

C T MG-177-tumorMG-177-normal - 8 1256 c.1038G>A

G A rs59505617by1000genomesMG-177-tumorMG-177-normal - 6 1756 c.1434C>T

C T rs11540652 MG-177-tumorMG-177-normal - 7 875 c.743G>A

G A MG-177-tumorMG-177-normal - 31 6751 c.6752C>T

T C rs831042 byFrequency|by1000genomesMG-177-tumorMG-177-normal - 24 3945 c.3660A>G

G A rs2248407byFrequency|by1000genomesMG-177-tumorMG-177-normal - 4 1003 c.918C>T

G A rs111886222by1000genomesMG-177-tumorMG-177-normal - 9 4963 c.4754C>T

G A rs12104022by1000genomesMG-177-tumorMG-177-normal - 3 784 c.252C>T

C T rs137854246|rs34012042byFrequency|by1000genomesMG-177-tumorMG-177-normal + 15 2208 c.1578C>T

A G rs11778209byFrequency|by1000genomesMG-177-tumorMG-177-normal - 39 6448 c.6204T>C

C T rs2229882by1000genomesMG-177-tumorMG-177-normal + 9 1566 c.1566C>T

A G MG-177-tumorMG-177-normal + 5 1438 c.1219A>G

C A MG-177-tumorMG-177-normal - 1 6 c.7G>T

C T rs113970444by1000genomesMG-177-tumorMG-177-normal - 5 4012 c.3803G>A

G T rs138591330by1000genomesMG-177-tumorMG-177-normal - 27 8211 c.7863C>A

G A rs35821928byFrequency|by1000genomesMG-177-tumorMG-177-normal - 52 9293 c.8322C>T

C T rs2853346byFrequency|by1000genomesMG-177-tumorMG-177-normal - 13 5919 c.5544G>A

G A MG-177-tumorMG-177-normal - 16 2880 c.2691C>T

C G rs2509943byFrequency|by1000genomesMG-177-tumorMG-177-normal + 3 776 c.279C>G

G A MG-177-tumorMG-177-normal - 4 1015 c.700C>T

C T rs3796031byFrequency|by1000genomesMG-177-tumorMG-177-normal - 17 2399 c.1947G>A

T C MG-177-tumorMG-177-normal + 1 910 c.910T>C

T G rs61757612byFrequency|by1000genomesMG-177-tumorMG-177-normal - 9 2110 c.1701A>C

C T rs151174 by1000genomesMG-177-tumorMG-177-normal + 2 1740 c.1707C>T

G A rs55855602by1000genomesMG-177-tumorMG-177-normal - 3 1030 c.498C>T

C T rs3814883byFrequency|by1000genomesMG-177-tumorMG-177-normal + 13 2402 c.1359C>T

T C MG-177-tumorMG-177-normal + 1 18 c.18T>C

G A MG-177-tumorMG-177-normal - 8 2642 c.1706C>T

C T rs1050475byFrequency|by1000genomesMG-177-tumorMG-177-normal + 7 1534 c.975C>T

C T rs468525 by1000genomesMG-177-tumorMG-177-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-177-tumorMG-177-normal - 12 2105 c.2062A>G

A G rs2929158by1000genomesMG-177-tumorMG-177-normal - 19 4373 c.4163T>C

G C rs12104021by1000genomesMG-177-tumorMG-177-normal - 3 790 c.258C>G

T G MG-177-tumorMG-177-normal - 4 1698 c.1225A>C

G A MG-177-tumorMG-177-normal + 20 2054 c.1922G>A

T C rs17019360by1000genomesMG-177-tumorMG-177-normal + 17 2524 c.1800T>C

A G rs1385600byFrequency|by1000genomesMG-177-tumorMG-177-normal - 5 1375 c.1290T>C



C T MG-177-tumorMG-177-normal - 3 370 c.335G>A

A G rs3211362byFrequency|by1000genomesMG-177-tumorMG-177-normal - 9 1020 c.846T>C

G A rs2973566by1000genomesMG-177-tumorMG-177-normal + 14 1930 c.1754G>A

G A rs62070401by1000genomesMG-177-tumorMG-177-normal - 12 2205 c.2162C>T

T C rs41277507byFrequency|by1000genomesMG-177-tumorMG-177-normal - 4 1514 c.652A>G

C G rs34693334byFrequency|by1000genomesMG-177-tumorMG-177-normal - 8 1060 c.775G>C

A G MG-177-tumorMG-177-normal - 3 1337 c.805T>C

T C rs17364812byFrequency|by1000genomesMG-177-tumorMG-177-normal + 13 1219 c.1110T>C

A G rs13288443byFrequency|by1000genomesMG-177-tumorMG-177-normal + 11 2036 c.1827A>G

G A MG-177-tumorMG-177-normal + 1 171 c.171G>A

C T rs28934578 MG-177-tumorMG-177-normal - 5 656 c.524G>A

C T rs55863639 MG-177-tumorMG-177-normal - 4 507 c.375G>A

C T rs1801187byFrequency|by1000genomesMG-177-tumorMG-177-normal - 37 5440 c.5234G>A

G A rs62075712by1000genomesMG-177-tumorMG-177-normal - 3 984 c.452C>T

T G rs74842149byFrequencyMG-177-tumorMG-177-normal - 4 1217 c.1147A>C

G A MG-177-tumorMG-177-normal + 4 2480 c.446G>A

G A rs9789047by1000genomesMG-177-tumorMG-177-normal + 10 998 c.998G>A

C T rs57014690by1000genomesMG-177-tumorMG-177-normal - 6 1554 c.1232G>A

C T rs55979329by1000genomesMG-177-tumorMG-177-normal - 3 1257 c.725G>A

T A rs2060198byFrequency|by1000genomesMG-177-tumorMG-177-normal + 27 5204 c.4914T>A

A G rs151306742by1000genomesMG-177-tumorMG-177-normal + 4 729 c.285A>G

C A rs6453022by1000genomesMG-177-tumorMG-177-normal + 7 1027 c.851C>A

C T rs2273779byFrequency|by1000genomesMG-177-tumorMG-177-normal + 6 583 c.538C>T

G A rs61814946byFrequency|by1000genomesMG-177-tumorMG-177-normal - 3 1785 c.1710C>T

G A rs142702316byFrequencyMG-177-tumorMG-177-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-177-tumorMG-177-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-177-tumorMG-177-normal + 2 1315 c.1282C>G

G T rs34135067byFrequency|by1000genomesMG-177-tumorMG-177-normal + 8 1184 c.1018G>T

C T rs61753703byFrequency|by1000genomesMG-18-tumorMG-18-normal + 34 4457 c.4180C>T

A G rs3737940byFrequency|by1000genomesMG-18-tumorMG-18-normal + 7 3183 c.3138A>G

A G rs62077275 MG-18-tumorMG-18-normal - 2 173 c.80T>C

C T rs1386356byFrequency|by1000genomesMG-18-tumorMG-18-normal - 85 14018 c.13047G>A

C T rs1800268byFrequency|by1000genomesMG-18-tumorMG-18-normal - 23 3227 c.3021G>A

G A rs12022217byFrequency|by1000genomesMG-18-tumorMG-18-normal - 3 4602 c.4530C>T

C T MG-18-tumorMG-18-normal - 3 1636 c.1561G>A

G T rs12568784byFrequency|by1000genomesMG-18-tumorMG-18-normal - 3 7202 c.7130C>A

T C MG-18-tumorMG-18-normal + 13 1768 c.1674T>C

C A MG-18-tumorMG-18-normal + 2 342 c.316C>A

A T MG-18-tumorMG-18-normal + 5 625 c.403A>T

T C rs141049734byFrequencyMG-18-tumorMG-18-normal - 18 3186 c.2968A>G

G A MG-18-tumorMG-18-normal + 1 130 c.78G>A

T G rs12145941byFrequency|by1000genomesMG-18-tumorMG-18-normal - 3 1631 c.1556A>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-18-tumorMG-18-normal + 6 830 c.282G>C

C T rs62478357byFrequencyMG-18-tumorMG-18-normal - 8 1268 c.1050G>A

T C rs62070402by1000genomesMG-18-tumorMG-18-normal - 12 2105 c.2062A>G

C A rs138908625byFrequency|by1000genomesMG-18-tumorMG-18-normal - 8 1357 c.1139G>T

C T MG-18-tumorMG-18-normal - 3 1048 c.516G>A



C T rs79448470byFrequency|by1000genomesMG-18-tumorMG-18-normal - 13 6957 c.6888G>A

G A rs149181731byFrequencyMG-18-tumorMG-18-normal + 1 431 c.379G>A

C T rs199930 by1000genomesMG-18-tumorMG-18-normal + 36 5181 c.5016C>T

T C MG-18-tumorMG-18-normal - 20 3938 c.3851A>G

C T rs2853346byFrequency|by1000genomesMG-18-tumorMG-18-normal - 13 5919 c.5544G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-18-tumorMG-18-normal + 7 1073 c.525C>T

C G rs2298258byFrequency|by1000genomesMG-18-tumorMG-18-normal + 12 1698 c.1260C>G

A G rs62077276 MG-18-tumorMG-18-normal - 2 170 c.77T>C

A G rs11016073byFrequency|by1000genomesMG-18-tumorMG-18-normal - 13 6677 c.6302T>C

C A rs6738031by1000genomesMG-18-tumorMG-18-normal - 18 3000 c.2874G>T

T C rs3733406by1000genomesMG-18-tumorMG-18-normal - 10 8361 c.8152A>G

A G rs9653483by1000genomesMG-18-tumorMG-18-normal - 21 5040 c.4953T>C

T C rs62077265 MG-18-tumorMG-18-normal - 3 321 c.228A>G

G A rs3733415by1000genomesMG-18-tumorMG-18-normal - 2 601 c.392C>T

C T rs80001134|rs146166709byFrequencyMG-18-tumorMG-18-normal + 1 291 c.125C>T

C T rs2274550by1000genomesMG-18-tumorMG-18-normal + 54 8820 c.8286C>T

T G rs12963422byFrequency|by1000genomesMG-18-tumorMG-18-normal - 5 2988 c.2775A>C

A G rs34101420byFrequency|by1000genomesMG-18-tumorMG-18-normal - 4 1621 c.759T>C

C T rs35719940by1000genomesMG-18-tumorMG-18-normal - 15 3241 c.3184G>A

G T rs146238849byFrequency|by1000genomesMG-18-tumorMG-18-normal - 8 1391 c.1173C>A

C T MG-18-tumorMG-18-normal - 18 3076 c.2832G>A

G A rs2302694byFrequency|by1000genomesMG-18-tumorMG-18-normal - 31 5385 c.5100C>T

A G rs7762830by1000genomesMG-18-tumorMG-18-normal + 14 2120 c.1921A>G

T C MG-18-tumorMG-18-normal - 3 1526 c.994A>G

T G MG-18-tumorMG-18-normal - 39 6811 c.6526A>C

C G rs3791251by1000genomesMG-18-tumorMG-18-normal - 25 4912 c.4786G>C

G A rs3818831byFrequency|by1000genomesMG-18-tumorMG-18-normal - 2 193 c.121C>T

G T rs1541529by1000genomesMG-18-tumorMG-18-normal - 7 1397 c.1290C>A

A G MG-18-tumorMG-18-normal + 1 276 c.276A>G

A G MG-18-tumorMG-18-normal - 3 441 c.362T>C

G A rs3810485by1000genomesMG-18-tumorMG-18-normal - 8 6116 c.6047C>T

A G rs33953730by1000genomesMG-18-tumorMG-18-normal - 25 4326 c.4200T>C

A G rs4659654byFrequency|by1000genomesMG-18-tumorMG-18-normal - 16 2000 c.1503T>C

C T MG-18-tumorMG-18-normal - 3 1182 c.650G>A

C T rs151233 by1000genomesMG-18-tumorMG-18-normal + 2 99 c.66C>T

T C MG-18-tumorMG-18-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-18-tumorMG-18-normal + 1 376 c.99G>A

T G MG-18-tumorMG-18-normal + 4 329 c.236T>G

T A MG-18-tumorMG-18-normal - 6 1145 c.700A>T

G C rs2227910byFrequency|by1000genomesMG-18-tumorMG-18-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-18-tumorMG-18-normal + 16 2064 c.1887T>A

A G MG-18-tumorMG-18-normal + 1 492 c.492A>G

T G rs79385100by1000genomesMG-18-tumorMG-18-normal - 11 1929 c.1930A>C

A G rs13346368by1000genomesMG-18-tumorMG-18-normal + 10 3324 c.3130A>G

G A rs61742321by1000genomesMG-18-tumorMG-18-normal - 2 813 c.486C>T

T C rs140856347by1000genomesMG-18-tumorMG-18-normal - 20 3525 c.3438A>G

G A MG-18-tumorMG-18-normal - 2 211 c.20C>T



T C rs9646771by1000genomesMG-18-tumorMG-18-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-18-tumorMG-18-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-18-tumorMG-18-normal + 14 2279 c.2055T>C

T A rs3740423byFrequency|by1000genomesMG-18-tumorMG-18-normal - 13 4583 c.4208A>T

C T rs61752773byFrequency|by1000genomesMG-18-tumorMG-18-normal - 4 887 c.677G>A

C T rs76844681 MG-18-tumorMG-18-normal - 16 2899 c.2681G>A

T A rs41305611by1000genomesMG-18-tumorMG-18-normal - 3 1170 c.834A>T

C A rs6453022by1000genomesMG-18-tumorMG-18-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-18-tumorMG-18-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-18-tumorMG-18-normal - 39 9817 c.9481T>A

G A MG-18-tumorMG-18-normal - 4 453 c.138C>T

C G rs143879890by1000genomesMG-18-tumorMG-18-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-18-tumorMG-18-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-18-tumorMG-18-normal - 19 3392 c.3393C>G

T C rs7935 byFrequency|by1000genomesMG-18-tumorMG-18-normal + 9 1808 c.1524T>C

A G rs1801201byFrequency|by1000genomesMG-18-tumorMG-18-normal + 19 2380 c.1870A>G

C T rs12155677byFrequency|by1000genomesMG-18-tumorMG-18-normal - 32 5524 c.5280G>A

A G rs138997916byFrequency|by1000genomesMG-18-tumorMG-18-normal - 3 2832 c.2760T>C

T C rs4652678by1000genomesMG-18-tumorMG-18-normal + 28 4116 c.3951T>C

A G rs6679449by1000genomesMG-18-tumorMG-18-normal - 3 1923 c.1851T>C

C T rs12708402by1000genomesMG-18-tumorMG-18-normal - 16 3405 c.3178G>A

G A MG-18-tumorMG-18-normal - 1 104 c.105C>T

T C MG-18-tumorMG-18-normal + 1 910 c.910T>C

C T rs3745764byFrequency|by1000genomesMG-18-tumorMG-18-normal + 9 2705 c.1064C>T

C T rs11547311byFrequency|by1000genomesMG-18-tumorMG-18-normal + 8 702 c.570C>T

A G rs61739182byFrequency|by1000genomesMG-18-tumorMG-18-normal - 12 3076 c.2892T>C

A C rs76504934by1000genomesMG-18-tumorMG-18-normal - 4 464 c.427T>G

G A rs62070401by1000genomesMG-18-tumorMG-18-normal - 12 2205 c.2162C>T

T G rs1058201 MG-18-tumorMG-18-normal - 3 297 c.204A>C

C T rs77440865by1000genomesMG-18-tumorMG-18-normal - 10 1226 c.1133G>A

A G rs9667 by1000genomesMG-18-tumorMG-18-normal + 3 354 c.168A>G

A G MG-18-tumorMG-18-normal - 15 1346 c.1346T>C

G A MG-18-tumorMG-18-normal + 1 114 c.114G>A

T C rs141331335by1000genomesMG-18-tumorMG-18-normal + 2 368 c.342T>C

C T rs7300444byFrequency|by1000genomesMG-18-tumorMG-18-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-18-tumorMG-18-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-18-tumorMG-18-normal - 4 895 c.891C>T

G A rs2227983byFrequency|by1000genomesMG-18-tumorMG-18-normal + 13 1739 c.1562G>A

G A rs16885 byFrequency|by1000genomesMG-18-tumorMG-18-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-18-tumorMG-18-normal - 15 3032 c.2696A>G

A G rs11915822byFrequency|by1000genomesMG-18-tumorMG-18-normal - 13 6588 c.6478T>C

T C rs146307712by1000genomesMG-18-tumorMG-18-normal + 16 1462 c.1462T>C

T G rs78697077byFrequency|by1000genomesMG-18-tumorMG-18-normal - 34 5286 c.5068A>C

T C rs2229992byFrequency|by1000genomesMG-18-tumorMG-18-normal + 12 1838 c.1458T>C

T C rs6865460byFrequency|by1000genomesMG-18-tumorMG-18-normal + 10 1960 c.1578T>C

T C rs7275 by1000genomesMG-18-tumorMG-18-normal + 35 5267 c.4983T>C

A T rs111657679byFrequency|by1000genomesMG-18-tumorMG-18-normal - 7 516 c.149T>A



G A rs17656599byFrequency|by1000genomesMG-18-tumorMG-18-normal - 12 2007 c.1823C>T

G A MG-18-tumorMG-18-normal + 1 1372 c.1372G>A

C T MG-18-tumorMG-18-normal - 8 1260 c.1042G>A

T C rs144093014byFrequency|by1000genomesMG-18-tumorMG-18-normal + 15 2856 c.1788T>C

T G rs1889323by1000genomesMG-18-tumorMG-18-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-18-tumorMG-18-normal - 24 4324 c.3988T>A

G C rs77467652 MG-18-tumorMG-18-normal - 5 542 c.449C>G

A G MG-18-tumorMG-18-normal + 1 340 c.340A>G

G A MG-18-tumorMG-18-normal + 1 1066 c.1066G>A

G A rs3793379byFrequency|by1000genomesMG-18-tumorMG-18-normal + 32 4159 c.3882G>A

T C rs7714670by1000genomesMG-18-tumorMG-18-normal + 6 849 c.673T>C

G T rs147825872 MG-18-tumorMG-18-normal + 20 4359 c.4282G>T

G C rs60140950byFrequency|by1000genomesMG-18-tumorMG-18-normal + 9 986 c.767G>C

C T MG-18-tumorMG-18-normal + 7 1143 c.663C>T

A T rs7095325byFrequency|by1000genomesMG-18-tumorMG-18-normal - 7 1087 c.712T>A

C G rs11718329by1000genomesMG-18-tumorMG-18-normal + 4 719 c.647C>G

T C rs115913779byFrequency|by1000genomesMG-18-tumorMG-18-normal - 16 2011 c.1514A>G

C T rs140581164by1000genomesMG-18-tumorMG-18-normal + 8 593 c.495C>T

T C rs2075252byFrequency|by1000genomesMG-18-tumorMG-18-normal - 66 12565 c.12280A>G

A G rs13288443byFrequency|by1000genomesMG-18-tumorMG-18-normal + 11 2036 c.1827A>G

T C rs61736982byFrequencyMG-18-tumorMG-18-normal + 6 1528 c.1146T>C

G C rs45469098by1000genomesMG-18-tumorMG-18-normal - 1 255 c.256C>G

C T rs3745762by1000genomesMG-18-tumorMG-18-normal + 6 2241 c.2047C>T

C G rs145028977byFrequency|by1000genomesMG-18-tumorMG-18-normal - 4 1255 c.1069G>C

G A rs35296183byFrequency|by1000genomesMG-18-tumorMG-18-normal - 55 9794 c.8823C>T

T G rs1800275byFrequency|by1000genomesMG-18-tumorMG-18-normal - 48 7302 c.7096A>C

T C rs34174591by1000genomesMG-18-tumorMG-18-normal - 27 13403 c.13194A>G

T C rs17114803byFrequency|by1000genomesMG-18-tumorMG-18-normal + 11 1465 c.1299T>C

G A rs11549105byFrequency|by1000genomesMG-18-tumorMG-18-normal - 6 1228 c.1224C>T

C A rs147158293 MG-18-tumorMG-18-normal + 12 1470 c.1362C>A

A C rs76437836byFrequencyMG-18-tumorMG-18-normal - 3 142 c.98T>G

A G rs3208627 MG-18-tumorMG-18-normal - 2 153 c.60T>C

G C rs62077263 MG-18-tumorMG-18-normal - 7 916 c.823C>G

A C rs62077264 MG-18-tumorMG-18-normal - 7 854 c.761T>G

C G rs149605490by1000genomesMG-18-tumorMG-18-normal + 3 1000 c.781C>G

C T rs2433707 MG-18-tumorMG-18-normal + 20 6956 c.6830C>T

T C rs12990449byFrequency|by1000genomesMG-18-tumorMG-18-normal - 2 1114 c.143A>G

G A MG-18-tumorMG-18-normal + 1 511 c.511G>A

T G rs3208659 MG-18-tumorMG-18-normal - 7 871 c.778A>C

T C MG-18-tumorMG-18-normal - 5 540 c.408A>G

C T rs77234491byFrequencyMG-18-tumorMG-18-normal - 12 2878 c.1907G>A

C T rs1035938by1000genomesMG-18-tumorMG-18-normal + 6 1538 c.1344C>T

G A MG-18-tumorMG-18-normal - 3 1505 c.973C>T

G C MG-18-tumorMG-18-normal - 5 1009 c.1010C>G

C A MG-18-tumorMG-18-normal + 1 706 c.706C>A

A G rs150594 byFrequency|by1000genomesMG-18-tumorMG-18-normal - 13 1559 c.1356T>C

C G rs17301507by1000genomesMG-18-tumorMG-18-normal + 11 1252 c.1065C>G



C G rs2509943byFrequency|by1000genomesMG-18-tumorMG-18-normal + 3 776 c.279C>G

T C rs7716253by1000genomesMG-18-tumorMG-18-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-18-tumorMG-18-normal - 54 9497 c.8526T>C

C T rs2271806byFrequency|by1000genomesMG-18-tumorMG-18-normal + 18 2822 c.2409C>T

C A rs150583418 MG-18-tumorMG-18-normal - 3 1637 c.1562G>T

C A rs35674179byFrequency|by1000genomesMG-18-tumorMG-18-normal - 13 5263 c.5153G>T

G A MG-18-tumorMG-18-normal - 0 341

T C MG-18-tumorMG-18-normal - 2 1068 c.608A>G

C T rs6432901by1000genomesMG-18-tumorMG-18-normal - 2 514 c.174G>A

A T rs1063536byFrequency|by1000genomesMG-18-tumorMG-18-normal - 4 612 c.237T>A

C T rs3796031byFrequency|by1000genomesMG-18-tumorMG-18-normal - 17 2399 c.1947G>A

A G rs148725540byFrequencyMG-18-tumorMG-18-normal + 16 3553 c.3173A>G

T C rs62077266 MG-18-tumorMG-18-normal - 3 311 c.218A>G

C T rs3814883byFrequency|by1000genomesMG-18-tumorMG-18-normal + 13 2402 c.1359C>T

G A rs140872082byFrequencyMG-18-tumorMG-18-normal - 3 999 c.822C>T

G A rs45445295byFrequency|by1000genomesMG-18-tumorMG-18-normal + 4 1132 c.852G>A

G T rs3745765byFrequency|by1000genomesMG-18-tumorMG-18-normal + 9 2360 c.719G>T

C T rs2282303byFrequency|by1000genomesMG-18-tumorMG-18-normal - 3 899 c.827G>A

G A rs34949187by1000genomesMG-18-tumorMG-18-normal + 6 1198 c.824G>A

T C MG-18-tumorMG-18-normal - 1 326 c.275A>G

C T rs2229265byFrequency|by1000genomesMG-18-tumorMG-18-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-18-tumorMG-18-normal - 34 7560 c.7341T>A

T C MG-18-tumorMG-18-normal + 8 505 c.505T>C

C T rs4802382by1000genomesMG-18-tumorMG-18-normal + 6 554 c.360C>T

C A rs3739298byFrequency|by1000genomesMG-18-tumorMG-18-normal - 9 2230 c.1821G>T

C T rs34799257 MG-18-tumorMG-18-normal - 25 4673 c.4547G>A

G A rs4151025byFrequency|by1000genomesMG-18-tumorMG-18-normal + 2 415 c.303G>A

C T rs4667596byFrequency|by1000genomesMG-18-tumorMG-18-normal - 36 6320 c.6035G>A

T C rs12731746byFrequency|by1000genomesMG-18-tumorMG-18-normal - 11 1394 c.897A>G

A G rs116679728|rs55787895byFrequency|by1000genomesMG-18-tumorMG-18-normal + 13 2053 c.1505A>G

C T rs57014690by1000genomesMG-18-tumorMG-18-normal - 6 1554 c.1232G>A

G A MG-18-tumorMG-18-normal + 2 124 c.124G>A

T C rs74424517by1000genomesMG-18-tumorMG-18-normal - 17 10469 c.10260A>G

C T rs2273779byFrequency|by1000genomesMG-18-tumorMG-18-normal + 6 583 c.538C>T

G T rs79706622byFrequency|by1000genomesMG-18-tumorMG-18-normal + 23 4228 c.4140G>T

C T rs3745764byFrequency|by1000genomesMG-185-tumorMG-185-normal + 9 2705 c.1064C>T

C T rs75212846byFrequency|by1000genomesMG-185-tumorMG-185-normal - 35 6033 c.5697G>A

A G rs3737940byFrequency|by1000genomesMG-185-tumorMG-185-normal + 7 3183 c.3138A>G

T G rs997983 byFrequency|by1000genomesMG-185-tumorMG-185-normal - 9 2266 c.1891A>C

T C rs831043 byFrequency|by1000genomesMG-185-tumorMG-185-normal - 21 3354 c.3069A>G

C T rs1386356byFrequency|by1000genomesMG-185-tumorMG-185-normal - 85 14018 c.13047G>A

A C rs4788428by1000genomesMG-185-tumorMG-185-normal + 5 428 c.299A>C

C T rs3811444byFrequency|by1000genomesMG-185-tumorMG-185-normal + 6 1169 c.1121C>T

A G rs13346368by1000genomesMG-185-tumorMG-185-normal + 10 3324 c.3130A>G

C A rs34400049byFrequency|by1000genomesMG-185-tumorMG-185-normal + 14 2474 c.2092C>A

G A rs45492196byFrequency|by1000genomesMG-185-tumorMG-185-normal - 4 1499 c.943C>T

G C rs146249377byFrequencyMG-185-tumorMG-185-normal + 1 3447 c.487G>C



G A rs2921563byFrequency|by1000genomesMG-185-tumorMG-185-normal + 9 2165 c.524G>A

C T rs71299249|rs77022425byFrequencyMG-185-tumorMG-185-normal + 1 3677 c.717C>T

C T rs2931423by1000genomesMG-185-tumorMG-185-normal + 19 2459 c.2283C>T

A G rs16883953byFrequency|by1000genomesMG-185-tumorMG-185-normal - 14 2365 c.2121T>C

A G rs4143768byFrequency|by1000genomesMG-185-tumorMG-185-normal - 10 6783 c.6195T>C

C T rs34291900byFrequency|by1000genomesMG-185-tumorMG-185-normal - 15 2291 c.2006G>A

C A MG-185-tumorMG-185-normal - 39 6915 c.6630G>T

T C MG-185-tumorMG-185-normal - 1 191 c.192A>G

C T rs151174 by1000genomesMG-185-tumorMG-185-normal + 2 1740 c.1707C>T

T C rs56145533byFrequency|by1000genomesMG-185-tumorMG-185-normal - 5 4496 c.4283A>G

T C rs766894 by1000genomesMG-185-tumorMG-185-normal + 25 2461 c.2295T>C

G A rs139799138byFrequencyMG-185-tumorMG-185-normal - 3 6574 c.6499C>T

T G rs41279045byFrequency|by1000genomesMG-185-tumorMG-185-normal - 36 6228 c.5892A>C

C T rs117151141by1000genomesMG-185-tumorMG-185-normal - 13 1746 c.1457G>A

C G MG-185-tumorMG-185-normal + 1 407 c.355C>G

T C rs3755806byFrequency|by1000genomesMG-185-tumorMG-185-normal - 15 2117 c.2115A>G

T C rs140856347by1000genomesMG-185-tumorMG-185-normal - 20 3525 c.3438A>G

G A rs2228000byFrequency|by1000genomesMG-185-tumorMG-185-normal - 9 1710 c.1496C>T

T C rs61734875by1000genomesMG-185-tumorMG-185-normal + 25 3470 c.3294T>C

C A rs149207258by1000genomesMG-185-tumorMG-185-normal - 27 5155 c.4815G>T

C A rs2973558by1000genomesMG-185-tumorMG-185-normal + 20 2514 c.2338C>A

G C rs2240 byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 2935 c.2560C>G

T G rs112631212byFrequency|by1000genomesMG-185-tumorMG-185-normal - 2 155 c.115A>C

G A rs7624750byFrequency|by1000genomesMG-185-tumorMG-185-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-185-tumorMG-185-normal - 18 3000 c.2874G>T

T C MG-185-tumorMG-185-normal + 1 873 c.873T>C

A G rs9653483by1000genomesMG-185-tumorMG-185-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-185-tumorMG-185-normal + 23 2508 c.2274T>C

C G rs76554185byFrequency|by1000genomesMG-185-tumorMG-185-normal - 70 11815 c.10844G>C

C T rs137854246|rs34012042byFrequency|by1000genomesMG-185-tumorMG-185-normal + 15 2208 c.1578C>T

T C rs41286961byFrequency|by1000genomesMG-185-tumorMG-185-normal + 14 1440 c.1340T>C

T C rs35996821byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 2183 c.2088A>G

T C rs74597491byFrequency|by1000genomesMG-185-tumorMG-185-normal - 9 2185 c.1849A>G

C T rs1130059byFrequency|by1000genomesMG-185-tumorMG-185-normal - 3 822 c.291G>A

C G rs147865267byFrequencyMG-185-tumorMG-185-normal - 4 1304 c.1234G>C

C A rs61742080byFrequency|by1000genomesMG-185-tumorMG-185-normal + 4 1004 c.891C>A

T C rs2251219byFrequency|by1000genomesMG-185-tumorMG-185-normal - 26 4397 c.4395A>G

T C rs2450122byFrequency|by1000genomesMG-185-tumorMG-185-normal - 10 2089 c.2004A>G

C T MG-185-tumorMG-185-normal - 20 3562 c.3371G>A

A G rs73233606byFrequency|by1000genomesMG-185-tumorMG-185-normal + 11 1719 c.1330A>G

G A rs61738284byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 6005 c.5630C>T

G A rs114420009byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 2667 c.2557C>T

T C MG-185-tumorMG-185-normal + 8 505 c.505T>C

T C rs72676907byFrequency|by1000genomesMG-185-tumorMG-185-normal + 3 517 c.327T>C

G C rs34897046byFrequency|by1000genomesMG-185-tumorMG-185-normal - 9 873 c.623C>G

A G rs41278435by1000genomesMG-185-tumorMG-185-normal - 38 9715 c.9379T>C

T C MG-185-tumorMG-185-normal - 3 305 c.270A>G



A G rs40831 by1000genomesMG-185-tumorMG-185-normal + 2 2118 c.2085A>G

C T rs7918199byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 5050 c.4675G>A

G C rs2227910byFrequency|by1000genomesMG-185-tumorMG-185-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-185-tumorMG-185-normal + 16 2064 c.1887T>A

G A rs1713982byFrequency|by1000genomesMG-185-tumorMG-185-normal + 15 2261 c.1848G>A

T C rs79940627 MG-185-tumorMG-185-normal - 3 6118 c.6043A>G

C T rs12236219byFrequency|by1000genomesMG-185-tumorMG-185-normal + 5 1231 c.1141C>T

G A rs16825150byFrequency|by1000genomesMG-185-tumorMG-185-normal + 7 954 c.909G>A

G A rs77042968byFrequency|by1000genomesMG-185-tumorMG-185-normal + 6 1061 c.583G>A

T C rs9646771by1000genomesMG-185-tumorMG-185-normal - 4 787 c.447A>G

T G rs74842149byFrequencyMG-185-tumorMG-185-normal - 4 1217 c.1147A>C

A G rs2973568by1000genomesMG-185-tumorMG-185-normal + 13 1856 c.1680A>G

G A rs6018623byFrequency|by1000genomesMG-185-tumorMG-185-normal + 20 3957 c.3741G>A

T C rs3026101by1000genomesMG-185-tumorMG-185-normal + 14 2279 c.2055T>C

C T rs55993306by1000genomesMG-185-tumorMG-185-normal - 20 3946 c.3859G>A

G A rs71299249|rs76723438byFrequency|by1000genomesMG-185-tumorMG-185-normal + 1 3698 c.738G>A

G A rs76469101byFrequency|by1000genomesMG-185-tumorMG-185-normal - 35 5969 c.5633C>T

G A MG-185-tumorMG-185-normal + 20 6297 c.6171G>A

C A rs6453022by1000genomesMG-185-tumorMG-185-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-185-tumorMG-185-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-185-tumorMG-185-normal - 69 11621 c.10650G>A

G A rs10082432byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 8757 c.8382C>T

C T rs45443899byFrequency|by1000genomesMG-185-tumorMG-185-normal + 2 304 c.217C>T

A G rs2664522|rs147879509|rs72181894|rs3092460|rs3830809by1000genomesMG-185-tumorMG-185-normal + 20 3966 c.3750A>G

C G rs143879890by1000genomesMG-185-tumorMG-185-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-185-tumorMG-185-normal + 7 1855 c.1810A>G

T C rs7716253by1000genomesMG-185-tumorMG-185-normal + 8 1121 c.945T>C

G A rs1566622byFrequency|by1000genomesMG-185-tumorMG-185-normal - 22 3705 c.3516C>T

C T rs141727314byFrequencyMG-185-tumorMG-185-normal - 59 11607 c.11322G>A

T C rs7935 byFrequency|by1000genomesMG-185-tumorMG-185-normal + 9 1808 c.1524T>C

A G rs180744 by1000genomesMG-185-tumorMG-185-normal + 2 1719 c.1686A>G

G C rs3088074byFrequency|by1000genomesMG-185-tumorMG-185-normal - 9 2999 c.2785C>G

C T rs4802382by1000genomesMG-185-tumorMG-185-normal + 6 554 c.360C>T

G T rs2075249byFrequency|by1000genomesMG-185-tumorMG-185-normal - 21 3339 c.3054C>A

C A rs79011039byFrequency|by1000genomesMG-185-tumorMG-185-normal + 6 1050 c.572C>A

A C rs76504934by1000genomesMG-185-tumorMG-185-normal - 4 464 c.427T>G

G A rs9804992byFrequency|by1000genomesMG-185-tumorMG-185-normal + 11 3172 c.2529G>A

G T rs41296069by1000genomesMG-185-tumorMG-185-normal - 11 2415 c.2079C>A

A G rs4659654byFrequency|by1000genomesMG-185-tumorMG-185-normal - 16 2000 c.1503T>C

T C rs28489116by1000genomesMG-185-tumorMG-185-normal - 10 5194 c.4985A>G

G C rs142017909byFrequencyMG-185-tumorMG-185-normal - 12 1953 c.1743C>G

A C rs881732 by1000genomesMG-185-tumorMG-185-normal + 17 1912 c.1092A>C

T A rs2060198byFrequency|by1000genomesMG-185-tumorMG-185-normal + 27 5204 c.4914T>A

G A MG-185-tumorMG-185-normal - 3 1527 c.995C>T

T C rs10817025by1000genomesMG-185-tumorMG-185-normal - 15 3032 c.2696A>G

A G rs11915822byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 6588 c.6478T>C

C T rs12777740byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 8321 c.7946G>A



T C rs2229992byFrequency|by1000genomesMG-185-tumorMG-185-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-185-tumorMG-185-normal - 17 2745 c.2460A>G

C T MG-185-tumorMG-185-normal - 18 3144 c.2926G>A

C T rs11591817byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 6002 c.5627G>A

C T rs2973571by1000genomesMG-185-tumorMG-185-normal + 12 1807 c.1631C>T

T C rs7275 by1000genomesMG-185-tumorMG-185-normal + 35 5267 c.4983T>C

G A rs2074852byFrequency|by1000genomesMG-185-tumorMG-185-normal - 6 702 c.372C>T

C G rs2282302byFrequency|by1000genomesMG-185-tumorMG-185-normal - 3 965 c.893G>C

C T rs2269654byFrequency|by1000genomesMG-185-tumorMG-185-normal + 11 2687 c.2574C>T

T C rs79492089by1000genomesMG-185-tumorMG-185-normal + 3 395 c.292T>C

T C rs34488772byFrequency|by1000genomesMG-185-tumorMG-185-normal - 59 10390 c.9419A>G

G A rs4514247byFrequency|by1000genomesMG-185-tumorMG-185-normal - 3 878 c.808C>T

T C rs7714670by1000genomesMG-185-tumorMG-185-normal + 6 849 c.673T>C

G A rs61742152byFrequency|by1000genomesMG-185-tumorMG-185-normal + 11 2573 c.2460G>A

T C rs17848169byFrequency|by1000genomesMG-185-tumorMG-185-normal - 42 8179 c.7894A>G

C G rs11718329by1000genomesMG-185-tumorMG-185-normal + 4 719 c.647C>G

C T rs10082533byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 8753 c.8378G>A

C T rs140581164by1000genomesMG-185-tumorMG-185-normal + 8 593 c.495C>T

C G rs17301507by1000genomesMG-185-tumorMG-185-normal + 11 1252 c.1065C>G

C A rs3817753 MG-185-tumorMG-185-normal - 8 1575 c.639G>T

C T rs2243380byFrequency|by1000genomesMG-185-tumorMG-185-normal - 6 698 c.500G>A

A T MG-185-tumorMG-185-normal + 20 4093 c.4077A>T

C T rs114966751byFrequency|by1000genomesMG-185-tumorMG-185-normal + 1 3089 c.129C>T

T C rs61995915byFrequency|by1000genomesMG-185-tumorMG-185-normal - 39 7538 c.7253A>G

G C rs45469098by1000genomesMG-185-tumorMG-185-normal - 1 255 c.256C>G

T C rs112827102byFrequency|by1000genomesMG-185-tumorMG-185-normal - 19 3495 c.3285A>G

G T rs3212254byFrequency|by1000genomesMG-185-tumorMG-185-normal - 10 1693 c.1475C>A

G A MG-185-tumorMG-185-normal + 14 2087 c.1888G>A

T C rs831042 byFrequency|by1000genomesMG-185-tumorMG-185-normal - 24 3945 c.3660A>G

G A rs3810485by1000genomesMG-185-tumorMG-185-normal - 8 6116 c.6047C>T

A G rs28624496 MG-185-tumorMG-185-normal - 1 626 c.196T>C

G A rs149181731byFrequencyMG-185-tumorMG-185-normal + 1 431 c.379G>A

C T rs4750936byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 4011 c.3636G>A

G A rs79863383byFrequency|by1000genomesMG-185-tumorMG-185-normal - 4 1403 c.1190C>T

G A rs2271189byFrequency|by1000genomesMG-185-tumorMG-185-normal + 27 3788 c.3348G>A

C G rs11016076byFrequency|by1000genomesMG-185-tumorMG-185-normal - 8 1866 c.1491G>C

G A rs3731062by1000genomesMG-185-tumorMG-185-normal - 2 356 c.142C>T

G C rs13397109byFrequency|by1000genomesMG-185-tumorMG-185-normal - 41 7911 c.7626C>G

G C rs61731528by1000genomesMG-185-tumorMG-185-normal - 5 1442 c.901C>G

T C rs2075252byFrequency|by1000genomesMG-185-tumorMG-185-normal - 66 12565 c.12280A>G

A G rs17078605byFrequency|by1000genomesMG-185-tumorMG-185-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-185-tumorMG-185-normal + 3 290 c.80G>A

A G rs150594 byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 1559 c.1356T>C

T G rs35793438byFrequency|by1000genomesMG-185-tumorMG-185-normal - 22 2698 c.2448A>C

A C rs76437836byFrequencyMG-185-tumorMG-185-normal - 3 142 c.98T>G

G A rs2127898byFrequency|by1000genomesMG-185-tumorMG-185-normal - 6 1130 c.920C>T

C T rs1035938by1000genomesMG-185-tumorMG-185-normal + 6 1538 c.1344C>T



A G MG-185-tumorMG-185-normal + 4 1001 c.907A>G

G C MG-185-tumorMG-185-normal - 5 1009 c.1010C>G

T C rs74789055byFrequency|by1000genomesMG-185-tumorMG-185-normal - 58 10196 c.9225A>G

G A rs2248407byFrequency|by1000genomesMG-185-tumorMG-185-normal - 4 1003 c.918C>T

C A rs35430524by1000genomesMG-185-tumorMG-185-normal + 12 3111 c.2737C>A

A G rs28647489by1000genomesMG-185-tumorMG-185-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-185-tumorMG-185-normal - 54 9497 c.8526T>C

C A MG-185-tumorMG-185-normal - 1 6 c.7G>T

G A rs2289247byFrequency|by1000genomesMG-185-tumorMG-185-normal + 11 1273 c.1063G>A

C G rs60738318byFrequency|by1000genomesMG-185-tumorMG-185-normal + 8 996 c.607C>G

T C rs11016071byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 9086 c.8711A>G

C A rs35674179byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 5263 c.5153G>T

C T rs1130233byFrequency|by1000genomesMG-185-tumorMG-185-normal - 8 2206 c.726G>A

A G rs9552929byFrequency|by1000genomesMG-185-tumorMG-185-normal - 10 9441 c.8853T>C

G A rs77288131byFrequency|by1000genomesMG-185-tumorMG-185-normal + 12 2707 c.2488G>A

C T rs3796031byFrequency|by1000genomesMG-185-tumorMG-185-normal - 17 2399 c.1947G>A

G A rs3744249byFrequency|by1000genomesMG-185-tumorMG-185-normal + 11 2561 c.2172G>A

T C rs10082391byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 8654 c.8279A>G

G A rs41312626by1000genomesMG-185-tumorMG-185-normal + 14 1770 c.1525G>A

A G rs6694078byFrequency|by1000genomesMG-185-tumorMG-185-normal + 11 2688 c.2575A>G

G A rs4750685byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 4115 c.3740C>T

C T rs3814883byFrequency|by1000genomesMG-185-tumorMG-185-normal + 13 2402 c.1359C>T

G A rs80198225 MG-185-tumorMG-185-normal + 8 527 c.527G>A

G A rs1718878byFrequency|by1000genomesMG-185-tumorMG-185-normal + 13 2003 c.1590G>A

A G rs2929158by1000genomesMG-185-tumorMG-185-normal - 19 4373 c.4163T>C

A G rs151306742by1000genomesMG-185-tumorMG-185-normal + 4 729 c.285A>G

C G rs3817428by1000genomesMG-185-tumorMG-185-normal + 15 7493 c.7119C>G

A G rs2737699byFrequency|by1000genomesMG-185-tumorMG-185-normal - 10 12892 c.12304T>C

A T rs146352451by1000genomesMG-185-tumorMG-185-normal + 10 797 c.699A>T

C T MG-185-tumorMG-185-normal - 3 370 c.335G>A

G A rs2973566by1000genomesMG-185-tumorMG-185-normal + 14 1930 c.1754G>A

G A MG-185-tumorMG-185-normal - 3 818 c.608C>T

A G rs1385600byFrequency|by1000genomesMG-185-tumorMG-185-normal - 5 1375 c.1290T>C

G A rs2227983byFrequency|by1000genomesMG-185-tumorMG-185-normal + 13 1739 c.1562G>A

T A rs17264436byFrequency|by1000genomesMG-185-tumorMG-185-normal - 21 3503 c.3501A>T

G T rs147825872 MG-185-tumorMG-185-normal + 20 4359 c.4282G>T

C T rs3743398by1000genomesMG-185-tumorMG-185-normal + 12 2965 c.2591C>T

A G rs149271 by1000genomesMG-185-tumorMG-185-normal + 2 543 c.510A>G

G A rs61738759by1000genomesMG-185-tumorMG-185-normal + 3 3096 c.3063G>A

C T rs7300444byFrequency|by1000genomesMG-185-tumorMG-185-normal + 19 5383 c.4740C>T

T C rs2072736byFrequency|by1000genomesMG-185-tumorMG-185-normal - 8 1410 c.474A>G

C T rs10082504byFrequency|by1000genomesMG-185-tumorMG-185-normal - 14 10059 c.9684G>A

T G rs1050767byFrequency|by1000genomesMG-185-tumorMG-185-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-185-tumorMG-185-normal + 6 583 c.538C>T

T C rs61942218by1000genomesMG-185-tumorMG-185-normal - 38 10670 c.10671A>G

T C rs78472618byFrequencyMG-185-tumorMG-185-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-185-tumorMG-185-normal + 2 1315 c.1282C>G



C T rs3745764byFrequency|by1000genomesMG-186-tumorMG-186-normal + 9 2705 c.1064C>T

T C rs831043 byFrequency|by1000genomesMG-186-tumorMG-186-normal - 21 3354 c.3069A>G

C T MG-186-tumorMG-186-normal + 19 2516 c.2351C>T

G T MG-186-tumorMG-186-normal + 4 391 c.314G>T

C T rs1386356byFrequency|by1000genomesMG-186-tumorMG-186-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-186-tumorMG-186-normal - 20 2134 c.1864G>A

C T rs3811444byFrequency|by1000genomesMG-186-tumorMG-186-normal + 6 1169 c.1121C>T

G C rs34405980byFrequency|by1000genomesMG-186-tumorMG-186-normal - 1 502 c.342C>G

C A rs34400049byFrequency|by1000genomesMG-186-tumorMG-186-normal + 14 2474 c.2092C>A

A G MG-186-tumorMG-186-normal + 1 861 c.861A>G

G A rs62070401by1000genomesMG-186-tumorMG-186-normal - 12 2205 c.2162C>T

C A rs2973558by1000genomesMG-186-tumorMG-186-normal + 20 2514 c.2338C>A

T G rs997983 byFrequency|by1000genomesMG-186-tumorMG-186-normal - 9 2266 c.1891A>C

G T rs2075249byFrequency|by1000genomesMG-186-tumorMG-186-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-186-tumorMG-186-normal + 19 2459 c.2283C>T

C G rs149605490by1000genomesMG-186-tumorMG-186-normal + 3 1000 c.781C>G

A T MG-186-tumorMG-186-normal + 5 625 c.403A>T

T C rs141049734byFrequencyMG-186-tumorMG-186-normal - 18 3186 c.2968A>G

A G MG-186-tumorMG-186-normal + 1 448 c.448A>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-186-tumorMG-186-normal + 6 830 c.282G>C

T C rs62070402by1000genomesMG-186-tumorMG-186-normal - 12 2105 c.2062A>G

C A rs138908625byFrequency|by1000genomesMG-186-tumorMG-186-normal - 8 1357 c.1139G>T

T A rs150856241 MG-186-tumorMG-186-normal + 4 519 c.297T>A

C T rs55979329by1000genomesMG-186-tumorMG-186-normal - 3 1257 c.725G>A

A G rs6694078byFrequency|by1000genomesMG-186-tumorMG-186-normal + 11 2688 c.2575A>G

C A rs6738031by1000genomesMG-186-tumorMG-186-normal - 18 3000 c.2874G>T

C T rs79448470byFrequency|by1000genomesMG-186-tumorMG-186-normal - 13 6957 c.6888G>A

T C rs3750904by1000genomesMG-186-tumorMG-186-normal - 27 6099 c.5759A>G

G A rs7234999byFrequency|by1000genomesMG-186-tumorMG-186-normal - 5 5512 c.5299C>T

G A rs2228000byFrequency|by1000genomesMG-186-tumorMG-186-normal - 9 1710 c.1496C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-186-tumorMG-186-normal + 7 1073 c.525C>T

G C rs12104021by1000genomesMG-186-tumorMG-186-normal - 3 790 c.258C>G

G C rs2240 byFrequency|by1000genomesMG-186-tumorMG-186-normal - 13 2935 c.2560C>G

C G rs2298258byFrequency|by1000genomesMG-186-tumorMG-186-normal + 12 1698 c.1260C>G

G A rs7624750byFrequency|by1000genomesMG-186-tumorMG-186-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-186-tumorMG-186-normal + 6 1132 c.1080C>T

C A rs78806080byFrequency|by1000genomesMG-186-tumorMG-186-normal - 13 3029 c.2058G>T

C A MG-186-tumorMG-186-normal - 47 10975 c.10639G>T

T C rs11373 byFrequency|by1000genomesMG-186-tumorMG-186-normal - 3 787 c.367A>G

T C rs9851685byFrequency|by1000genomesMG-186-tumorMG-186-normal + 23 2508 c.2274T>C

G A rs7179364by1000genomesMG-186-tumorMG-186-normal + 1 520 c.85G>A

G A rs139297659byFrequency|by1000genomesMG-186-tumorMG-186-normal - 11 2731 c.1251C>T

C G rs3818764by1000genomesMG-186-tumorMG-186-normal - 4 1331 c.995G>C

T C rs4149056byFrequency|by1000genomesMG-186-tumorMG-186-normal + 6 617 c.521T>C

G T rs146238849byFrequency|by1000genomesMG-186-tumorMG-186-normal - 8 1391 c.1173C>A

C T rs26505 byFrequency|by1000genomesMG-186-tumorMG-186-normal + 1 144 c.57C>T

G A rs2229266byFrequency|by1000genomesMG-186-tumorMG-186-normal - 6 924 c.639C>T



G A rs13007735byFrequency|by1000genomesMG-186-tumorMG-186-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-186-tumorMG-186-normal + 14 2120 c.1921A>G

G A rs61738284byFrequency|by1000genomesMG-186-tumorMG-186-normal - 13 6005 c.5630C>T

C T rs3745762by1000genomesMG-186-tumorMG-186-normal + 6 2241 c.2047C>T

G A rs3810485by1000genomesMG-186-tumorMG-186-normal - 8 6116 c.6047C>T

T C MG-186-tumorMG-186-normal - 14 2512 c.2294A>G

C T rs1043141byFrequency|by1000genomesMG-186-tumorMG-186-normal + 4 2376 c.342C>T

T C rs72676907byFrequency|by1000genomesMG-186-tumorMG-186-normal + 3 517 c.327T>C

C T rs61748210byFrequency|by1000genomesMG-186-tumorMG-186-normal - 30 2928 c.2898G>A

T C rs13796 byFrequency|by1000genomesMG-186-tumorMG-186-normal + 2 372 c.159T>C

C A rs1801270byFrequency|by1000genomesMG-186-tumorMG-186-normal + 2 328 c.93C>A

G A MG-186-tumorMG-186-normal + 3 573 c.199G>A

G A rs17336988byFrequency|by1000genomesMG-186-tumorMG-186-normal + 16 2273 c.2028G>A

T C MG-186-tumorMG-186-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-186-tumorMG-186-normal + 2 2118 c.2085A>G

C T rs7918199byFrequency|by1000genomesMG-186-tumorMG-186-normal - 13 5050 c.4675G>A

G T rs11952292byFrequency|by1000genomesMG-186-tumorMG-186-normal + 1 2442 c.2442G>T

G A rs1718878byFrequency|by1000genomesMG-186-tumorMG-186-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-186-tumorMG-186-normal + 16 2064 c.1887T>A

G A rs12104022by1000genomesMG-186-tumorMG-186-normal - 3 784 c.252C>T

A G MG-186-tumorMG-186-normal + 1 492 c.492A>G

T G rs79385100by1000genomesMG-186-tumorMG-186-normal - 11 1929 c.1930A>C

G A rs1713982byFrequency|by1000genomesMG-186-tumorMG-186-normal + 15 2261 c.1848G>A

A G rs13346368by1000genomesMG-186-tumorMG-186-normal + 10 3324 c.3130A>G

A C rs11552054byFrequency|by1000genomesMG-186-tumorMG-186-normal + 5 630 c.540A>C

C T rs1035938by1000genomesMG-186-tumorMG-186-normal + 6 1538 c.1344C>T

T C rs12990449byFrequency|by1000genomesMG-186-tumorMG-186-normal - 2 1114 c.143A>G

T G rs10817033by1000genomesMG-186-tumorMG-186-normal - 8 2079 c.1743A>C

G A rs77042968byFrequency|by1000genomesMG-186-tumorMG-186-normal + 6 1061 c.583G>A

T C rs9646771by1000genomesMG-186-tumorMG-186-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-186-tumorMG-186-normal + 13 1856 c.1680A>G

G A MG-186-tumorMG-186-normal + 1 1032 c.1032G>A

G C MG-186-tumorMG-186-normal - 2 685 c.153C>G

T G rs12963422byFrequency|by1000genomesMG-186-tumorMG-186-normal - 5 2988 c.2775A>C

T C rs1048500byFrequency|by1000genomesMG-186-tumorMG-186-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-186-tumorMG-186-normal - 39 9817 c.9481T>A

G A rs10082432byFrequency|by1000genomesMG-186-tumorMG-186-normal - 13 8757 c.8382C>T

T C rs118203575|rs118203576byFrequency|by1000genomesMG-186-tumorMG-186-normal - 15 1981 c.1760A>G

C G rs143879890by1000genomesMG-186-tumorMG-186-normal - 16 2320 c.2233G>C

G A rs6601 byFrequency|by1000genomesMG-186-tumorMG-186-normal + 25 3881 c.3672G>A

G A rs10845349 MG-186-tumorMG-186-normal - 3 855 c.820C>T

T C rs7716253by1000genomesMG-186-tumorMG-186-normal + 8 1121 c.945T>C

T C rs7935 byFrequency|by1000genomesMG-186-tumorMG-186-normal + 9 1808 c.1524T>C

G A rs10817003by1000genomesMG-186-tumorMG-186-normal - 43 10512 c.10176C>T

C T rs12155677byFrequency|by1000genomesMG-186-tumorMG-186-normal - 32 5524 c.5280G>A

C T rs1130233byFrequency|by1000genomesMG-186-tumorMG-186-normal - 8 2206 c.726G>A

G A rs1800273byFrequency|by1000genomesMG-186-tumorMG-186-normal - 45 6669 c.6463C>T



A G rs4444457byFrequency|by1000genomesMG-186-tumorMG-186-normal - 54 9497 c.8526T>C

G A rs16847812byFrequency|by1000genomesMG-186-tumorMG-186-normal + 4 978 c.865G>A

G A rs33954691byFrequency|by1000genomesMG-186-tumorMG-186-normal - 14 3096 c.3039C>T

T C rs143332174by1000genomesMG-186-tumorMG-186-normal - 3 244 c.207A>G

T C MG-186-tumorMG-186-normal + 1 910 c.910T>C

T C rs111245230by1000genomesMG-186-tumorMG-186-normal - 38 8441 c.8105A>G

T A rs41305611by1000genomesMG-186-tumorMG-186-normal - 3 1170 c.834A>T

A G rs150594 byFrequency|by1000genomesMG-186-tumorMG-186-normal - 13 1559 c.1356T>C

C A rs79011039byFrequency|by1000genomesMG-186-tumorMG-186-normal + 6 1050 c.572C>A

A C rs76504934by1000genomesMG-186-tumorMG-186-normal - 4 464 c.427T>G

G C rs62070406by1000genomesMG-186-tumorMG-186-normal - 9 1754 c.1711C>G

T C rs10082391byFrequency|by1000genomesMG-186-tumorMG-186-normal - 13 8654 c.8279A>G

A G rs9667 by1000genomesMG-186-tumorMG-186-normal + 3 354 c.168A>G

T C rs16006 by1000genomesMG-186-tumorMG-186-normal - 6 875 c.876A>G

G A rs34949187by1000genomesMG-186-tumorMG-186-normal + 6 1198 c.824G>A

C T rs7300444byFrequency|by1000genomesMG-186-tumorMG-186-normal + 19 5383 c.4740C>T

T C rs45574238byFrequency|by1000genomesMG-186-tumorMG-186-normal - 5 502 c.288A>G

C T rs2973571by1000genomesMG-186-tumorMG-186-normal + 12 1807 c.1631C>T

C T rs12777740byFrequency|by1000genomesMG-186-tumorMG-186-normal - 13 8321 c.7946G>A

G A MG-186-tumorMG-186-normal + 15 2023 c.1958G>A

G A rs2275527byFrequency|by1000genomesMG-186-tumorMG-186-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-186-tumorMG-186-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-186-tumorMG-186-normal - 13 6002 c.5627G>A

G A rs140272156byFrequency|by1000genomesMG-186-tumorMG-186-normal + 27 3464 c.2954G>A

C T rs144931466byFrequency|by1000genomesMG-186-tumorMG-186-normal + 9 2125 c.1906C>T

G A rs2074852byFrequency|by1000genomesMG-186-tumorMG-186-normal - 6 702 c.372C>T

C T rs2269654byFrequency|by1000genomesMG-186-tumorMG-186-normal + 11 2687 c.2574C>T

G A rs17656599byFrequency|by1000genomesMG-186-tumorMG-186-normal - 12 2007 c.1823C>T

C T rs7240355byFrequency|by1000genomesMG-186-tumorMG-186-normal - 5 5238 c.5025G>A

C T MG-186-tumorMG-186-normal - 8 1260 c.1042G>A

T C rs7714670by1000genomesMG-186-tumorMG-186-normal + 6 849 c.673T>C

C T rs78425180byFrequency|by1000genomesMG-186-tumorMG-186-normal - 27 4709 c.4710G>A

G A rs20539 byFrequency|by1000genomesMG-186-tumorMG-186-normal + 20 3152 c.3111G>A

C T MG-186-tumorMG-186-normal - 17 1517 c.1518G>A

C T rs17605476by1000genomesMG-186-tumorMG-186-normal + 5 1338 c.1140C>T

G A rs61742152byFrequency|by1000genomesMG-186-tumorMG-186-normal + 11 2573 c.2460G>A

C T rs143403321 MG-186-tumorMG-186-normal + 1 444 c.392C>T

A T rs7095325byFrequency|by1000genomesMG-186-tumorMG-186-normal - 7 1087 c.712T>A

C T rs11121691byFrequency|by1000genomesMG-186-tumorMG-186-normal - 49 6985 c.6909G>A

C T rs10082533byFrequency|by1000genomesMG-186-tumorMG-186-normal - 13 8753 c.8378G>A

A G rs16831887byFrequency|by1000genomesMG-186-tumorMG-186-normal + 9 2111 c.2023A>G

T C rs2075252byFrequency|by1000genomesMG-186-tumorMG-186-normal - 66 12565 c.12280A>G

A G rs151306742by1000genomesMG-186-tumorMG-186-normal + 4 729 c.285A>G

T C rs1002519byFrequency|by1000genomesMG-186-tumorMG-186-normal + 1 196 c.196T>C

T C rs146439186byFrequencyMG-186-tumorMG-186-normal - 13 8348 c.7973A>G

C A rs16829829byFrequency|by1000genomesMG-186-tumorMG-186-normal + 23 3457 c.2314C>A

T A MG-186-tumorMG-186-normal - 4 982 c.931A>T



T C rs5927083byFrequency|by1000genomesMG-186-tumorMG-186-normal - 14 1841 c.1635A>G

A G rs151136790by1000genomesMG-186-tumorMG-186-normal + 2 916 c.883A>G

C A MG-186-tumorMG-186-normal + 1 297 c.297C>A

T G rs1800275byFrequency|by1000genomesMG-186-tumorMG-186-normal - 48 7302 c.7096A>C

T C rs831042 byFrequency|by1000genomesMG-186-tumorMG-186-normal - 24 3945 c.3660A>G

A G rs28624496 MG-186-tumorMG-186-normal - 1 626 c.196T>C

C T rs62478357byFrequencyMG-186-tumorMG-186-normal - 8 1268 c.1050G>A

C A MG-186-tumorMG-186-normal - 2 239

C T rs4750936byFrequency|by1000genomesMG-186-tumorMG-186-normal - 13 4011 c.3636G>A

G A rs2271189byFrequency|by1000genomesMG-186-tumorMG-186-normal + 27 3788 c.3348G>A

C A rs117510452by1000genomesMG-186-tumorMG-186-normal + 15 1877 c.1825C>A

C G rs11016076byFrequency|by1000genomesMG-186-tumorMG-186-normal - 8 1866 c.1491G>C

T C rs17114803byFrequency|by1000genomesMG-186-tumorMG-186-normal + 11 1465 c.1299T>C

C T rs9105 byFrequency|by1000genomesMG-186-tumorMG-186-normal + 33 4964 c.4680C>T

T C rs7744765by1000genomesMG-186-tumorMG-186-normal + 14 1929 c.1730T>C

G A MG-186-tumorMG-186-normal - 3 1474 c.942C>T

A C rs1052908 MG-186-tumorMG-186-normal + 4 1261 c.1158A>C

G A MG-186-tumorMG-186-normal + 1 159 c.159G>A

G A rs1062348byFrequency|by1000genomesMG-186-tumorMG-186-normal - 7 1005 c.846C>T

C G rs11971880byFrequency|by1000genomesMG-186-tumorMG-186-normal + 3 1192 c.634C>G

C A MG-186-tumorMG-186-normal + 1 706 c.706C>A

G A rs13054014byFrequency|by1000genomesMG-186-tumorMG-186-normal + 2 569 c.210G>A

G A rs6018623byFrequency|by1000genomesMG-186-tumorMG-186-normal + 20 3957 c.3741G>A

T C rs11016071byFrequency|by1000genomesMG-186-tumorMG-186-normal - 13 9086 c.8711A>G

C A rs6453022by1000genomesMG-186-tumorMG-186-normal + 7 1027 c.851C>A

C T rs17290169byFrequency|by1000genomesMG-186-tumorMG-186-normal + 15 2016 c.1839C>T

C T rs6432901by1000genomesMG-186-tumorMG-186-normal - 2 514 c.174G>A

G C rs3088074byFrequency|by1000genomesMG-186-tumorMG-186-normal - 9 2999 c.2785C>G

C T rs80127039byFrequency|by1000genomesMG-186-tumorMG-186-normal + 13 2174 c.1657C>T

G T rs34104660byFrequency|by1000genomesMG-186-tumorMG-186-normal - 4 687 c.402C>A

G C MG-186-tumorMG-186-normal - 5 1009 c.1010C>G

G A MG-186-tumorMG-186-normal - 3 5610 c.5535C>T

A G rs11778209byFrequency|by1000genomesMG-186-tumorMG-186-normal - 39 6448 c.6204T>C

G A rs74483926byFrequency|by1000genomesMG-186-tumorMG-186-normal - 43 11197 c.10979C>T

C T rs3743398by1000genomesMG-186-tumorMG-186-normal + 12 2965 c.2591C>T

G C rs45469098by1000genomesMG-186-tumorMG-186-normal - 1 255 c.256C>G

C T rs3749645by1000genomesMG-186-tumorMG-186-normal + 24 3194 c.3018C>T

A T rs1063536byFrequency|by1000genomesMG-186-tumorMG-186-normal - 4 612 c.237T>A

T C rs61740142byFrequency|by1000genomesMG-186-tumorMG-186-normal - 6 1982 c.1495A>G

A G rs2229267byFrequency|by1000genomesMG-186-tumorMG-186-normal - 29 5160 c.4875T>C

A G rs7220394byFrequency|by1000genomesMG-186-tumorMG-186-normal - 12 1509 c.1416T>C

C T rs117151141by1000genomesMG-186-tumorMG-186-normal - 13 1746 c.1457G>A

G A rs4750685byFrequency|by1000genomesMG-186-tumorMG-186-normal - 13 4115 c.3740C>T

G A rs10964525byFrequency|by1000genomesMG-186-tumorMG-186-normal + 4 926 c.717G>A

G A rs55855602by1000genomesMG-186-tumorMG-186-normal - 3 1030 c.498C>T

C T rs3814883byFrequency|by1000genomesMG-186-tumorMG-186-normal + 13 2402 c.1359C>T

A G rs4659654byFrequency|by1000genomesMG-186-tumorMG-186-normal - 16 2000 c.1503T>C



G A rs61814946byFrequency|by1000genomesMG-186-tumorMG-186-normal - 3 1785 c.1710C>T

T C MG-186-tumorMG-186-normal + 1 693 c.693T>C

G C rs2240089byFrequency|by1000genomesMG-186-tumorMG-186-normal - 12 3187 c.3003C>G

A C rs1410048by1000genomesMG-186-tumorMG-186-normal - 40 10053 c.9717T>G

C T MG-186-tumorMG-186-normal - 3 370 c.335G>A

G A rs2973566by1000genomesMG-186-tumorMG-186-normal + 14 1930 c.1754G>A

T A rs56279059by1000genomesMG-186-tumorMG-186-normal - 3 1034 c.502A>T

G T MG-186-tumorMG-186-normal + 8 1284 c.1232G>T

C T rs2229265byFrequency|by1000genomesMG-186-tumorMG-186-normal - 54 10788 c.10503G>A

G A rs55938102byFrequency|by1000genomesMG-186-tumorMG-186-normal + 48 8467 c.8358G>A

G T rs918558 byFrequency|by1000genomesMG-186-tumorMG-186-normal + 1 2142 c.2142G>T

G T rs147825872 MG-186-tumorMG-186-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-186-tumorMG-186-normal - 5 4949 c.4736A>G

A G rs117844037byFrequency|by1000genomesMG-186-tumorMG-186-normal + 7 1676 c.608A>G

C T rs1801187byFrequency|by1000genomesMG-186-tumorMG-186-normal - 37 5440 c.5234G>A

C T rs4802382by1000genomesMG-186-tumorMG-186-normal + 6 554 c.360C>T

C A rs3739298byFrequency|by1000genomesMG-186-tumorMG-186-normal - 9 2230 c.1821G>T

A G rs2074912byFrequency|by1000genomesMG-186-tumorMG-186-normal + 1 1709 c.1709A>G

G A rs55656447byFrequency|by1000genomesMG-186-tumorMG-186-normal - 5 5162 c.4949C>T

C T rs55913776 MG-186-tumorMG-186-normal - 3 1207 c.675G>A

G T rs41296069by1000genomesMG-186-tumorMG-186-normal - 11 2415 c.2079C>A

T C rs12731746byFrequency|by1000genomesMG-186-tumorMG-186-normal - 11 1394 c.897A>G

G A rs9789047by1000genomesMG-186-tumorMG-186-normal + 10 998 c.998G>A

C T rs10082504byFrequency|by1000genomesMG-186-tumorMG-186-normal - 14 10059 c.9684G>A

T G rs1050767byFrequency|by1000genomesMG-186-tumorMG-186-normal - 13 8533 c.8158A>C

G A rs142702316byFrequencyMG-186-tumorMG-186-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-186-tumorMG-186-normal - 3 159 c.115A>G

A C rs76437836byFrequencyMG-186-tumorMG-186-normal - 3 142 c.98T>G

T C rs41315020byFrequency|by1000genomesMG-187-tumorMG-187-normal - 8 1497 c.909A>G

A T rs150289150byFrequency|by1000genomesMG-187-tumorMG-187-normal - 4 1377 c.1307T>A

T C rs831043 byFrequency|by1000genomesMG-187-tumorMG-187-normal - 21 3354 c.3069A>G

C T rs76334433byFrequency|by1000genomesMG-187-tumorMG-187-normal - 4 615 c.553G>A

G A rs141909084by1000genomesMG-187-tumorMG-187-normal - 3 1154 c.1155C>T

G T rs75155858byFrequency|by1000genomesMG-187-tumorMG-187-normal + 13 2388 c.1871G>T

C A rs34400049byFrequency|by1000genomesMG-187-tumorMG-187-normal + 14 2474 c.2092C>A

C A rs17346571byFrequency|by1000genomesMG-187-tumorMG-187-normal + 1 185 c.158C>A

G A rs2228000byFrequency|by1000genomesMG-187-tumorMG-187-normal - 9 1710 c.1496C>T

C G rs78132363by1000genomesMG-187-tumorMG-187-normal + 3 1212 c.1185C>G

C T rs9489124byFrequency|by1000genomesMG-187-tumorMG-187-normal - 35 5902 c.5704G>A

C T rs1386356byFrequency|by1000genomesMG-187-tumorMG-187-normal - 85 14018 c.13047G>A

A G rs4659654byFrequency|by1000genomesMG-187-tumorMG-187-normal - 16 2000 c.1503T>C

G A rs61754477byFrequency|by1000genomesMG-187-tumorMG-187-normal - 10 4776 c.4188C>T

A G MG-187-tumorMG-187-normal - 15 1346 c.1346T>C

C T rs3811444byFrequency|by1000genomesMG-187-tumorMG-187-normal + 6 1169 c.1121C>T

C T MG-187-tumorMG-187-normal + 3 423 c.43C>T

G A rs12022217byFrequency|by1000genomesMG-187-tumorMG-187-normal - 3 4602 c.4530C>T

T C rs41300566byFrequency|by1000genomesMG-187-tumorMG-187-normal - 13 3805 c.3430A>G



C T rs146544321byFrequencyMG-187-tumorMG-187-normal - 4 744 c.553G>A

G T rs12568784byFrequency|by1000genomesMG-187-tumorMG-187-normal - 3 7202 c.7130C>A

G A rs2921563byFrequency|by1000genomesMG-187-tumorMG-187-normal + 9 2165 c.524G>A

G A MG-187-tumorMG-187-normal + 19 5811 c.5168G>A

G T rs2075249byFrequency|by1000genomesMG-187-tumorMG-187-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-187-tumorMG-187-normal + 19 2459 c.2283C>T

T C rs2241190byFrequency|by1000genomesMG-187-tumorMG-187-normal - 17 2745 c.2460A>G

G A rs61730875byFrequency|by1000genomesMG-187-tumorMG-187-normal - 20 3374 c.2877C>T

G A rs75758215by1000genomesMG-187-tumorMG-187-normal - 89 14409 c.13438C>T

C T rs62478357byFrequencyMG-187-tumorMG-187-normal - 8 1268 c.1050G>A

G A rs2853344byFrequency|by1000genomesMG-187-tumorMG-187-normal - 13 2990 c.2615C>T

G A rs1062348byFrequency|by1000genomesMG-187-tumorMG-187-normal - 7 1005 c.846C>T

C T rs77791636by1000genomesMG-187-tumorMG-187-normal + 6 1132 c.1080C>T

A G rs2229268byFrequency|by1000genomesMG-187-tumorMG-187-normal - 61 11886 c.11601T>C

C T rs2292559byFrequency|by1000genomesMG-187-tumorMG-187-normal - 24 2661 c.2391G>A

A G rs3108200byFrequency|by1000genomesMG-187-tumorMG-187-normal + 3 2040 c.810A>G

G A rs12729662byFrequency|by1000genomesMG-187-tumorMG-187-normal - 3 8430 c.8355C>T

A T rs138127179by1000genomesMG-187-tumorMG-187-normal - 3 693 c.498T>A

T C rs7716253by1000genomesMG-187-tumorMG-187-normal + 8 1121 c.945T>C

T C rs74356608 MG-187-tumorMG-187-normal + 15 1328 c.1328T>C

C T MG-187-tumorMG-187-normal - 20 2973 c.2782G>A

C T rs142352023by1000genomesMG-187-tumorMG-187-normal + 13 2902 c.2814C>T

A G MG-187-tumorMG-187-normal + 11 1859 c.1660A>G

T C rs142304809byFrequencyMG-187-tumorMG-187-normal - 9 1291 c.1259A>G

C G rs2298258byFrequency|by1000genomesMG-187-tumorMG-187-normal + 12 1698 c.1260C>G

G A rs76894284by1000genomesMG-187-tumorMG-187-normal - 13 2365 c.2289C>T

C T rs73241801by1000genomesMG-187-tumorMG-187-normal + 16 2273 c.2208C>T

G A rs7179364by1000genomesMG-187-tumorMG-187-normal + 1 520 c.85G>A

G A rs7624750byFrequency|by1000genomesMG-187-tumorMG-187-normal + 4 707 c.473G>A

G A rs17591320byFrequency|by1000genomesMG-187-tumorMG-187-normal - 3 657 c.466C>T

G A rs41294868by1000genomesMG-187-tumorMG-187-normal + 14 2132 c.1933G>A

G C MG-187-tumorMG-187-normal - 3 296 c.261C>G

A G rs10853307by1000genomesMG-187-tumorMG-187-normal - 3 1368 c.836T>C

C T rs210498 by1000genomesMG-187-tumorMG-187-normal - 23 1885 c.1518G>A

C G rs76554185byFrequency|by1000genomesMG-187-tumorMG-187-normal - 70 11815 c.10844G>C

G A rs140985683by1000genomesMG-187-tumorMG-187-normal - 26 4761 c.4425C>T

C T rs2274550by1000genomesMG-187-tumorMG-187-normal + 54 8820 c.8286C>T

T G rs114432784byFrequency|by1000genomesMG-187-tumorMG-187-normal - 4 1539 c.1326A>C

G A rs16847812byFrequency|by1000genomesMG-187-tumorMG-187-normal + 4 978 c.865G>A

T C rs35996821byFrequency|by1000genomesMG-187-tumorMG-187-normal - 13 2183 c.2088A>G

T G rs12963422byFrequency|by1000genomesMG-187-tumorMG-187-normal - 5 2988 c.2775A>C

C T rs77345168byFrequency|by1000genomesMG-187-tumorMG-187-normal - 3 6235 c.6163G>A

T C rs2251219byFrequency|by1000genomesMG-187-tumorMG-187-normal - 26 4397 c.4395A>G

C G rs11718329by1000genomesMG-187-tumorMG-187-normal + 4 719 c.647C>G

C T MG-187-tumorMG-187-normal - 18 2753 c.2409G>A

G A rs2229266byFrequency|by1000genomesMG-187-tumorMG-187-normal - 6 924 c.639C>T

T C rs2450122byFrequency|by1000genomesMG-187-tumorMG-187-normal - 10 2089 c.2004A>G



G A rs13007735byFrequency|by1000genomesMG-187-tumorMG-187-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-187-tumorMG-187-normal + 14 2120 c.1921A>G

C T rs10258429byFrequency|by1000genomesMG-187-tumorMG-187-normal + 16 2213 c.1968C>T

G A rs3818831byFrequency|by1000genomesMG-187-tumorMG-187-normal - 2 193 c.121C>T

C T rs17094777byFrequency|by1000genomesMG-187-tumorMG-187-normal - 7 1491 c.1300G>A

G A MG-187-tumorMG-187-normal + 11 1649 c.1209G>A

T C rs41266134byFrequency|by1000genomesMG-187-tumorMG-187-normal - 3 1625 c.1550A>G

A G MG-187-tumorMG-187-normal - 3 441 c.362T>C

C T rs77376932byFrequencyMG-187-tumorMG-187-normal - 3 3235 c.3160G>A

T G rs1998206byFrequency|by1000genomesMG-187-tumorMG-187-normal - 5 631 c.433A>C

T C MG-187-tumorMG-187-normal + 4 814 c.666T>C

C A rs1801270byFrequency|by1000genomesMG-187-tumorMG-187-normal + 2 328 c.93C>A

C T rs1035938by1000genomesMG-187-tumorMG-187-normal + 6 1538 c.1344C>T

T C MG-187-tumorMG-187-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-187-tumorMG-187-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-187-tumorMG-187-normal + 2 2118 c.2085A>G

A T rs61154129byFrequency|by1000genomesMG-187-tumorMG-187-normal + 5 1102 c.1012A>T

G A rs2072737byFrequency|by1000genomesMG-187-tumorMG-187-normal - 9 3078 c.2142C>T

A G MG-187-tumorMG-187-normal + 16 7923 c.7543A>G

A G MG-187-tumorMG-187-normal - 3 1337 c.805T>C

T C MG-187-tumorMG-187-normal - 63 12072 c.11787A>G

T A MG-187-tumorMG-187-normal + 12 5742 c.5368T>A

A G rs1136159byFrequency|by1000genomesMG-187-tumorMG-187-normal - 10 1068 c.860T>C

A G rs13346368by1000genomesMG-187-tumorMG-187-normal + 10 3324 c.3130A>G

G A MG-187-tumorMG-187-normal + 24 3738 c.3573G>A

G A rs138405027by1000genomesMG-187-tumorMG-187-normal - 2 299 c.86C>T

G T MG-187-tumorMG-187-normal + 6 672 c.292G>T

G A rs11762213byFrequency|by1000genomesMG-187-tumorMG-187-normal + 2 344 c.144G>A

T C rs9646771by1000genomesMG-187-tumorMG-187-normal - 4 787 c.447A>G

T C rs3026101by1000genomesMG-187-tumorMG-187-normal + 14 2279 c.2055T>C

C T MG-187-tumorMG-187-normal - 6 1000 c.590G>A

G A rs9804992byFrequency|by1000genomesMG-187-tumorMG-187-normal + 11 3172 c.2529G>A

T C rs1048500byFrequency|by1000genomesMG-187-tumorMG-187-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-187-tumorMG-187-normal - 69 11621 c.10650G>A

C T rs138061478by1000genomesMG-187-tumorMG-187-normal + 37 5367 c.5191C>T

C T rs116772905byFrequency|by1000genomesMG-187-tumorMG-187-normal + 17 2669 c.2121C>T

G A rs34203073byFrequency|by1000genomesMG-187-tumorMG-187-normal + 3 779 c.397G>A

C G rs143879890by1000genomesMG-187-tumorMG-187-normal - 16 2320 c.2233G>C

T C rs12731746byFrequency|by1000genomesMG-187-tumorMG-187-normal - 11 1394 c.897A>G

T C rs7714670by1000genomesMG-187-tumorMG-187-normal + 6 849 c.673T>C

G A rs77514395byFrequency|by1000genomesMG-187-tumorMG-187-normal - 3 727 c.694C>T

C T rs2282303byFrequency|by1000genomesMG-187-tumorMG-187-normal - 3 899 c.827G>A

C T rs6432901by1000genomesMG-187-tumorMG-187-normal - 2 514 c.174G>A

C T rs12155677byFrequency|by1000genomesMG-187-tumorMG-187-normal - 32 5524 c.5280G>A

A G rs138997916byFrequency|by1000genomesMG-187-tumorMG-187-normal - 3 2832 c.2760T>C

C T MG-187-tumorMG-187-normal - 9 2004 c.1790G>A

A G rs4862726by1000genomesMG-187-tumorMG-187-normal - 2 2054 c.1845T>C



G A rs33954691byFrequency|by1000genomesMG-187-tumorMG-187-normal - 14 3096 c.3039C>T

A G rs6679449by1000genomesMG-187-tumorMG-187-normal - 3 1923 c.1851T>C

C G MG-187-tumorMG-187-normal - 12 3389 c.3205G>C

T G rs3204790byFrequency|by1000genomesMG-187-tumorMG-187-normal + 2 287 c.200T>G

C A rs41292209by1000genomesMG-187-tumorMG-187-normal + 57 9141 c.8607C>A

A G rs61753736byFrequency|by1000genomesMG-187-tumorMG-187-normal - 66 10707 c.10463T>C

A C rs76504934by1000genomesMG-187-tumorMG-187-normal - 4 464 c.427T>G

G A MG-187-tumorMG-187-normal - 18 2892 c.2694C>T

A C rs76437836byFrequencyMG-187-tumorMG-187-normal - 3 142 c.98T>G

G A rs80198225 MG-187-tumorMG-187-normal + 8 527 c.527G>A

G C rs142017909byFrequencyMG-187-tumorMG-187-normal - 12 1953 c.1743C>G

C T MG-187-tumorMG-187-normal - 1 565 c.514G>A

C T rs7300444byFrequency|by1000genomesMG-187-tumorMG-187-normal + 19 5383 c.4740C>T

C A rs45517238byFrequencyMG-187-tumorMG-187-normal + 22 3106 c.2476C>A

G A rs11549106byFrequency|by1000genomesMG-187-tumorMG-187-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-187-tumorMG-187-normal - 15 3032 c.2696A>G

A G rs145242944byFrequency|by1000genomesMG-187-tumorMG-187-normal - 13 1656 c.1367T>C

A T rs7095325byFrequency|by1000genomesMG-187-tumorMG-187-normal - 7 1087 c.712T>A

T C rs2229992byFrequency|by1000genomesMG-187-tumorMG-187-normal + 12 1838 c.1458T>C

C T rs12236219byFrequency|by1000genomesMG-187-tumorMG-187-normal + 5 1231 c.1141C>T

C T rs2973571by1000genomesMG-187-tumorMG-187-normal + 12 1807 c.1631C>T

A G rs826549 by1000genomesMG-187-tumorMG-187-normal + 18 2676 c.2550A>G

T C rs9851685byFrequency|by1000genomesMG-187-tumorMG-187-normal + 23 2508 c.2274T>C

C T rs146562116by1000genomesMG-187-tumorMG-187-normal + 29 3929 c.3753C>T

C G rs2282302byFrequency|by1000genomesMG-187-tumorMG-187-normal - 3 965 c.893G>C

C T rs2269654byFrequency|by1000genomesMG-187-tumorMG-187-normal + 11 2687 c.2574C>T

T C rs142470496byFrequencyMG-187-tumorMG-187-normal - 12 1890 c.454A>G

C T MG-187-tumorMG-187-normal - 8 1260 c.1042G>A

T G rs1889323by1000genomesMG-187-tumorMG-187-normal - 25 4582 c.4246A>C

A C rs12531344byFrequency|by1000genomesMG-187-tumorMG-187-normal + 17 1957 c.1137A>C

G C MG-187-tumorMG-187-normal - 12 3377 c.3193C>G

T C rs1050476byFrequency|by1000genomesMG-187-tumorMG-187-normal + 7 2254 c.1695T>C

G T MG-187-tumorMG-187-normal + 6 718 c.496G>T

C T rs3796032byFrequency|by1000genomesMG-187-tumorMG-187-normal - 17 2381 c.1929G>A

G A rs144383071byFrequencyMG-187-tumorMG-187-normal - 3 3345 c.3270C>T

C T rs17605476by1000genomesMG-187-tumorMG-187-normal + 5 1338 c.1140C>T

G C MG-187-tumorMG-187-normal + 9 1201 c.58G>C

A C rs138447937 MG-187-tumorMG-187-normal - 4 1368 c.1298T>G

A G rs143564227byFrequencyMG-187-tumorMG-187-normal - 10 1640 c.1422T>C

A G MG-187-tumorMG-187-normal + 1 584 c.339A>G

T C rs2075252byFrequency|by1000genomesMG-187-tumorMG-187-normal - 66 12565 c.12280A>G

A G rs151306742by1000genomesMG-187-tumorMG-187-normal + 4 729 c.285A>G

C A rs117099128by1000genomesMG-187-tumorMG-187-normal - 3 720 c.525G>T

G A rs2973566by1000genomesMG-187-tumorMG-187-normal + 14 1930 c.1754G>A

T C rs141745592byFrequencyMG-187-tumorMG-187-normal - 6 462 c.432A>G

T C rs112827102byFrequency|by1000genomesMG-187-tumorMG-187-normal - 19 3495 c.3285A>G

G A rs2229354byFrequency|by1000genomesMG-187-tumorMG-187-normal + 7 1131 c.924G>A



C T rs3745762by1000genomesMG-187-tumorMG-187-normal + 6 2241 c.2047C>T

G A rs3795666byFrequency|by1000genomesMG-187-tumorMG-187-normal - 34 6640 c.6421C>T

T C rs831042 byFrequency|by1000genomesMG-187-tumorMG-187-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-187-tumorMG-187-normal + 2 543 c.510A>G

C T MG-187-tumorMG-187-normal - 20 3459 c.2903G>A

C T rs1801187byFrequency|by1000genomesMG-187-tumorMG-187-normal - 37 5440 c.5234G>A

A G rs34213159|rs28647874|rs111586870byFrequencyMG-187-tumorMG-187-normal + 1 611 c.366A>G

C T rs169758 by1000genomesMG-187-tumorMG-187-normal - 23 1959 c.1592G>A

A G rs2973568by1000genomesMG-187-tumorMG-187-normal + 13 1856 c.1680A>G

C T rs149127382 MG-187-tumorMG-187-normal - 0 334

C A rs6738031by1000genomesMG-187-tumorMG-187-normal - 18 3000 c.2874G>T

T C rs17114803byFrequency|by1000genomesMG-187-tumorMG-187-normal + 11 1465 c.1299T>C

G A rs146662463byFrequency|by1000genomesMG-187-tumorMG-187-normal - 19 3489 c.3279C>T

T A MG-187-tumorMG-187-normal + 5 1129 c.747T>A

G A rs16912247byFrequency|by1000genomesMG-187-tumorMG-187-normal - 14 9973 c.9598C>T

G A rs3733415by1000genomesMG-187-tumorMG-187-normal - 2 601 c.392C>T

A G rs143619571by1000genomesMG-187-tumorMG-187-normal - 3 715 c.520T>C

A T rs10817021by1000genomesMG-187-tumorMG-187-normal - 24 4324 c.3988T>A

G A rs3810479byFrequency|by1000genomesMG-187-tumorMG-187-normal - 17 7692 c.7623C>T

G A rs45505797by1000genomesMG-187-tumorMG-187-normal + 4 1054 c.1019G>A

A G rs180744 by1000genomesMG-187-tumorMG-187-normal + 2 1719 c.1686A>G

C T MG-187-tumorMG-187-normal - 7 408 c.408G>A

T C MG-187-tumorMG-187-normal + 1 699 c.699T>C

A T rs117625520byFrequency|by1000genomesMG-187-tumorMG-187-normal + 3 842 c.345A>T

G A rs79435376byFrequency|by1000genomesMG-187-tumorMG-187-normal - 7 1864 c.1673C>T

G A MG-187-tumorMG-187-normal - 1 276 c.225C>T

C T rs3812458byFrequency|by1000genomesMG-187-tumorMG-187-normal + 22 2662 c.2385C>T

G A rs146546850byFrequencyMG-187-tumorMG-187-normal - 12 1889 c.453C>T

C A rs148302841byFrequency|by1000genomesMG-187-tumorMG-187-normal - 4 755 c.564G>T

G A rs2248407byFrequency|by1000genomesMG-187-tumorMG-187-normal - 4 1003 c.918C>T

C T rs76354273byFrequency|by1000genomesMG-187-tumorMG-187-normal + 1 1305 c.1005C>T

C A rs41306015byFrequency|by1000genomesMG-187-tumorMG-187-normal - 13 4052 c.3677G>T

A G rs79193271by1000genomesMG-187-tumorMG-187-normal + 3 1208 c.1181A>G

A G rs4444457byFrequency|by1000genomesMG-187-tumorMG-187-normal - 54 9497 c.8526T>C

G A rs143394331by1000genomesMG-187-tumorMG-187-normal + 1 146 c.75G>A

T C rs11373 byFrequency|by1000genomesMG-187-tumorMG-187-normal - 3 787 c.367A>G

G C MG-187-tumorMG-187-normal + 1 1592 c.1592G>C

G A rs143684430byFrequencyMG-187-tumorMG-187-normal - 3 6591 c.6516C>T

T C rs2072736byFrequency|by1000genomesMG-187-tumorMG-187-normal - 8 1410 c.474A>G

A G rs11778209byFrequency|by1000genomesMG-187-tumorMG-187-normal - 39 6448 c.6204T>C

C T rs11184139byFrequency|by1000genomesMG-187-tumorMG-187-normal - 6 487

C T rs17094900byFrequency|by1000genomesMG-187-tumorMG-187-normal - 3 578 c.387G>A

A G rs28434205byFrequencyMG-187-tumorMG-187-normal + 1 593 c.348A>G

C T rs3796031byFrequency|by1000genomesMG-187-tumorMG-187-normal - 17 2399 c.1947G>A

C T rs146330869byFrequency|by1000genomesMG-187-tumorMG-187-normal + 9 2565 c.924C>T

A G MG-187-tumorMG-187-normal + 6 1006 c.812A>G

A G rs2229267byFrequency|by1000genomesMG-187-tumorMG-187-normal - 29 5160 c.4875T>C



G A MG-187-tumorMG-187-normal + 11 1910 c.1281G>A

G A rs142702316byFrequencyMG-187-tumorMG-187-normal + 1 160 c.108G>A

C T rs151174 by1000genomesMG-187-tumorMG-187-normal + 2 1740 c.1707C>T

A G rs6694078byFrequency|by1000genomesMG-187-tumorMG-187-normal + 11 2688 c.2575A>G

G T rs140059935by1000genomesMG-187-tumorMG-187-normal + 16 1408 c.1408G>T

C T MG-187-tumorMG-187-normal + 1 166 c.114C>T

C T MG-187-tumorMG-187-normal - 3 5767 c.5692G>A

C T rs872665 by1000genomesMG-187-tumorMG-187-normal - 7 1855 c.1519G>A

G A rs3810485by1000genomesMG-187-tumorMG-187-normal - 8 6116 c.6047C>T

C A rs41264475byFrequency|by1000genomesMG-187-tumorMG-187-normal + 6 840 c.741C>A

C T rs1050475byFrequency|by1000genomesMG-187-tumorMG-187-normal + 7 1534 c.975C>T

C T rs468525 by1000genomesMG-187-tumorMG-187-normal - 6 478 c.111G>A

A C MG-187-tumorMG-187-normal - 38 7296 c.6960T>G

A G rs2929158by1000genomesMG-187-tumorMG-187-normal - 19 4373 c.4163T>C

G A MG-187-tumorMG-187-normal + 9 1355 c.1148G>A

T C rs28639589byFrequency|by1000genomesMG-187-tumorMG-187-normal - 12 1809 c.1611A>G

C T MG-187-tumorMG-187-normal - 3 370 c.335G>A

C T rs9550956byFrequency|by1000genomesMG-187-tumorMG-187-normal - 10 6855 c.6267G>A

C T rs72474509byFrequency|by1000genomesMG-187-tumorMG-187-normal - 4 1337 c.1267G>A

A G rs1385600byFrequency|by1000genomesMG-187-tumorMG-187-normal - 5 1375 c.1290T>C

G A rs34949187by1000genomesMG-187-tumorMG-187-normal + 6 1198 c.824G>A

C A rs2230018byFrequency|by1000genomesMG-187-tumorMG-187-normal + 17 2218 c.2177C>A

T A rs17264436byFrequency|by1000genomesMG-187-tumorMG-187-normal - 21 3503 c.3501A>T

G A rs151001106byFrequencyMG-187-tumorMG-187-normal + 1 192 c.140G>A

G A rs11551685byFrequency|by1000genomesMG-187-tumorMG-187-normal - 16 7464 c.7395C>T

G T rs147825872 MG-187-tumorMG-187-normal + 20 4359 c.4282G>T

G C rs2227910byFrequency|by1000genomesMG-187-tumorMG-187-normal + 2 1911 c.804G>C

T C MG-187-tumorMG-187-normal + 8 505 c.505T>C

C T rs4802382by1000genomesMG-187-tumorMG-187-normal + 6 554 c.360C>T

C A rs3739298byFrequency|by1000genomesMG-187-tumorMG-187-normal - 9 2230 c.1821G>T

C T rs57014690by1000genomesMG-187-tumorMG-187-normal - 6 1554 c.1232G>A

C T rs55979329by1000genomesMG-187-tumorMG-187-normal - 3 1257 c.725G>A

C G rs2509943byFrequency|by1000genomesMG-187-tumorMG-187-normal + 3 776 c.279C>G

C T MG-187-tumorMG-187-normal - 1 433 c.24G>A

C A rs6453022by1000genomesMG-187-tumorMG-187-normal + 7 1027 c.851C>A

C A rs2973558by1000genomesMG-187-tumorMG-187-normal + 20 2514 c.2338C>A

T C rs78472618byFrequencyMG-187-tumorMG-187-normal - 3 159 c.115A>G

C T rs2229975by1000genomesMG-187-tumorMG-187-normal - 5 927 c.852G>A

A G rs75639578 MG-187-tumorMG-187-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-187-tumorMG-187-normal + 2 1315 c.1282C>G

C G rs3809975byFrequency|by1000genomesMG-187-tumorMG-187-normal - 5 3143 c.2930G>C

C T rs3745764byFrequency|by1000genomesMG-188-tumorMG-188-normal + 9 2705 c.1064C>T

T C rs831043 byFrequency|by1000genomesMG-188-tumorMG-188-normal - 21 3354 c.3069A>G

C T rs61753703byFrequency|by1000genomesMG-188-tumorMG-188-normal + 34 4457 c.4180C>T

T C MG-188-tumorMG-188-normal - 3 305 c.270A>G

C T rs2973571by1000genomesMG-188-tumorMG-188-normal + 12 1807 c.1631C>T

C T rs58473148by1000genomesMG-188-tumorMG-188-normal - 8 1195 c.1044G>A



C T rs2293347byFrequency|by1000genomesMG-188-tumorMG-188-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-188-tumorMG-188-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-188-tumorMG-188-normal - 20 2134 c.1864G>A

C T rs3811444byFrequency|by1000genomesMG-188-tumorMG-188-normal + 6 1169 c.1121C>T

A G MG-188-tumorMG-188-normal - 3 1358 c.826T>C

C T MG-188-tumorMG-188-normal - 3 300 c.263G>A

C T MG-188-tumorMG-188-normal + 3 423 c.43C>T

C T rs77791636by1000genomesMG-188-tumorMG-188-normal + 6 1132 c.1080C>T

C T rs143951564byFrequencyMG-188-tumorMG-188-normal - 1 1644 c.1257G>A

G A rs2880956 MG-188-tumorMG-188-normal + 15 1268 c.1268G>A

C T rs57014690by1000genomesMG-188-tumorMG-188-normal - 6 1554 c.1232G>A

A G MG-188-tumorMG-188-normal + 10 1620 c.1253A>G

G T rs2075249byFrequency|by1000genomesMG-188-tumorMG-188-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-188-tumorMG-188-normal + 19 2459 c.2283C>T

A C rs55776396byFrequency|by1000genomesMG-188-tumorMG-188-normal - 50 15977 c.15978T>G

A T MG-188-tumorMG-188-normal + 5 625 c.403A>T

T C rs141049734byFrequencyMG-188-tumorMG-188-normal - 18 3186 c.2968A>G

A G rs41304577 MG-188-tumorMG-188-normal - 4 1006 c.691T>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-188-tumorMG-188-normal + 6 830 c.282G>C

C T rs62478357byFrequencyMG-188-tumorMG-188-normal - 8 1268 c.1050G>A

C A rs3739298byFrequency|by1000genomesMG-188-tumorMG-188-normal - 9 2230 c.1821G>T

C T MG-188-tumorMG-188-normal + 1 279 c.279C>T

C A rs138908625byFrequency|by1000genomesMG-188-tumorMG-188-normal - 8 1357 c.1139G>T

G A rs139799138byFrequencyMG-188-tumorMG-188-normal - 3 6574 c.6499C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-188-tumorMG-188-normal + 17 2594 c.2046A>C

C T MG-188-tumorMG-188-normal - 15 2425 c.1995G>A

A G rs144179290byFrequency|by1000genomesMG-188-tumorMG-188-normal + 5 1466 c.1247A>G

A G MG-188-tumorMG-188-normal + 1 1188 c.1188A>G

A G rs2229268byFrequency|by1000genomesMG-188-tumorMG-188-normal - 61 11886 c.11601T>C

A G rs3108200byFrequency|by1000genomesMG-188-tumorMG-188-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-188-tumorMG-188-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-188-tumorMG-188-normal + 36 5181 c.5016C>T

C T rs149279834byFrequency|by1000genomesMG-188-tumorMG-188-normal + 26 5147 c.4512C>T

C T rs61741759by1000genomesMG-188-tumorMG-188-normal + 22 2332 c.2145C>T

G A MG-188-tumorMG-188-normal - 8 1231 c.1013C>T

G A MG-188-tumorMG-188-normal + 1 577 c.577G>A

A C rs7995564by1000genomesMG-188-tumorMG-188-normal + 10 2068 c.1534A>C

C A rs2973558by1000genomesMG-188-tumorMG-188-normal + 20 2514 c.2338C>A

T C rs831042 byFrequency|by1000genomesMG-188-tumorMG-188-normal - 24 3945 c.3660A>G

A G rs1206038byFrequency|by1000genomesMG-188-tumorMG-188-normal + 29 5706 c.5071A>G

G A rs7853155by1000genomesMG-188-tumorMG-188-normal - 30 5337 c.5001C>T

A G rs4659654byFrequency|by1000genomesMG-188-tumorMG-188-normal - 16 2000 c.1503T>C

C T MG-188-tumorMG-188-normal + 1 915 c.915C>T

T G rs12963422byFrequency|by1000genomesMG-188-tumorMG-188-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-188-tumorMG-188-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-188-tumorMG-188-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-188-tumorMG-188-normal - 26 4397 c.4395A>G



G A rs2229266byFrequency|by1000genomesMG-188-tumorMG-188-normal - 6 924 c.639C>T

T C rs28489116by1000genomesMG-188-tumorMG-188-normal - 10 5194 c.4985A>G

G A rs13007735byFrequency|by1000genomesMG-188-tumorMG-188-normal - 16 3587 c.2616C>T

G A rs61744341byFrequency|by1000genomesMG-188-tumorMG-188-normal + 3 788 c.675G>A

G A rs74511500byFrequency|by1000genomesMG-188-tumorMG-188-normal - 19 11425 c.11216C>T

C G rs3791251by1000genomesMG-188-tumorMG-188-normal - 25 4912 c.4786G>C

C T rs10258429byFrequency|by1000genomesMG-188-tumorMG-188-normal + 16 2213 c.1968C>T

G T MG-188-tumorMG-188-normal + 4 973 c.879G>T

G A rs11549105byFrequency|by1000genomesMG-188-tumorMG-188-normal - 6 1228 c.1224C>T

G A rs3810485by1000genomesMG-188-tumorMG-188-normal - 8 6116 c.6047C>T

G A MG-188-tumorMG-188-normal + 1 991 c.991G>A

C T rs1035938by1000genomesMG-188-tumorMG-188-normal + 6 1538 c.1344C>T

A G rs40831 by1000genomesMG-188-tumorMG-188-normal + 2 2118 c.2085A>G

C T rs1049622|rs114303286byFrequency|by1000genomesMG-188-tumorMG-188-normal + 7 1073 c.525C>T

G T MG-188-tumorMG-188-normal - 3 1132 c.1097C>A

C T rs111505885 MG-188-tumorMG-188-normal + 1 340 c.324C>T

A G rs17051895by1000genomesMG-188-tumorMG-188-normal + 23 4485 c.3951A>G

T G rs79385100by1000genomesMG-188-tumorMG-188-normal - 11 1929 c.1930A>C

C T rs726575 by1000genomesMG-188-tumorMG-188-normal - 10 8626 c.8417G>A

A G rs13346368by1000genomesMG-188-tumorMG-188-normal + 10 3324 c.3130A>G

G A rs11551685byFrequency|by1000genomesMG-188-tumorMG-188-normal - 16 7464 c.7395C>T

A G rs143934691byFrequencyMG-188-tumorMG-188-normal - 2 296 c.226T>C

G A rs16825150byFrequency|by1000genomesMG-188-tumorMG-188-normal + 7 954 c.909G>A

G C rs76882791by1000genomesMG-188-tumorMG-188-normal - 27 7921 c.7573C>G

T C rs9646771by1000genomesMG-188-tumorMG-188-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-188-tumorMG-188-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-188-tumorMG-188-normal + 14 2279 c.2055T>C

C A rs144825522byFrequencyMG-188-tumorMG-188-normal - 9 1271 c.1161G>T

T C rs35942532byFrequencyMG-188-tumorMG-188-normal - 69 13010 c.12725A>G

T A rs3740423byFrequency|by1000genomesMG-188-tumorMG-188-normal - 13 4583 c.4208A>T

C T rs76844681 MG-188-tumorMG-188-normal - 16 2899 c.2681G>A

C A MG-188-tumorMG-188-normal - 8 1581 c.645G>T

C A rs6453022by1000genomesMG-188-tumorMG-188-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-188-tumorMG-188-normal + 2 1791 c.684T>C

G A rs41266078|rs34171717byFrequency|by1000genomesMG-188-tumorMG-188-normal + 2 385 c.272G>A

C G rs143879890by1000genomesMG-188-tumorMG-188-normal - 16 2320 c.2233G>C

G A rs11177 byFrequency|by1000genomesMG-188-tumorMG-188-normal + 3 290 c.80G>A

C T rs28444388byFrequency|by1000genomesMG-188-tumorMG-188-normal + 2 1331 c.1131C>T

T C MG-188-tumorMG-188-normal - 14 2313 c.1969A>G

T C rs61995685byFrequency|by1000genomesMG-188-tumorMG-188-normal + 22 4499 c.3864T>C

T C rs28621009byFrequency|by1000genomesMG-188-tumorMG-188-normal + 13 2864 c.2229T>C

G A rs1800273byFrequency|by1000genomesMG-188-tumorMG-188-normal - 45 6669 c.6463C>T

A G rs3211362byFrequency|by1000genomesMG-188-tumorMG-188-normal - 9 1020 c.846T>C

C T rs149155949byFrequency|by1000genomesMG-188-tumorMG-188-normal + 19 3884 c.3249C>T

C T MG-188-tumorMG-188-normal - 8 1256 c.1038G>A

A G rs61739182byFrequency|by1000genomesMG-188-tumorMG-188-normal - 12 3076 c.2892T>C

C T rs34315566byFrequency|by1000genomesMG-188-tumorMG-188-normal + 35 5595 c.4527C>T



G A rs9804992byFrequency|by1000genomesMG-188-tumorMG-188-normal + 11 3172 c.2529G>A

A G MG-188-tumorMG-188-normal - 15 1346 c.1346T>C

A G rs17443123by1000genomesMG-188-tumorMG-188-normal + 5 915 c.750A>G

G A rs79376890byFrequency|by1000genomesMG-188-tumorMG-188-normal - 4 924 c.714C>T

C T MG-188-tumorMG-188-normal + 17 1573 c.1475C>T

G A rs11549106byFrequency|by1000genomesMG-188-tumorMG-188-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-188-tumorMG-188-normal - 15 3032 c.2696A>G

A G rs145242944byFrequency|by1000genomesMG-188-tumorMG-188-normal - 13 1656 c.1367T>C

A G rs145634203byFrequency|by1000genomesMG-188-tumorMG-188-normal - 13 6392 c.6017T>C

T C rs2229992byFrequency|by1000genomesMG-188-tumorMG-188-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-188-tumorMG-188-normal - 17 2745 c.2460A>G

A C rs143254374byFrequencyMG-188-tumorMG-188-normal - 5 3309 c.3096T>G

G A rs6070697byFrequency|by1000genomesMG-188-tumorMG-188-normal + 4 1189 c.920G>A

G C MG-188-tumorMG-188-normal + 1 1138 c.1138G>C

C G rs11848954byFrequency|by1000genomesMG-188-tumorMG-188-normal - 1 419 c.221G>C

A T rs111657679byFrequency|by1000genomesMG-188-tumorMG-188-normal - 7 516 c.149T>A

G A rs17656599byFrequency|by1000genomesMG-188-tumorMG-188-normal - 12 2007 c.1823C>T

C T rs113857613byFrequencyMG-188-tumorMG-188-normal - 12 1037 c.670G>A

C T MG-188-tumorMG-188-normal - 8 1260 c.1042G>A

C T rs34922891by1000genomesMG-188-tumorMG-188-normal + 13 2223 c.2223C>T

T G rs1889323by1000genomesMG-188-tumorMG-188-normal - 25 4582 c.4246A>C

A G MG-188-tumorMG-188-normal + 15 3436 c.3236A>G

T C rs1050476byFrequency|by1000genomesMG-188-tumorMG-188-normal + 7 2254 c.1695T>C

C T rs3796032byFrequency|by1000genomesMG-188-tumorMG-188-normal - 17 2381 c.1929G>A

G A rs3793379byFrequency|by1000genomesMG-188-tumorMG-188-normal + 32 4159 c.3882G>A

C T rs138493489byFrequencyMG-188-tumorMG-188-normal - 3 1889 c.1814G>A

T C rs7714670by1000genomesMG-188-tumorMG-188-normal + 6 849 c.673T>C

C T rs146846539byFrequency|by1000genomesMG-188-tumorMG-188-normal - 4 1708 c.846G>A

G A rs140153287 MG-188-tumorMG-188-normal - 8 1824 c.888C>T

G C rs60140950byFrequency|by1000genomesMG-188-tumorMG-188-normal + 9 986 c.767G>C

G A rs61757792by1000genomesMG-188-tumorMG-188-normal + 20 3668 c.3188G>A

A T rs7095325byFrequency|by1000genomesMG-188-tumorMG-188-normal - 7 1087 c.712T>A

A G rs3752564byFrequency|by1000genomesMG-188-tumorMG-188-normal - 29 4981 c.4783T>C

G A rs59505617by1000genomesMG-188-tumorMG-188-normal - 6 1756 c.1434C>T

G C rs45469098by1000genomesMG-188-tumorMG-188-normal - 1 255 c.256C>G

C T rs3745762by1000genomesMG-188-tumorMG-188-normal + 6 2241 c.2047C>T

G A rs35296183byFrequency|by1000genomesMG-188-tumorMG-188-normal - 55 9794 c.8823C>T

G A MG-188-tumorMG-188-normal + 14 2087 c.1888G>A

A G rs149271 by1000genomesMG-188-tumorMG-188-normal + 2 543 c.510A>G

A G rs33953730by1000genomesMG-188-tumorMG-188-normal - 25 4326 c.4200T>C

T C rs145886643byFrequencyMG-188-tumorMG-188-normal + 20 7880 c.7754T>C

C T rs35670235by1000genomesMG-188-tumorMG-188-normal - 19 11364 c.11155G>A

C T rs148931839by1000genomesMG-188-tumorMG-188-normal + 6 563 c.431C>T

G A rs2271189byFrequency|by1000genomesMG-188-tumorMG-188-normal + 27 3788 c.3348G>A

C A rs6738031by1000genomesMG-188-tumorMG-188-normal - 18 3000 c.2874G>T

A T MG-188-tumorMG-188-normal + 5 579 c.199A>T

T C rs17114803byFrequency|by1000genomesMG-188-tumorMG-188-normal + 11 1465 c.1299T>C



T C rs2075252byFrequency|by1000genomesMG-188-tumorMG-188-normal - 66 12565 c.12280A>G

G C MG-188-tumorMG-188-normal + 13 1449 c.1449G>C

A G rs180744 by1000genomesMG-188-tumorMG-188-normal + 2 1719 c.1686A>G

A C rs76437836byFrequencyMG-188-tumorMG-188-normal - 3 142 c.98T>G

G A MG-188-tumorMG-188-normal + 1 533 c.533G>A

C T MG-188-tumorMG-188-normal - 2 1393 c.984G>A

A G rs146780296byFrequencyMG-188-tumorMG-188-normal + 10 1207 c.988A>G

G C MG-188-tumorMG-188-normal - 5 1009 c.1010C>G

G A rs2973566by1000genomesMG-188-tumorMG-188-normal + 14 1930 c.1754G>A

C A rs35430524by1000genomesMG-188-tumorMG-188-normal + 12 3111 c.2737C>A

G T rs147825872 MG-188-tumorMG-188-normal + 20 4359 c.4282G>T

T C rs7716253by1000genomesMG-188-tumorMG-188-normal + 8 1121 c.945T>C

A G rs28647489by1000genomesMG-188-tumorMG-188-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-188-tumorMG-188-normal - 54 9497 c.8526T>C

G A rs2289247byFrequency|by1000genomesMG-188-tumorMG-188-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-188-tumorMG-188-normal + 2 372 c.159T>C

G A rs61814946byFrequency|by1000genomesMG-188-tumorMG-188-normal - 3 1785 c.1710C>T

G A rs146430887byFrequencyMG-188-tumorMG-188-normal + 5 1377 c.823G>A

G A MG-188-tumorMG-188-normal + 1 666 c.666G>A

C T rs17605476by1000genomesMG-188-tumorMG-188-normal + 5 1338 c.1140C>T

T C MG-188-tumorMG-188-normal - 18 1596 c.1597A>G

C G rs2509943byFrequency|by1000genomesMG-188-tumorMG-188-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-188-tumorMG-188-normal - 2 514 c.174G>A

C T rs3796031byFrequency|by1000genomesMG-188-tumorMG-188-normal - 17 2399 c.1947G>A

A C MG-188-tumorMG-188-normal + 19 1977 c.1845A>C

G A MG-188-tumorMG-188-normal + 1 468 c.468G>A

C T rs151174 by1000genomesMG-188-tumorMG-188-normal + 2 1740 c.1707C>T

C T rs3814883byFrequency|by1000genomesMG-188-tumorMG-188-normal + 13 2402 c.1359C>T

C T rs1050475byFrequency|by1000genomesMG-188-tumorMG-188-normal + 7 1534 c.975C>T

A G rs2929158by1000genomesMG-188-tumorMG-188-normal - 19 4373 c.4163T>C

A G rs151306742by1000genomesMG-188-tumorMG-188-normal + 4 729 c.285A>G

C T rs55865069byFrequency|by1000genomesMG-188-tumorMG-188-normal - 3 247 c.248G>A

T G MG-188-tumorMG-188-normal - 4 1698 c.1225A>C

A G MG-188-tumorMG-188-normal + 1 199 c.199A>G

T C rs148543076byFrequency|by1000genomesMG-188-tumorMG-188-normal - 4 669 c.597A>G

G A MG-188-tumorMG-188-normal - 20 3547 c.3460C>T

A G rs80132640by1000genomesMG-188-tumorMG-188-normal - 39 12027 c.12028T>C

C T rs2229265byFrequency|by1000genomesMG-188-tumorMG-188-normal - 54 10788 c.10503G>A

T C MG-188-tumorMG-188-normal + 1 78 c.78T>C

G A rs1676211by1000genomesMG-188-tumorMG-188-normal + 13 2154 c.2154G>A

T A rs17264436byFrequency|by1000genomesMG-188-tumorMG-188-normal - 21 3503 c.3501A>T

T C rs17364812byFrequency|by1000genomesMG-188-tumorMG-188-normal + 13 1219 c.1110T>C

C T MG-188-tumorMG-188-normal - 3 1356 c.824G>A

G C rs2227910byFrequency|by1000genomesMG-188-tumorMG-188-normal + 2 1911 c.804G>C

C T rs4802382by1000genomesMG-188-tumorMG-188-normal + 6 554 c.360C>T

G A rs13054014byFrequency|by1000genomesMG-188-tumorMG-188-normal + 2 569 c.210G>A

G T rs138591330by1000genomesMG-188-tumorMG-188-normal - 27 8211 c.7863C>A



T C rs12731746byFrequency|by1000genomesMG-188-tumorMG-188-normal - 11 1394 c.897A>G

A G rs28624496 MG-188-tumorMG-188-normal - 1 626 c.196T>C

T A rs2060198byFrequency|by1000genomesMG-188-tumorMG-188-normal + 27 5204 c.4914T>A

G A rs142702316byFrequencyMG-188-tumorMG-188-normal + 1 160 c.108G>A

A G rs61752913byFrequencyMG-188-tumorMG-188-normal + 10 1415 c.1325A>G

T C rs78472618byFrequencyMG-188-tumorMG-188-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-188-tumorMG-188-normal + 2 1315 c.1282C>G

G A rs144383071byFrequencyMG-189-tumorMG-189-normal - 3 3345 c.3270C>T

C T rs3745764byFrequency|by1000genomesMG-189-tumorMG-189-normal + 9 2705 c.1064C>T

G A rs1713982byFrequency|by1000genomesMG-189-tumorMG-189-normal + 15 2261 c.1848G>A

C A rs34400049byFrequency|by1000genomesMG-189-tumorMG-189-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-189-tumorMG-189-normal + 7 3183 c.3138A>G

C T rs2286007byFrequency|by1000genomesMG-189-tumorMG-189-normal + 8 2637 c.1994C>T

C T rs1386356byFrequency|by1000genomesMG-189-tumorMG-189-normal - 85 14018 c.13047G>A

C T rs61730876byFrequency|by1000genomesMG-189-tumorMG-189-normal - 20 3385 c.2888G>A

C T rs3811444byFrequency|by1000genomesMG-189-tumorMG-189-normal + 6 1169 c.1121C>T

C A MG-189-tumorMG-189-normal - 1 6 c.7G>T

C T MG-189-tumorMG-189-normal + 3 423 c.43C>T

G A rs2229079byFrequency|by1000genomesMG-189-tumorMG-189-normal - 21 3524 c.3326C>T

C T rs77376932byFrequencyMG-189-tumorMG-189-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-189-tumorMG-189-normal - 3 4602 c.4530C>T

C A rs148983031byFrequencyMG-189-tumorMG-189-normal - 16 2940 c.2722G>T

G A rs3809974byFrequency|by1000genomesMG-189-tumorMG-189-normal - 5 2864 c.2651C>T

G T rs12568784byFrequency|by1000genomesMG-189-tumorMG-189-normal - 3 7202 c.7130C>A

T C MG-189-tumorMG-189-normal + 1 1543 c.1543T>C

G A rs147499494by1000genomesMG-189-tumorMG-189-normal - 10 999 c.997C>T

C T rs62637692 MG-189-tumorMG-189-normal - 10 1499 c.1332G>A

A T MG-189-tumorMG-189-normal + 5 625 c.403A>T

A G rs4143768byFrequency|by1000genomesMG-189-tumorMG-189-normal - 10 6783 c.6195T>C

C T rs74401238byFrequency|by1000genomesMG-189-tumorMG-189-normal - 18 3705 c.3365G>A

G A rs2853344byFrequency|by1000genomesMG-189-tumorMG-189-normal - 13 2990 c.2615C>T

G A rs1062348byFrequency|by1000genomesMG-189-tumorMG-189-normal - 7 1005 c.846C>T

C A rs138908625byFrequency|by1000genomesMG-189-tumorMG-189-normal - 8 1357 c.1139G>T

G A rs11551685byFrequency|by1000genomesMG-189-tumorMG-189-normal - 16 7464 c.7395C>T

C T rs77791636by1000genomesMG-189-tumorMG-189-normal + 6 1132 c.1080C>T

G A rs4151031byFrequency|by1000genomesMG-189-tumorMG-189-normal + 2 1458 c.1346G>A

G A rs2271189byFrequency|by1000genomesMG-189-tumorMG-189-normal + 27 3788 c.3348G>A

C T rs199930 by1000genomesMG-189-tumorMG-189-normal + 36 5181 c.5016C>T

G A rs61737954byFrequency|by1000genomesMG-189-tumorMG-189-normal - 13 3908 c.3724C>T

C T rs2853346byFrequency|by1000genomesMG-189-tumorMG-189-normal - 13 5919 c.5544G>A

C A rs2973558by1000genomesMG-189-tumorMG-189-normal + 20 2514 c.2338C>A

G A rs3795308byFrequency|by1000genomesMG-189-tumorMG-189-normal - 4 928 c.792C>T

G T rs3745765byFrequency|by1000genomesMG-189-tumorMG-189-normal + 9 2360 c.719G>T

A G rs11016073byFrequency|by1000genomesMG-189-tumorMG-189-normal - 13 6677 c.6302T>C

G A rs7624750byFrequency|by1000genomesMG-189-tumorMG-189-normal + 4 707 c.473G>A

A G rs4659654byFrequency|by1000genomesMG-189-tumorMG-189-normal - 16 2000 c.1503T>C

G A rs17591320byFrequency|by1000genomesMG-189-tumorMG-189-normal - 3 657 c.466C>T



G A MG-189-tumorMG-189-normal + 1 1248 c.1248G>A

T C rs9851685byFrequency|by1000genomesMG-189-tumorMG-189-normal + 23 2508 c.2274T>C

C T rs114272232byFrequency|by1000genomesMG-189-tumorMG-189-normal - 20 3616 c.3119G>A

A G rs10853307by1000genomesMG-189-tumorMG-189-normal - 3 1368 c.836T>C

G A rs12104022by1000genomesMG-189-tumorMG-189-normal - 3 784 c.252C>T

G C rs76882791by1000genomesMG-189-tumorMG-189-normal - 27 7921 c.7573C>G

G C rs56404215 MG-189-tumorMG-189-normal + 11 2643 c.2416G>C

G T MG-189-tumorMG-189-normal - 1 487 c.488C>A

T C rs4652678by1000genomesMG-189-tumorMG-189-normal + 28 4116 c.3951T>C

C T rs26505 byFrequency|by1000genomesMG-189-tumorMG-189-normal + 1 144 c.57C>T

T C rs2450122byFrequency|by1000genomesMG-189-tumorMG-189-normal - 10 2089 c.2004A>G

A G rs7762830by1000genomesMG-189-tumorMG-189-normal + 14 2120 c.1921A>G

A G rs2973568by1000genomesMG-189-tumorMG-189-normal + 13 1856 c.1680A>G

G A rs3818831byFrequency|by1000genomesMG-189-tumorMG-189-normal - 2 193 c.121C>T

A G MG-189-tumorMG-189-normal + 1 276 c.276A>G

G A rs61762608byFrequency|by1000genomesMG-189-tumorMG-189-normal - 13 2608 c.2052C>T

G A rs3810485by1000genomesMG-189-tumorMG-189-normal - 8 6116 c.6047C>T

G A MG-189-tumorMG-189-normal + 1 991 c.991G>A

C T rs1043141byFrequency|by1000genomesMG-189-tumorMG-189-normal + 4 2376 c.342C>T

G A rs16912247byFrequency|by1000genomesMG-189-tumorMG-189-normal - 14 9973 c.9598C>T

C T rs151233 by1000genomesMG-189-tumorMG-189-normal + 2 99 c.66C>T

T C MG-189-tumorMG-189-normal - 3 305 c.270A>G

G A rs1718878byFrequency|by1000genomesMG-189-tumorMG-189-normal + 13 2003 c.1590G>A

T C MG-189-tumorMG-189-normal + 1 1008 c.1008T>C

A G MG-189-tumorMG-189-normal - 3 1337 c.805T>C

G C rs2227910byFrequency|by1000genomesMG-189-tumorMG-189-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-189-tumorMG-189-normal + 16 2064 c.1887T>A

A G MG-189-tumorMG-189-normal + 1 492 c.492A>G

G T rs11054277 MG-189-tumorMG-189-normal - 3 652 c.617C>A

G A rs61742321by1000genomesMG-189-tumorMG-189-normal - 2 813 c.486C>T

C T rs76844681 MG-189-tumorMG-189-normal - 16 2899 c.2681G>A

G A rs16825150byFrequency|by1000genomesMG-189-tumorMG-189-normal + 7 954 c.909G>A

G A MG-189-tumorMG-189-normal + 1 1372 c.1372G>A

T C rs9646771by1000genomesMG-189-tumorMG-189-normal - 4 787 c.447A>G

C T rs61751543by1000genomesMG-189-tumorMG-189-normal - 23 3911 c.3836G>A

C T rs2229994byFrequency|by1000genomesMG-189-tumorMG-189-normal + 16 7581 c.7201C>T

C T rs55993306by1000genomesMG-189-tumorMG-189-normal - 20 3946 c.3859G>A

T G rs12963422byFrequency|by1000genomesMG-189-tumorMG-189-normal - 5 2988 c.2775A>C

G A rs3810490by1000genomesMG-189-tumorMG-189-normal - 6 2067 c.1998C>T

T G rs61729530by1000genomesMG-189-tumorMG-189-normal - 15 2408 c.1998A>C

G A rs3827025by1000genomesMG-189-tumorMG-189-normal - 6 2094 c.2025C>T

C A rs6453022by1000genomesMG-189-tumorMG-189-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-189-tumorMG-189-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-189-tumorMG-189-normal - 69 11621 c.10650G>A

C G rs143879890by1000genomesMG-189-tumorMG-189-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-189-tumorMG-189-normal + 7 1855 c.1810A>G

G A rs10845349 MG-189-tumorMG-189-normal - 3 855 c.820C>T



C T rs6432901by1000genomesMG-189-tumorMG-189-normal - 2 514 c.174G>A

A G rs138997916byFrequency|by1000genomesMG-189-tumorMG-189-normal - 3 2832 c.2760T>C

G A rs17065139byFrequency|by1000genomesMG-189-tumorMG-189-normal - 5 3795 c.3582C>T

A G rs4444457byFrequency|by1000genomesMG-189-tumorMG-189-normal - 54 9497 c.8526T>C

A G rs6679449by1000genomesMG-189-tumorMG-189-normal - 3 1923 c.1851T>C

G A rs33954691byFrequency|by1000genomesMG-189-tumorMG-189-normal - 14 3096 c.3039C>T

G C rs3088074byFrequency|by1000genomesMG-189-tumorMG-189-normal - 9 2999 c.2785C>G

G C rs79548905byFrequency|by1000genomesMG-189-tumorMG-189-normal + 8 1052 c.663G>C

G A rs16843826byFrequency|by1000genomesMG-189-tumorMG-189-normal - 77 12698 c.11727C>T

C T MG-189-tumorMG-189-normal - 4 905 c.901G>A

G A rs35037984byFrequency|by1000genomesMG-189-tumorMG-189-normal - 29 3161 c.2782C>T

G A MG-189-tumorMG-189-normal - 7 889 c.796C>T

C T rs2931423by1000genomesMG-189-tumorMG-189-normal + 19 2459 c.2283C>T

A C rs76437836byFrequencyMG-189-tumorMG-189-normal - 3 142 c.98T>G

A G rs9667 by1000genomesMG-189-tumorMG-189-normal + 3 354 c.168A>G

G A rs17552682by1000genomesMG-189-tumorMG-189-normal + 4 443 c.267G>A

C T rs35775721byFrequency|by1000genomesMG-189-tumorMG-189-normal + 2 734 c.534C>T

A C rs881732 by1000genomesMG-189-tumorMG-189-normal + 17 1912 c.1092A>C

C T rs55913776 MG-189-tumorMG-189-normal - 3 1207 c.675G>A

T C rs10817025by1000genomesMG-189-tumorMG-189-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-189-tumorMG-189-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-189-tumorMG-189-normal + 12 1838 c.1458T>C

G A rs2275527byFrequency|by1000genomesMG-189-tumorMG-189-normal - 39 5629 c.5553C>T

G A rs6070697byFrequency|by1000genomesMG-189-tumorMG-189-normal + 4 1189 c.920G>A

T A rs56279059by1000genomesMG-189-tumorMG-189-normal - 3 1034 c.502A>T

G C rs61735455by1000genomesMG-189-tumorMG-189-normal + 12 2108 c.1884G>C

T G rs1889323by1000genomesMG-189-tumorMG-189-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-189-tumorMG-189-normal - 24 4324 c.3988T>A

T C rs2229263byFrequency|by1000genomesMG-189-tumorMG-189-normal - 3 533 c.248A>G

A G MG-189-tumorMG-189-normal + 1 340 c.340A>G

C T rs34488539by1000genomesMG-189-tumorMG-189-normal + 22 3555 c.3390C>T

G A rs3793379byFrequency|by1000genomesMG-189-tumorMG-189-normal + 32 4159 c.3882G>A

G A rs6089925byFrequency|by1000genomesMG-189-tumorMG-189-normal - 4 729 c.660C>T

G A rs116011482by1000genomesMG-189-tumorMG-189-normal - 8 4578 c.4509C>T

T C rs7714670by1000genomesMG-189-tumorMG-189-normal + 6 849 c.673T>C

A T rs7095325byFrequency|by1000genomesMG-189-tumorMG-189-normal - 7 1087 c.712T>A

C T rs11121691byFrequency|by1000genomesMG-189-tumorMG-189-normal - 49 6985 c.6909G>A

T C rs4149056byFrequency|by1000genomesMG-189-tumorMG-189-normal + 6 617 c.521T>C

A G rs16831887byFrequency|by1000genomesMG-189-tumorMG-189-normal + 9 2111 c.2023A>G

C A MG-189-tumorMG-189-normal + 1 706 c.706C>A

G A rs2973566by1000genomesMG-189-tumorMG-189-normal + 14 1930 c.1754G>A

T C rs766894 by1000genomesMG-189-tumorMG-189-normal + 25 2461 c.2295T>C

T C rs13286541by1000genomesMG-189-tumorMG-189-normal - 9 2245 c.1909A>G

A G rs11703655by1000genomesMG-189-tumorMG-189-normal - 4 925 c.818T>C

A G rs149271 by1000genomesMG-189-tumorMG-189-normal + 2 543 c.510A>G

T C rs41300566byFrequency|by1000genomesMG-189-tumorMG-189-normal - 13 3805 c.3430A>G

G A rs34830600byFrequency|by1000genomesMG-189-tumorMG-189-normal - 8 2874 c.2805C>T



G A rs149181731byFrequencyMG-189-tumorMG-189-normal + 1 431 c.379G>A

A T MG-189-tumorMG-189-normal + 10 789

G A rs79863383byFrequency|by1000genomesMG-189-tumorMG-189-normal - 4 1403 c.1190C>T

C A rs6738031by1000genomesMG-189-tumorMG-189-normal - 18 3000 c.2874G>T

G A rs146273614byFrequency|by1000genomesMG-189-tumorMG-189-normal - 13 6193 c.5818C>T

T C MG-189-tumorMG-189-normal + 1 910 c.910T>C

G T rs146238849byFrequency|by1000genomesMG-189-tumorMG-189-normal - 8 1391 c.1173C>A

A G rs35873108|rs111782215byFrequencyMG-189-tumorMG-189-normal + 48 8443 c.8334A>G

T C MG-189-tumorMG-189-normal - 19 11116 c.10907A>G

A G rs17078605byFrequency|by1000genomesMG-189-tumorMG-189-normal - 10 10694 c.10106T>C

G A rs6018623byFrequency|by1000genomesMG-189-tumorMG-189-normal + 20 3957 c.3741G>A

A G rs180744 by1000genomesMG-189-tumorMG-189-normal + 2 1719 c.1686A>G

C T rs210801 by1000genomesMG-189-tumorMG-189-normal + 14 2078 c.1879C>T

C T MG-189-tumorMG-189-normal - 8 1256 c.1038G>A

T C rs543304 byFrequency|by1000genomesMG-189-tumorMG-189-normal + 11 4034 c.3807T>C

G A rs2127898byFrequency|by1000genomesMG-189-tumorMG-189-normal - 6 1130 c.920C>T

T C rs41266134byFrequency|by1000genomesMG-189-tumorMG-189-normal - 3 1625 c.1550A>G

G C MG-189-tumorMG-189-normal - 5 1009 c.1010C>G

T C rs2075252byFrequency|by1000genomesMG-189-tumorMG-189-normal - 66 12565 c.12280A>G

G A rs1128761byFrequency|by1000genomesMG-189-tumorMG-189-normal + 7 1219 c.966G>A

G A rs2248407byFrequency|by1000genomesMG-189-tumorMG-189-normal - 4 1003 c.918C>T

C A rs41306015byFrequency|by1000genomesMG-189-tumorMG-189-normal - 13 4052 c.3677G>T

G A rs149651686|rs76723236by1000genomesMG-189-tumorMG-189-normal - 11 977 c.610C>T

T C rs7716253by1000genomesMG-189-tumorMG-189-normal + 8 1121 c.945T>C

A C rs76504934by1000genomesMG-189-tumorMG-189-normal - 4 464 c.427T>G

C T rs2273779byFrequency|by1000genomesMG-189-tumorMG-189-normal + 6 583 c.538C>T

T C rs62637691 MG-189-tumorMG-189-normal - 10 1496 c.1329A>G

C T rs2285975byFrequency|by1000genomesMG-189-tumorMG-189-normal - 13 2445 c.2256G>A

G A rs143684430byFrequencyMG-189-tumorMG-189-normal - 3 6591 c.6516C>T

A G rs40831 by1000genomesMG-189-tumorMG-189-normal + 2 2118 c.2085A>G

G A rs45463297by1000genomesMG-189-tumorMG-189-normal - 8 4311 c.4242C>T

A G rs9552929byFrequency|by1000genomesMG-189-tumorMG-189-normal - 10 9441 c.8853T>C

G C rs45469098by1000genomesMG-189-tumorMG-189-normal - 1 255 c.256C>G

T C rs61740142byFrequency|by1000genomesMG-189-tumorMG-189-normal - 6 1982 c.1495A>G

G A rs61730840byFrequency|by1000genomesMG-189-tumorMG-189-normal - 5 2329 c.1467C>T

G A rs142702316byFrequencyMG-189-tumorMG-189-normal + 1 160 c.108G>A

C T rs151174 by1000genomesMG-189-tumorMG-189-normal + 2 1740 c.1707C>T

C G rs150007555 MG-189-tumorMG-189-normal + 8 5687 c.4831C>G

G A rs55855602by1000genomesMG-189-tumorMG-189-normal - 3 1030 c.498C>T

T C rs17065127byFrequency|by1000genomesMG-189-tumorMG-189-normal - 5 5401 c.5188A>G

C T rs3814883byFrequency|by1000genomesMG-189-tumorMG-189-normal + 13 2402 c.1359C>T

C T MG-189-tumorMG-189-normal - 3 5767 c.5692G>A

C T rs872665 by1000genomesMG-189-tumorMG-189-normal - 7 1855 c.1519G>A

C T rs35678179byFrequency|by1000genomesMG-189-tumorMG-189-normal - 9 1320 c.1098G>A

A G rs2929158by1000genomesMG-189-tumorMG-189-normal - 19 4373 c.4163T>C

G C rs12104021by1000genomesMG-189-tumorMG-189-normal - 3 790 c.258C>G

C G MG-189-tumorMG-189-normal - 74 13665 c.13380G>C



A G rs2737699byFrequency|by1000genomesMG-189-tumorMG-189-normal - 10 12892 c.12304T>C

T A rs35737760by1000genomesMG-189-tumorMG-189-normal + 19 2685 c.2520T>A

T C rs61751603byFrequency|by1000genomesMG-189-tumorMG-189-normal - 9 1894 c.1672A>G

C T MG-189-tumorMG-189-normal - 3 370 c.335G>A

G T rs1541529by1000genomesMG-189-tumorMG-189-normal - 7 1397 c.1290C>A

C G MG-189-tumorMG-189-normal + 10 1875 c.1875C>G

G A rs145822900 MG-189-tumorMG-189-normal + 8 5693 c.4837G>A

A G rs1385600byFrequency|by1000genomesMG-189-tumorMG-189-normal - 5 1375 c.1290T>C

G C rs142017909byFrequencyMG-189-tumorMG-189-normal - 12 1953 c.1743C>G

G A rs34949187by1000genomesMG-189-tumorMG-189-normal + 6 1198 c.824G>A

G A rs2227983byFrequency|by1000genomesMG-189-tumorMG-189-normal + 13 1739 c.1562G>A

C T rs2229265byFrequency|by1000genomesMG-189-tumorMG-189-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-189-tumorMG-189-normal - 34 7560 c.7341T>A

G T rs147825872 MG-189-tumorMG-189-normal + 20 4359 c.4282G>T

T G rs1998206byFrequency|by1000genomesMG-189-tumorMG-189-normal - 5 631 c.433A>C

G A rs12729662byFrequency|by1000genomesMG-189-tumorMG-189-normal - 3 8430 c.8355C>T

C T rs1801187byFrequency|by1000genomesMG-189-tumorMG-189-normal - 37 5440 c.5234G>A

G A rs13054014byFrequency|by1000genomesMG-189-tumorMG-189-normal + 2 569 c.210G>A

C T rs111505885 MG-189-tumorMG-189-normal + 1 340 c.324C>T

T C rs12731746byFrequency|by1000genomesMG-189-tumorMG-189-normal - 11 1394 c.897A>G

G A rs6089924byFrequency|by1000genomesMG-189-tumorMG-189-normal - 4 920 c.851C>T

C T rs55979329by1000genomesMG-189-tumorMG-189-normal - 3 1257 c.725G>A

C T rs61741409by1000genomesMG-189-tumorMG-189-normal - 4 948 c.841G>A

T C rs78472618byFrequencyMG-189-tumorMG-189-normal - 3 159 c.115A>G

A G rs75639578 MG-189-tumorMG-189-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-189-tumorMG-189-normal + 2 1315 c.1282C>G

G T MG-189-tumorMG-189-normal + 1 390 c.338G>T

G A rs114929272by1000genomesMG-189-tumorMG-189-normal + 37 5273 c.5097G>A

C T rs2282303byFrequency|by1000genomesMG-189-tumorMG-189-normal - 3 899 c.827G>A

T C rs62075623 MG-19-tumorMG-19-normal - 14 1825 c.1732A>G

A C rs76190542 MG-19-tumorMG-19-normal - 5 557 c.464T>G

T C rs4989318by1000genomesMG-19-tumorMG-19-normal - 4 1325 c.1130A>G

A G rs3737940byFrequency|by1000genomesMG-19-tumorMG-19-normal + 7 3183 c.3138A>G

T G rs997983 byFrequency|by1000genomesMG-19-tumorMG-19-normal - 9 2266 c.1891A>C

A G rs62077275 MG-19-tumorMG-19-normal - 2 173 c.80T>C

G A MG-19-tumorMG-19-normal + 24 7301 c.6658G>A

C T rs2286007byFrequency|by1000genomesMG-19-tumorMG-19-normal + 8 2637 c.1994C>T

C T rs1009668byFrequency|by1000genomesMG-19-tumorMG-19-normal - 20 2134 c.1864G>A

C G rs2229070byFrequency|by1000genomesMG-19-tumorMG-19-normal + 11 2733 c.2352C>G

C T MG-19-tumorMG-19-normal + 3 423 c.43C>T

A T MG-19-tumorMG-19-normal + 8 2188 c.831A>T

C A MG-19-tumorMG-19-normal + 5 631 c.409C>A

G A rs34830600byFrequency|by1000genomesMG-19-tumorMG-19-normal - 8 2874 c.2805C>T

G A rs2921563byFrequency|by1000genomesMG-19-tumorMG-19-normal + 9 2165 c.524G>A

G A rs33954691byFrequency|by1000genomesMG-19-tumorMG-19-normal - 14 3096 c.3039C>T

G T rs2075249byFrequency|by1000genomesMG-19-tumorMG-19-normal - 21 3339 c.3054C>A

T A rs56279059by1000genomesMG-19-tumorMG-19-normal - 3 1034 c.502A>T



G A rs20539 byFrequency|by1000genomesMG-19-tumorMG-19-normal + 20 3152 c.3111G>A

C A rs138908625byFrequency|by1000genomesMG-19-tumorMG-19-normal - 8 1357 c.1139G>T

T G rs3208659 MG-19-tumorMG-19-normal - 7 871 c.778A>C

G A rs2127898byFrequency|by1000genomesMG-19-tumorMG-19-normal - 6 1130 c.920C>T

C T rs72987361byFrequency|by1000genomesMG-19-tumorMG-19-normal - 3 898 c.558G>A

T C rs3755806byFrequency|by1000genomesMG-19-tumorMG-19-normal - 15 2117 c.2115A>G

G C rs12104021by1000genomesMG-19-tumorMG-19-normal - 3 790 c.258C>G

T C rs61734875by1000genomesMG-19-tumorMG-19-normal + 25 3470 c.3294T>C

G C rs2240 byFrequency|by1000genomesMG-19-tumorMG-19-normal - 13 2935 c.2560C>G

C G rs2298258byFrequency|by1000genomesMG-19-tumorMG-19-normal + 12 1698 c.1260C>G

A G rs62077276 MG-19-tumorMG-19-normal - 2 170 c.77T>C

G A rs7624750byFrequency|by1000genomesMG-19-tumorMG-19-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-19-tumorMG-19-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-19-tumorMG-19-normal - 18 3000 c.2874G>T

T C MG-19-tumorMG-19-normal + 1 174 c.174T>C

T C rs62077265 MG-19-tumorMG-19-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-19-tumorMG-19-normal + 23 2508 c.2274T>C

C G rs3818764by1000genomesMG-19-tumorMG-19-normal - 4 1331 c.995G>C

G T rs146238849byFrequency|by1000genomesMG-19-tumorMG-19-normal - 8 1391 c.1173C>A

T C rs2251219byFrequency|by1000genomesMG-19-tumorMG-19-normal - 26 4397 c.4395A>G

G A rs13007735byFrequency|by1000genomesMG-19-tumorMG-19-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-19-tumorMG-19-normal + 14 2120 c.1921A>G

G A rs61738284byFrequency|by1000genomesMG-19-tumorMG-19-normal - 13 6005 c.5630C>T

A G rs73085334byFrequency|by1000genomesMG-19-tumorMG-19-normal - 6 1741 c.1254T>C

A G MG-19-tumorMG-19-normal + 4 921 c.849A>G

G C rs12350212byFrequency|by1000genomesMG-19-tumorMG-19-normal + 5 1878 c.1788G>C

C T rs1043141byFrequency|by1000genomesMG-19-tumorMG-19-normal + 4 2376 c.342C>T

T C MG-19-tumorMG-19-normal + 1 52 c.52T>C

T C rs35734447byFrequencyMG-19-tumorMG-19-normal - 50 9898 c.9613A>G

C T rs151233 by1000genomesMG-19-tumorMG-19-normal + 2 99 c.66C>T

C T rs45554841by1000genomesMG-19-tumorMG-19-normal - 1 214 c.215G>A

A G rs3181247byFrequency|by1000genomesMG-19-tumorMG-19-normal - 3 522 c.304T>C

G A MG-19-tumorMG-19-normal + 16 5299 c.4919G>A

A T rs1063536byFrequency|by1000genomesMG-19-tumorMG-19-normal - 4 612 c.237T>A

C T rs7918199byFrequency|by1000genomesMG-19-tumorMG-19-normal - 13 5050 c.4675G>A

G A MG-19-tumorMG-19-normal + 20 5354 c.5353G>A

T G MG-19-tumorMG-19-normal + 2 173 c.80T>G

G C rs2227910byFrequency|by1000genomesMG-19-tumorMG-19-normal + 2 1911 c.804G>C

A G rs17051895by1000genomesMG-19-tumorMG-19-normal + 23 4485 c.3951A>G

A G rs149745358byFrequencyMG-19-tumorMG-19-normal - 5 652 c.322T>C

A G rs2737699byFrequency|by1000genomesMG-19-tumorMG-19-normal - 10 12892 c.12304T>C

G A MG-19-tumorMG-19-normal + 9 3759 c.3116G>A

G A rs34106261byFrequency|by1000genomesMG-19-tumorMG-19-normal - 7 1117 c.899C>T

T C rs9646771by1000genomesMG-19-tumorMG-19-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-19-tumorMG-19-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-19-tumorMG-19-normal + 14 2279 c.2055T>C

A T rs3739451by1000genomesMG-19-tumorMG-19-normal - 39 9817 c.9481T>A



C T rs139729752byFrequencyMG-19-tumorMG-19-normal - 3 398 c.328G>A

G A rs10082432byFrequency|by1000genomesMG-19-tumorMG-19-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-19-tumorMG-19-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-19-tumorMG-19-normal + 7 1855 c.1810A>G

T G rs1058201 MG-19-tumorMG-19-normal - 3 297 c.204A>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-19-tumorMG-19-normal + 7 1597 c.1215T>C

A G MG-19-tumorMG-19-normal + 1 81 c.81A>G

T C rs7935 byFrequency|by1000genomesMG-19-tumorMG-19-normal + 9 1808 c.1524T>C

T C MG-19-tumorMG-19-normal + 1 681 c.681T>C

C G rs45556841 MG-19-tumorMG-19-normal + 14 2816 c.2816C>G

A T rs41271103byFrequencyMG-19-tumorMG-19-normal - 25 2463 c.2433T>A

T A rs41305611by1000genomesMG-19-tumorMG-19-normal - 3 1170 c.834A>T

A C rs76504934by1000genomesMG-19-tumorMG-19-normal - 4 464 c.427T>G

T G rs9807633by1000genomesMG-19-tumorMG-19-normal - 1 88 c.89A>C

T C rs10082391byFrequency|by1000genomesMG-19-tumorMG-19-normal - 13 8654 c.8279A>G

C T rs150516342byFrequencyMG-19-tumorMG-19-normal - 34 6442 c.6223G>A

C T rs7300444byFrequency|by1000genomesMG-19-tumorMG-19-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-19-tumorMG-19-normal + 17 1912 c.1092A>C

T C rs2275483|rs12567786by1000genomesMG-19-tumorMG-19-normal - 18 3121 c.2703A>G

G A rs16885 byFrequency|by1000genomesMG-19-tumorMG-19-normal - 9 3193 c.2257C>T

C T rs12777740byFrequency|by1000genomesMG-19-tumorMG-19-normal - 13 8321 c.7946G>A

T C rs2229992byFrequency|by1000genomesMG-19-tumorMG-19-normal + 12 1838 c.1458T>C

G A rs2275527byFrequency|by1000genomesMG-19-tumorMG-19-normal - 39 5629 c.5553C>T

C T rs11591817byFrequency|by1000genomesMG-19-tumorMG-19-normal - 13 6002 c.5627G>A

T A rs17264436byFrequency|by1000genomesMG-19-tumorMG-19-normal - 21 3503 c.3501A>T

G A rs1800269byFrequency|by1000genomesMG-19-tumorMG-19-normal - 27 3940 c.3734C>T

T C rs7275 by1000genomesMG-19-tumorMG-19-normal + 35 5267 c.4983T>C

T C rs79492089by1000genomesMG-19-tumorMG-19-normal + 3 395 c.292T>C

C T rs17802557byFrequency|by1000genomesMG-19-tumorMG-19-normal - 6 756 c.567G>A

T G MG-19-tumorMG-19-normal - 13 1654 c.1561A>C

G A rs116011482by1000genomesMG-19-tumorMG-19-normal - 8 4578 c.4509C>T

A G rs4143768byFrequency|by1000genomesMG-19-tumorMG-19-normal - 10 6783 c.6195T>C

A G MG-19-tumorMG-19-normal + 1 1666 c.1666A>G

A G MG-19-tumorMG-19-normal + 1 340 c.340A>G

A T rs7095325byFrequency|by1000genomesMG-19-tumorMG-19-normal - 7 1087 c.712T>A

C T rs10082533byFrequency|by1000genomesMG-19-tumorMG-19-normal - 13 8753 c.8378G>A

A G MG-19-tumorMG-19-normal + 1 174 c.174A>G

G A MG-19-tumorMG-19-normal + 1 529 c.529G>A

T C rs2075252byFrequency|by1000genomesMG-19-tumorMG-19-normal - 66 12565 c.12280A>G

C T rs11121691byFrequency|by1000genomesMG-19-tumorMG-19-normal - 49 6985 c.6909G>A

G A rs74483926byFrequency|by1000genomesMG-19-tumorMG-19-normal - 43 11197 c.10979C>T

G A rs2229354byFrequency|by1000genomesMG-19-tumorMG-19-normal + 7 1131 c.924G>A

C T MG-19-tumorMG-19-normal - 4 392 c.260G>A

C T MG-19-tumorMG-19-normal - 13 6234 c.6124G>A

T G rs1800275byFrequency|by1000genomesMG-19-tumorMG-19-normal - 48 7302 c.7096A>C

C T rs11873462by1000genomesMG-19-tumorMG-19-normal - 1 47 c.48G>A

T C MG-19-tumorMG-19-normal + 1 492 c.492T>C



C T rs4822790byFrequency|by1000genomesMG-19-tumorMG-19-normal + 15 2042 c.1683C>T

C T rs4750936byFrequency|by1000genomesMG-19-tumorMG-19-normal - 13 4011 c.3636G>A

G A rs2271189byFrequency|by1000genomesMG-19-tumorMG-19-normal + 27 3788 c.3348G>A

G A rs61737954byFrequency|by1000genomesMG-19-tumorMG-19-normal - 13 3908 c.3724C>T

C G rs11016076byFrequency|by1000genomesMG-19-tumorMG-19-normal - 8 1866 c.1491G>C

T C rs17114803byFrequency|by1000genomesMG-19-tumorMG-19-normal + 11 1465 c.1299T>C

A T MG-19-tumorMG-19-normal - 13 1655 c.1562T>A

G C rs61731528by1000genomesMG-19-tumorMG-19-normal - 5 1442 c.901C>G

A C rs62077264 MG-19-tumorMG-19-normal - 7 854 c.761T>G

G A rs76836956by1000genomesMG-19-tumorMG-19-normal - 10 1209 c.1116C>T

C A rs41292209by1000genomesMG-19-tumorMG-19-normal + 57 9141 c.8607C>A

A G rs17078605byFrequency|by1000genomesMG-19-tumorMG-19-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-19-tumorMG-19-normal + 3 290 c.80G>A

C T rs11547311byFrequency|by1000genomesMG-19-tumorMG-19-normal + 8 702 c.570C>T

C T rs6432901by1000genomesMG-19-tumorMG-19-normal - 2 514 c.174G>A

C T MG-19-tumorMG-19-normal - 8 1256 c.1038G>A

A C rs76437836byFrequencyMG-19-tumorMG-19-normal - 3 142 c.98T>G

T C MG-19-tumorMG-19-normal + 1 540 c.540T>C

C A MG-19-tumorMG-19-normal + 5 585 c.205C>A

G A MG-19-tumorMG-19-normal - 1 276 c.225C>T

G A rs9789047by1000genomesMG-19-tumorMG-19-normal + 10 998 c.998G>A

G A MG-19-tumorMG-19-normal - 4 1498 c.1158C>T

A G rs4444457byFrequency|by1000genomesMG-19-tumorMG-19-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-19-tumorMG-19-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-19-tumorMG-19-normal - 3 660 c.661T>C

T C rs5927083byFrequency|by1000genomesMG-19-tumorMG-19-normal - 14 1841 c.1635A>G

G A rs2289247byFrequency|by1000genomesMG-19-tumorMG-19-normal + 11 1273 c.1063G>A

T C rs11016071byFrequency|by1000genomesMG-19-tumorMG-19-normal - 13 9086 c.8711A>G

C A rs35674179byFrequency|by1000genomesMG-19-tumorMG-19-normal - 13 5263 c.5153G>T

G A rs45463297by1000genomesMG-19-tumorMG-19-normal - 8 4311 c.4242C>T

C G rs2509943byFrequency|by1000genomesMG-19-tumorMG-19-normal + 3 776 c.279C>G

G A rs4750685byFrequency|by1000genomesMG-19-tumorMG-19-normal - 13 4115 c.3740C>T

G A rs55855602by1000genomesMG-19-tumorMG-19-normal - 3 1030 c.498C>T

G T MG-19-tumorMG-19-normal + 4 953 c.744G>T

T C rs62077266 MG-19-tumorMG-19-normal - 3 311 c.218A>G

T C MG-19-tumorMG-19-normal - 14 2709 c.2491A>G

G A MG-19-tumorMG-19-normal - 1 165 c.114C>T

A G rs151306742by1000genomesMG-19-tumorMG-19-normal + 4 729 c.285A>G

A C rs1410048by1000genomesMG-19-tumorMG-19-normal - 40 10053 c.9717T>G

C T MG-19-tumorMG-19-normal - 3 370 c.335G>A

G A MG-19-tumorMG-19-normal - 7 889 c.796C>T

C G MG-19-tumorMG-19-normal - 10 5107 c.4519G>C

C T MG-19-tumorMG-19-normal - 1 565 c.514G>A

C G rs2282302byFrequency|by1000genomesMG-19-tumorMG-19-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-19-tumorMG-19-normal - 54 10788 c.10503G>A

C G rs34693334byFrequency|by1000genomesMG-19-tumorMG-19-normal - 8 1060 c.775G>C

G T rs147825872 MG-19-tumorMG-19-normal + 20 4359 c.4282G>T



T C rs146439186byFrequencyMG-19-tumorMG-19-normal - 13 8348 c.7973A>G

A G MG-19-tumorMG-19-normal + 1 480 c.480A>G

G A MG-19-tumorMG-19-normal + 1 1704 c.1704G>A

A G rs11915822byFrequency|by1000genomesMG-19-tumorMG-19-normal - 13 6588 c.6478T>C

C T rs55979329by1000genomesMG-19-tumorMG-19-normal - 3 1257 c.725G>A

C T rs10082504byFrequency|by1000genomesMG-19-tumorMG-19-normal - 14 10059 c.9684G>A

T A rs2060198byFrequency|by1000genomesMG-19-tumorMG-19-normal + 27 5204 c.4914T>A

T G rs1050767byFrequency|by1000genomesMG-19-tumorMG-19-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-19-tumorMG-19-normal + 6 583 c.538C>T

T C rs61942218by1000genomesMG-19-tumorMG-19-normal - 38 10670 c.10671A>G

C T MG-19-tumorMG-19-normal - 1 506 c.507G>A

C A rs34400049byFrequency|by1000genomesMG-190-tumorMG-190-normal + 14 2474 c.2092C>A

C G rs145987835byFrequencyMG-190-tumorMG-190-normal - 4 1432 c.1362G>C

A G rs3737940byFrequency|by1000genomesMG-190-tumorMG-190-normal + 7 3183 c.3138A>G

G A rs2782871byFrequencyMG-190-tumorMG-190-normal - 13 5240 c.4865C>T

C T rs2293347byFrequency|by1000genomesMG-190-tumorMG-190-normal + 25 3159 c.2982C>T

A G MG-190-tumorMG-190-normal - 15 1346 c.1346T>C

G T rs9661554byFrequency|by1000genomesMG-190-tumorMG-190-normal + 2 186 c.99G>T

C T MG-190-tumorMG-190-normal - 3 300 c.263G>A

C T MG-190-tumorMG-190-normal + 3 423 c.43C>T

C T rs77791636by1000genomesMG-190-tumorMG-190-normal + 6 1132 c.1080C>T

G A rs2229079byFrequency|by1000genomesMG-190-tumorMG-190-normal - 21 3524 c.3326C>T

C T rs77376932byFrequencyMG-190-tumorMG-190-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-190-tumorMG-190-normal - 3 4602 c.4530C>T

G A rs2880956 MG-190-tumorMG-190-normal + 15 1268 c.1268G>A

G T rs12568784byFrequency|by1000genomesMG-190-tumorMG-190-normal - 3 7202 c.7130C>A

A T rs71299249|rs142640592byFrequencyMG-190-tumorMG-190-normal + 1 3479 c.519A>T

G A rs2921563byFrequency|by1000genomesMG-190-tumorMG-190-normal + 9 2165 c.524G>A

G A rs33954691byFrequency|by1000genomesMG-190-tumorMG-190-normal - 14 3096 c.3039C>T

G T rs2075249byFrequency|by1000genomesMG-190-tumorMG-190-normal - 21 3339 c.3054C>A

A C rs55776396byFrequency|by1000genomesMG-190-tumorMG-190-normal - 50 15977 c.15978T>G

C G rs72474510byFrequency|by1000genomesMG-190-tumorMG-190-normal - 4 1198 c.1128G>C

C G rs80027487byFrequency|by1000genomesMG-190-tumorMG-190-normal + 3 451 c.364C>G

G T rs6748626byFrequency|by1000genomesMG-190-tumorMG-190-normal - 20 4043 c.3072C>A

G A rs2853344byFrequency|by1000genomesMG-190-tumorMG-190-normal - 13 2990 c.2615C>T

G A rs34722354byFrequency|by1000genomesMG-190-tumorMG-190-normal + 13 1761 c.1323G>A

C T rs16942341by1000genomesMG-190-tumorMG-190-normal + 7 1595 c.1221C>T

C T MG-190-tumorMG-190-normal + 1 1344 c.1344C>T

C T rs2292559byFrequency|by1000genomesMG-190-tumorMG-190-normal - 24 2661 c.2391G>A

G A rs2271189byFrequency|by1000genomesMG-190-tumorMG-190-normal + 27 3788 c.3348G>A

C T rs199930 by1000genomesMG-190-tumorMG-190-normal + 36 5181 c.5016C>T

T C rs7716253by1000genomesMG-190-tumorMG-190-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-190-tumorMG-190-normal - 13 5919 c.5544G>A

G A rs2228000byFrequency|by1000genomesMG-190-tumorMG-190-normal - 9 1710 c.1496C>T

A C rs4625290byFrequency|by1000genomesMG-190-tumorMG-190-normal - 2 325 c.255T>G

G T MG-190-tumorMG-190-normal - 7 1075 c.857C>A

C A rs6738031by1000genomesMG-190-tumorMG-190-normal - 18 3000 c.2874G>T



T C rs11373 byFrequency|by1000genomesMG-190-tumorMG-190-normal - 3 787 c.367A>G

A G rs10853307by1000genomesMG-190-tumorMG-190-normal - 3 1368 c.836T>C

T C rs9646771by1000genomesMG-190-tumorMG-190-normal - 4 787 c.447A>G

T C rs35996821byFrequency|by1000genomesMG-190-tumorMG-190-normal - 13 2183 c.2088A>G

T C rs4652678by1000genomesMG-190-tumorMG-190-normal + 28 4116 c.3951T>C

C T rs26505 byFrequency|by1000genomesMG-190-tumorMG-190-normal + 1 144 c.57C>T

T C rs28489116by1000genomesMG-190-tumorMG-190-normal - 10 5194 c.4985A>G

G A rs13007735byFrequency|by1000genomesMG-190-tumorMG-190-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-190-tumorMG-190-normal + 14 2120 c.1921A>G

C T MG-190-tumorMG-190-normal - 5 553 c.554G>A

C T rs10258429byFrequency|by1000genomesMG-190-tumorMG-190-normal + 16 2213 c.1968C>T

G A rs3818831byFrequency|by1000genomesMG-190-tumorMG-190-normal - 2 193 c.121C>T

C T rs1966160 MG-190-tumorMG-190-normal - 1 143 c.144G>A

C T rs3745762by1000genomesMG-190-tumorMG-190-normal + 6 2241 c.2047C>T

G A rs61762608byFrequency|by1000genomesMG-190-tumorMG-190-normal - 13 2608 c.2052C>T

G A rs3810485by1000genomesMG-190-tumorMG-190-normal - 8 6116 c.6047C>T

G A rs16912247byFrequency|by1000genomesMG-190-tumorMG-190-normal - 14 9973 c.9598C>T

C G MG-190-tumorMG-190-normal + 3 467 c.364C>G

C T rs1035938by1000genomesMG-190-tumorMG-190-normal + 6 1538 c.1344C>T

C G rs9659529byFrequency|by1000genomesMG-190-tumorMG-190-normal + 2 302 c.215C>G

T C MG-190-tumorMG-190-normal - 3 305 c.270A>G

C T rs56390741byFrequency|by1000genomesMG-190-tumorMG-190-normal - 5 2838 c.2625G>A

A G rs40831 by1000genomesMG-190-tumorMG-190-normal + 2 2118 c.2085A>G

C T rs151176526 MG-190-tumorMG-190-normal + 11 3213 c.2832C>T

T C rs12990449byFrequency|by1000genomesMG-190-tumorMG-190-normal - 2 1114 c.143A>G

C T rs872665 by1000genomesMG-190-tumorMG-190-normal - 7 1855 c.1519G>A

A G MG-190-tumorMG-190-normal - 3 1337 c.805T>C

G C rs2227910byFrequency|by1000genomesMG-190-tumorMG-190-normal + 2 1911 c.804G>C

G C rs2240089byFrequency|by1000genomesMG-190-tumorMG-190-normal - 12 3187 c.3003C>G

C T rs2292556byFrequency|by1000genomesMG-190-tumorMG-190-normal - 19 1959 c.1689G>A

C A rs71299249 MG-190-tumorMG-190-normal + 1 3478 c.518C>A

A G MG-190-tumorMG-190-normal + 17 2497 c.2420A>G

T C rs2229263byFrequency|by1000genomesMG-190-tumorMG-190-normal - 3 533 c.248A>G

G C rs11611231by1000genomesMG-190-tumorMG-190-normal + 9 2190 c.2190G>C

G A rs144383071byFrequencyMG-190-tumorMG-190-normal - 3 3345 c.3270C>T

G A MG-190-tumorMG-190-normal + 1 609 c.609G>A

A G rs2973568by1000genomesMG-190-tumorMG-190-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-190-tumorMG-190-normal - 20 3946 c.3859G>A

C T rs76844681 MG-190-tumorMG-190-normal - 16 2899 c.2681G>A

C A rs6453022by1000genomesMG-190-tumorMG-190-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-190-tumorMG-190-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-190-tumorMG-190-normal - 39 9817 c.9481T>A

A G MG-190-tumorMG-190-normal + 3 681

C G rs143879890by1000genomesMG-190-tumorMG-190-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-190-tumorMG-190-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-190-tumorMG-190-normal - 19 3392 c.3393C>G

G A rs10845349 MG-190-tumorMG-190-normal - 3 855 c.820C>T



C T rs6432901by1000genomesMG-190-tumorMG-190-normal - 2 514 c.174G>A

G A MG-190-tumorMG-190-normal + 2 2679 c.2646G>A

A G rs138997916byFrequency|by1000genomesMG-190-tumorMG-190-normal - 3 2832 c.2760T>C

A T rs78455617byFrequency|by1000genomesMG-190-tumorMG-190-normal - 4 1208 c.1138T>A

A G rs6679449by1000genomesMG-190-tumorMG-190-normal - 3 1923 c.1851T>C

G C rs3088074byFrequency|by1000genomesMG-190-tumorMG-190-normal - 9 2999 c.2785C>G

T G rs3204790byFrequency|by1000genomesMG-190-tumorMG-190-normal + 2 287 c.200T>G

T A rs41305611by1000genomesMG-190-tumorMG-190-normal - 3 1170 c.834A>T

T G rs34109891byFrequency|by1000genomesMG-190-tumorMG-190-normal - 5 2836 c.2623A>C

A C rs76504934by1000genomesMG-190-tumorMG-190-normal - 4 464 c.427T>G

G C rs62070406by1000genomesMG-190-tumorMG-190-normal - 9 1754 c.1711C>G

C T rs2271806byFrequency|by1000genomesMG-190-tumorMG-190-normal + 18 2822 c.2409C>T

A G rs9667 by1000genomesMG-190-tumorMG-190-normal + 3 354 c.168A>G

C G rs3817428by1000genomesMG-190-tumorMG-190-normal + 15 7493 c.7119C>G

C T rs7300444byFrequency|by1000genomesMG-190-tumorMG-190-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-190-tumorMG-190-normal + 17 1912 c.1092A>C

C T MG-190-tumorMG-190-normal + 3 466 c.363C>T

T C rs10817025by1000genomesMG-190-tumorMG-190-normal - 15 3032 c.2696A>G

T C rs2229992byFrequency|by1000genomesMG-190-tumorMG-190-normal + 12 1838 c.1458T>C

G A rs141114988byFrequency|by1000genomesMG-190-tumorMG-190-normal - 4 416 c.379C>T

A G rs826549 by1000genomesMG-190-tumorMG-190-normal + 18 2676 c.2550A>G

C T rs45602035byFrequency|by1000genomesMG-190-tumorMG-190-normal - 8 4224 c.4155G>A

C A rs41265137byFrequency|by1000genomesMG-190-tumorMG-190-normal - 28 6075 c.5584G>T

A G rs2227985byFrequency|by1000genomesMG-190-tumorMG-190-normal + 9 1878 c.1497A>G

C T rs3796032byFrequency|by1000genomesMG-190-tumorMG-190-normal - 17 2381 c.1929G>A

C T rs34488539by1000genomesMG-190-tumorMG-190-normal + 22 3555 c.3390C>T

T C rs7714670by1000genomesMG-190-tumorMG-190-normal + 6 849 c.673T>C

C T rs142910342 MG-190-tumorMG-190-normal - 12 2824 c.2640G>A

C T MG-190-tumorMG-190-normal + 1 957 c.657C>T

T C rs766894 by1000genomesMG-190-tumorMG-190-normal + 25 2461 c.2295T>C

T C rs13286541by1000genomesMG-190-tumorMG-190-normal - 9 2245 c.1909A>G

A G rs28647489by1000genomesMG-190-tumorMG-190-normal - 15 10210 c.10001T>C

G T rs3212254byFrequency|by1000genomesMG-190-tumorMG-190-normal - 10 1693 c.1475C>A

A G rs149271 by1000genomesMG-190-tumorMG-190-normal + 2 543 c.510A>G

G A rs139227835byFrequencyMG-190-tumorMG-190-normal + 3 2749 c.2726G>A

T C rs41300566byFrequency|by1000genomesMG-190-tumorMG-190-normal - 13 3805 c.3430A>G

A T rs2074930byFrequency|by1000genomesMG-190-tumorMG-190-normal + 9 1056 c.1016A>T

T C rs2292561byFrequency|by1000genomesMG-190-tumorMG-190-normal - 15 1569 c.1299A>G

C T rs4822790byFrequency|by1000genomesMG-190-tumorMG-190-normal + 15 2042 c.1683C>T

C T rs148653429by1000genomesMG-190-tumorMG-190-normal - 19 1804 c.1804G>A

G A rs1566622byFrequency|by1000genomesMG-190-tumorMG-190-normal - 22 3705 c.3516C>T

G T rs61740701byFrequency|by1000genomesMG-190-tumorMG-190-normal - 3 1374 c.818C>A

C G rs2229070byFrequency|by1000genomesMG-190-tumorMG-190-normal + 11 2733 c.2352C>G

A G rs35873108|rs111782215byFrequencyMG-190-tumorMG-190-normal + 48 8443 c.8334A>G

A G rs28407189by1000genomesMG-190-tumorMG-190-normal + 12 5238 c.4864A>G

C T rs3796031byFrequency|by1000genomesMG-190-tumorMG-190-normal - 17 2399 c.1947G>A

G A MG-190-tumorMG-190-normal + 1 628 c.628G>A



C T rs140105230byFrequency|by1000genomesMG-190-tumorMG-190-normal - 4 1405 c.1335G>A

T C rs17019360by1000genomesMG-190-tumorMG-190-normal + 17 2524 c.1800T>C

A G rs180744 by1000genomesMG-190-tumorMG-190-normal + 2 1719 c.1686A>G

C T rs61748181byFrequency|by1000genomesMG-190-tumorMG-190-normal - 2 892 c.835G>A

T C rs543304 byFrequency|by1000genomesMG-190-tumorMG-190-normal + 11 4034 c.3807T>C

T C rs41266134byFrequency|by1000genomesMG-190-tumorMG-190-normal - 3 1625 c.1550A>G

A G MG-190-tumorMG-190-normal + 1 276 c.276A>G

T C MG-190-tumorMG-190-normal - 4 1446 c.1376A>G

G C MG-190-tumorMG-190-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-190-tumorMG-190-normal + 22 2662 c.2385C>T

G A rs17656599byFrequency|by1000genomesMG-190-tumorMG-190-normal - 12 2007 c.1823C>T

T C rs140039189byFrequencyMG-190-tumorMG-190-normal - 13 5641 c.5266A>G

C T rs34594998by1000genomesMG-190-tumorMG-190-normal + 9 1733 c.1509C>T

C A rs41306015byFrequency|by1000genomesMG-190-tumorMG-190-normal - 13 4052 c.3677G>T

A G rs11778209byFrequency|by1000genomesMG-190-tumorMG-190-normal - 39 6448 c.6204T>C

G T rs138591330by1000genomesMG-190-tumorMG-190-normal - 27 8211 c.7863C>A

C T rs1130233byFrequency|by1000genomesMG-190-tumorMG-190-normal - 8 2206 c.726G>A

G A rs139856989 MG-190-tumorMG-190-normal - 4 1057 c.987C>T

G T rs148745623 MG-190-tumorMG-190-normal - 4 1078 c.1008C>A

T C rs2072736byFrequency|by1000genomesMG-190-tumorMG-190-normal - 8 1410 c.474A>G

G C rs45469098by1000genomesMG-190-tumorMG-190-normal - 1 255 c.256C>G

C T rs3749645by1000genomesMG-190-tumorMG-190-normal + 24 3194 c.3018C>T

G T MG-190-tumorMG-190-normal - 3 283 c.248C>A

G A rs41312626by1000genomesMG-190-tumorMG-190-normal + 14 1770 c.1525G>A

C T rs151174 by1000genomesMG-190-tumorMG-190-normal + 2 1740 c.1707C>T

T G rs4503360byFrequencyMG-190-tumorMG-190-normal - 3 897 c.827A>C

G A MG-190-tumorMG-190-normal - 16 3408 c.3351C>T

G A rs80198225 MG-190-tumorMG-190-normal + 8 527 c.527G>A

C T MG-190-tumorMG-190-normal + 1 126 c.126C>T

T C rs72716244byFrequency|by1000genomesMG-190-tumorMG-190-normal - 25 12862 c.12653A>G

C T rs55865069byFrequency|by1000genomesMG-190-tumorMG-190-normal - 3 247 c.248G>A

C T MG-190-tumorMG-190-normal - 4 937 c.718G>A

T A rs35737760by1000genomesMG-190-tumorMG-190-normal + 19 2685 c.2520T>A

A G rs13223756byFrequency|by1000genomesMG-190-tumorMG-190-normal + 7 2144 c.1944A>G

C T MG-190-tumorMG-190-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-190-tumorMG-190-normal - 3 899 c.827G>A

C T rs61751437byFrequency|by1000genomesMG-190-tumorMG-190-normal - 3 895 c.363G>A

A T rs7095325byFrequency|by1000genomesMG-190-tumorMG-190-normal - 7 1087 c.712T>A

C A rs146407996by1000genomesMG-190-tumorMG-190-normal - 3 1085 c.1086G>T

G A MG-190-tumorMG-190-normal - 7 889 c.796C>T

A G rs80132640by1000genomesMG-190-tumorMG-190-normal - 39 12027 c.12028T>C

C T rs148331061by1000genomesMG-190-tumorMG-190-normal - 10 1740 c.1665G>A

C G rs11971880byFrequency|by1000genomesMG-190-tumorMG-190-normal + 3 1192 c.634C>G

A T rs6685892byFrequency|by1000genomesMG-190-tumorMG-190-normal - 34 7560 c.7341T>A

T C rs41277507byFrequency|by1000genomesMG-190-tumorMG-190-normal - 4 1514 c.652A>G

T C rs17364812byFrequency|by1000genomesMG-190-tumorMG-190-normal + 13 1219 c.1110T>C

G A rs11551685byFrequency|by1000genomesMG-190-tumorMG-190-normal - 16 7464 c.7395C>T



G T rs147825872 MG-190-tumorMG-190-normal + 20 4359 c.4282G>T

T G rs1998206byFrequency|by1000genomesMG-190-tumorMG-190-normal - 5 631 c.433A>C

C T MG-190-tumorMG-190-normal + 1 705 c.705C>T

G A rs12729662byFrequency|by1000genomesMG-190-tumorMG-190-normal - 3 8430 c.8355C>T

A G rs17443123by1000genomesMG-190-tumorMG-190-normal + 5 915 c.750A>G

A G rs1980131byFrequency|by1000genomesMG-190-tumorMG-190-normal + 2 2992 c.2880A>G

C G rs149605490by1000genomesMG-190-tumorMG-190-normal + 3 1000 c.781C>G

G A rs13054014byFrequency|by1000genomesMG-190-tumorMG-190-normal + 2 569 c.210G>A

T A MG-190-tumorMG-190-normal - 7 781 c.406A>T

T C rs147788980byFrequencyMG-190-tumorMG-190-normal + 7 924 c.879T>C

C T rs55979329by1000genomesMG-190-tumorMG-190-normal - 3 1257 c.725G>A

C G rs2509943byFrequency|by1000genomesMG-190-tumorMG-190-normal + 3 776 c.279C>G

A G rs151306742by1000genomesMG-190-tumorMG-190-normal + 4 729 c.285A>G

C T rs2273779byFrequency|by1000genomesMG-190-tumorMG-190-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-190-tumorMG-190-normal + 1 160 c.108G>A

A G rs75639578 MG-190-tumorMG-190-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-190-tumorMG-190-normal + 2 1315 c.1282C>G

C T rs4802382by1000genomesMG-190-tumorMG-190-normal + 6 554 c.360C>T

C G rs3809975byFrequency|by1000genomesMG-190-tumorMG-190-normal - 5 3143 c.2930G>C

C T rs3745764byFrequency|by1000genomesMG-191-tumorMG-191-normal + 9 2705 c.1064C>T

T C rs831043 byFrequency|by1000genomesMG-191-tumorMG-191-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-191-tumorMG-191-normal + 7 3183 c.3138A>G

C T rs1386356byFrequency|by1000genomesMG-191-tumorMG-191-normal - 85 14018 c.13047G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-191-tumorMG-191-normal + 7 1073 c.525C>T

G T rs3745765byFrequency|by1000genomesMG-191-tumorMG-191-normal + 9 2360 c.719G>T

C T MG-191-tumorMG-191-normal + 3 423 c.43C>T

G A rs12022217byFrequency|by1000genomesMG-191-tumorMG-191-normal - 3 4602 c.4530C>T

G T MG-191-tumorMG-191-normal - 3 283 c.248C>A

A G rs9332783byFrequencyMG-191-tumorMG-191-normal + 4 3314 c.3291A>G

G T rs12568784byFrequency|by1000genomesMG-191-tumorMG-191-normal - 3 7202 c.7130C>A

G T rs2075249byFrequency|by1000genomesMG-191-tumorMG-191-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-191-tumorMG-191-normal + 19 2459 c.2283C>T

G A MG-191-tumorMG-191-normal + 1 130 c.78G>A

T C rs2241190byFrequency|by1000genomesMG-191-tumorMG-191-normal - 17 2745 c.2460A>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-191-tumorMG-191-normal + 6 830 c.282G>C

C T rs2078478by1000genomesMG-191-tumorMG-191-normal - 5 411 c.392G>A

C T rs62478357byFrequencyMG-191-tumorMG-191-normal - 8 1268 c.1050G>A

C A rs138908625byFrequency|by1000genomesMG-191-tumorMG-191-normal - 8 1357 c.1139G>T

C T rs2229265byFrequency|by1000genomesMG-191-tumorMG-191-normal - 54 10788 c.10503G>A

T A rs150856241 MG-191-tumorMG-191-normal + 4 519 c.297T>A

C T rs55979329by1000genomesMG-191-tumorMG-191-normal - 3 1257 c.725G>A

A C rs115945341|rs2267641byFrequency|by1000genomesMG-191-tumorMG-191-normal + 17 2594 c.2046A>C

A G rs4532127byFrequency|by1000genomesMG-191-tumorMG-191-normal + 13 1587 c.1377A>G

G A rs17052357byFrequency|by1000genomesMG-191-tumorMG-191-normal - 10 1187 c.1185C>T

G A rs2228000byFrequency|by1000genomesMG-191-tumorMG-191-normal - 9 1710 c.1496C>T

G C rs12104021by1000genomesMG-191-tumorMG-191-normal - 3 790 c.258C>G

A G rs33954745byFrequency|by1000genomesMG-191-tumorMG-191-normal - 17 2661 c.2376T>C



C A rs2973558by1000genomesMG-191-tumorMG-191-normal + 20 2514 c.2338C>A

A G rs34173244byFrequency|by1000genomesMG-191-tumorMG-191-normal - 10 1049 c.1047T>C

C A rs6738031by1000genomesMG-191-tumorMG-191-normal - 18 3000 c.2874G>T

T C rs142304809byFrequencyMG-191-tumorMG-191-normal - 9 1291 c.1259A>G

G T rs148401196by1000genomesMG-191-tumorMG-191-normal - 3 395 c.316C>A

G A rs1128761byFrequency|by1000genomesMG-191-tumorMG-191-normal + 7 1219 c.966G>A

G A rs12104022by1000genomesMG-191-tumorMG-191-normal - 3 784 c.252C>T

T G rs10817033by1000genomesMG-191-tumorMG-191-normal - 8 2079 c.1743A>C

T C rs7716253by1000genomesMG-191-tumorMG-191-normal + 8 1121 c.945T>C

G T rs146238849byFrequency|by1000genomesMG-191-tumorMG-191-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-191-tumorMG-191-normal - 31 5385 c.5100C>T

C T rs26505 byFrequency|by1000genomesMG-191-tumorMG-191-normal + 1 144 c.57C>T

T C rs2450122byFrequency|by1000genomesMG-191-tumorMG-191-normal - 10 2089 c.2004A>G

C T rs1800370byFrequency|by1000genomesMG-191-tumorMG-191-normal - 4 240 c.108G>A

G T rs144792804by1000genomesMG-191-tumorMG-191-normal - 1 174 c.29C>A

G A rs3818831byFrequency|by1000genomesMG-191-tumorMG-191-normal - 2 193 c.121C>T

C T rs17094777byFrequency|by1000genomesMG-191-tumorMG-191-normal - 7 1491 c.1300G>A

A G MG-191-tumorMG-191-normal - 3 441 c.362T>C

G A rs11549105byFrequency|by1000genomesMG-191-tumorMG-191-normal - 6 1228 c.1224C>T

G C rs12350212byFrequency|by1000genomesMG-191-tumorMG-191-normal + 5 1878 c.1788G>C

G A rs3810485by1000genomesMG-191-tumorMG-191-normal - 8 6116 c.6047C>T

C T rs151233 by1000genomesMG-191-tumorMG-191-normal + 2 99 c.66C>T

C T rs45554841by1000genomesMG-191-tumorMG-191-normal - 1 214 c.215G>A

T C MG-191-tumorMG-191-normal - 3 305 c.270A>G

T C rs1805129byFrequency|by1000genomesMG-191-tumorMG-191-normal - 2 327 c.252A>G

G A rs61753697byFrequency|by1000genomesMG-191-tumorMG-191-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-191-tumorMG-191-normal + 2 2118 c.2085A>G

G A rs1718878byFrequency|by1000genomesMG-191-tumorMG-191-normal + 13 2003 c.1590G>A

A C rs10473959by1000genomesMG-191-tumorMG-191-normal + 6 999 c.823A>C

A G rs41305024byFrequency|by1000genomesMG-191-tumorMG-191-normal - 13 3872 c.3497T>C

G A rs1713982byFrequency|by1000genomesMG-191-tumorMG-191-normal + 15 2261 c.1848G>A

T C rs12990449byFrequency|by1000genomesMG-191-tumorMG-191-normal - 2 1114 c.143A>G

A G rs2973568by1000genomesMG-191-tumorMG-191-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-191-tumorMG-191-normal + 14 2279 c.2055T>C

A G rs2227985byFrequency|by1000genomesMG-191-tumorMG-191-normal + 9 1878 c.1497A>G

T A rs3740423byFrequency|by1000genomesMG-191-tumorMG-191-normal - 13 4583 c.4208A>T

C T rs61752773byFrequency|by1000genomesMG-191-tumorMG-191-normal - 4 887 c.677G>A

C T rs16843864byFrequency|by1000genomesMG-191-tumorMG-191-normal - 69 11621 c.10650G>A

A T rs3739451by1000genomesMG-191-tumorMG-191-normal - 39 9817 c.9481T>A

C G rs143879890by1000genomesMG-191-tumorMG-191-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-191-tumorMG-191-normal + 7 1855 c.1810A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-191-tumorMG-191-normal + 7 1597 c.1215T>C

C A MG-191-tumorMG-191-normal + 5 631 c.409C>A

C T rs2282303byFrequency|by1000genomesMG-191-tumorMG-191-normal - 3 899 c.827G>A

C T rs12236219byFrequency|by1000genomesMG-191-tumorMG-191-normal + 5 1231 c.1141C>T

T C rs7935 byFrequency|by1000genomesMG-191-tumorMG-191-normal + 9 1808 c.1524T>C

A G rs180744 by1000genomesMG-191-tumorMG-191-normal + 2 1719 c.1686A>G



A G rs138997916byFrequency|by1000genomesMG-191-tumorMG-191-normal - 3 2832 c.2760T>C

A G rs4862726by1000genomesMG-191-tumorMG-191-normal - 2 2054 c.1845T>C

A G rs6679449by1000genomesMG-191-tumorMG-191-normal - 3 1923 c.1851T>C

C T rs12708402by1000genomesMG-191-tumorMG-191-normal - 16 3405 c.3178G>A

A C rs76504934by1000genomesMG-191-tumorMG-191-normal - 4 464 c.427T>G

G A MG-191-tumorMG-191-normal - 7 889 c.796C>T

A G MG-191-tumorMG-191-normal - 15 1346 c.1346T>C

C G rs3817428by1000genomesMG-191-tumorMG-191-normal + 15 7493 c.7119C>G

C T rs7300444byFrequency|by1000genomesMG-191-tumorMG-191-normal + 19 5383 c.4740C>T

G A rs11549106byFrequency|by1000genomesMG-191-tumorMG-191-normal - 4 895 c.891C>T

G A rs16885 byFrequency|by1000genomesMG-191-tumorMG-191-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-191-tumorMG-191-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-191-tumorMG-191-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-191-tumorMG-191-normal + 12 1838 c.1458T>C

T C rs7275 by1000genomesMG-191-tumorMG-191-normal + 35 5267 c.4983T>C

C A rs41303871by1000genomesMG-191-tumorMG-191-normal + 2 730 c.703C>A

C T MG-191-tumorMG-191-normal - 4 876 c.561G>A

A C rs1410048by1000genomesMG-191-tumorMG-191-normal - 40 10053 c.9717T>G

T C rs79492089by1000genomesMG-191-tumorMG-191-normal + 3 395 c.292T>C

G A rs116628547by1000genomesMG-191-tumorMG-191-normal - 24 12539 c.12330C>T

C T rs17802557byFrequency|by1000genomesMG-191-tumorMG-191-normal - 6 756 c.567G>A

C T MG-191-tumorMG-191-normal - 8 1260 c.1042G>A

T G rs9807633by1000genomesMG-191-tumorMG-191-normal - 1 88 c.89A>C

T G rs1889323by1000genomesMG-191-tumorMG-191-normal - 25 4582 c.4246A>C

T C MG-191-tumorMG-191-normal + 1 83 c.83T>C

A T rs10817021by1000genomesMG-191-tumorMG-191-normal - 24 4324 c.3988T>A

T C rs2229263byFrequency|by1000genomesMG-191-tumorMG-191-normal - 3 533 c.248A>G

T C rs9807555by1000genomesMG-191-tumorMG-191-normal - 1 196 c.197A>G

T C rs1050476byFrequency|by1000genomesMG-191-tumorMG-191-normal + 7 2254 c.1695T>C

G A rs3810479byFrequency|by1000genomesMG-191-tumorMG-191-normal - 17 7692 c.7623C>T

T C rs7714670by1000genomesMG-191-tumorMG-191-normal + 6 849 c.673T>C

G A MG-191-tumorMG-191-normal + 22 5688 c.4974G>A

G A rs35296183byFrequency|by1000genomesMG-191-tumorMG-191-normal - 55 9794 c.8823C>T

T C rs4149056byFrequency|by1000genomesMG-191-tumorMG-191-normal + 6 617 c.521T>C

C T rs11873462by1000genomesMG-191-tumorMG-191-normal - 1 47 c.48G>A

G A rs2973566by1000genomesMG-191-tumorMG-191-normal + 14 1930 c.1754G>A

T A MG-191-tumorMG-191-normal - 4 982 c.931A>T

C T rs71323392by1000genomesMG-191-tumorMG-191-normal + 4 946 c.874C>T

C G rs11718329by1000genomesMG-191-tumorMG-191-normal + 4 719 c.647C>G

C A rs3739298byFrequency|by1000genomesMG-191-tumorMG-191-normal - 9 2230 c.1821G>T

G A rs17608189byFrequency|by1000genomesMG-191-tumorMG-191-normal - 3 754 c.510C>T

C T MG-191-tumorMG-191-normal - 1 103 c.104G>A

C T rs4822790byFrequency|by1000genomesMG-191-tumorMG-191-normal + 15 2042 c.1683C>T

G A rs2271189byFrequency|by1000genomesMG-191-tumorMG-191-normal + 27 3788 c.3348G>A

C T rs1129262byFrequency|by1000genomesMG-191-tumorMG-191-normal - 14 3955 c.3771G>A

C G rs2229070byFrequency|by1000genomesMG-191-tumorMG-191-normal + 11 2733 c.2352C>G

A G rs1136159byFrequency|by1000genomesMG-191-tumorMG-191-normal - 10 1068 c.860T>C



T C rs2075252byFrequency|by1000genomesMG-191-tumorMG-191-normal - 66 12565 c.12280A>G

G A rs6018623byFrequency|by1000genomesMG-191-tumorMG-191-normal + 20 3957 c.3741G>A

C A rs6453022by1000genomesMG-191-tumorMG-191-normal + 7 1027 c.851C>A

G A rs2229354byFrequency|by1000genomesMG-191-tumorMG-191-normal + 7 1131 c.924G>A

C T MG-191-tumorMG-191-normal - 8 1256 c.1038G>A

T C rs543304 byFrequency|by1000genomesMG-191-tumorMG-191-normal + 11 4034 c.3807T>C

G A rs79435376byFrequency|by1000genomesMG-191-tumorMG-191-normal - 7 1864 c.1673C>T

G C MG-191-tumorMG-191-normal - 5 1009 c.1010C>G

C A rs2233604byFrequency|by1000genomesMG-191-tumorMG-191-normal + 1 1077 c.1077C>A

T C rs831042 byFrequency|by1000genomesMG-191-tumorMG-191-normal - 24 3945 c.3660A>G

G A rs2248407byFrequency|by1000genomesMG-191-tumorMG-191-normal - 4 1003 c.918C>T

C A rs35430524by1000genomesMG-191-tumorMG-191-normal + 12 3111 c.2737C>A

A G rs11778209byFrequency|by1000genomesMG-191-tumorMG-191-normal - 39 6448 c.6204T>C

T C rs11886219byFrequency|by1000genomesMG-191-tumorMG-191-normal - 36 6144 c.5859A>G

A G rs4444457byFrequency|by1000genomesMG-191-tumorMG-191-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-191-tumorMG-191-normal - 3 660 c.661T>C

C T rs3743398by1000genomesMG-191-tumorMG-191-normal + 12 2965 c.2591C>T

G C rs45469098by1000genomesMG-191-tumorMG-191-normal - 1 255 c.256C>G

C G rs2509943byFrequency|by1000genomesMG-191-tumorMG-191-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-191-tumorMG-191-normal + 11 1273 c.1063G>A

C T rs17094900byFrequency|by1000genomesMG-191-tumorMG-191-normal - 3 578 c.387G>A

G A rs3744249byFrequency|by1000genomesMG-191-tumorMG-191-normal + 11 2561 c.2172G>A

A G rs2229267byFrequency|by1000genomesMG-191-tumorMG-191-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-191-tumorMG-191-normal + 2 1740 c.1707C>T

A C rs80303640by1000genomesMG-191-tumorMG-191-normal - 16 1415 c.1416T>G

G A MG-191-tumorMG-191-normal + 1 1423 c.1423G>A

A G rs4659654byFrequency|by1000genomesMG-191-tumorMG-191-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-191-tumorMG-191-normal - 7 1855 c.1519G>A

C T rs1050475byFrequency|by1000genomesMG-191-tumorMG-191-normal + 7 1534 c.975C>T

T A rs56279059by1000genomesMG-191-tumorMG-191-normal - 3 1034 c.502A>T

G A rs55855602by1000genomesMG-191-tumorMG-191-normal - 3 1030 c.498C>T

T C rs111331725by1000genomesMG-191-tumorMG-191-normal + 6 643 c.263T>C

C T MG-191-tumorMG-191-normal - 3 370 c.335G>A

A G rs1385600byFrequency|by1000genomesMG-191-tumorMG-191-normal - 5 1375 c.1290T>C

C T rs147114528 MG-191-tumorMG-191-normal - 4 926 c.611G>A

A T rs6685892byFrequency|by1000genomesMG-191-tumorMG-191-normal - 34 7560 c.7341T>A

C T rs139901632byFrequencyMG-191-tumorMG-191-normal + 4 1739 c.1146C>T

G T rs147825872 MG-191-tumorMG-191-normal + 20 4359 c.4282G>T

C T rs2229975by1000genomesMG-191-tumorMG-191-normal - 5 927 c.852G>A

A G rs149271 by1000genomesMG-191-tumorMG-191-normal + 2 543 c.510A>G

C T MG-191-tumorMG-191-normal - 7 842 c.749G>A

C T rs1801187byFrequency|by1000genomesMG-191-tumorMG-191-normal - 37 5440 c.5234G>A

C T rs55913776 MG-191-tumorMG-191-normal - 3 1207 c.675G>A

T C rs12731746byFrequency|by1000genomesMG-191-tumorMG-191-normal - 11 1394 c.897A>G

T A rs61759499byFrequency|by1000genomesMG-191-tumorMG-191-normal - 60 9867 c.9623A>T

C T rs57014690by1000genomesMG-191-tumorMG-191-normal - 6 1554 c.1232G>A

A G rs9667 by1000genomesMG-191-tumorMG-191-normal + 3 354 c.168A>G



T A rs2060198byFrequency|by1000genomesMG-191-tumorMG-191-normal + 27 5204 c.4914T>A

C T rs2273779byFrequency|by1000genomesMG-191-tumorMG-191-normal + 6 583 c.538C>T

T C rs61942218by1000genomesMG-191-tumorMG-191-normal - 38 10670 c.10671A>G

G A rs142702316byFrequencyMG-191-tumorMG-191-normal + 1 160 c.108G>A

G T MG-191-tumorMG-191-normal + 16 2527 c.2114G>T

C G rs180743 by1000genomesMG-191-tumorMG-191-normal + 2 1315 c.1282C>G

A C rs55912465 MG-191-tumorMG-191-normal + 14 3588 c.3588A>C

T C rs41315020byFrequency|by1000genomesMG-192-tumorMG-192-normal - 8 1497 c.909A>G

T C rs831043 byFrequency|by1000genomesMG-192-tumorMG-192-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-192-tumorMG-192-normal + 7 3183 c.3138A>G

G A rs142702316byFrequencyMG-192-tumorMG-192-normal + 1 160 c.108G>A

C T rs2293347byFrequency|by1000genomesMG-192-tumorMG-192-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-192-tumorMG-192-normal - 85 14018 c.13047G>A

C T rs210498 by1000genomesMG-192-tumorMG-192-normal - 23 1885 c.1518G>A

C A rs34400049byFrequency|by1000genomesMG-192-tumorMG-192-normal + 14 2474 c.2092C>A

C T rs139351719by1000genomesMG-192-tumorMG-192-normal - 5 554 c.13G>A

C T rs77376932byFrequencyMG-192-tumorMG-192-normal - 3 3235 c.3160G>A

G C MG-192-tumorMG-192-normal - 1 373 c.280C>G

G A rs12022217byFrequency|by1000genomesMG-192-tumorMG-192-normal - 3 4602 c.4530C>T

T C MG-192-tumorMG-192-normal - 31 6087 c.5116A>G

G A MG-192-tumorMG-192-normal + 2 182 c.105G>A

G T rs12568784byFrequency|by1000genomesMG-192-tumorMG-192-normal - 3 7202 c.7130C>A

A G MG-192-tumorMG-192-normal + 10 1620 c.1253A>G

T A rs61756301byFrequency|by1000genomesMG-192-tumorMG-192-normal + 33 5287 c.4219T>A

G T rs2075249byFrequency|by1000genomesMG-192-tumorMG-192-normal - 21 3339 c.3054C>A

C T rs62478357byFrequencyMG-192-tumorMG-192-normal - 8 1268 c.1050G>A

T C rs35790097byFrequency|by1000genomesMG-192-tumorMG-192-normal + 1 184 c.106T>C

T G rs12145941byFrequency|by1000genomesMG-192-tumorMG-192-normal - 3 1631 c.1556A>C

G A rs7179364by1000genomesMG-192-tumorMG-192-normal + 1 520 c.85G>A

C T rs151174 by1000genomesMG-192-tumorMG-192-normal + 2 1740 c.1707C>T

C G MG-192-tumorMG-192-normal - 19 1738 c.1739G>C

A G rs3108200byFrequency|by1000genomesMG-192-tumorMG-192-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-192-tumorMG-192-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-192-tumorMG-192-normal + 36 5181 c.5016C>T

G A rs1062348byFrequency|by1000genomesMG-192-tumorMG-192-normal - 7 1005 c.846C>T

G A rs7234999byFrequency|by1000genomesMG-192-tumorMG-192-normal - 5 5512 c.5299C>T

C T rs41299110byFrequency|by1000genomesMG-192-tumorMG-192-normal + 14 1944 c.1699C>T

T C rs831042 byFrequency|by1000genomesMG-192-tumorMG-192-normal - 24 3945 c.3660A>G

G C rs2240 byFrequency|by1000genomesMG-192-tumorMG-192-normal - 13 2935 c.2560C>G

G A rs76894284by1000genomesMG-192-tumorMG-192-normal - 13 2365 c.2289C>T

C A rs146289506byFrequencyMG-192-tumorMG-192-normal - 27 4636 c.4351G>T

G A rs7624750byFrequency|by1000genomesMG-192-tumorMG-192-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-192-tumorMG-192-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-192-tumorMG-192-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-192-tumorMG-192-normal - 16 2000 c.1503T>C

G A rs41294868by1000genomesMG-192-tumorMG-192-normal + 14 2132 c.1933G>A

T C rs11373 byFrequency|by1000genomesMG-192-tumorMG-192-normal - 3 787 c.367A>G



T C rs9851685byFrequency|by1000genomesMG-192-tumorMG-192-normal + 23 2508 c.2274T>C

T C MG-192-tumorMG-192-normal - 10 1734 c.1324A>G

A G rs2227973byFrequency|by1000genomesMG-192-tumorMG-192-normal + 2 2571 c.2459A>G

T C rs35996821byFrequency|by1000genomesMG-192-tumorMG-192-normal - 13 2183 c.2088A>G

T G rs12963422byFrequency|by1000genomesMG-192-tumorMG-192-normal - 5 2988 c.2775A>C

A G rs34101420byFrequency|by1000genomesMG-192-tumorMG-192-normal - 4 1621 c.759T>C

T C rs4652678by1000genomesMG-192-tumorMG-192-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-192-tumorMG-192-normal - 26 4397 c.4395A>G

A C rs80359479|rs56087561MG-192-tumorMG-192-normal + 11 5297 c.5070A>C

G A rs2229266byFrequency|by1000genomesMG-192-tumorMG-192-normal - 6 924 c.639C>T

C T rs10258429byFrequency|by1000genomesMG-192-tumorMG-192-normal + 16 2213 c.1968C>T

G A rs3818831byFrequency|by1000genomesMG-192-tumorMG-192-normal - 2 193 c.121C>T

A G rs112400142byFrequency|by1000genomesMG-192-tumorMG-192-normal - 17 2298 c.2211T>C

C T rs1043141byFrequency|by1000genomesMG-192-tumorMG-192-normal + 4 2376 c.342C>T

T C rs72676907byFrequency|by1000genomesMG-192-tumorMG-192-normal + 3 517 c.327T>C

T C MG-192-tumorMG-192-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-192-tumorMG-192-normal + 2 2118 c.2085A>G

G T rs11952292byFrequency|by1000genomesMG-192-tumorMG-192-normal + 1 2442 c.2442G>T

G A rs1718878byFrequency|by1000genomesMG-192-tumorMG-192-normal + 13 2003 c.1590G>A

A G rs11778209byFrequency|by1000genomesMG-192-tumorMG-192-normal - 39 6448 c.6204T>C

C T MG-192-tumorMG-192-normal + 17 1483 c.1483C>T

G C rs2227910byFrequency|by1000genomesMG-192-tumorMG-192-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-192-tumorMG-192-normal + 16 2064 c.1887T>A

T G rs79385100by1000genomesMG-192-tumorMG-192-normal - 11 1929 c.1930A>C

G A rs1713982byFrequency|by1000genomesMG-192-tumorMG-192-normal + 15 2261 c.1848G>A

C T rs79255367 MG-192-tumorMG-192-normal - 1 145 c.76G>A

A G MG-192-tumorMG-192-normal - 15 1346 c.1346T>C

T C rs2229263byFrequency|by1000genomesMG-192-tumorMG-192-normal - 3 533 c.248A>G

T C rs12990449byFrequency|by1000genomesMG-192-tumorMG-192-normal - 2 1114 c.143A>G

C A rs114687140byFrequency|by1000genomesMG-192-tumorMG-192-normal - 13 9413 c.9038G>T

T C rs9646771by1000genomesMG-192-tumorMG-192-normal - 4 787 c.447A>G

C T MG-192-tumorMG-192-normal + 16 7416 c.7036C>T

T C rs1048500byFrequency|by1000genomesMG-192-tumorMG-192-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-192-tumorMG-192-normal - 69 11621 c.10650G>A

C T rs28997582byFrequency|by1000genomesMG-192-tumorMG-192-normal + 29 4337 c.4053C>T

A G rs35114151byFrequency|by1000genomesMG-192-tumorMG-192-normal - 39 7044 c.6759T>C

A G rs61831150byFrequency|by1000genomesMG-192-tumorMG-192-normal + 7 1855 c.1810A>G

A T rs3739451by1000genomesMG-192-tumorMG-192-normal - 39 9817 c.9481T>A

G A rs145704867 MG-192-tumorMG-192-normal + 7 1005 c.839G>A

T C rs7935 byFrequency|by1000genomesMG-192-tumorMG-192-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-192-tumorMG-192-normal - 2 514 c.174G>A

A G rs138997916byFrequency|by1000genomesMG-192-tumorMG-192-normal - 3 2832 c.2760T>C

T A rs79661992byFrequency|by1000genomesMG-192-tumorMG-192-normal - 13 8111 c.7736A>T

G A rs10082432byFrequency|by1000genomesMG-192-tumorMG-192-normal - 13 8757 c.8382C>T

A G rs6679449by1000genomesMG-192-tumorMG-192-normal - 3 1923 c.1851T>C

G A rs33954691byFrequency|by1000genomesMG-192-tumorMG-192-normal - 14 3096 c.3039C>T

C T rs12708402by1000genomesMG-192-tumorMG-192-normal - 16 3405 c.3178G>A



G A MG-192-tumorMG-192-normal - 12 1441 c.900C>T

G C rs3088074byFrequency|by1000genomesMG-192-tumorMG-192-normal - 9 2999 c.2785C>G

C T rs4647928byFrequency|by1000genomesMG-192-tumorMG-192-normal + 8 1270 c.1014C>T

C T MG-192-tumorMG-192-normal - 4 988 c.793G>A

G A rs16843826byFrequency|by1000genomesMG-192-tumorMG-192-normal - 77 12698 c.11727C>T

A C rs76504934by1000genomesMG-192-tumorMG-192-normal - 4 464 c.427T>G

G C rs62070406by1000genomesMG-192-tumorMG-192-normal - 9 1754 c.1711C>G

T C rs10082391byFrequency|by1000genomesMG-192-tumorMG-192-normal - 13 8654 c.8279A>G

C T rs7300444byFrequency|by1000genomesMG-192-tumorMG-192-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-192-tumorMG-192-normal + 17 1912 c.1092A>C

G A rs16885 byFrequency|by1000genomesMG-192-tumorMG-192-normal - 9 3193 c.2257C>T

C T rs12777740byFrequency|by1000genomesMG-192-tumorMG-192-normal - 13 8321 c.7946G>A

T G rs78697077byFrequency|by1000genomesMG-192-tumorMG-192-normal - 34 5286 c.5068A>C

T C rs2229992byFrequency|by1000genomesMG-192-tumorMG-192-normal + 12 1838 c.1458T>C

G A rs62070401by1000genomesMG-192-tumorMG-192-normal - 12 2205 c.2162C>T

T C rs2241190byFrequency|by1000genomesMG-192-tumorMG-192-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-192-tumorMG-192-normal - 13 6002 c.5627G>A

T C rs7275 by1000genomesMG-192-tumorMG-192-normal + 35 5267 c.4983T>C

A G rs826549 by1000genomesMG-192-tumorMG-192-normal + 18 2676 c.2550A>G

C T rs7240355byFrequency|by1000genomesMG-192-tumorMG-192-normal - 5 5238 c.5025G>A

C T MG-192-tumorMG-192-normal - 8 1260 c.1042G>A

A G rs34805028 MG-192-tumorMG-192-normal - 12 9304 c.9095T>C

T C rs1050476byFrequency|by1000genomesMG-192-tumorMG-192-normal + 7 2254 c.1695T>C

T C rs41290900byFrequency|by1000genomesMG-192-tumorMG-192-normal - 8 3374 c.804A>G

C T rs34488539by1000genomesMG-192-tumorMG-192-normal + 22 3555 c.3390C>T

A G rs7220394byFrequency|by1000genomesMG-192-tumorMG-192-normal - 12 1509 c.1416T>C

G C rs60140950byFrequency|by1000genomesMG-192-tumorMG-192-normal + 9 986 c.767G>C

C G rs11718329by1000genomesMG-192-tumorMG-192-normal + 4 719 c.647C>G

C T rs10082533byFrequency|by1000genomesMG-192-tumorMG-192-normal - 13 8753 c.8378G>A

A G MG-192-tumorMG-192-normal + 1 174 c.174A>G

G A MG-192-tumorMG-192-normal + 1 529 c.529G>A

G A rs12729662byFrequency|by1000genomesMG-192-tumorMG-192-normal - 3 8430 c.8355C>T

T C rs2075252byFrequency|by1000genomesMG-192-tumorMG-192-normal - 66 12565 c.12280A>G

G C rs45469098by1000genomesMG-192-tumorMG-192-normal - 1 255 c.256C>G

G A rs2229354byFrequency|by1000genomesMG-192-tumorMG-192-normal + 7 1131 c.924G>A

G T rs3212254byFrequency|by1000genomesMG-192-tumorMG-192-normal - 10 1693 c.1475C>A

A G rs149271 by1000genomesMG-192-tumorMG-192-normal + 2 543 c.510A>G

A C rs75752352by1000genomesMG-192-tumorMG-192-normal - 4 1274 c.1172T>G

G A rs2003233 MG-192-tumorMG-192-normal - 17 1503 c.1504C>T

C T rs61753700byFrequency|by1000genomesMG-192-tumorMG-192-normal + 24 3207 c.2930C>T

G A rs144383071byFrequencyMG-192-tumorMG-192-normal - 3 3345 c.3270C>T

C T MG-192-tumorMG-192-normal - 1 278 c.60G>A

C T rs17755373byFrequency|by1000genomesMG-192-tumorMG-192-normal + 22 6891 c.6248C>T

T C MG-192-tumorMG-192-normal + 1 492 c.492T>C

C T rs872665 by1000genomesMG-192-tumorMG-192-normal - 7 1855 c.1519G>A

C T rs4750936byFrequency|by1000genomesMG-192-tumorMG-192-normal - 13 4011 c.3636G>A

G A rs2271189byFrequency|by1000genomesMG-192-tumorMG-192-normal + 27 3788 c.3348G>A



C G rs11016076byFrequency|by1000genomesMG-192-tumorMG-192-normal - 8 1866 c.1491G>C

G A rs3733415by1000genomesMG-192-tumorMG-192-normal - 2 601 c.392C>T

A G MG-192-tumorMG-192-normal - 19 1728 c.1729T>C

C A MG-192-tumorMG-192-normal + 12 1060 c.962C>A

C G rs11971880byFrequency|by1000genomesMG-192-tumorMG-192-normal + 3 1192 c.634C>G

G A MG-192-tumorMG-192-normal + 7 960 c.834G>A

T C MG-192-tumorMG-192-normal + 1 52 c.52T>C

G A rs11177 byFrequency|by1000genomesMG-192-tumorMG-192-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-192-tumorMG-192-normal + 2 1719 c.1686A>G

G A MG-192-tumorMG-192-normal - 5 563 c.22C>T

A G MG-192-tumorMG-192-normal + 1 711 c.711A>G

A C rs76437836byFrequencyMG-192-tumorMG-192-normal - 3 142 c.98T>G

T C rs41266134byFrequency|by1000genomesMG-192-tumorMG-192-normal - 3 1625 c.1550A>G

A G rs75639578 MG-192-tumorMG-192-normal - 3 6552 c.6477T>C

G C MG-192-tumorMG-192-normal - 5 1009 c.1010C>G

T C rs539858|rs78098996byFrequency|by1000genomesMG-192-tumorMG-192-normal - 20 3029 c.3024A>G

C A rs35430524by1000genomesMG-192-tumorMG-192-normal + 12 3111 c.2737C>A

G T rs141634417by1000genomesMG-192-tumorMG-192-normal - 6 701 c.160C>A

G A rs2289247byFrequency|by1000genomesMG-192-tumorMG-192-normal + 11 1273 c.1063G>A

A G rs3729680by1000genomesMG-192-tumorMG-192-normal + 7 1330 c.1173A>G

C T rs3743398by1000genomesMG-192-tumorMG-192-normal + 12 2965 c.2591C>T

C G rs2509943byFrequency|by1000genomesMG-192-tumorMG-192-normal + 3 776 c.279C>G

C G MG-192-tumorMG-192-normal + 1 374 c.280C>G

G A rs149322279 MG-192-tumorMG-192-normal - 45 6777 c.6571C>T

A C rs80303640by1000genomesMG-192-tumorMG-192-normal - 16 1415 c.1416T>G

C T rs9489143byFrequency|by1000genomesMG-192-tumorMG-192-normal - 13 2184 c.1986G>A

G A rs80198225 MG-192-tumorMG-192-normal + 8 527 c.527G>A

C T MG-192-tumorMG-192-normal - 3 5767 c.5692G>A

G T MG-192-tumorMG-192-normal - 12 3781 c.3597C>A

C T rs1050475byFrequency|by1000genomesMG-192-tumorMG-192-normal + 7 1534 c.975C>T

T C rs11016071byFrequency|by1000genomesMG-192-tumorMG-192-normal - 13 9086 c.8711A>G

G A rs2228000byFrequency|by1000genomesMG-192-tumorMG-192-normal - 9 1710 c.1496C>T

T A rs2060198byFrequency|by1000genomesMG-192-tumorMG-192-normal + 27 5204 c.4914T>A

C T rs468525 by1000genomesMG-192-tumorMG-192-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-192-tumorMG-192-normal - 12 2105 c.2062A>G

G A rs143684430byFrequencyMG-192-tumorMG-192-normal - 3 6591 c.6516C>T

C G rs3817428by1000genomesMG-192-tumorMG-192-normal + 15 7493 c.7119C>G

A C rs1410048by1000genomesMG-192-tumorMG-192-normal - 40 10053 c.9717T>G

T A rs35737760by1000genomesMG-192-tumorMG-192-normal + 19 2685 c.2520T>A

C T MG-192-tumorMG-192-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-192-tumorMG-192-normal - 3 899 c.827G>A

C G rs2282302byFrequency|by1000genomesMG-192-tumorMG-192-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-192-tumorMG-192-normal - 54 10788 c.10503G>A

G A MG-192-tumorMG-192-normal - 7 803 c.262C>T

T A rs17264436byFrequency|by1000genomesMG-192-tumorMG-192-normal - 21 3503 c.3501A>T

T C rs78472618byFrequencyMG-192-tumorMG-192-normal - 3 159 c.115A>G

G A MG-192-tumorMG-192-normal + 1 737 c.736G>A



T C rs33910491byFrequency|by1000genomesMG-192-tumorMG-192-normal - 5 4949 c.4736A>G

T C MG-192-tumorMG-192-normal + 1 540 c.540T>C

G A rs61738759by1000genomesMG-192-tumorMG-192-normal + 3 3096 c.3063G>A

C T rs1801187byFrequency|by1000genomesMG-192-tumorMG-192-normal - 37 5440 c.5234G>A

A C rs62534884by1000genomesMG-192-tumorMG-192-normal + 4 892 c.683A>C

C G rs149605490by1000genomesMG-192-tumorMG-192-normal + 3 1000 c.781C>G

G A rs13054014byFrequency|by1000genomesMG-192-tumorMG-192-normal + 2 569 c.210G>A

T C MG-192-tumorMG-192-normal + 1 618 c.618T>C

G A rs55656447byFrequency|by1000genomesMG-192-tumorMG-192-normal - 5 5162 c.4949C>T

T C rs12731746byFrequency|by1000genomesMG-192-tumorMG-192-normal - 11 1394 c.897A>G

T G rs1050767byFrequency|by1000genomesMG-192-tumorMG-192-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-192-tumorMG-192-normal + 6 583 c.538C>T

A G MG-192-tumorMG-192-normal + 1 219 c.219A>G

C G rs180743 by1000genomesMG-192-tumorMG-192-normal + 2 1315 c.1282C>G

C A rs34400049byFrequency|by1000genomesMG-193-tumorMG-193-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-193-tumorMG-193-normal + 7 3183 c.3138A>G

C T rs41306648byFrequency|by1000genomesMG-193-tumorMG-193-normal - 7 1022 c.647G>A

T C MG-193-tumorMG-193-normal + 1 317 c.317T>C

G A rs114068985|rs25497byFrequency|by1000genomesMG-193-tumorMG-193-normal + 4 1190 c.597G>A

C T rs1386356byFrequency|by1000genomesMG-193-tumorMG-193-normal - 85 14018 c.13047G>A

A G rs61753702byFrequency|by1000genomesMG-193-tumorMG-193-normal + 30 3929 c.3652A>G

G T rs9661554byFrequency|by1000genomesMG-193-tumorMG-193-normal + 2 186 c.99G>T

C T MG-193-tumorMG-193-normal - 3 300 c.263G>A

G C rs34405980byFrequency|by1000genomesMG-193-tumorMG-193-normal - 1 502 c.342C>G

C T MG-193-tumorMG-193-normal + 3 423 c.43C>T

G A rs45492196byFrequency|by1000genomesMG-193-tumorMG-193-normal - 4 1499 c.943C>T

C T MG-193-tumorMG-193-normal - 1 565 c.514G>A

A C rs55776396byFrequency|by1000genomesMG-193-tumorMG-193-normal - 50 15977 c.15978T>G

C G rs72474510byFrequency|by1000genomesMG-193-tumorMG-193-normal - 4 1198 c.1128G>C

G A MG-193-tumorMG-193-normal + 1 130 c.78G>A

T G rs12145941byFrequency|by1000genomesMG-193-tumorMG-193-normal - 3 1631 c.1556A>C

C T rs62478357byFrequencyMG-193-tumorMG-193-normal - 8 1268 c.1050G>A

C A rs138908625byFrequency|by1000genomesMG-193-tumorMG-193-normal - 8 1357 c.1139G>T

G A rs2127898byFrequency|by1000genomesMG-193-tumorMG-193-normal - 6 1130 c.920C>T

A G rs4532127byFrequency|by1000genomesMG-193-tumorMG-193-normal + 13 1587 c.1377A>G

G A rs17052357byFrequency|by1000genomesMG-193-tumorMG-193-normal - 10 1187 c.1185C>T

C T rs72987361byFrequency|by1000genomesMG-193-tumorMG-193-normal - 3 898 c.558G>A

C A rs12627379byFrequency|by1000genomesMG-193-tumorMG-193-normal - 23 1834

C T rs210498 by1000genomesMG-193-tumorMG-193-normal - 23 1885 c.1518G>A

T C rs7716253by1000genomesMG-193-tumorMG-193-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-193-tumorMG-193-normal - 13 5919 c.5544G>A

C T rs61741759by1000genomesMG-193-tumorMG-193-normal + 22 2332 c.2145C>T

C T rs41299110byFrequency|by1000genomesMG-193-tumorMG-193-normal + 14 1944 c.1699C>T

A C rs4625290byFrequency|by1000genomesMG-193-tumorMG-193-normal - 2 325 c.255T>G

T G rs73161892byFrequency|by1000genomesMG-193-tumorMG-193-normal - 36 6557 c.6339A>C

G A rs7179364by1000genomesMG-193-tumorMG-193-normal + 1 520 c.85G>A

A G rs11016073byFrequency|by1000genomesMG-193-tumorMG-193-normal - 13 6677 c.6302T>C



G A rs7624750byFrequency|by1000genomesMG-193-tumorMG-193-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-193-tumorMG-193-normal - 18 3000 c.2874G>T

A C rs1208606byFrequency|by1000genomesMG-193-tumorMG-193-normal - 6 1571 c.1359T>G

C A rs78806080byFrequency|by1000genomesMG-193-tumorMG-193-normal - 13 3029 c.2058G>T

C T rs140105230byFrequency|by1000genomesMG-193-tumorMG-193-normal - 4 1405 c.1335G>A

A G rs9653483by1000genomesMG-193-tumorMG-193-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-193-tumorMG-193-normal + 23 2508 c.2274T>C

G T rs71238527by1000genomesMG-193-tumorMG-193-normal + 3 639 c.494G>T

T G rs12963422byFrequency|by1000genomesMG-193-tumorMG-193-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-193-tumorMG-193-normal - 8 1391 c.1173C>A

G A rs151218737byFrequency|by1000genomesMG-193-tumorMG-193-normal + 5 1499 c.1093G>A

G A rs13007735byFrequency|by1000genomesMG-193-tumorMG-193-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-193-tumorMG-193-normal + 14 2120 c.1921A>G

G C rs12350212byFrequency|by1000genomesMG-193-tumorMG-193-normal + 5 1878 c.1788G>C

T A MG-193-tumorMG-193-normal + 18 2026 c.1985T>A

T C rs72676907byFrequency|by1000genomesMG-193-tumorMG-193-normal + 3 517 c.327T>C

C G MG-193-tumorMG-193-normal + 3 467 c.364C>G

C G rs9659529byFrequency|by1000genomesMG-193-tumorMG-193-normal + 2 302 c.215C>G

A G rs2737699byFrequency|by1000genomesMG-193-tumorMG-193-normal - 10 12892 c.12304T>C

T C MG-193-tumorMG-193-normal - 3 305 c.270A>G

C T MG-193-tumorMG-193-normal + 4 728 c.369C>T

G A rs1718878byFrequency|by1000genomesMG-193-tumorMG-193-normal + 13 2003 c.1590G>A

G A MG-193-tumorMG-193-normal + 27 10204 c.10181G>A

T A rs17337023byFrequency|by1000genomesMG-193-tumorMG-193-normal + 16 2064 c.1887T>A

G A rs1713982byFrequency|by1000genomesMG-193-tumorMG-193-normal + 15 2261 c.1848G>A

C G rs145987835byFrequencyMG-193-tumorMG-193-normal - 4 1432 c.1362G>C

G A rs141064323byFrequency|by1000genomesMG-193-tumorMG-193-normal + 3 3294 c.999G>A

A G rs143934691byFrequencyMG-193-tumorMG-193-normal - 2 296 c.226T>C

T C rs140856347by1000genomesMG-193-tumorMG-193-normal - 20 3525 c.3438A>G

T C rs9646771by1000genomesMG-193-tumorMG-193-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-193-tumorMG-193-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-193-tumorMG-193-normal - 20 4043 c.3072C>A

G A rs3810490by1000genomesMG-193-tumorMG-193-normal - 6 2067 c.1998C>T

C T rs76844681 MG-193-tumorMG-193-normal - 16 2899 c.2681G>A

G A rs3827025by1000genomesMG-193-tumorMG-193-normal - 6 2094 c.2025C>T

C A rs6453022by1000genomesMG-193-tumorMG-193-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-193-tumorMG-193-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-193-tumorMG-193-normal - 39 9817 c.9481T>A

C T rs1779132byFrequency|by1000genomesMG-193-tumorMG-193-normal - 6 2113 c.1563G>A

C G rs143879890by1000genomesMG-193-tumorMG-193-normal - 16 2320 c.2233G>C

G A rs10845349 MG-193-tumorMG-193-normal - 3 855 c.820C>T

C T MG-193-tumorMG-193-normal - 3 370 c.335G>A

C G rs112835318by1000genomesMG-193-tumorMG-193-normal - 1 33 c.13G>C

G A rs16847812byFrequency|by1000genomesMG-193-tumorMG-193-normal + 4 978 c.865G>A

A G rs1211708byFrequency|by1000genomesMG-193-tumorMG-193-normal - 6 1888 c.1338T>C

A G MG-193-tumorMG-193-normal + 6 697 c.478A>G

G C rs3088074byFrequency|by1000genomesMG-193-tumorMG-193-normal - 9 2999 c.2785C>G



T C rs7744765by1000genomesMG-193-tumorMG-193-normal + 14 1929 c.1730T>C

T A rs41305611by1000genomesMG-193-tumorMG-193-normal - 3 1170 c.834A>T

T C rs2075252byFrequency|by1000genomesMG-193-tumorMG-193-normal - 66 12565 c.12280A>G

C T rs11547311byFrequency|by1000genomesMG-193-tumorMG-193-normal + 8 702 c.570C>T

A G rs61831150byFrequency|by1000genomesMG-193-tumorMG-193-normal + 7 1855 c.1810A>G

G A rs34916193byFrequencyMG-193-tumorMG-193-normal + 2 486 c.251G>A

A C rs76504934by1000genomesMG-193-tumorMG-193-normal - 4 464 c.427T>G

C T MG-193-tumorMG-193-normal - 3 1048 c.516G>A

C G rs3817428by1000genomesMG-193-tumorMG-193-normal + 15 7493 c.7119C>G

A G MG-193-tumorMG-193-normal - 32 4633 c.4427T>C

C T rs7300444byFrequency|by1000genomesMG-193-tumorMG-193-normal + 19 5383 c.4740C>T

C A rs78225807byFrequency|by1000genomesMG-193-tumorMG-193-normal - 11 919 c.552G>T

G C MG-193-tumorMG-193-normal + 13 1300 c.1168G>C

T C rs10817025by1000genomesMG-193-tumorMG-193-normal - 15 3032 c.2696A>G

A G rs11915822byFrequency|by1000genomesMG-193-tumorMG-193-normal - 13 6588 c.6478T>C

T C rs2229992byFrequency|by1000genomesMG-193-tumorMG-193-normal + 12 1838 c.1458T>C

G A rs6070697byFrequency|by1000genomesMG-193-tumorMG-193-normal + 4 1189 c.920G>A

T A rs61748150byFrequencyMG-193-tumorMG-193-normal + 20 6067 c.5941T>A

C T rs2269654byFrequency|by1000genomesMG-193-tumorMG-193-normal + 11 2687 c.2574C>T

C T MG-193-tumorMG-193-normal - 8 1260 c.1042G>A

G A rs116011482by1000genomesMG-193-tumorMG-193-normal - 8 4578 c.4509C>T

T G rs1889323by1000genomesMG-193-tumorMG-193-normal - 25 4582 c.4246A>C

A G rs4143768byFrequency|by1000genomesMG-193-tumorMG-193-normal - 10 6783 c.6195T>C

T C rs7714670by1000genomesMG-193-tumorMG-193-normal + 6 849 c.673T>C

A G MG-193-tumorMG-193-normal + 1 498 c.498A>G

G A rs6089925byFrequency|by1000genomesMG-193-tumorMG-193-normal - 4 729 c.660C>T

T C rs17019360by1000genomesMG-193-tumorMG-193-normal + 17 2524 c.1800T>C

A T rs78455617byFrequency|by1000genomesMG-193-tumorMG-193-normal - 4 1208 c.1138T>A

A G MG-193-tumorMG-193-normal + 6 751 c.529A>G

C T MG-193-tumorMG-193-normal - 19 3204 c.2994G>A

G A MG-193-tumorMG-193-normal - 4 453 c.138C>T

A T rs61738008byFrequency|by1000genomesMG-193-tumorMG-193-normal + 20 2393 c.2116A>T

T C rs766894 by1000genomesMG-193-tumorMG-193-normal + 25 2461 c.2295T>C

G C rs45469098by1000genomesMG-193-tumorMG-193-normal - 1 255 c.256C>G

T C rs112827102byFrequency|by1000genomesMG-193-tumorMG-193-normal - 19 3495 c.3285A>G

C G rs11552052byFrequency|by1000genomesMG-193-tumorMG-193-normal + 16 2316 c.2226C>G

G A rs61740940byFrequency|by1000genomesMG-193-tumorMG-193-normal - 4 662 c.165C>T

G A rs35296183byFrequency|by1000genomesMG-193-tumorMG-193-normal - 55 9794 c.8823C>T

C T rs1208731byFrequency|by1000genomesMG-193-tumorMG-193-normal - 6 2191 c.1641G>A

T C rs3121080byFrequency|by1000genomesMG-193-tumorMG-193-normal - 2 130 c.60A>G

G A rs34830600byFrequency|by1000genomesMG-193-tumorMG-193-normal - 8 2874 c.2805C>T

C T rs169758 by1000genomesMG-193-tumorMG-193-normal - 23 1959 c.1592G>A

G A rs2271189byFrequency|by1000genomesMG-193-tumorMG-193-normal + 27 3788 c.3348G>A

T G rs3204790byFrequency|by1000genomesMG-193-tumorMG-193-normal + 2 287 c.200T>G

A T rs10817021by1000genomesMG-193-tumorMG-193-normal - 24 4324 c.3988T>A

C T rs3811444byFrequency|by1000genomesMG-193-tumorMG-193-normal + 6 1169 c.1121C>T

A G rs17078605byFrequency|by1000genomesMG-193-tumorMG-193-normal - 10 10694 c.10106T>C



C T rs6432901by1000genomesMG-193-tumorMG-193-normal - 2 514 c.174G>A

C T MG-193-tumorMG-193-normal - 8 1256 c.1038G>A

T C rs543304 byFrequency|by1000genomesMG-193-tumorMG-193-normal + 11 4034 c.3807T>C

A G MG-193-tumorMG-193-normal + 2 438 c.258A>G

C A MG-193-tumorMG-193-normal + 5 585 c.205C>A

G A MG-193-tumorMG-193-normal - 3 1505 c.973C>T

T C MG-193-tumorMG-193-normal - 4 1446 c.1376A>G

G C MG-193-tumorMG-193-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-193-tumorMG-193-normal + 22 2662 c.2385C>T

C T rs17290169byFrequency|by1000genomesMG-193-tumorMG-193-normal + 15 2016 c.1839C>T

C T rs147245174byFrequency|by1000genomesMG-193-tumorMG-193-normal + 3 2781 c.486C>T

C T rs117426331by1000genomesMG-193-tumorMG-193-normal + 12 2024 c.1800C>T

A G rs4444457byFrequency|by1000genomesMG-193-tumorMG-193-normal - 54 9497 c.8526T>C

G A rs2289247byFrequency|by1000genomesMG-193-tumorMG-193-normal + 11 1273 c.1063G>A

C A rs35674179byFrequency|by1000genomesMG-193-tumorMG-193-normal - 13 5263 c.5153G>T

C T rs17605476by1000genomesMG-193-tumorMG-193-normal + 5 1338 c.1140C>T

G A rs45463297by1000genomesMG-193-tumorMG-193-normal - 8 4311 c.4242C>T

A G rs9552929byFrequency|by1000genomesMG-193-tumorMG-193-normal - 10 9441 c.8853T>C

C T rs3743398by1000genomesMG-193-tumorMG-193-normal + 12 2965 c.2591C>T

G A MG-193-tumorMG-193-normal + 1 852 c.852G>A

T G rs4503360byFrequencyMG-193-tumorMG-193-normal - 3 897 c.827A>C

A G rs6694078byFrequency|by1000genomesMG-193-tumorMG-193-normal + 11 2688 c.2575A>G

G A rs10964525byFrequency|by1000genomesMG-193-tumorMG-193-normal + 4 926 c.717G>A

C T MG-193-tumorMG-193-normal + 1 166 c.114C>T

G A rs80198225 MG-193-tumorMG-193-normal + 8 527 c.527G>A

A G rs4659654byFrequency|by1000genomesMG-193-tumorMG-193-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-193-tumorMG-193-normal - 7 1855 c.1519G>A

C T rs468525 by1000genomesMG-193-tumorMG-193-normal - 6 478 c.111G>A

G A MG-193-tumorMG-193-normal - 1 165 c.114C>T

C T rs55865069byFrequency|by1000genomesMG-193-tumorMG-193-normal - 3 247 c.248G>A

C T MG-193-tumorMG-193-normal - 2 88

A C rs1410048by1000genomesMG-193-tumorMG-193-normal - 40 10053 c.9717T>G

G A MG-193-tumorMG-193-normal - 7 889 c.796C>T

A G rs80132640by1000genomesMG-193-tumorMG-193-normal - 39 12027 c.12028T>C

C A MG-193-tumorMG-193-normal - 8 1581 c.645G>T

G A rs2227983byFrequency|by1000genomesMG-193-tumorMG-193-normal + 13 1739 c.1562G>A

C T rs2229265byFrequency|by1000genomesMG-193-tumorMG-193-normal - 54 10788 c.10503G>A

A G rs34173244byFrequency|by1000genomesMG-193-tumorMG-193-normal - 10 1049 c.1047T>C

G T rs147825872 MG-193-tumorMG-193-normal + 20 4359 c.4282G>T

G C rs2227910byFrequency|by1000genomesMG-193-tumorMG-193-normal + 2 1911 c.804G>C

T C MG-193-tumorMG-193-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-193-tumorMG-193-normal - 37 5440 c.5234G>A

A T rs35238720byFrequency|by1000genomesMG-193-tumorMG-193-normal + 4 1205 c.860A>T

G A rs143974284byFrequency|by1000genomesMG-193-tumorMG-193-normal + 11 1160 c.915G>A

G A rs13054014byFrequency|by1000genomesMG-193-tumorMG-193-normal + 2 569 c.210G>A

G A rs151060280byFrequencyMG-193-tumorMG-193-normal + 20 3990 c.3774G>A

T C rs12731746byFrequency|by1000genomesMG-193-tumorMG-193-normal - 11 1394 c.897A>G



G A rs6089924byFrequency|by1000genomesMG-193-tumorMG-193-normal - 4 920 c.851C>T

C G rs2509943byFrequency|by1000genomesMG-193-tumorMG-193-normal + 3 776 c.279C>G

T A rs2060198byFrequency|by1000genomesMG-193-tumorMG-193-normal + 27 5204 c.4914T>A

C T rs2273779byFrequency|by1000genomesMG-193-tumorMG-193-normal + 6 583 c.538C>T

T C rs78472618byFrequencyMG-193-tumorMG-193-normal - 3 159 c.115A>G

A C rs76437836byFrequencyMG-193-tumorMG-193-normal - 3 142 c.98T>G

T C rs831043 byFrequency|by1000genomesMG-194-tumorMG-194-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-194-tumorMG-194-normal + 7 3183 c.3138A>G

G T MG-194-tumorMG-194-normal + 4 391 c.314G>T

C T rs1386356byFrequency|by1000genomesMG-194-tumorMG-194-normal - 85 14018 c.13047G>A

C T rs210498 by1000genomesMG-194-tumorMG-194-normal - 23 1885 c.1518G>A

C T MG-194-tumorMG-194-normal + 3 423 c.43C>T

C A rs34400049byFrequency|by1000genomesMG-194-tumorMG-194-normal + 14 2474 c.2092C>A

C T rs1800268byFrequency|by1000genomesMG-194-tumorMG-194-normal - 23 3227 c.3021G>A

C T rs7904627byFrequency|by1000genomesMG-194-tumorMG-194-normal - 5 1356 c.1242G>A

T C rs79940627 MG-194-tumorMG-194-normal - 3 6118 c.6043A>G

T C rs2229992byFrequency|by1000genomesMG-194-tumorMG-194-normal + 12 1838 c.1458T>C

A G MG-194-tumorMG-194-normal + 10 1620 c.1253A>G

G T rs2075249byFrequency|by1000genomesMG-194-tumorMG-194-normal - 21 3339 c.3054C>A

A C rs78767626byFrequency|by1000genomesMG-194-tumorMG-194-normal + 19 2007 c.1773A>C

C T rs71299249|rs77022425byFrequencyMG-194-tumorMG-194-normal + 1 3677 c.717C>T

C T rs2931423by1000genomesMG-194-tumorMG-194-normal + 19 2459 c.2283C>T

A G rs4143768byFrequency|by1000genomesMG-194-tumorMG-194-normal - 10 6783 c.6195T>C

A C rs61764072by1000genomesMG-194-tumorMG-194-normal + 11 3306 c.2917A>C

A G MG-194-tumorMG-194-normal + 1 486 c.486A>G

C T rs2078478by1000genomesMG-194-tumorMG-194-normal - 5 411 c.392G>A

C T rs62478357byFrequencyMG-194-tumorMG-194-normal - 8 1268 c.1050G>A

A G rs11016073byFrequency|by1000genomesMG-194-tumorMG-194-normal - 13 6677 c.6302T>C

C T MG-194-tumorMG-194-normal + 1 107 c.107C>T

C T rs77791636by1000genomesMG-194-tumorMG-194-normal + 6 1132 c.1080C>T

C T MG-194-tumorMG-194-normal - 3 1048 c.516G>A

A G rs6694078byFrequency|by1000genomesMG-194-tumorMG-194-normal + 11 2688 c.2575A>G

A G rs2229268byFrequency|by1000genomesMG-194-tumorMG-194-normal - 61 11886 c.11601T>C

A G rs3108200byFrequency|by1000genomesMG-194-tumorMG-194-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-194-tumorMG-194-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-194-tumorMG-194-normal + 36 5181 c.5016C>T

G C rs11611231by1000genomesMG-194-tumorMG-194-normal + 9 2190 c.2190G>C

C T rs61730876byFrequency|by1000genomesMG-194-tumorMG-194-normal - 20 3385 c.2888G>A

C T rs2853346byFrequency|by1000genomesMG-194-tumorMG-194-normal - 13 5919 c.5544G>A

G A rs2228000byFrequency|by1000genomesMG-194-tumorMG-194-normal - 9 1710 c.1496C>T

A G MG-194-tumorMG-194-normal - 11 815 c.771T>C

T C rs61734875by1000genomesMG-194-tumorMG-194-normal + 25 3470 c.3294T>C

G C rs2240 byFrequency|by1000genomesMG-194-tumorMG-194-normal - 13 2935 c.2560C>G

T C rs12990449byFrequency|by1000genomesMG-194-tumorMG-194-normal - 2 1114 c.143A>G

G A rs7624750byFrequency|by1000genomesMG-194-tumorMG-194-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-194-tumorMG-194-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-194-tumorMG-194-normal - 16 2000 c.1503T>C



G A rs34094720 MG-194-tumorMG-194-normal - 2 1291 c.1234C>T

G C rs35641374byFrequency|by1000genomesMG-194-tumorMG-194-normal + 1 397 c.397G>C

C T rs872665 by1000genomesMG-194-tumorMG-194-normal - 7 1855 c.1519G>A

T C rs3733406by1000genomesMG-194-tumorMG-194-normal - 10 8361 c.8152A>G

T C rs9851685byFrequency|by1000genomesMG-194-tumorMG-194-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-194-tumorMG-194-normal - 3 1368 c.836T>C

T C rs143087624 MG-194-tumorMG-194-normal - 11 2497 c.2122A>G

G A rs1128761byFrequency|by1000genomesMG-194-tumorMG-194-normal + 7 1219 c.966G>A

A G MG-194-tumorMG-194-normal + 16 1399 c.1399A>G

T G rs12963422byFrequency|by1000genomesMG-194-tumorMG-194-normal - 5 2988 c.2775A>C

T C rs4652678by1000genomesMG-194-tumorMG-194-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-194-tumorMG-194-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-194-tumorMG-194-normal + 1 144 c.57C>T

T C rs28489116by1000genomesMG-194-tumorMG-194-normal - 10 5194 c.4985A>G

T C rs2450122byFrequency|by1000genomesMG-194-tumorMG-194-normal - 10 2089 c.2004A>G

G A rs13007735byFrequency|by1000genomesMG-194-tumorMG-194-normal - 16 3587 c.2616C>T

G T rs7206111byFrequency|by1000genomesMG-194-tumorMG-194-normal - 9 1041 c.404C>A

A G rs7762830by1000genomesMG-194-tumorMG-194-normal + 14 2120 c.1921A>G

C T rs61749258byFrequency|by1000genomesMG-194-tumorMG-194-normal + 7 1492 c.1104C>T

C G MG-194-tumorMG-194-normal - 6 293 c.249G>C

G A rs148292303 MG-194-tumorMG-194-normal + 7 1029 c.784G>A

G A rs11549105byFrequency|by1000genomesMG-194-tumorMG-194-normal - 6 1228 c.1224C>T

G A rs3810485by1000genomesMG-194-tumorMG-194-normal - 8 6116 c.6047C>T

T C MG-194-tumorMG-194-normal - 13 2063 c.1719A>G

C A MG-194-tumorMG-194-normal + 16 1405 c.1405C>A

C A rs1801270byFrequency|by1000genomesMG-194-tumorMG-194-normal + 2 328 c.93C>A

T C MG-194-tumorMG-194-normal - 3 305 c.270A>G

A G MG-194-tumorMG-194-normal + 9 3160 c.2517A>G

G A rs61753697byFrequency|by1000genomesMG-194-tumorMG-194-normal + 1 376 c.99G>A

G A rs1718878byFrequency|by1000genomesMG-194-tumorMG-194-normal + 13 2003 c.1590G>A

A G MG-194-tumorMG-194-normal - 3 1337 c.805T>C

G C rs2227910byFrequency|by1000genomesMG-194-tumorMG-194-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-194-tumorMG-194-normal + 16 2064 c.1887T>A

G A rs1713982byFrequency|by1000genomesMG-194-tumorMG-194-normal + 15 2261 c.1848G>A

A G MG-194-tumorMG-194-normal - 15 1346 c.1346T>C

C T rs2071702byFrequency|by1000genomesMG-194-tumorMG-194-normal + 27 7277 c.7254C>T

C T rs34307082byFrequency|by1000genomesMG-194-tumorMG-194-normal + 6 863 c.629C>T

C T MG-194-tumorMG-194-normal + 5 296 c.102C>T

T C rs9646771by1000genomesMG-194-tumorMG-194-normal - 4 787 c.447A>G

T G rs74842149byFrequencyMG-194-tumorMG-194-normal - 4 1217 c.1147A>C

T G rs552183 byFrequency|by1000genomesMG-194-tumorMG-194-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-194-tumorMG-194-normal + 13 1856 c.1680A>G

C T rs72647374byFrequency|by1000genomesMG-194-tumorMG-194-normal + 1 1327 c.684C>T

G A rs71299249|rs76723438byFrequency|by1000genomesMG-194-tumorMG-194-normal + 1 3698 c.738G>A

T C rs1048500byFrequency|by1000genomesMG-194-tumorMG-194-normal + 2 1791 c.684T>C

A G rs17078605byFrequency|by1000genomesMG-194-tumorMG-194-normal - 10 10694 c.10106T>C

G A MG-194-tumorMG-194-normal - 4 453 c.138C>T



C G rs143879890by1000genomesMG-194-tumorMG-194-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-194-tumorMG-194-normal + 7 1855 c.1810A>G

T C MG-194-tumorMG-194-normal + 1 1380 c.1380T>C

A G MG-194-tumorMG-194-normal - 8 1183 c.773T>C

T C rs7935 byFrequency|by1000genomesMG-194-tumorMG-194-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-194-tumorMG-194-normal - 2 514 c.174G>A

C T rs140871032byFrequency|by1000genomesMG-194-tumorMG-194-normal + 4 664 c.220C>T

C T rs56390741byFrequency|by1000genomesMG-194-tumorMG-194-normal - 5 2838 c.2625G>A

A G rs1211708byFrequency|by1000genomesMG-194-tumorMG-194-normal - 6 1888 c.1338T>C

G C rs3088074byFrequency|by1000genomesMG-194-tumorMG-194-normal - 9 2999 c.2785C>G

T C MG-194-tumorMG-194-normal + 1 150 c.150T>C

T C MG-194-tumorMG-194-normal + 1 180 c.180T>C

T G rs34109891byFrequency|by1000genomesMG-194-tumorMG-194-normal - 5 2836 c.2623A>C

G C rs6771157byFrequency|by1000genomesMG-194-tumorMG-194-normal - 19 3392 c.3393C>G

C T rs3749645by1000genomesMG-194-tumorMG-194-normal + 24 3194 c.3018C>T

T C rs10082391byFrequency|by1000genomesMG-194-tumorMG-194-normal - 13 8654 c.8279A>G

C T rs11558834byFrequency|by1000genomesMG-194-tumorMG-194-normal + 11 3321 c.2940C>T

G A rs1800742byFrequency|by1000genomesMG-194-tumorMG-194-normal + 11 1740 c.1110G>A

G A rs2229079byFrequency|by1000genomesMG-194-tumorMG-194-normal - 21 3524 c.3326C>T

A G rs28377978by1000genomesMG-194-tumorMG-194-normal + 1 870 c.570A>G

C T rs11931107by1000genomesMG-194-tumorMG-194-normal - 10 6953 c.6744G>A

G A rs2227983byFrequency|by1000genomesMG-194-tumorMG-194-normal + 13 1739 c.1562G>A

G A rs16885 byFrequency|by1000genomesMG-194-tumorMG-194-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-194-tumorMG-194-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-194-tumorMG-194-normal + 12 1807 c.1631C>T

C T rs12777740byFrequency|by1000genomesMG-194-tumorMG-194-normal - 13 8321 c.7946G>A

T C rs34750407byFrequency|by1000genomesMG-194-tumorMG-194-normal - 14 9680 c.9305A>G

T C rs2241190byFrequency|by1000genomesMG-194-tumorMG-194-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-194-tumorMG-194-normal - 13 6002 c.5627G>A

A C rs143254374byFrequencyMG-194-tumorMG-194-normal - 5 3309 c.3096T>G

G A rs17656599byFrequency|by1000genomesMG-194-tumorMG-194-normal - 12 2007 c.1823C>T

C T MG-194-tumorMG-194-normal - 8 1260 c.1042G>A

T G rs1889323by1000genomesMG-194-tumorMG-194-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-194-tumorMG-194-normal - 24 4324 c.3988T>A

T C rs1050476byFrequency|by1000genomesMG-194-tumorMG-194-normal + 7 2254 c.1695T>C

T C rs1800372byFrequency|by1000genomesMG-194-tumorMG-194-normal - 6 771 c.639A>G

C T rs3796032byFrequency|by1000genomesMG-194-tumorMG-194-normal - 17 2381 c.1929G>A

C T rs34488539by1000genomesMG-194-tumorMG-194-normal + 22 3555 c.3390C>T

C T MG-194-tumorMG-194-normal + 1 491 c.491C>T

T C rs10423264byFrequency|by1000genomesMG-194-tumorMG-194-normal + 5 2273 c.1719T>C

T C rs7714670by1000genomesMG-194-tumorMG-194-normal + 6 849 c.673T>C

A G rs17318151byFrequency|by1000genomesMG-194-tumorMG-194-normal + 2 1679 c.1678A>G

G C rs60140950byFrequency|by1000genomesMG-194-tumorMG-194-normal + 9 986 c.767G>C

C T rs11121691byFrequency|by1000genomesMG-194-tumorMG-194-normal - 49 6985 c.6909G>A

C T rs10082533byFrequency|by1000genomesMG-194-tumorMG-194-normal - 13 8753 c.8378G>A

A C rs9332801byFrequency|by1000genomesMG-194-tumorMG-194-normal + 10 4307 c.4284A>C

A T rs7095325byFrequency|by1000genomesMG-194-tumorMG-194-normal - 7 1087 c.712T>A



T C rs2075252byFrequency|by1000genomesMG-194-tumorMG-194-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-194-tumorMG-194-normal + 1 196 c.196T>C

T C rs5927083byFrequency|by1000genomesMG-194-tumorMG-194-normal - 14 1841 c.1635A>G

G C rs45469098by1000genomesMG-194-tumorMG-194-normal - 1 255 c.256C>G

A G MG-194-tumorMG-194-normal + 1 310 c.310A>G

G A MG-194-tumorMG-194-normal + 1 1155 c.1155G>A

T G rs1800275byFrequency|by1000genomesMG-194-tumorMG-194-normal - 48 7302 c.7096A>C

G A rs4151025byFrequency|by1000genomesMG-194-tumorMG-194-normal + 2 415 c.303G>A

C T rs1208731byFrequency|by1000genomesMG-194-tumorMG-194-normal - 6 2191 c.1641G>A

T C rs831042 byFrequency|by1000genomesMG-194-tumorMG-194-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-194-tumorMG-194-normal + 2 543 c.510A>G

C A rs145848316byFrequency|by1000genomesMG-194-tumorMG-194-normal - 34 5271 c.5053G>T

T C rs34890218|rs71194738MG-194-tumorMG-194-normal - 1 2553 c.1599A>G

G A rs17608189byFrequency|by1000genomesMG-194-tumorMG-194-normal - 3 754 c.510C>T

G A rs144383071byFrequencyMG-194-tumorMG-194-normal - 3 3345 c.3270C>T

C T rs11016072byFrequency|by1000genomesMG-194-tumorMG-194-normal - 13 8909 c.8534G>A

G A MG-194-tumorMG-194-normal + 1 346 c.346G>A

G A rs2248407byFrequency|by1000genomesMG-194-tumorMG-194-normal - 4 1003 c.918C>T

C T rs4750936byFrequency|by1000genomesMG-194-tumorMG-194-normal - 13 4011 c.3636G>A

G A rs2271189byFrequency|by1000genomesMG-194-tumorMG-194-normal + 27 3788 c.3348G>A

C A rs117510452by1000genomesMG-194-tumorMG-194-normal + 15 1877 c.1825C>A

C G rs11016076byFrequency|by1000genomesMG-194-tumorMG-194-normal - 8 1866 c.1491G>C

G A rs17591320byFrequency|by1000genomesMG-194-tumorMG-194-normal - 3 657 c.466C>T

G A rs3733415by1000genomesMG-194-tumorMG-194-normal - 2 601 c.392C>T

C T rs41268685byFrequency|by1000genomesMG-194-tumorMG-194-normal - 73 13535 c.13250G>A

C T MG-194-tumorMG-194-normal - 0 792

C T MG-194-tumorMG-194-normal + 1 689 c.318C>T

T C MG-194-tumorMG-194-normal + 1 1272 c.1272T>C

C A rs141298894by1000genomesMG-194-tumorMG-194-normal - 21 11801 c.11592G>T

T C MG-194-tumorMG-194-normal - 8 4021 c.3952A>G

G A rs6018623byFrequency|by1000genomesMG-194-tumorMG-194-normal + 20 3957 c.3741G>A

C A rs6453022by1000genomesMG-194-tumorMG-194-normal + 7 1027 c.851C>A

G A rs11177 byFrequency|by1000genomesMG-194-tumorMG-194-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-194-tumorMG-194-normal + 2 1719 c.1686A>G

A G rs7107305byFrequency|by1000genomesMG-194-tumorMG-194-normal + 21 5702 c.5679A>G

A C rs76437836byFrequencyMG-194-tumorMG-194-normal - 3 142 c.98T>G

A G MG-194-tumorMG-194-normal - 26 4377 c.4092T>C

G A MG-194-tumorMG-194-normal - 3 1505 c.973C>T

G C MG-194-tumorMG-194-normal - 5 1009 c.1010C>G

C T MG-194-tumorMG-194-normal + 1 369 c.369C>T

G T rs147825872 MG-194-tumorMG-194-normal + 20 4359 c.4282G>T

T C rs7716253by1000genomesMG-194-tumorMG-194-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-194-tumorMG-194-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-194-tumorMG-194-normal - 10 9441 c.8853T>C

T C rs11016071byFrequency|by1000genomesMG-194-tumorMG-194-normal - 13 9086 c.8711A>G

C T rs143758478byFrequency|by1000genomesMG-194-tumorMG-194-normal + 19 2612 c.2253C>T

T C rs16921260by1000genomesMG-194-tumorMG-194-normal + 1 1073 c.773T>C



C T MG-194-tumorMG-194-normal + 1 435 c.435C>T

A G rs40831 by1000genomesMG-194-tumorMG-194-normal + 2 2118 c.2085A>G

C T MG-194-tumorMG-194-normal + 6 1340 c.1146C>T

T C rs55960450byFrequency|by1000genomesMG-194-tumorMG-194-normal - 31 7430 c.6621A>G

C T rs3743398by1000genomesMG-194-tumorMG-194-normal + 12 2965 c.2591C>T

G T rs41296069by1000genomesMG-194-tumorMG-194-normal - 11 2415 c.2079C>A

G C rs2240089byFrequency|by1000genomesMG-194-tumorMG-194-normal - 12 3187 c.3003C>G

C G rs2509943byFrequency|by1000genomesMG-194-tumorMG-194-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-194-tumorMG-194-normal + 11 1273 c.1063G>A

C T rs3796031byFrequency|by1000genomesMG-194-tumorMG-194-normal - 17 2399 c.1947G>A

G T rs139349480by1000genomesMG-194-tumorMG-194-normal + 34 4534 c.4358G>T

A G MG-194-tumorMG-194-normal + 1 603 c.603A>G

A G rs2229267byFrequency|by1000genomesMG-194-tumorMG-194-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-194-tumorMG-194-normal + 2 1740 c.1707C>T

A G rs3729680by1000genomesMG-194-tumorMG-194-normal + 7 1330 c.1173A>G

A G rs143137111 MG-194-tumorMG-194-normal + 9 1234 c.1108A>G

A G rs9667 by1000genomesMG-194-tumorMG-194-normal + 3 354 c.168A>G

G A rs61814946byFrequency|by1000genomesMG-194-tumorMG-194-normal - 3 1785 c.1710C>T

G T rs3212254byFrequency|by1000genomesMG-194-tumorMG-194-normal - 10 1693 c.1475C>A

C T rs1050475byFrequency|by1000genomesMG-194-tumorMG-194-normal + 7 1534 c.975C>T

C T rs468525 by1000genomesMG-194-tumorMG-194-normal - 6 478 c.111G>A

G A MG-194-tumorMG-194-normal + 1 1002 c.1002G>A

C G rs3817428by1000genomesMG-194-tumorMG-194-normal + 15 7493 c.7119C>G

A G rs2737699byFrequency|by1000genomesMG-194-tumorMG-194-normal - 10 12892 c.12304T>C

A C rs1410048by1000genomesMG-194-tumorMG-194-normal - 40 10053 c.9717T>G

T A rs35737760by1000genomesMG-194-tumorMG-194-normal + 19 2685 c.2520T>A

C T rs2273779byFrequency|by1000genomesMG-194-tumorMG-194-normal + 6 583 c.538C>T

G A rs2973566by1000genomesMG-194-tumorMG-194-normal + 14 1930 c.1754G>A

A G rs1385600byFrequency|by1000genomesMG-194-tumorMG-194-normal - 5 1375 c.1290T>C

C T rs2229265byFrequency|by1000genomesMG-194-tumorMG-194-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-194-tumorMG-194-normal - 21 3503 c.3501A>T

C G rs34693334byFrequency|by1000genomesMG-194-tumorMG-194-normal - 8 1060 c.775G>C

G T rs918558 byFrequency|by1000genomesMG-194-tumorMG-194-normal + 1 2142 c.2142G>T

T G rs1998206byFrequency|by1000genomesMG-194-tumorMG-194-normal - 5 631 c.433A>C

A G rs13288443byFrequency|by1000genomesMG-194-tumorMG-194-normal + 11 2036 c.1827A>G

T C rs138647311byFrequencyMG-194-tumorMG-194-normal + 1 325 c.106T>C

C T rs7300444byFrequency|by1000genomesMG-194-tumorMG-194-normal + 19 5383 c.4740C>T

A G rs1980131byFrequency|by1000genomesMG-194-tumorMG-194-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-194-tumorMG-194-normal - 37 5440 c.5234G>A

G A rs61738759by1000genomesMG-194-tumorMG-194-normal + 3 3096 c.3063G>A

A G rs2074912byFrequency|by1000genomesMG-194-tumorMG-194-normal + 1 1709 c.1709A>G

G T rs7083622byFrequency|by1000genomesMG-194-tumorMG-194-normal - 13 7385 c.7010C>A

G A rs112167630byFrequency|by1000genomesMG-194-tumorMG-194-normal + 39 7488 c.6853G>A

T C rs12731746byFrequency|by1000genomesMG-194-tumorMG-194-normal - 11 1394 c.897A>G

A G rs116679728|rs55787895byFrequency|by1000genomesMG-194-tumorMG-194-normal + 13 2053 c.1505A>G

C T rs57014690by1000genomesMG-194-tumorMG-194-normal - 6 1554 c.1232G>A

G A MG-194-tumorMG-194-normal + 2 124 c.124G>A



G A rs11549106byFrequency|by1000genomesMG-194-tumorMG-194-normal - 4 895 c.891C>T

T G rs1050767byFrequency|by1000genomesMG-194-tumorMG-194-normal - 13 8533 c.8158A>C

G A rs2127898byFrequency|by1000genomesMG-194-tumorMG-194-normal - 6 1130 c.920C>T

C A rs2973558by1000genomesMG-194-tumorMG-194-normal + 20 2514 c.2338C>A

T C rs78472618byFrequencyMG-194-tumorMG-194-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-194-tumorMG-194-normal + 2 1315 c.1282C>G

T C rs831043 byFrequency|by1000genomesMG-195-tumorMG-195-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-195-tumorMG-195-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-195-tumorMG-195-normal + 7 3183 c.3138A>G

C T rs1386356byFrequency|by1000genomesMG-195-tumorMG-195-normal - 85 14018 c.13047G>A

G T rs3745765byFrequency|by1000genomesMG-195-tumorMG-195-normal + 9 2360 c.719G>T

C T MG-195-tumorMG-195-normal + 3 423 c.43C>T

G A MG-195-tumorMG-195-normal + 1 455 c.455G>A

C T rs77791636by1000genomesMG-195-tumorMG-195-normal + 6 1132 c.1080C>T

G A MG-195-tumorMG-195-normal - 15 2229 c.2136C>T

A G rs55737335byFrequency|by1000genomesMG-195-tumorMG-195-normal + 25 3192 c.3015A>G

C A MG-195-tumorMG-195-normal + 5 631 c.409C>A

C T rs12134934byFrequency|by1000genomesMG-195-tumorMG-195-normal + 11 3932 c.3887C>T

A G MG-195-tumorMG-195-normal + 10 1620 c.1253A>G

A G rs78128744by1000genomesMG-195-tumorMG-195-normal + 14 1931 c.1759A>G

G T rs2075249byFrequency|by1000genomesMG-195-tumorMG-195-normal - 21 3339 c.3054C>A

G C MG-195-tumorMG-195-normal + 5 1433 c.1284G>C

C T rs2931423by1000genomesMG-195-tumorMG-195-normal + 19 2459 c.2283C>T

G A rs140423726byFrequency|by1000genomesMG-195-tumorMG-195-normal - 17 1803 c.1533C>T

T C rs141049734byFrequencyMG-195-tumorMG-195-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-195-tumorMG-195-normal - 10 6783 c.6195T>C

C T rs74401238byFrequency|by1000genomesMG-195-tumorMG-195-normal - 18 3705 c.3365G>A

G A rs7179364by1000genomesMG-195-tumorMG-195-normal + 1 520 c.85G>A

G C rs2229933|rs116048761byFrequency|by1000genomesMG-195-tumorMG-195-normal + 6 830 c.282G>C

C T rs62478357byFrequencyMG-195-tumorMG-195-normal - 8 1268 c.1050G>A

C A rs138908625byFrequency|by1000genomesMG-195-tumorMG-195-normal - 8 1357 c.1139G>T

C T rs146420162byFrequencyMG-195-tumorMG-195-normal - 19 4069 c.3859G>A

G A rs139799138byFrequencyMG-195-tumorMG-195-normal - 3 6574 c.6499C>T

C T rs145384264byFrequency|by1000genomesMG-195-tumorMG-195-normal - 30 5370 c.5085G>A

A C rs115945341|rs2267641byFrequency|by1000genomesMG-195-tumorMG-195-normal + 17 2594 c.2046A>C

G A rs139237114byFrequency|by1000genomesMG-195-tumorMG-195-normal - 3 1332 c.859C>T

A G rs2229268byFrequency|by1000genomesMG-195-tumorMG-195-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-195-tumorMG-195-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-195-tumorMG-195-normal + 36 5181 c.5016C>T

C T rs2853346byFrequency|by1000genomesMG-195-tumorMG-195-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-195-tumorMG-195-normal + 14 1944 c.1699C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-195-tumorMG-195-normal + 7 1073 c.525C>T

T C rs61734875by1000genomesMG-195-tumorMG-195-normal + 25 3470 c.3294T>C

C A rs2973558by1000genomesMG-195-tumorMG-195-normal + 20 2514 c.2338C>A

C A rs138786978 MG-195-tumorMG-195-normal - 19 4009 c.3799G>T

C A rs6738031by1000genomesMG-195-tumorMG-195-normal - 18 3000 c.2874G>T

T C rs9646771by1000genomesMG-195-tumorMG-195-normal - 4 787 c.447A>G



C T rs731790 byFrequency|by1000genomesMG-195-tumorMG-195-normal - 19 2526 c.2433G>A

T G rs12963422byFrequency|by1000genomesMG-195-tumorMG-195-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-195-tumorMG-195-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-195-tumorMG-195-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-195-tumorMG-195-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-195-tumorMG-195-normal + 1 144 c.57C>T

G A rs2229266byFrequency|by1000genomesMG-195-tumorMG-195-normal - 6 924 c.639C>T

A G rs7762830by1000genomesMG-195-tumorMG-195-normal + 14 2120 c.1921A>G

T C rs17019360by1000genomesMG-195-tumorMG-195-normal + 17 2524 c.1800T>C

A G rs2229267byFrequency|by1000genomesMG-195-tumorMG-195-normal - 29 5160 c.4875T>C

T C rs41302549byFrequency|by1000genomesMG-195-tumorMG-195-normal - 20 3561 c.3005A>G

G A rs3810485by1000genomesMG-195-tumorMG-195-normal - 8 6116 c.6047C>T

G A MG-195-tumorMG-195-normal + 7 869 c.810G>A

T C rs72676907byFrequency|by1000genomesMG-195-tumorMG-195-normal + 3 517 c.327T>C

C T rs1035938by1000genomesMG-195-tumorMG-195-normal + 6 1538 c.1344C>T

T C MG-195-tumorMG-195-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-195-tumorMG-195-normal + 1 376 c.99G>A

G C rs2227910byFrequency|by1000genomesMG-195-tumorMG-195-normal + 2 1911 c.804G>C

A G rs1136159byFrequency|by1000genomesMG-195-tumorMG-195-normal - 10 1068 c.860T>C

A G rs13346368by1000genomesMG-195-tumorMG-195-normal + 10 3324 c.3130A>G

T C rs2229263byFrequency|by1000genomesMG-195-tumorMG-195-normal - 3 533 c.248A>G

T C rs11570543byFrequency|by1000genomesMG-195-tumorMG-195-normal - 14 1839 c.1746A>G

A G rs151306742by1000genomesMG-195-tumorMG-195-normal + 4 729 c.285A>G

C T MG-195-tumorMG-195-normal + 3 1125 c.1098C>T

A G rs2973568by1000genomesMG-195-tumorMG-195-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-195-tumorMG-195-normal - 20 3946 c.3859G>A

T A rs3740423byFrequency|by1000genomesMG-195-tumorMG-195-normal - 13 4583 c.4208A>T

G A MG-195-tumorMG-195-normal + 2 1239 c.1039G>A

T C rs1048500byFrequency|by1000genomesMG-195-tumorMG-195-normal + 2 1791 c.684T>C

A G rs17078605byFrequency|by1000genomesMG-195-tumorMG-195-normal - 10 10694 c.10106T>C

G A MG-195-tumorMG-195-normal - 4 453 c.138C>T

C G rs143879890by1000genomesMG-195-tumorMG-195-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-195-tumorMG-195-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-195-tumorMG-195-normal - 19 3392 c.3393C>G

C G rs180743 by1000genomesMG-195-tumorMG-195-normal + 2 1315 c.1282C>G

T C rs7935 byFrequency|by1000genomesMG-195-tumorMG-195-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-195-tumorMG-195-normal - 2 514 c.174G>A

T C rs143332174by1000genomesMG-195-tumorMG-195-normal - 3 244 c.207A>G

T C rs7744765by1000genomesMG-195-tumorMG-195-normal + 14 1929 c.1730T>C

A C rs76504934by1000genomesMG-195-tumorMG-195-normal - 4 464 c.427T>G

A G rs17443123by1000genomesMG-195-tumorMG-195-normal + 5 915 c.750A>G

C T rs7300444byFrequency|by1000genomesMG-195-tumorMG-195-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-195-tumorMG-195-normal + 17 1912 c.1092A>C

C T rs148931839by1000genomesMG-195-tumorMG-195-normal + 6 563 c.431C>T

G T rs147825872 MG-195-tumorMG-195-normal + 20 4359 c.4282G>T

C T rs2973571by1000genomesMG-195-tumorMG-195-normal + 12 1807 c.1631C>T

G A MG-195-tumorMG-195-normal + 15 2023 c.1958G>A



A T MG-195-tumorMG-195-normal + 4 485 c.105A>T

G A rs2275527byFrequency|by1000genomesMG-195-tumorMG-195-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-195-tumorMG-195-normal - 17 2745 c.2460A>G

C T rs144931466byFrequency|by1000genomesMG-195-tumorMG-195-normal + 9 2125 c.1906C>T

C T MG-195-tumorMG-195-normal - 8 1260 c.1042G>A

C T rs2292556byFrequency|by1000genomesMG-195-tumorMG-195-normal - 19 1959 c.1689G>A

G A MG-195-tumorMG-195-normal - 3 1104 c.1069C>T

T C rs1050476byFrequency|by1000genomesMG-195-tumorMG-195-normal + 7 2254 c.1695T>C

C T MG-195-tumorMG-195-normal - 19 4474 c.4264G>A

C T rs3796032byFrequency|by1000genomesMG-195-tumorMG-195-normal - 17 2381 c.1929G>A

C T rs34488539by1000genomesMG-195-tumorMG-195-normal + 22 3555 c.3390C>T

G A rs3793379byFrequency|by1000genomesMG-195-tumorMG-195-normal + 32 4159 c.3882G>A

A C rs10104558byFrequency|by1000genomesMG-195-tumorMG-195-normal + 3 1104 c.950A>C

G A rs3810479byFrequency|by1000genomesMG-195-tumorMG-195-normal - 17 7692 c.7623C>T

G T rs1541529by1000genomesMG-195-tumorMG-195-normal - 7 1397 c.1290C>A

G C rs60140950byFrequency|by1000genomesMG-195-tumorMG-195-normal + 9 986 c.767G>C

C T rs12128607byFrequency|by1000genomesMG-195-tumorMG-195-normal + 7 758 c.713C>T

T C rs4149056byFrequency|by1000genomesMG-195-tumorMG-195-normal + 6 617 c.521T>C

T C rs145096267 MG-195-tumorMG-195-normal - 6 2467 c.1806A>G

T C rs2075252byFrequency|by1000genomesMG-195-tumorMG-195-normal - 66 12565 c.12280A>G

C T rs11121691byFrequency|by1000genomesMG-195-tumorMG-195-normal - 49 6985 c.6909G>A

G A rs2973566by1000genomesMG-195-tumorMG-195-normal + 14 1930 c.1754G>A

G C rs45469098by1000genomesMG-195-tumorMG-195-normal - 1 255 c.256C>G

C G rs11552052byFrequency|by1000genomesMG-195-tumorMG-195-normal + 16 2316 c.2226C>G

T C MG-195-tumorMG-195-normal + 8 505 c.505T>C

C T rs3745762by1000genomesMG-195-tumorMG-195-normal + 6 2241 c.2047C>T

G T rs3212254byFrequency|by1000genomesMG-195-tumorMG-195-normal - 10 1693 c.1475C>A

A G rs11703655by1000genomesMG-195-tumorMG-195-normal - 4 925 c.818T>C

G A rs35296183byFrequency|by1000genomesMG-195-tumorMG-195-normal - 55 9794 c.8823C>T

G A MG-195-tumorMG-195-normal - 50 9064 c.8093C>T

A G rs149271 by1000genomesMG-195-tumorMG-195-normal + 2 543 c.510A>G

C T rs2292559byFrequency|by1000genomesMG-195-tumorMG-195-normal - 24 2661 c.2391G>A

A T rs2074930byFrequency|by1000genomesMG-195-tumorMG-195-normal + 9 1056 c.1016A>T

T C rs2292561byFrequency|by1000genomesMG-195-tumorMG-195-normal - 15 1569 c.1299A>G

C T rs35136134 MG-195-tumorMG-195-normal - 16 2617 c.2542G>A

C T rs3796031byFrequency|by1000genomesMG-195-tumorMG-195-normal - 17 2399 c.1947G>A

C T rs7240355byFrequency|by1000genomesMG-195-tumorMG-195-normal - 5 5238 c.5025G>A

G A rs6018623byFrequency|by1000genomesMG-195-tumorMG-195-normal + 20 3957 c.3741G>A

G A rs11177 byFrequency|by1000genomesMG-195-tumorMG-195-normal + 3 290 c.80G>A

G A MG-195-tumorMG-195-normal + 12 918 c.918G>A

A G rs180744 by1000genomesMG-195-tumorMG-195-normal + 2 1719 c.1686A>G

C T MG-195-tumorMG-195-normal - 8 1256 c.1038G>A

A C rs76437836byFrequencyMG-195-tumorMG-195-normal - 3 142 c.98T>G

A G rs11016073byFrequency|by1000genomesMG-195-tumorMG-195-normal - 13 6677 c.6302T>C

G A MG-195-tumorMG-195-normal + 1 807 c.807G>A

C T rs2229265byFrequency|by1000genomesMG-195-tumorMG-195-normal - 54 10788 c.10503G>A

C T MG-195-tumorMG-195-normal - 3 1048 c.516G>A



G A MG-195-tumorMG-195-normal - 3 1505 c.973C>T

G C MG-195-tumorMG-195-normal - 5 1009 c.1010C>G

C T rs151233 by1000genomesMG-195-tumorMG-195-normal + 2 99 c.66C>T

T C rs831042 byFrequency|by1000genomesMG-195-tumorMG-195-normal - 24 3945 c.3660A>G

T C rs7716253by1000genomesMG-195-tumorMG-195-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-195-tumorMG-195-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-195-tumorMG-195-normal - 10 9441 c.8853T>C

G A rs2289247byFrequency|by1000genomesMG-195-tumorMG-195-normal + 11 1273 c.1063G>A

T C rs2229992byFrequency|by1000genomesMG-195-tumorMG-195-normal + 12 1838 c.1458T>C

C T MG-195-tumorMG-195-normal - 1 2559 c.1605G>A

A G rs40831 by1000genomesMG-195-tumorMG-195-normal + 2 2118 c.2085A>G

G A rs7853155by1000genomesMG-195-tumorMG-195-normal - 30 5337 c.5001C>T

G A rs4962081byFrequency|by1000genomesMG-195-tumorMG-195-normal - 22 3050 c.2829C>T

C T rs151174 by1000genomesMG-195-tumorMG-195-normal + 2 1740 c.1707C>T

G A rs7234999byFrequency|by1000genomesMG-195-tumorMG-195-normal - 5 5512 c.5299C>T

G A rs1800269byFrequency|by1000genomesMG-195-tumorMG-195-normal - 27 3940 c.3734C>T

G T rs138591330by1000genomesMG-195-tumorMG-195-normal - 27 8211 c.7863C>A

A G rs4659654byFrequency|by1000genomesMG-195-tumorMG-195-normal - 16 2000 c.1503T>C

C T rs1050475byFrequency|by1000genomesMG-195-tumorMG-195-normal + 7 1534 c.975C>T

A G rs2929158by1000genomesMG-195-tumorMG-195-normal - 19 4373 c.4163T>C

G T MG-195-tumorMG-195-normal - 13 1742 c.1536C>A

A G rs2737699byFrequency|by1000genomesMG-195-tumorMG-195-normal - 10 12892 c.12304T>C

T A rs35737760by1000genomesMG-195-tumorMG-195-normal + 19 2685 c.2520T>A

C T MG-195-tumorMG-195-normal - 3 370 c.335G>A

G A MG-195-tumorMG-195-normal - 7 889 c.796C>T

G C rs142017909byFrequencyMG-195-tumorMG-195-normal - 12 1953 c.1743C>G

C A rs2230018byFrequency|by1000genomesMG-195-tumorMG-195-normal + 17 2218 c.2177C>A

T A rs17264436byFrequency|by1000genomesMG-195-tumorMG-195-normal - 21 3503 c.3501A>T

T C rs33910491byFrequency|by1000genomesMG-195-tumorMG-195-normal - 5 4949 c.4736A>G

C T rs1801187byFrequency|by1000genomesMG-195-tumorMG-195-normal - 37 5440 c.5234G>A

C T rs4802382by1000genomesMG-195-tumorMG-195-normal + 6 554 c.360C>T

C A rs3739298byFrequency|by1000genomesMG-195-tumorMG-195-normal - 9 2230 c.1821G>T

A T rs10107774byFrequency|by1000genomesMG-195-tumorMG-195-normal + 3 1496 c.1342A>T

G A rs55656447byFrequency|by1000genomesMG-195-tumorMG-195-normal - 5 5162 c.4949C>T

T C rs12731746byFrequency|by1000genomesMG-195-tumorMG-195-normal - 11 1394 c.897A>G

C T rs57014690by1000genomesMG-195-tumorMG-195-normal - 6 1554 c.1232G>A

C T rs55979329by1000genomesMG-195-tumorMG-195-normal - 3 1257 c.725G>A

C T rs2273779byFrequency|by1000genomesMG-195-tumorMG-195-normal + 6 583 c.538C>T

C T rs61741409by1000genomesMG-195-tumorMG-195-normal - 4 948 c.841G>A

G A rs142702316byFrequencyMG-195-tumorMG-195-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-195-tumorMG-195-normal - 3 159 c.115A>G

C T rs72987361byFrequency|by1000genomesMG-195-tumorMG-195-normal - 3 898 c.558G>A

T C rs62075623 MG-19540-tumorMG-19540-normal- 14 1825 c.1732A>G

C G MG-19540-tumorMG-19540-normal+ 9 1216 c.1151C>G

A G rs3737940byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 7 3183 c.3138A>G

T C rs831043 byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 21 3354 c.3069A>G

C T rs150789968byFrequencyMG-19540-tumorMG-19540-normal+ 10 1533 c.1120C>T



C T rs2286007byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 8 2637 c.1994C>T

C T rs1386356byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 20 2134 c.1864G>A

G A rs3810188byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 2 1528 c.1173C>T

C T rs77376932byFrequencyMG-19540-tumorMG-19540-normal- 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 3 4602 c.4530C>T

G T rs12568784byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 3 7202 c.7130C>A

A T MG-19540-tumorMG-19540-normal+ 5 625 c.403A>T

C T rs72987361byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 3 898 c.558G>A

A G rs62077275 MG-19540-tumorMG-19540-normal- 2 173 c.80T>C

A G rs4143768byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 10 6783 c.6195T>C

T A MG-19540-tumorMG-19540-normal- 9 1265 c.1233A>T

C T MG-19540-tumorMG-19540-normal+ 5 840 c.560C>T

A G rs62077276 MG-19540-tumorMG-19540-normal- 2 170 c.77T>C

T C rs766894 by1000genomesMG-19540-tumorMG-19540-normal+ 25 2461 c.2295T>C

C T rs77791636by1000genomesMG-19540-tumorMG-19540-normal+ 6 1132 c.1080C>T

C G MG-19540-tumorMG-19540-normal+ 4 837 c.396C>G

T C rs3755806byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 15 2117 c.2115A>G

G A MG-19540-tumorMG-19540-normal+ 12 1591 c.1414G>A

C T rs61741759by1000genomesMG-19540-tumorMG-19540-normal+ 22 2332 c.2145C>T

G A rs2228000byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 9 1710 c.1496C>T

G C rs2240 byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 13 2935 c.2560C>G

C T MG-19540-tumorMG-19540-normal- 3 5767 c.5692G>A

G A rs7179364by1000genomesMG-19540-tumorMG-19540-normal+ 1 520 c.85G>A

G A rs7624750byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 4 707 c.473G>A

C A rs6738031by1000genomesMG-19540-tumorMG-19540-normal- 18 3000 c.2874G>T

C T rs210498 by1000genomesMG-19540-tumorMG-19540-normal- 23 1885 c.1518G>A

T C rs140778130by1000genomesMG-19540-tumorMG-19540-normal+ 46 7665 c.7185T>C

G A rs1128761byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 7 1219 c.966G>A

T G rs10817033by1000genomesMG-19540-tumorMG-19540-normal- 8 2079 c.1743A>C

A G rs2227973byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 2 2571 c.2459A>G

T C rs2251219byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 1 144 c.57C>T

T C rs9851685byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 23 2508 c.2274T>C

C T rs77440865by1000genomesMG-19540-tumorMG-19540-normal- 10 1226 c.1133G>A

T C rs2450122byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 10 2089 c.2004A>G

G A rs151218737byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 5 1499 c.1093G>A

A G rs7762830by1000genomesMG-19540-tumorMG-19540-normal+ 14 2120 c.1921A>G

G A rs3818831byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 2 193 c.121C>T

A G MG-19540-tumorMG-19540-normal+ 1 276 c.276A>G

A G rs33953730by1000genomesMG-19540-tumorMG-19540-normal- 25 4326 c.4200T>C

C T rs1043141byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 4 2376 c.342C>T

A G rs142880481byFrequencyMG-19540-tumorMG-19540-normal- 12 2047 c.1803T>C

A G rs40831 by1000genomesMG-19540-tumorMG-19540-normal+ 2 2118 c.2085A>G

G A rs1718878byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 16 2064 c.1887T>A

A G MG-19540-tumorMG-19540-normal+ 1 492 c.492A>G



G A rs1713982byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 15 2261 c.1848G>A

A C rs77739281 MG-19540-tumorMG-19540-normal- 10 1194 c.1101T>G

G A rs77042968byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 6 1061 c.583G>A

G A MG-19540-tumorMG-19540-normal+ 1 1372 c.1372G>A

T C rs3026101by1000genomesMG-19540-tumorMG-19540-normal+ 14 2279 c.2055T>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 1 3698 c.738G>A

C T MG-19540-tumorMG-19540-normal+ 20 3982 c.3905C>T

T C rs1048500byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 69 11621 c.10650G>A

C T rs2227999byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 9 1689 c.1475G>A

G A rs10082432byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 13 8757 c.8382C>T

G A MG-19540-tumorMG-19540-normal+ 6 1154 c.1102G>A

C A MG-19540-tumorMG-19540-normal- 16 2331 c.2244G>T

T C rs7935 byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 9 1808 c.1524T>C

A G rs6679449by1000genomesMG-19540-tumorMG-19540-normal- 3 1923 c.1851T>C

C G MG-19540-tumorMG-19540-normal+ 3 222 c.140C>G

A G rs17001075byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 9 1793 c.1509A>G

G C rs3088074byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 9 2999 c.2785C>G

T C MG-19540-tumorMG-19540-normal+ 1 910 c.910T>C

T G rs62075657 MG-19540-tumorMG-19540-normal- 13 1770 c.1677A>C

G T rs2075249byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 21 3339 c.3054C>A

C A rs79011039byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 6 1050 c.572C>A

T C rs10082391byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 13 8654 c.8279A>G

C G rs3817428by1000genomesMG-19540-tumorMG-19540-normal+ 15 7493 c.7119C>G

A G rs117585894byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 10 2259 c.2040A>G

G A rs16885 byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-19540-tumorMG-19540-normal- 15 3032 c.2696A>G

C T rs12777740byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 13 8321 c.7946G>A

T C rs34750407byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 14 9680 c.9305A>G

T C rs2229992byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 12 1838 c.1458T>C

A T MG-19540-tumorMG-19540-normal+ 4 485 c.105A>T

T C rs2241190byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 13 6002 c.5627G>A

C T MG-19540-tumorMG-19540-normal+ 10 1444 c.1370C>T

T C rs7275 by1000genomesMG-19540-tumorMG-19540-normal+ 35 5267 c.4983T>C

T C MG-19540-tumorMG-19540-normal+ 4 610

T G rs1889323by1000genomesMG-19540-tumorMG-19540-normal- 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-19540-tumorMG-19540-normal- 24 4324 c.3988T>A

A G MG-19540-tumorMG-19540-normal+ 1 340 c.340A>G

T C rs7714670by1000genomesMG-19540-tumorMG-19540-normal+ 6 849 c.673T>C

A G rs7220394byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 12 1509 c.1416T>C

G C rs60140950byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 9 986 c.767G>C

A T rs7095325byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 7 1087 c.712T>A

C T rs10082533byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 13 8753 c.8378G>A

C A MG-19540-tumorMG-19540-normal+ 1 706 c.706C>A

A G rs16831887byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 9 2111 c.2023A>G

A G rs61734282byFrequencyMG-19540-tumorMG-19540-normal- 16 1394 c.1364T>C



T C rs2075252byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 66 12565 c.12280A>G

G A rs2229354byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 7 1131 c.924G>A

T C rs76715333 MG-19540-tumorMG-19540-normal- 13 1671 c.1578A>G

G A rs149472569byFrequencyMG-19540-tumorMG-19540-normal- 9 2622 c.2213C>T

C A rs145848316byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 34 5271 c.5053G>T

T C rs34890218|rs71194738MG-19540-tumorMG-19540-normal- 1 2553 c.1599A>G

G A rs144383071byFrequencyMG-19540-tumorMG-19540-normal- 3 3345 c.3270C>T

T G rs62075658 MG-19540-tumorMG-19540-normal- 13 1761 c.1668A>C

C T rs11016072byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 13 8909 c.8534G>A

C T rs169758 by1000genomesMG-19540-tumorMG-19540-normal- 23 1959 c.1592G>A

C T MG-19540-tumorMG-19540-normal+ 1 657 c.657C>T

C T rs4750936byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 13 4011 c.3636G>A

G A rs2271189byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 27 3788 c.3348G>A

C G rs11016076byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 8 1866 c.1491G>C

G A rs146662463byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 19 3489 c.3279C>T

C T MG-19540-tumorMG-19540-normal- 5 1212 c.926G>A

A G rs3208627 MG-19540-tumorMG-19540-normal- 2 153 c.60T>C

A C rs62077264 MG-19540-tumorMG-19540-normal- 7 854 c.761T>G

T C MG-19540-tumorMG-19540-normal+ 1 52 c.52T>C

C A rs6453022by1000genomesMG-19540-tumorMG-19540-normal+ 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 3 290 c.80G>A

A G rs9667 by1000genomesMG-19540-tumorMG-19540-normal+ 3 354 c.168A>G

A G rs180744 by1000genomesMG-19540-tumorMG-19540-normal+ 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-19540-tumorMG-19540-normal- 3 142 c.98T>G

C T rs80127039byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 13 2174 c.1657C>T

T C rs41266134byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 3 1625 c.1550A>G

A G rs77145198byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 20 2943 c.2856T>C

G C MG-19540-tumorMG-19540-normal- 5 1009 c.1010C>G

C G rs55638633 MG-19540-tumorMG-19540-normal+ 11 3282 c.3055C>G

C T rs3812458byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 22 2662 c.2385C>T

T C rs831042 byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 24 3945 c.3660A>G

C T rs34594998by1000genomesMG-19540-tumorMG-19540-normal+ 9 1733 c.1509C>T

G A rs2248407byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 4 1003 c.918C>T

T C rs7716253by1000genomesMG-19540-tumorMG-19540-normal+ 8 1121 c.945T>C

A C rs76504934by1000genomesMG-19540-tumorMG-19540-normal- 4 464 c.427T>G

A G rs4444457byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 54 9497 c.8526T>C

G T rs138591330by1000genomesMG-19540-tumorMG-19540-normal- 27 8211 c.7863C>A

A G rs9552929byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 10 9441 c.8853T>C

C T rs3743398by1000genomesMG-19540-tumorMG-19540-normal+ 12 2965 c.2591C>T

C G rs2509943byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 11 1273 c.1063G>A

G A MG-19540-tumorMG-19540-normal+ 8 2159 c.802G>A

C T MG-19540-tumorMG-19540-normal+ 8 612 c.514C>T

C T rs151174 by1000genomesMG-19540-tumorMG-19540-normal+ 2 1740 c.1707C>T

G A rs80198225 MG-19540-tumorMG-19540-normal+ 8 527 c.527G>A



T C rs11016071byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 13 9086 c.8711A>G

T C rs2229263byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 3 533 c.248A>G

C T rs468525 by1000genomesMG-19540-tumorMG-19540-normal- 6 478 c.111G>A

T G rs113206140 MG-19540-tumorMG-19540-normal- 7 883 c.790A>C

G C rs2240089byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 12 3187 c.3003C>G

A G rs2737699byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 10 12892 c.12304T>C

A G rs1385600byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 5 1375 c.1290T>C

C T rs2282303byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 3 899 c.827G>A

G T rs7083622byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 13 7385 c.7010C>A

G A rs2227983byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 13 1739 c.1562G>A

T A rs17264436byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 21 3503 c.3501A>T

G T rs147825872 MG-19540-tumorMG-19540-normal+ 20 4359 c.4282G>T

G A rs12729662byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 3 8430 c.8355C>T

A G rs149271 by1000genomesMG-19540-tumorMG-19540-normal+ 2 543 c.510A>G

A G rs1980131byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 37 5440 c.5234G>A

G A rs143974284byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 11 1160 c.915G>A

G A rs2124203byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 19 2832 c.2745C>T

T A rs2060198byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 27 5204 c.4914T>A

C T rs62637614byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 2 1183 c.774G>A

T G rs1050767byFrequency|by1000genomesMG-19540-tumorMG-19540-normal- 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-19540-tumorMG-19540-normal+ 6 583 c.538C>T

T C rs78472618byFrequencyMG-19540-tumorMG-19540-normal- 3 159 c.115A>G

C T rs3745764byFrequency|by1000genomesMG-196-tumorMG-196-normal + 9 2705 c.1064C>T

G A rs33969768byFrequency|by1000genomesMG-196-tumorMG-196-normal - 8 5863 c.5650C>T

T C rs831043 byFrequency|by1000genomesMG-196-tumorMG-196-normal - 21 3354 c.3069A>G

C T rs75212846byFrequency|by1000genomesMG-196-tumorMG-196-normal - 35 6033 c.5697G>A

A G rs146505774by1000genomesMG-196-tumorMG-196-normal + 11 2544 c.2362A>G

G A MG-196-tumorMG-196-normal + 11 3264 c.2883G>A

C T rs1386356byFrequency|by1000genomesMG-196-tumorMG-196-normal - 85 14018 c.13047G>A

C T MG-196-tumorMG-196-normal - 3 300 c.263G>A

C T rs77791636by1000genomesMG-196-tumorMG-196-normal + 6 1132 c.1080C>T

G A rs62070401by1000genomesMG-196-tumorMG-196-normal - 12 2205 c.2162C>T

C T rs17290559byFrequency|by1000genomesMG-196-tumorMG-196-normal + 21 2685 c.2508C>T

G T rs2075249byFrequency|by1000genomesMG-196-tumorMG-196-normal - 21 3339 c.3054C>A

A T MG-196-tumorMG-196-normal + 5 625 c.403A>T

T C rs141049734byFrequencyMG-196-tumorMG-196-normal - 18 3186 c.2968A>G

G T rs74942016byFrequency|by1000genomesMG-196-tumorMG-196-normal + 9 1322 c.805G>T

C A rs3739298byFrequency|by1000genomesMG-196-tumorMG-196-normal - 9 2230 c.1821G>T

C T rs9105 byFrequency|by1000genomesMG-196-tumorMG-196-normal + 33 4964 c.4680C>T

G A rs151079411byFrequencyMG-196-tumorMG-196-normal - 29 5116 c.4831C>T

T C rs62070402by1000genomesMG-196-tumorMG-196-normal - 12 2105 c.2062A>G

T C rs766894 by1000genomesMG-196-tumorMG-196-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-196-tumorMG-196-normal - 8 1357 c.1139G>T

C T rs2293347byFrequency|by1000genomesMG-196-tumorMG-196-normal + 25 3159 c.2982C>T

C T MG-196-tumorMG-196-normal - 3 1048 c.516G>A

T G rs41279045byFrequency|by1000genomesMG-196-tumorMG-196-normal - 36 6228 c.5892A>C



G A rs3744249byFrequency|by1000genomesMG-196-tumorMG-196-normal + 11 2561 c.2172G>A

C T rs72987361byFrequency|by1000genomesMG-196-tumorMG-196-normal - 3 898 c.558G>A

A G rs2229268byFrequency|by1000genomesMG-196-tumorMG-196-normal - 61 11886 c.11601T>C

A G rs3108200byFrequency|by1000genomesMG-196-tumorMG-196-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-196-tumorMG-196-normal - 15 2117 c.2115A>G

G A rs7234999byFrequency|by1000genomesMG-196-tumorMG-196-normal - 5 5512 c.5299C>T

C T rs149148763byFrequency|by1000genomesMG-196-tumorMG-196-normal - 48 9177 c.8892G>A

G A rs2228000byFrequency|by1000genomesMG-196-tumorMG-196-normal - 9 1710 c.1496C>T

G C rs12104021by1000genomesMG-196-tumorMG-196-normal - 3 790 c.258C>G

C A rs2973558by1000genomesMG-196-tumorMG-196-normal + 20 2514 c.2338C>A

G C rs2240 byFrequency|by1000genomesMG-196-tumorMG-196-normal - 13 2935 c.2560C>G

G A rs7179364by1000genomesMG-196-tumorMG-196-normal + 1 520 c.85G>A

C A rs6738031by1000genomesMG-196-tumorMG-196-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-196-tumorMG-196-normal - 16 2000 c.1503T>C

C T rs2229265byFrequency|by1000genomesMG-196-tumorMG-196-normal - 54 10788 c.10503G>A

A G rs33954745byFrequency|by1000genomesMG-196-tumorMG-196-normal - 17 2661 c.2376T>C

A G rs10853307by1000genomesMG-196-tumorMG-196-normal - 3 1368 c.836T>C

G A rs12104022by1000genomesMG-196-tumorMG-196-normal - 3 784 c.252C>T

T G rs12963422byFrequency|by1000genomesMG-196-tumorMG-196-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-196-tumorMG-196-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-196-tumorMG-196-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-196-tumorMG-196-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-196-tumorMG-196-normal - 6 924 c.639C>T

T C rs28489116by1000genomesMG-196-tumorMG-196-normal - 10 5194 c.4985A>G

A G MG-196-tumorMG-196-normal + 1 411 c.411A>G

A G rs41278435by1000genomesMG-196-tumorMG-196-normal - 38 9715 c.9379T>C

T C MG-196-tumorMG-196-normal - 3 305 c.270A>G

G A rs1718878byFrequency|by1000genomesMG-196-tumorMG-196-normal + 13 2003 c.1590G>A

C T rs3796031byFrequency|by1000genomesMG-196-tumorMG-196-normal - 17 2399 c.1947G>A

G C rs2227910byFrequency|by1000genomesMG-196-tumorMG-196-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-196-tumorMG-196-normal + 16 2064 c.1887T>A

C T rs2229067byFrequency|by1000genomesMG-196-tumorMG-196-normal + 11 3296 c.2915C>T

T G rs79385100by1000genomesMG-196-tumorMG-196-normal - 11 1929 c.1930A>C

G A rs1713982byFrequency|by1000genomesMG-196-tumorMG-196-normal + 15 2261 c.1848G>A

A G MG-196-tumorMG-196-normal - 15 1346 c.1346T>C

G A rs61742321by1000genomesMG-196-tumorMG-196-normal - 2 813 c.486C>T

C A rs114687140byFrequency|by1000genomesMG-196-tumorMG-196-normal - 13 9413 c.9038G>T

G A rs10964471byFrequency|by1000genomesMG-196-tumorMG-196-normal + 2 386 c.177G>A

G A MG-196-tumorMG-196-normal - 4 836 c.837C>T

A G rs2973568by1000genomesMG-196-tumorMG-196-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-196-tumorMG-196-normal + 14 2279 c.2055T>C

C T rs55993306by1000genomesMG-196-tumorMG-196-normal - 20 3946 c.3859G>A

G A rs76469101byFrequency|by1000genomesMG-196-tumorMG-196-normal - 35 5969 c.5633C>T

T C rs1048500byFrequency|by1000genomesMG-196-tumorMG-196-normal + 2 1791 c.684T>C

G A MG-196-tumorMG-196-normal - 4 453 c.138C>T

G A rs10082432byFrequency|by1000genomesMG-196-tumorMG-196-normal - 13 8757 c.8382C>T

C T rs144293078byFrequencyMG-196-tumorMG-196-normal + 14 1947 c.1509C>T



C G rs143879890by1000genomesMG-196-tumorMG-196-normal - 16 2320 c.2233G>C

C T rs55979329by1000genomesMG-196-tumorMG-196-normal - 3 1257 c.725G>A

T C rs7935 byFrequency|by1000genomesMG-196-tumorMG-196-normal + 9 1808 c.1524T>C

C T rs7240355byFrequency|by1000genomesMG-196-tumorMG-196-normal - 5 5238 c.5025G>A

T A rs79661992byFrequency|by1000genomesMG-196-tumorMG-196-normal - 13 8111 c.7736A>T

G A rs1800273byFrequency|by1000genomesMG-196-tumorMG-196-normal - 45 6669 c.6463C>T

G A rs33954691byFrequency|by1000genomesMG-196-tumorMG-196-normal - 14 3096 c.3039C>T

A G rs62177519 MG-196-tumorMG-196-normal + 4 919 c.825A>G

C T rs11547311byFrequency|by1000genomesMG-196-tumorMG-196-normal + 8 702 c.570C>T

A G rs61739182byFrequency|by1000genomesMG-196-tumorMG-196-normal - 12 3076 c.2892T>C

A G rs150594 byFrequency|by1000genomesMG-196-tumorMG-196-normal - 13 1559 c.1356T>C

A C rs76504934by1000genomesMG-196-tumorMG-196-normal - 4 464 c.427T>G

C T rs2931423by1000genomesMG-196-tumorMG-196-normal + 19 2459 c.2283C>T

T C rs10082391byFrequency|by1000genomesMG-196-tumorMG-196-normal - 13 8654 c.8279A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-196-tumorMG-196-normal + 7 1597 c.1215T>C

A C rs76437836byFrequencyMG-196-tumorMG-196-normal - 3 142 c.98T>G

C T rs7300444byFrequency|by1000genomesMG-196-tumorMG-196-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-196-tumorMG-196-normal + 17 1912 c.1092A>C

C T MG-196-tumorMG-196-normal + 35 5013 c.4848C>T

G A rs16885 byFrequency|by1000genomesMG-196-tumorMG-196-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-196-tumorMG-196-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-196-tumorMG-196-normal + 12 1807 c.1631C>T

C T rs12777740byFrequency|by1000genomesMG-196-tumorMG-196-normal - 13 8321 c.7946G>A

T C rs2229992byFrequency|by1000genomesMG-196-tumorMG-196-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-196-tumorMG-196-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-196-tumorMG-196-normal - 13 6002 c.5627G>A

A G rs3822625by1000genomesMG-196-tumorMG-196-normal + 14 3084 c.3084A>G

G A rs6070697byFrequency|by1000genomesMG-196-tumorMG-196-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-196-tumorMG-196-normal + 35 5267 c.4983T>C

G A rs17656599byFrequency|by1000genomesMG-196-tumorMG-196-normal - 12 2007 c.1823C>T

A G rs2227985byFrequency|by1000genomesMG-196-tumorMG-196-normal + 9 1878 c.1497A>G

A G MG-196-tumorMG-196-normal + 15 2100 c.1935A>G

C T rs3796032byFrequency|by1000genomesMG-196-tumorMG-196-normal - 17 2381 c.1929G>A

C T rs2271806byFrequency|by1000genomesMG-196-tumorMG-196-normal + 18 2822 c.2409C>T

G A rs3793379byFrequency|by1000genomesMG-196-tumorMG-196-normal + 32 4159 c.3882G>A

G A rs3810479byFrequency|by1000genomesMG-196-tumorMG-196-normal - 17 7692 c.7623C>T

T C rs7714670by1000genomesMG-196-tumorMG-196-normal + 6 849 c.673T>C

G C rs60140950byFrequency|by1000genomesMG-196-tumorMG-196-normal + 9 986 c.767G>C

C T rs10082533byFrequency|by1000genomesMG-196-tumorMG-196-normal - 13 8753 c.8378G>A

A G rs16831887byFrequency|by1000genomesMG-196-tumorMG-196-normal + 9 2111 c.2023A>G

A T rs7095325byFrequency|by1000genomesMG-196-tumorMG-196-normal - 7 1087 c.712T>A

T C rs2075252byFrequency|by1000genomesMG-196-tumorMG-196-normal - 66 12565 c.12280A>G

T A MG-196-tumorMG-196-normal - 35 6126 c.5790A>T

G C rs45469098by1000genomesMG-196-tumorMG-196-normal - 1 255 c.256C>G

C G rs149605490by1000genomesMG-196-tumorMG-196-normal + 3 1000 c.781C>G

T G rs1800275byFrequency|by1000genomesMG-196-tumorMG-196-normal - 48 7302 c.7096A>C

G A rs139514301 MG-196-tumorMG-196-normal - 42 8151 c.7866C>T



A T rs41310248byFrequency|by1000genomesMG-196-tumorMG-196-normal - 3 1001 c.139T>A

C T rs7904627byFrequency|by1000genomesMG-196-tumorMG-196-normal - 5 1356 c.1242G>A

C T rs4750936byFrequency|by1000genomesMG-196-tumorMG-196-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-196-tumorMG-196-normal - 8 1866 c.1491G>C

C A rs16829829byFrequency|by1000genomesMG-196-tumorMG-196-normal + 23 3457 c.2314C>A

G A rs7853155by1000genomesMG-196-tumorMG-196-normal - 30 5337 c.5001C>T

G A rs17591320byFrequency|by1000genomesMG-196-tumorMG-196-normal - 3 657 c.466C>T

C T rs41306644byFrequency|by1000genomesMG-196-tumorMG-196-normal - 6 743 c.368G>A

G A rs3733415by1000genomesMG-196-tumorMG-196-normal - 2 601 c.392C>T

C G rs2229070byFrequency|by1000genomesMG-196-tumorMG-196-normal + 11 2733 c.2352C>G

C G rs11971880byFrequency|by1000genomesMG-196-tumorMG-196-normal + 3 1192 c.634C>G

G A rs6018623byFrequency|by1000genomesMG-196-tumorMG-196-normal + 20 3957 c.3741G>A

C A rs6453022by1000genomesMG-196-tumorMG-196-normal + 7 1027 c.851C>A

G A rs11177 byFrequency|by1000genomesMG-196-tumorMG-196-normal + 3 290 c.80G>A

C T MG-196-tumorMG-196-normal - 8 1256 c.1038G>A

G A rs2127898byFrequency|by1000genomesMG-196-tumorMG-196-normal - 6 1130 c.920C>T

G A rs34717358byFrequency|by1000genomesMG-196-tumorMG-196-normal + 11 2250 c.1869G>A

A G MG-196-tumorMG-196-normal + 1 1029 c.1029A>G

G A MG-196-tumorMG-196-normal - 3 1505 c.973C>T

G C MG-196-tumorMG-196-normal - 5 1009 c.1010C>G

G A rs1128761byFrequency|by1000genomesMG-196-tumorMG-196-normal + 7 1219 c.966G>A

G A rs2973566by1000genomesMG-196-tumorMG-196-normal + 14 1930 c.1754G>A

T C rs831042 byFrequency|by1000genomesMG-196-tumorMG-196-normal - 24 3945 c.3660A>G

T C rs539858|rs78098996byFrequency|by1000genomesMG-196-tumorMG-196-normal - 20 3029 c.3024A>G

C T MG-196-tumorMG-196-normal + 11 2513 c.2331C>T

T C rs9646771by1000genomesMG-196-tumorMG-196-normal - 4 787 c.447A>G

C T rs34996572byFrequency|by1000genomesMG-196-tumorMG-196-normal - 8 6006 c.5937G>A

G A rs1800725byFrequency|by1000genomesMG-196-tumorMG-196-normal + 11 1730 c.1100G>A

T C rs7716253by1000genomesMG-196-tumorMG-196-normal + 8 1121 c.945T>C

T C rs11886219byFrequency|by1000genomesMG-196-tumorMG-196-normal - 36 6144 c.5859A>G

A G MG-196-tumorMG-196-normal - 2 624 c.92T>C

A G rs28647489by1000genomesMG-196-tumorMG-196-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-196-tumorMG-196-normal - 54 9497 c.8526T>C

G A rs2289247byFrequency|by1000genomesMG-196-tumorMG-196-normal + 11 1273 c.1063G>A

T C rs11016071byFrequency|by1000genomesMG-196-tumorMG-196-normal - 13 9086 c.8711A>G

C T rs1130233byFrequency|by1000genomesMG-196-tumorMG-196-normal - 8 2206 c.726G>A

G T rs41296069by1000genomesMG-196-tumorMG-196-normal - 11 2415 c.2079C>A

C G rs2509943byFrequency|by1000genomesMG-196-tumorMG-196-normal + 3 776 c.279C>G

G T MG-196-tumorMG-196-normal - 3 283 c.248C>A

A G rs2229267byFrequency|by1000genomesMG-196-tumorMG-196-normal - 29 5160 c.4875T>C

T C rs12990449byFrequency|by1000genomesMG-196-tumorMG-196-normal - 2 1114 c.143A>G

T C rs56145533byFrequency|by1000genomesMG-196-tumorMG-196-normal - 5 4496 c.4283A>G

G A rs55855602by1000genomesMG-196-tumorMG-196-normal - 3 1030 c.498C>T

T C rs4149056byFrequency|by1000genomesMG-196-tumorMG-196-normal + 6 617 c.521T>C

C T rs3814883byFrequency|by1000genomesMG-196-tumorMG-196-normal + 13 2402 c.1359C>T

C T rs872665 by1000genomesMG-196-tumorMG-196-normal - 7 1855 c.1519G>A

A G rs2929158by1000genomesMG-196-tumorMG-196-normal - 19 4373 c.4163T>C



G A MG-196-tumorMG-196-normal - 19 3620 c.3410C>T

C T MG-196-tumorMG-196-normal - 3 370 c.335G>A

T A rs56279059by1000genomesMG-196-tumorMG-196-normal - 3 1034 c.502A>T

C G MG-196-tumorMG-196-normal + 1 1130 c.759C>G

G C rs142017909byFrequencyMG-196-tumorMG-196-normal - 12 1953 c.1743C>G

G A rs2227983byFrequency|by1000genomesMG-196-tumorMG-196-normal + 13 1739 c.1562G>A

A T rs6685892byFrequency|by1000genomesMG-196-tumorMG-196-normal - 34 7560 c.7341T>A

T A rs17264436byFrequency|by1000genomesMG-196-tumorMG-196-normal - 21 3503 c.3501A>T

G T rs147825872 MG-196-tumorMG-196-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-196-tumorMG-196-normal - 5 4949 c.4736A>G

T C MG-196-tumorMG-196-normal + 8 505 c.505T>C

C T rs151182657byFrequencyMG-196-tumorMG-196-normal - 9 1295 c.1263G>A

G A rs143974284byFrequency|by1000genomesMG-196-tumorMG-196-normal + 11 1160 c.915G>A

C T rs55913776 MG-196-tumorMG-196-normal - 3 1207 c.675G>A

T C rs12731746byFrequency|by1000genomesMG-196-tumorMG-196-normal - 11 1394 c.897A>G

T G rs1050767byFrequency|by1000genomesMG-196-tumorMG-196-normal - 13 8533 c.8158A>C

G A rs142702316byFrequencyMG-196-tumorMG-196-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-196-tumorMG-196-normal - 3 159 c.115A>G

T C MG-196-tumorMG-196-normal - 1 495 c.496A>G

C T rs3745764byFrequency|by1000genomesMG-197-tumorMG-197-normal + 9 2705 c.1064C>T

T C rs41315020byFrequency|by1000genomesMG-197-tumorMG-197-normal - 8 1497 c.909A>G

T C rs4989318by1000genomesMG-197-tumorMG-197-normal - 4 1325 c.1130A>G

A G rs11915822byFrequency|by1000genomesMG-197-tumorMG-197-normal - 13 6588 c.6478T>C

C T rs1386356byFrequency|by1000genomesMG-197-tumorMG-197-normal - 85 14018 c.13047G>A

A G rs1136159byFrequency|by1000genomesMG-197-tumorMG-197-normal - 10 1068 c.860T>C

C T MG-197-tumorMG-197-normal - 3 300 c.263G>A

C T MG-197-tumorMG-197-normal + 3 423 c.43C>T

A G MG-197-tumorMG-197-normal + 46 6811 c.6646A>G

A G rs9332783byFrequencyMG-197-tumorMG-197-normal + 4 3314 c.3291A>G

C T rs11591817byFrequency|by1000genomesMG-197-tumorMG-197-normal - 13 6002 c.5627G>A

G A rs33954691byFrequency|by1000genomesMG-197-tumorMG-197-normal - 14 3096 c.3039C>T

T C rs141049734byFrequencyMG-197-tumorMG-197-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-197-tumorMG-197-normal - 10 6783 c.6195T>C

C T rs2078478by1000genomesMG-197-tumorMG-197-normal - 5 411 c.392G>A

C A rs138908625byFrequency|by1000genomesMG-197-tumorMG-197-normal - 8 1357 c.1139G>T

A G rs4532127byFrequency|by1000genomesMG-197-tumorMG-197-normal + 13 1587 c.1377A>G

A G MG-197-tumorMG-197-normal + 1 490 c.490A>G

A G rs3108200byFrequency|by1000genomesMG-197-tumorMG-197-normal + 3 2040 c.810A>G

C T rs210498 by1000genomesMG-197-tumorMG-197-normal - 23 1885 c.1518G>A

C T rs199930 by1000genomesMG-197-tumorMG-197-normal + 36 5181 c.5016C>T

T G MG-197-tumorMG-197-normal - 13 6335 c.5960A>C

T C rs7716253by1000genomesMG-197-tumorMG-197-normal + 8 1121 c.945T>C

G A MG-197-tumorMG-197-normal - 2 1995 c.1139C>T

A G MG-197-tumorMG-197-normal + 1 375 c.375A>G

G A rs17634853by1000genomesMG-197-tumorMG-197-normal + 34 4564 c.4388G>A

C A rs2973558by1000genomesMG-197-tumorMG-197-normal + 20 2514 c.2338C>A

G C rs2240 byFrequency|by1000genomesMG-197-tumorMG-197-normal - 13 2935 c.2560C>G



G A rs34395441by1000genomesMG-197-tumorMG-197-normal + 2 2563 c.2530G>A

T C rs78472618byFrequencyMG-197-tumorMG-197-normal - 3 159 c.115A>G

C T rs77791636by1000genomesMG-197-tumorMG-197-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-197-tumorMG-197-normal - 18 3000 c.2874G>T

C T rs872665 by1000genomesMG-197-tumorMG-197-normal - 7 1855 c.1519G>A

G A rs41294868by1000genomesMG-197-tumorMG-197-normal + 14 2132 c.1933G>A

T C rs8089144by1000genomesMG-197-tumorMG-197-normal - 7 1142 c.1143A>G

T C rs9851685byFrequency|by1000genomesMG-197-tumorMG-197-normal + 23 2508 c.2274T>C

G A rs148444026byFrequency|by1000genomesMG-197-tumorMG-197-normal - 23 1927 c.1560C>T

C G MG-197-tumorMG-197-normal - 3 1116 c.1044G>C

T C rs9646771by1000genomesMG-197-tumorMG-197-normal - 4 787 c.447A>G

C T rs2274550by1000genomesMG-197-tumorMG-197-normal + 54 8820 c.8286C>T

C G rs3818764by1000genomesMG-197-tumorMG-197-normal - 4 1331 c.995G>C

G T rs146238849byFrequency|by1000genomesMG-197-tumorMG-197-normal - 8 1391 c.1173C>A

G A MG-197-tumorMG-197-normal + 13 2232 c.1715G>A

T C rs4652678by1000genomesMG-197-tumorMG-197-normal + 28 4116 c.3951T>C

C T rs142336181 MG-197-tumorMG-197-normal - 3 2776 c.2701G>A

G A rs61748204byFrequency|by1000genomesMG-197-tumorMG-197-normal - 38 5114 c.5084C>T

T C rs28489116by1000genomesMG-197-tumorMG-197-normal - 10 5194 c.4985A>G

T C rs1002519byFrequency|by1000genomesMG-197-tumorMG-197-normal + 1 196 c.196T>C

A T MG-197-tumorMG-197-normal + 10 1405 c.964A>T

A G rs7762830by1000genomesMG-197-tumorMG-197-normal + 14 2120 c.1921A>G

C G MG-197-tumorMG-197-normal - 6 293 c.249G>C

T C rs140192268byFrequency|by1000genomesMG-197-tumorMG-197-normal + 6 1398 c.1114T>C

G A rs11549105byFrequency|by1000genomesMG-197-tumorMG-197-normal - 6 1228 c.1224C>T

T C MG-197-tumorMG-197-normal + 8 505 c.505T>C

T C rs11373 byFrequency|by1000genomesMG-197-tumorMG-197-normal - 3 787 c.367A>G

C T rs1035938by1000genomesMG-197-tumorMG-197-normal + 6 1538 c.1344C>T

C T rs45554841by1000genomesMG-197-tumorMG-197-normal - 1 214 c.215G>A

T C MG-197-tumorMG-197-normal - 3 305 c.270A>G

G C rs149205749byFrequencyMG-197-tumorMG-197-normal - 17 1345 c.1301C>G

G A rs61753697byFrequency|by1000genomesMG-197-tumorMG-197-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-197-tumorMG-197-normal + 2 2118 c.2085A>G

A C rs10473959by1000genomesMG-197-tumorMG-197-normal + 6 999 c.823A>C

C T MG-197-tumorMG-197-normal - 8 1264 c.1080G>A

T A rs17337023byFrequency|by1000genomesMG-197-tumorMG-197-normal + 16 2064 c.1887T>A

C A rs12454500by1000genomesMG-197-tumorMG-197-normal - 1 497 c.498G>T

C G rs78992879byFrequency|by1000genomesMG-197-tumorMG-197-normal + 34 4798 c.4622C>G

G A MG-197-tumorMG-197-normal - 34 9725 c.9726C>T

G A rs2127898byFrequency|by1000genomesMG-197-tumorMG-197-normal - 6 1130 c.920C>T

A G rs13346368by1000genomesMG-197-tumorMG-197-normal + 10 3324 c.3130A>G

A G rs11538677by1000genomesMG-197-tumorMG-197-normal + 49 8035 c.7501A>G

C A rs114687140byFrequency|by1000genomesMG-197-tumorMG-197-normal - 13 9413 c.9038G>T

A G rs2973568by1000genomesMG-197-tumorMG-197-normal + 13 1856 c.1680A>G

C T rs17634865by1000genomesMG-197-tumorMG-197-normal + 34 4818 c.4642C>T

T C rs3026101by1000genomesMG-197-tumorMG-197-normal + 14 2279 c.2055T>C

C T rs55993306by1000genomesMG-197-tumorMG-197-normal - 20 3946 c.3859G>A



C T rs34372796byFrequencyMG-197-tumorMG-197-normal + 11 2082 c.1701C>T

G A rs80198225 MG-197-tumorMG-197-normal + 8 527 c.527G>A

C T rs76844681 MG-197-tumorMG-197-normal - 16 2899 c.2681G>A

T C rs1048500byFrequency|by1000genomesMG-197-tumorMG-197-normal + 2 1791 c.684T>C

C T rs28997582byFrequency|by1000genomesMG-197-tumorMG-197-normal + 29 4337 c.4053C>T

A T rs3739451by1000genomesMG-197-tumorMG-197-normal - 39 9817 c.9481T>A

G A rs10082432byFrequency|by1000genomesMG-197-tumorMG-197-normal - 13 8757 c.8382C>T

C T rs45443899byFrequency|by1000genomesMG-197-tumorMG-197-normal + 2 304 c.217C>T

C G rs143879890by1000genomesMG-197-tumorMG-197-normal - 16 2320 c.2233G>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-197-tumorMG-197-normal + 7 1597 c.1215T>C

G A rs2074852byFrequency|by1000genomesMG-197-tumorMG-197-normal - 6 702 c.372C>T

T C rs7935 byFrequency|by1000genomesMG-197-tumorMG-197-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-197-tumorMG-197-normal - 2 514 c.174G>A

G A rs7624750byFrequency|by1000genomesMG-197-tumorMG-197-normal + 4 707 c.473G>A

T C rs143332174by1000genomesMG-197-tumorMG-197-normal - 3 244 c.207A>G

C T rs11547311byFrequency|by1000genomesMG-197-tumorMG-197-normal + 8 702 c.570C>T

A G rs150594 byFrequency|by1000genomesMG-197-tumorMG-197-normal - 13 1559 c.1356T>C

A C rs76504934by1000genomesMG-197-tumorMG-197-normal - 4 464 c.427T>G

G A rs2229266byFrequency|by1000genomesMG-197-tumorMG-197-normal - 6 924 c.639C>T

C T rs2931423by1000genomesMG-197-tumorMG-197-normal + 19 2459 c.2283C>T

A G rs9667 by1000genomesMG-197-tumorMG-197-normal + 3 354 c.168A>G

T C rs61751603byFrequency|by1000genomesMG-197-tumorMG-197-normal - 9 1894 c.1672A>G

C T rs79175852|rs3906245|rs67658094MG-197-tumorMG-197-normal - 1 701 c.540G>A

C T rs35775721byFrequency|by1000genomesMG-197-tumorMG-197-normal + 2 734 c.534C>T

C T rs7300444byFrequency|by1000genomesMG-197-tumorMG-197-normal + 19 5383 c.4740C>T

G A rs2124203byFrequency|by1000genomesMG-197-tumorMG-197-normal - 19 2832 c.2745C>T

A C rs881732 by1000genomesMG-197-tumorMG-197-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-197-tumorMG-197-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-197-tumorMG-197-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-197-tumorMG-197-normal + 12 1807 c.1631C>T

C T rs12777740byFrequency|by1000genomesMG-197-tumorMG-197-normal - 13 8321 c.7946G>A

G T rs7206111byFrequency|by1000genomesMG-197-tumorMG-197-normal - 9 1041 c.404C>A

T C rs7714670by1000genomesMG-197-tumorMG-197-normal + 6 849 c.673T>C

G A rs6070697byFrequency|by1000genomesMG-197-tumorMG-197-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-197-tumorMG-197-normal + 35 5267 c.4983T>C

A G rs826549 by1000genomesMG-197-tumorMG-197-normal + 18 2676 c.2550A>G

C G rs2282302byFrequency|by1000genomesMG-197-tumorMG-197-normal - 3 965 c.893G>C

G C rs61735455by1000genomesMG-197-tumorMG-197-normal + 12 2108 c.1884G>C

C T MG-197-tumorMG-197-normal - 8 1260 c.1042G>A

T G rs9807633by1000genomesMG-197-tumorMG-197-normal - 1 88 c.89A>C

G T rs139431164byFrequencyMG-197-tumorMG-197-normal + 3 1043 c.824G>T

T G rs1889323by1000genomesMG-197-tumorMG-197-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-197-tumorMG-197-normal - 24 4324 c.3988T>A

T C rs9807555by1000genomesMG-197-tumorMG-197-normal - 1 196 c.197A>G

T C rs1050476byFrequency|by1000genomesMG-197-tumorMG-197-normal + 7 2254 c.1695T>C

G A MG-197-tumorMG-197-normal + 11 1496 c.1331G>A

T C MG-197-tumorMG-197-normal - 27 4775 c.4531A>G



G A rs10964525byFrequency|by1000genomesMG-197-tumorMG-197-normal + 4 926 c.717G>A

G A rs3810479byFrequency|by1000genomesMG-197-tumorMG-197-normal - 17 7692 c.7623C>T

T A rs79661992byFrequency|by1000genomesMG-197-tumorMG-197-normal - 13 8111 c.7736A>T

G C rs60140950byFrequency|by1000genomesMG-197-tumorMG-197-normal + 9 986 c.767G>C

G A MG-197-tumorMG-197-normal - 3 1125 c.593C>T

C T rs11121691byFrequency|by1000genomesMG-197-tumorMG-197-normal - 49 6985 c.6909G>A

C T rs10082533byFrequency|by1000genomesMG-197-tumorMG-197-normal - 13 8753 c.8378G>A

C T rs11873462by1000genomesMG-197-tumorMG-197-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-197-tumorMG-197-normal - 66 12565 c.12280A>G

G A rs17052357byFrequency|by1000genomesMG-197-tumorMG-197-normal - 10 1187 c.1185C>T

T C rs766894 by1000genomesMG-197-tumorMG-197-normal + 25 2461 c.2295T>C

G A rs2229354byFrequency|by1000genomesMG-197-tumorMG-197-normal + 7 1131 c.924G>A

G A rs35296183byFrequency|by1000genomesMG-197-tumorMG-197-normal - 55 9794 c.8823C>T

C T rs45504599byFrequency|by1000genomesMG-197-tumorMG-197-normal + 1 610 c.381C>T

A G rs149271 by1000genomesMG-197-tumorMG-197-normal + 2 543 c.510A>G

G A rs72541809byFrequencyMG-197-tumorMG-197-normal + 16 2339 c.1959G>A

C T rs62478357byFrequencyMG-197-tumorMG-197-normal - 8 1268 c.1050G>A

C T rs148931839by1000genomesMG-197-tumorMG-197-normal + 6 563 c.431C>T

C T rs169758 by1000genomesMG-197-tumorMG-197-normal - 23 1959 c.1592G>A

G A MG-197-tumorMG-197-normal - 36 5123 c.5047C>T

C T rs4750936byFrequency|by1000genomesMG-197-tumorMG-197-normal - 13 4011 c.3636G>A

A C rs1052908 MG-197-tumorMG-197-normal + 4 1261 c.1158A>C

C A rs6453022by1000genomesMG-197-tumorMG-197-normal + 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-197-tumorMG-197-normal - 10 10694 c.10106T>C

A G rs180744 by1000genomesMG-197-tumorMG-197-normal + 2 1719 c.1686A>G

C T rs117151141by1000genomesMG-197-tumorMG-197-normal - 13 1746 c.1457G>A

C T MG-197-tumorMG-197-normal - 8 1256 c.1038G>A

A C rs76437836byFrequencyMG-197-tumorMG-197-normal - 3 142 c.98T>G

C A MG-197-tumorMG-197-normal + 5 585 c.205C>A

C A rs144349020by1000genomesMG-197-tumorMG-197-normal + 3 1131 c.912C>A

T C rs77652527byFrequency|by1000genomesMG-197-tumorMG-197-normal - 10 1583 c.1365A>G

G T MG-197-tumorMG-197-normal + 24 4302 c.3822G>T

G T rs34104660byFrequency|by1000genomesMG-197-tumorMG-197-normal - 4 687 c.402C>A

G A MG-197-tumorMG-197-normal - 1 276 c.225C>T

C T rs3812458byFrequency|by1000genomesMG-197-tumorMG-197-normal + 22 2662 c.2385C>T

G A rs2973566by1000genomesMG-197-tumorMG-197-normal + 14 1930 c.1754G>A

G A rs2275527byFrequency|by1000genomesMG-197-tumorMG-197-normal - 39 5629 c.5553C>T

G A rs9789047by1000genomesMG-197-tumorMG-197-normal + 10 998 c.998G>A

G A rs1800725byFrequency|by1000genomesMG-197-tumorMG-197-normal + 11 1730 c.1100G>A

A G rs11778209byFrequency|by1000genomesMG-197-tumorMG-197-normal - 39 6448 c.6204T>C

A G rs28647489by1000genomesMG-197-tumorMG-197-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-197-tumorMG-197-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-197-tumorMG-197-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-197-tumorMG-197-normal - 3 660 c.661T>C

T A MG-197-tumorMG-197-normal - 2 653 c.560A>T

T C rs11016071byFrequency|by1000genomesMG-197-tumorMG-197-normal - 13 9086 c.8711A>G

C A rs35674179byFrequency|by1000genomesMG-197-tumorMG-197-normal - 13 5263 c.5153G>T



G C rs148749268byFrequencyMG-197-tumorMG-197-normal + 9 2863 c.2862G>C

T C rs2072736byFrequency|by1000genomesMG-197-tumorMG-197-normal - 8 1410 c.474A>G

G T rs41296069by1000genomesMG-197-tumorMG-197-normal - 11 2415 c.2079C>A

C G rs2509943byFrequency|by1000genomesMG-197-tumorMG-197-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-197-tumorMG-197-normal + 11 1273 c.1063G>A

C T rs3796031byFrequency|by1000genomesMG-197-tumorMG-197-normal - 17 2399 c.1947G>A

A G rs151306742by1000genomesMG-197-tumorMG-197-normal + 4 729 c.285A>G

T C rs10082391byFrequency|by1000genomesMG-197-tumorMG-197-normal - 13 8654 c.8279A>G

T C rs12990449byFrequency|by1000genomesMG-197-tumorMG-197-normal - 2 1114 c.143A>G

C T rs151174 by1000genomesMG-197-tumorMG-197-normal + 2 1740 c.1707C>T

T C rs4149056byFrequency|by1000genomesMG-197-tumorMG-197-normal + 6 617 c.521T>C

C T rs3814883byFrequency|by1000genomesMG-197-tumorMG-197-normal + 13 2402 c.1359C>T

A G rs4659654byFrequency|by1000genomesMG-197-tumorMG-197-normal - 16 2000 c.1503T>C

C T rs35678179byFrequency|by1000genomesMG-197-tumorMG-197-normal - 9 1320 c.1098G>A

C T rs1050475byFrequency|by1000genomesMG-197-tumorMG-197-normal + 7 1534 c.975C>T

C T rs468525 by1000genomesMG-197-tumorMG-197-normal - 6 478 c.111G>A

A G rs2737699byFrequency|by1000genomesMG-197-tumorMG-197-normal - 10 12892 c.12304T>C

A C rs1410048by1000genomesMG-197-tumorMG-197-normal - 40 10053 c.9717T>G

C A rs73336307byFrequency|by1000genomesMG-197-tumorMG-197-normal - 17 1402 c.1035G>T

T C rs17019360by1000genomesMG-197-tumorMG-197-normal + 17 2524 c.1800T>C

A G rs34173244byFrequency|by1000genomesMG-197-tumorMG-197-normal - 10 1049 c.1047T>C

C T MG-197-tumorMG-197-normal - 3 370 c.335G>A

A G rs77145198byFrequency|by1000genomesMG-197-tumorMG-197-normal - 20 2943 c.2856T>C

G A rs34949187by1000genomesMG-197-tumorMG-197-normal + 6 1198 c.824G>A

G A rs2227983byFrequency|by1000genomesMG-197-tumorMG-197-normal + 13 1739 c.1562G>A

C T MG-197-tumorMG-197-normal - 1 565 c.514G>A

C T rs2229265byFrequency|by1000genomesMG-197-tumorMG-197-normal - 54 10788 c.10503G>A

C G rs34693334byFrequency|by1000genomesMG-197-tumorMG-197-normal - 8 1060 c.775G>C

G A rs2880956 MG-197-tumorMG-197-normal + 15 1268 c.1268G>A

T C rs17364812byFrequency|by1000genomesMG-197-tumorMG-197-normal + 13 1219 c.1110T>C

G T rs918558 byFrequency|by1000genomesMG-197-tumorMG-197-normal + 1 2142 c.2142G>T

G T rs147825872 MG-197-tumorMG-197-normal + 20 4359 c.4282G>T

C T rs2229975by1000genomesMG-197-tumorMG-197-normal - 5 927 c.852G>A

G C rs2227910byFrequency|by1000genomesMG-197-tumorMG-197-normal + 2 1911 c.804G>C

G A rs61738759by1000genomesMG-197-tumorMG-197-normal + 3 3096 c.3063G>A

A G rs1980131byFrequency|by1000genomesMG-197-tumorMG-197-normal + 2 2992 c.2880A>G

A G rs2074912byFrequency|by1000genomesMG-197-tumorMG-197-normal + 1 1709 c.1709A>G

C G rs149605490by1000genomesMG-197-tumorMG-197-normal + 3 1000 c.781C>G

G A MG-197-tumorMG-197-normal + 1 463 c.463G>A

T C rs12731746byFrequency|by1000genomesMG-197-tumorMG-197-normal - 11 1394 c.897A>G

T C rs61747978byFrequency|by1000genomesMG-197-tumorMG-197-normal + 9 2081 c.1968T>C

C G rs3809975byFrequency|by1000genomesMG-197-tumorMG-197-normal - 5 3143 c.2930G>C

C T rs3745762by1000genomesMG-197-tumorMG-197-normal + 6 2241 c.2047C>T

C T rs62637614byFrequency|by1000genomesMG-197-tumorMG-197-normal - 2 1183 c.774G>A

T G rs1050767byFrequency|by1000genomesMG-197-tumorMG-197-normal - 13 8533 c.8158A>C

C T rs2853346byFrequency|by1000genomesMG-197-tumorMG-197-normal - 13 5919 c.5544G>A

G A rs142702316byFrequencyMG-197-tumorMG-197-normal + 1 160 c.108G>A



G A MG-197-tumorMG-197-normal - 2 1622 c.142C>T

C G rs180743 by1000genomesMG-197-tumorMG-197-normal + 2 1315 c.1282C>G

C T rs4802382by1000genomesMG-197-tumorMG-197-normal + 6 554 c.360C>T

C T rs61731566byFrequency|by1000genomesMG-197-tumorMG-197-normal - 4 1658 c.1287G>A

A T rs150289150byFrequency|by1000genomesMG-198-tumorMG-198-normal - 4 1377 c.1307T>A

G A rs141909084by1000genomesMG-198-tumorMG-198-normal - 3 1154 c.1155C>T

A G rs3737940byFrequency|by1000genomesMG-198-tumorMG-198-normal + 7 3183 c.3138A>G

T C rs831043 byFrequency|by1000genomesMG-198-tumorMG-198-normal - 21 3354 c.3069A>G

G C rs2240089byFrequency|by1000genomesMG-198-tumorMG-198-normal - 12 3187 c.3003C>G

C T rs1386356byFrequency|by1000genomesMG-198-tumorMG-198-normal - 85 14018 c.13047G>A

A G MG-198-tumorMG-198-normal + 1 768 c.768A>G

G T rs3745765byFrequency|by1000genomesMG-198-tumorMG-198-normal + 9 2360 c.719G>T

C T rs3811444byFrequency|by1000genomesMG-198-tumorMG-198-normal + 6 1169 c.1121C>T

C T MG-198-tumorMG-198-normal + 3 423 c.43C>T

G A rs62070401by1000genomesMG-198-tumorMG-198-normal - 12 2205 c.2162C>T

C T rs138768254|rs150947421byFrequencyMG-198-tumorMG-198-normal + 1 3008 c.48C>T

C T rs139351719by1000genomesMG-198-tumorMG-198-normal - 5 554 c.13G>A

G A rs45492196byFrequency|by1000genomesMG-198-tumorMG-198-normal - 4 1499 c.943C>T

C G rs150078700by1000genomesMG-198-tumorMG-198-normal + 12 1039 c.1039C>G

G T rs2075249byFrequency|by1000genomesMG-198-tumorMG-198-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-198-tumorMG-198-normal + 19 2459 c.2283C>T

G T rs41268673by1000genomesMG-198-tumorMG-198-normal - 12 2171 c.1831C>A

A G rs4143768byFrequency|by1000genomesMG-198-tumorMG-198-normal - 10 6783 c.6195T>C

T C MG-198-tumorMG-198-normal - 13 6179 c.6069A>G

C T rs62478357byFrequencyMG-198-tumorMG-198-normal - 8 1268 c.1050G>A

C G rs41278611by1000genomesMG-198-tumorMG-198-normal - 2 594 c.385G>C

G A rs139799138byFrequencyMG-198-tumorMG-198-normal - 3 6574 c.6499C>T

C T MG-198-tumorMG-198-normal - 3 1048 c.516G>A

C T rs112703040byFrequency|by1000genomesMG-198-tumorMG-198-normal + 20 5923 c.5922C>T

C T rs72987361byFrequency|by1000genomesMG-198-tumorMG-198-normal - 3 898 c.558G>A

A G rs2229268byFrequency|by1000genomesMG-198-tumorMG-198-normal - 61 11886 c.11601T>C

A G rs3108200byFrequency|by1000genomesMG-198-tumorMG-198-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-198-tumorMG-198-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-198-tumorMG-198-normal + 36 5181 c.5016C>T

T C rs7716253by1000genomesMG-198-tumorMG-198-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-198-tumorMG-198-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-198-tumorMG-198-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-198-tumorMG-198-normal - 9 1710 c.1496C>T

A C rs7995564by1000genomesMG-198-tumorMG-198-normal + 10 2068 c.1534A>C

C A rs2973558by1000genomesMG-198-tumorMG-198-normal + 20 2514 c.2338C>A

T C rs142304809byFrequencyMG-198-tumorMG-198-normal - 9 1291 c.1259A>G

G C rs2240 byFrequency|by1000genomesMG-198-tumorMG-198-normal - 13 2935 c.2560C>G

G T rs148473513 MG-198-tumorMG-198-normal - 43 8397 c.8112C>A

G A rs7624750byFrequency|by1000genomesMG-198-tumorMG-198-normal + 4 707 c.473G>A

G A rs41294868by1000genomesMG-198-tumorMG-198-normal + 14 2132 c.1933G>A

T C rs9851685byFrequency|by1000genomesMG-198-tumorMG-198-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-198-tumorMG-198-normal - 3 1368 c.836T>C



T G rs12963422byFrequency|by1000genomesMG-198-tumorMG-198-normal - 5 2988 c.2775A>C

C T rs1130059byFrequency|by1000genomesMG-198-tumorMG-198-normal - 3 822 c.291G>A

T C rs2251219byFrequency|by1000genomesMG-198-tumorMG-198-normal - 26 4397 c.4395A>G

G T rs144792804by1000genomesMG-198-tumorMG-198-normal - 1 174 c.29C>A

C T rs114303912byFrequency|by1000genomesMG-198-tumorMG-198-normal + 15 2320 c.2121C>T

T C MG-198-tumorMG-198-normal + 8 505 c.505T>C

C T MG-198-tumorMG-198-normal - 16 2350 c.2263G>A

T C rs72676907byFrequency|by1000genomesMG-198-tumorMG-198-normal + 3 517 c.327T>C

A G MG-198-tumorMG-198-normal + 7 1561 c.1180A>G

A G MG-198-tumorMG-198-normal + 1 1086 c.1086A>G

A G rs2737699byFrequency|by1000genomesMG-198-tumorMG-198-normal - 10 12892 c.12304T>C

T C MG-198-tumorMG-198-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-198-tumorMG-198-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-198-tumorMG-198-normal + 2 2118 c.2085A>G

C T MG-198-tumorMG-198-normal + 8 1083 c.573C>T

G C rs2227910byFrequency|by1000genomesMG-198-tumorMG-198-normal + 2 1911 c.804G>C

A G rs17051895by1000genomesMG-198-tumorMG-198-normal + 23 4485 c.3951A>G

A G MG-198-tumorMG-198-normal - 15 1346 c.1346T>C

C A MG-198-tumorMG-198-normal + 5 631 c.409C>A

T C rs2229263byFrequency|by1000genomesMG-198-tumorMG-198-normal - 3 533 c.248A>G

G A MG-198-tumorMG-198-normal - 7 1015 c.640C>T

G C rs11611231by1000genomesMG-198-tumorMG-198-normal + 9 2190 c.2190G>C

C G rs114279527by1000genomesMG-198-tumorMG-198-normal - 2 3137 c.2928G>C

C A rs114687140byFrequency|by1000genomesMG-198-tumorMG-198-normal - 13 9413 c.9038G>T

T C rs9646771by1000genomesMG-198-tumorMG-198-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-198-tumorMG-198-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-198-tumorMG-198-normal - 20 3946 c.3859G>A

G A rs3810490by1000genomesMG-198-tumorMG-198-normal - 6 2067 c.1998C>T

C T rs76844681 MG-198-tumorMG-198-normal - 16 2899 c.2681G>A

G A rs3827025by1000genomesMG-198-tumorMG-198-normal - 6 2094 c.2025C>T

C A rs6453022by1000genomesMG-198-tumorMG-198-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-198-tumorMG-198-normal + 2 1791 c.684T>C

A G rs17078605byFrequency|by1000genomesMG-198-tumorMG-198-normal - 10 10694 c.10106T>C

G A MG-198-tumorMG-198-normal - 4 453 c.138C>T

G A rs41266078|rs34171717byFrequency|by1000genomesMG-198-tumorMG-198-normal + 2 385 c.272G>A

G A rs10082432byFrequency|by1000genomesMG-198-tumorMG-198-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-198-tumorMG-198-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-198-tumorMG-198-normal + 7 1855 c.1810A>G

G A rs6601 byFrequency|by1000genomesMG-198-tumorMG-198-normal + 25 3881 c.3672G>A

T C rs7935 byFrequency|by1000genomesMG-198-tumorMG-198-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-198-tumorMG-198-normal - 2 514 c.174G>A

T A rs79661992byFrequency|by1000genomesMG-198-tumorMG-198-normal - 13 8111 c.7736A>T

T C rs4652678by1000genomesMG-198-tumorMG-198-normal + 28 4116 c.3951T>C

A C rs76504934by1000genomesMG-198-tumorMG-198-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-198-tumorMG-198-normal + 24 3194 c.3018C>T

T C rs10082391byFrequency|by1000genomesMG-198-tumorMG-198-normal - 13 8654 c.8279A>G

G T rs3135897byFrequency|by1000genomesMG-198-tumorMG-198-normal + 13 1909 c.1653G>T



T C rs831042 byFrequency|by1000genomesMG-198-tumorMG-198-normal - 24 3945 c.3660A>G

C T rs7300444byFrequency|by1000genomesMG-198-tumorMG-198-normal + 19 5383 c.4740C>T

G A rs2124203byFrequency|by1000genomesMG-198-tumorMG-198-normal - 19 2832 c.2745C>T

G A rs11549106byFrequency|by1000genomesMG-198-tumorMG-198-normal - 4 895 c.891C>T

T A rs2060198byFrequency|by1000genomesMG-198-tumorMG-198-normal + 27 5204 c.4914T>A

C T rs2973571by1000genomesMG-198-tumorMG-198-normal + 12 1807 c.1631C>T

C T rs12777740byFrequency|by1000genomesMG-198-tumorMG-198-normal - 13 8321 c.7946G>A

G T rs7206111byFrequency|by1000genomesMG-198-tumorMG-198-normal - 9 1041 c.404C>A

T C rs2229992byFrequency|by1000genomesMG-198-tumorMG-198-normal + 12 1838 c.1458T>C

C T rs11591817byFrequency|by1000genomesMG-198-tumorMG-198-normal - 13 6002 c.5627G>A

G A rs6070697byFrequency|by1000genomesMG-198-tumorMG-198-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-198-tumorMG-198-normal + 35 5267 c.4983T>C

A G rs826549 by1000genomesMG-198-tumorMG-198-normal + 18 2676 c.2550A>G

C G rs112835318by1000genomesMG-198-tumorMG-198-normal - 1 33 c.13G>C

G A rs17656599byFrequency|by1000genomesMG-198-tumorMG-198-normal - 12 2007 c.1823C>T

A T rs6685892byFrequency|by1000genomesMG-198-tumorMG-198-normal - 34 7560 c.7341T>A

C T rs17802557byFrequency|by1000genomesMG-198-tumorMG-198-normal - 6 756 c.567G>A

C T MG-198-tumorMG-198-normal - 8 1260 c.1042G>A

A G rs41292197by1000genomesMG-198-tumorMG-198-normal + 27 5038 c.4504A>G

T C rs7714670by1000genomesMG-198-tumorMG-198-normal + 6 849 c.673T>C

G A rs4962081byFrequency|by1000genomesMG-198-tumorMG-198-normal - 22 3050 c.2829C>T

G T rs147825872 MG-198-tumorMG-198-normal + 20 4359 c.4282G>T

G A MG-198-tumorMG-198-normal + 1 285 c.285G>A

C T rs34488539by1000genomesMG-198-tumorMG-198-normal + 22 3555 c.3390C>T

G A rs3793379byFrequency|by1000genomesMG-198-tumorMG-198-normal + 32 4159 c.3882G>A

G A rs6089925byFrequency|by1000genomesMG-198-tumorMG-198-normal - 4 729 c.660C>T

G A rs116011482by1000genomesMG-198-tumorMG-198-normal - 8 4578 c.4509C>T

G C rs60140950byFrequency|by1000genomesMG-198-tumorMG-198-normal + 9 986 c.767G>C

A C rs138447937 MG-198-tumorMG-198-normal - 4 1368 c.1298T>G

C T rs10082533byFrequency|by1000genomesMG-198-tumorMG-198-normal - 13 8753 c.8378G>A

A G rs151306742by1000genomesMG-198-tumorMG-198-normal + 4 729 c.285A>G

C T MG-198-tumorMG-198-normal - 3 300 c.263G>A

G A rs45463297by1000genomesMG-198-tumorMG-198-normal - 8 4311 c.4242C>T

T C rs2241190byFrequency|by1000genomesMG-198-tumorMG-198-normal - 17 2745 c.2460A>G

C T rs2243380byFrequency|by1000genomesMG-198-tumorMG-198-normal - 6 698 c.500G>A

G C rs45469098by1000genomesMG-198-tumorMG-198-normal - 1 255 c.256C>G

G A rs11549105byFrequency|by1000genomesMG-198-tumorMG-198-normal - 6 1228 c.1224C>T

C T rs2078478by1000genomesMG-198-tumorMG-198-normal - 5 411 c.392G>A

T C rs112827102byFrequency|by1000genomesMG-198-tumorMG-198-normal - 19 3495 c.3285A>G

G A rs35296183byFrequency|by1000genomesMG-198-tumorMG-198-normal - 55 9794 c.8823C>T

T G rs1800275byFrequency|by1000genomesMG-198-tumorMG-198-normal - 48 7302 c.7096A>C

G C MG-198-tumorMG-198-normal + 3 681

A G rs149271 by1000genomesMG-198-tumorMG-198-normal + 2 543 c.510A>G

G A rs2003233 MG-198-tumorMG-198-normal - 17 1503 c.1504C>T

G A rs34830600byFrequency|by1000genomesMG-198-tumorMG-198-normal - 8 2874 c.2805C>T

G A rs149181731byFrequencyMG-198-tumorMG-198-normal + 1 431 c.379G>A

A C MG-198-tumorMG-198-normal - 1 2171 c.2123T>G



G A MG-198-tumorMG-198-normal - 13 1142 c.1143C>T

C T rs4750936byFrequency|by1000genomesMG-198-tumorMG-198-normal - 13 4011 c.3636G>A

G A rs2271189byFrequency|by1000genomesMG-198-tumorMG-198-normal + 27 3788 c.3348G>A

C G rs11016076byFrequency|by1000genomesMG-198-tumorMG-198-normal - 8 1866 c.1491G>C

G A MG-198-tumorMG-198-normal + 1 522 c.522G>A

T A rs17337023byFrequency|by1000genomesMG-198-tumorMG-198-normal + 16 2064 c.1887T>A

G A rs3733415by1000genomesMG-198-tumorMG-198-normal - 2 601 c.392C>T

A G rs77145198byFrequency|by1000genomesMG-198-tumorMG-198-normal - 20 2943 c.2856T>C

C G MG-198-tumorMG-198-normal - 1 259 c.37G>C

G A MG-198-tumorMG-198-normal - 5 563 c.22C>T

C A MG-198-tumorMG-198-normal + 12 1060 c.962C>A

G A MG-198-tumorMG-198-normal + 1 123 c.123G>A

G A rs11177 byFrequency|by1000genomesMG-198-tumorMG-198-normal + 3 290 c.80G>A

T C rs17019360by1000genomesMG-198-tumorMG-198-normal + 17 2524 c.1800T>C

A G rs180744 by1000genomesMG-198-tumorMG-198-normal + 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-198-tumorMG-198-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-198-tumorMG-198-normal - 3 142 c.98T>G

G A rs2127898byFrequency|by1000genomesMG-198-tumorMG-198-normal - 6 1130 c.920C>T

G A MG-198-tumorMG-198-normal - 3 1505 c.973C>T

G C MG-198-tumorMG-198-normal - 5 1009 c.1010C>G

T C rs2075252byFrequency|by1000genomesMG-198-tumorMG-198-normal - 66 12565 c.12280A>G

G A rs2973566by1000genomesMG-198-tumorMG-198-normal + 14 1930 c.1754G>A

C G MG-198-tumorMG-198-normal + 1 565 c.471C>G

A G rs11778209byFrequency|by1000genomesMG-198-tumorMG-198-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-198-tumorMG-198-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-198-tumorMG-198-normal - 10 9441 c.8853T>C

G A MG-198-tumorMG-198-normal + 1 402 c.402G>A

G A rs2289247byFrequency|by1000genomesMG-198-tumorMG-198-normal + 11 1273 c.1063G>A

T C rs11016071byFrequency|by1000genomesMG-198-tumorMG-198-normal - 13 9086 c.8711A>G

C T rs3743398by1000genomesMG-198-tumorMG-198-normal + 12 2965 c.2591C>T

C G rs2509943byFrequency|by1000genomesMG-198-tumorMG-198-normal + 3 776 c.279C>G

A G MG-198-tumorMG-198-normal + 1 1734 c.1734A>G

A G rs2229267byFrequency|by1000genomesMG-198-tumorMG-198-normal - 29 5160 c.4875T>C

T C rs12990449byFrequency|by1000genomesMG-198-tumorMG-198-normal - 2 1114 c.143A>G

C T rs151174 by1000genomesMG-198-tumorMG-198-normal + 2 1740 c.1707C>T

A C rs80303640by1000genomesMG-198-tumorMG-198-normal - 16 1415 c.1416T>G

C T rs3814883byFrequency|by1000genomesMG-198-tumorMG-198-normal + 13 2402 c.1359C>T

G A rs80198225 MG-198-tumorMG-198-normal + 8 527 c.527G>A

A G rs4659654byFrequency|by1000genomesMG-198-tumorMG-198-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-198-tumorMG-198-normal - 7 1855 c.1519G>A

T C rs62070402by1000genomesMG-198-tumorMG-198-normal - 12 2105 c.2062A>G

G C MG-198-tumorMG-198-normal - 3 528 c.344C>G

G A MG-198-tumorMG-198-normal - 1 309 c.310C>T

T A rs35737760by1000genomesMG-198-tumorMG-198-normal + 19 2685 c.2520T>A

C T rs1130233byFrequency|by1000genomesMG-198-tumorMG-198-normal - 8 2206 c.726G>A

C T MG-198-tumorMG-198-normal - 3 370 c.335G>A

C T rs72474509byFrequency|by1000genomesMG-198-tumorMG-198-normal - 4 1337 c.1267G>A



G A rs2227983byFrequency|by1000genomesMG-198-tumorMG-198-normal + 13 1739 c.1562G>A

C A rs2230018byFrequency|by1000genomesMG-198-tumorMG-198-normal + 17 2218 c.2177C>A

C T rs2229265byFrequency|by1000genomesMG-198-tumorMG-198-normal - 54 10788 c.10503G>A

G C MG-198-tumorMG-198-normal - 2 248 c.238C>G

T C MG-198-tumorMG-198-normal + 1 1058 c.1058T>C

T A rs17264436byFrequency|by1000genomesMG-198-tumorMG-198-normal - 21 3503 c.3501A>T

A G MG-198-tumorMG-198-normal - 3 1337 c.805T>C

A G MG-198-tumorMG-198-normal + 1 1527 c.1527A>G

G T rs918558 byFrequency|by1000genomesMG-198-tumorMG-198-normal + 1 2142 c.2142G>T

T C MG-198-tumorMG-198-normal - 3 1896 c.1824A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-198-tumorMG-198-normal + 7 1597 c.1215T>C

G A rs61738759by1000genomesMG-198-tumorMG-198-normal + 3 3096 c.3063G>A

A G rs1980131byFrequency|by1000genomesMG-198-tumorMG-198-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-198-tumorMG-198-normal - 37 5440 c.5234G>A

C G rs180743 by1000genomesMG-198-tumorMG-198-normal + 2 1315 c.1282C>G

G A rs143974284byFrequency|by1000genomesMG-198-tumorMG-198-normal + 11 1160 c.915G>A

A G rs2074912byFrequency|by1000genomesMG-198-tumorMG-198-normal + 1 1709 c.1709A>G

C G rs149605490by1000genomesMG-198-tumorMG-198-normal + 3 1000 c.781C>G

T C rs12731746byFrequency|by1000genomesMG-198-tumorMG-198-normal - 11 1394 c.897A>G

T C rs61747978byFrequency|by1000genomesMG-198-tumorMG-198-normal + 9 2081 c.1968T>C

C T rs57014690by1000genomesMG-198-tumorMG-198-normal - 6 1554 c.1232G>A

A G rs9667 by1000genomesMG-198-tumorMG-198-normal + 3 354 c.168A>G

G A rs6089924byFrequency|by1000genomesMG-198-tumorMG-198-normal - 4 920 c.851C>T

T G rs1050767byFrequency|by1000genomesMG-198-tumorMG-198-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-198-tumorMG-198-normal + 6 583 c.538C>T

T C rs78472618byFrequencyMG-198-tumorMG-198-normal - 3 159 c.115A>G

C T rs2229975by1000genomesMG-198-tumorMG-198-normal - 5 927 c.852G>A

T C MG-198-tumorMG-198-normal + 1 543 c.543T>C

C T rs62077268 MG-2-tumorMG-2-normal - 3 262 c.169G>A

G T MG-2-tumorMG-2-normal + 9 1833 c.1299G>T

C A MG-2-tumorMG-2-normal - 13 1753 c.1660G>T

T C rs62077265 MG-2-tumorMG-2-normal - 3 321 c.228A>G

G A MG-2-tumorMG-2-normal - 9 1467 c.1416C>T

A C MG-2-tumorMG-2-normal + 16 5159 c.5136A>C

A C rs74496366 MG-2-tumorMG-2-normal - 12 1499 c.1406T>G

C T rs138457194 MG-2-tumorMG-2-normal - 9 1351 c.1352G>A

A C rs77739281 MG-2-tumorMG-2-normal - 10 1194 c.1101T>G

C G MG-2-tumorMG-2-normal + 7 410 c.410C>G

T G rs1058201 MG-2-tumorMG-2-normal - 3 297 c.204A>C

G A MG-2-tumorMG-2-normal - 4 1259 c.829C>T

T C rs62077266 MG-2-tumorMG-2-normal - 3 311 c.218A>G

G A MG-2-tumorMG-2-normal + 20 2750 c.2367G>A

A C rs62077264 MG-2-tumorMG-2-normal - 7 854 c.761T>G

C T rs77440865by1000genomesMG-2-tumorMG-2-normal - 10 1226 c.1133G>A

T G rs3208659 MG-2-tumorMG-2-normal - 7 871 c.778A>C

C T rs3745764byFrequency|by1000genomesMG-20-tumorMG-20-normal + 9 2705 c.1064C>T

C A rs34400049byFrequency|by1000genomesMG-20-tumorMG-20-normal + 14 2474 c.2092C>A



C T rs41299110byFrequency|by1000genomesMG-20-tumorMG-20-normal + 14 1944 c.1699C>T

C T rs2293347byFrequency|by1000genomesMG-20-tumorMG-20-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-20-tumorMG-20-normal - 85 14018 c.13047G>A

A G MG-20-tumorMG-20-normal - 1 440 c.441T>C

C T MG-20-tumorMG-20-normal - 3 300 c.263G>A

G T rs71238527by1000genomesMG-20-tumorMG-20-normal + 3 639 c.494G>T

G T MG-20-tumorMG-20-normal + 3 431 c.344G>T

G A rs62070401by1000genomesMG-20-tumorMG-20-normal - 12 2205 c.2162C>T

C T rs12134934byFrequency|by1000genomesMG-20-tumorMG-20-normal + 11 3932 c.3887C>T

C T MG-20-tumorMG-20-normal + 1 117 c.117C>T

A G MG-20-tumorMG-20-normal + 1 861 c.861A>G

G A rs16898013byFrequency|by1000genomesMG-20-tumorMG-20-normal + 13 1938 c.1848G>A

G A rs143911374 MG-20-tumorMG-20-normal - 20 2198 c.1948C>T

C T rs74401238byFrequency|by1000genomesMG-20-tumorMG-20-normal - 18 3705 c.3365G>A

A G MG-20-tumorMG-20-normal + 1 448 c.448A>G

G A rs61730875byFrequency|by1000genomesMG-20-tumorMG-20-normal - 20 3374 c.2877C>T

A G rs11016073byFrequency|by1000genomesMG-20-tumorMG-20-normal - 13 6677 c.6302T>C

T G rs3208659 MG-20-tumorMG-20-normal - 7 871 c.778A>C

G A rs2127898byFrequency|by1000genomesMG-20-tumorMG-20-normal - 6 1130 c.920C>T

T G rs12963422byFrequency|by1000genomesMG-20-tumorMG-20-normal - 5 2988 c.2775A>C

A G rs3108200byFrequency|by1000genomesMG-20-tumorMG-20-normal + 3 2040 c.810A>G

C T rs210498 by1000genomesMG-20-tumorMG-20-normal - 23 1885 c.1518G>A

T C rs3755806byFrequency|by1000genomesMG-20-tumorMG-20-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-20-tumorMG-20-normal + 36 5181 c.5016C>T

T C rs7716253by1000genomesMG-20-tumorMG-20-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-20-tumorMG-20-normal - 13 5919 c.5544G>A

C A rs2973558by1000genomesMG-20-tumorMG-20-normal + 20 2514 c.2338C>A

G A rs7624750byFrequency|by1000genomesMG-20-tumorMG-20-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-20-tumorMG-20-normal + 6 1132 c.1080C>T

A C rs72468681byFrequency|by1000genomesMG-20-tumorMG-20-normal - 20 2597 c.2391T>G

T C rs9851685byFrequency|by1000genomesMG-20-tumorMG-20-normal + 23 2508 c.2274T>C

C G rs3818764by1000genomesMG-20-tumorMG-20-normal - 4 1331 c.995G>C

T C rs4652678by1000genomesMG-20-tumorMG-20-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-20-tumorMG-20-normal - 26 4397 c.4395A>G

G A rs13007735byFrequency|by1000genomesMG-20-tumorMG-20-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-20-tumorMG-20-normal + 14 2120 c.1921A>G

G A MG-20-tumorMG-20-normal + 1 1032 c.1032G>A

G A rs11549105byFrequency|by1000genomesMG-20-tumorMG-20-normal - 6 1228 c.1224C>T

C T rs151233 by1000genomesMG-20-tumorMG-20-normal + 2 99 c.66C>T

T A rs67622085byFrequency|by1000genomesMG-20-tumorMG-20-normal + 16 4706 c.4326T>A

G A rs61753697byFrequency|by1000genomesMG-20-tumorMG-20-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-20-tumorMG-20-normal + 2 2118 c.2085A>G

T C MG-20-tumorMG-20-normal + 1 1407 c.1407T>C

G C rs2227910byFrequency|by1000genomesMG-20-tumorMG-20-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-20-tumorMG-20-normal + 16 2064 c.1887T>A

T G rs79385100by1000genomesMG-20-tumorMG-20-normal - 11 1929 c.1930A>C

A G MG-20-tumorMG-20-normal - 15 1346 c.1346T>C



A G rs13346368by1000genomesMG-20-tumorMG-20-normal + 10 3324 c.3130A>G

A C rs11552054byFrequency|by1000genomesMG-20-tumorMG-20-normal + 5 630 c.540A>C

G A rs77042968byFrequency|by1000genomesMG-20-tumorMG-20-normal + 6 1061 c.583G>A

T G rs552183 byFrequency|by1000genomesMG-20-tumorMG-20-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-20-tumorMG-20-normal + 13 1856 c.1680A>G

T A rs3740423byFrequency|by1000genomesMG-20-tumorMG-20-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-20-tumorMG-20-normal - 3 533 c.248A>G

T A rs142211771byFrequencyMG-20-tumorMG-20-normal - 13 1815 c.1284A>T

T C rs1048500byFrequency|by1000genomesMG-20-tumorMG-20-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-20-tumorMG-20-normal - 39 9817 c.9481T>A

T C rs13155212|rs34364709byFrequency|by1000genomesMG-20-tumorMG-20-normal + 7 1597 c.1215T>C

C T rs10980419by1000genomesMG-20-tumorMG-20-normal - 5 1618 c.1282G>A

T C rs7935 byFrequency|by1000genomesMG-20-tumorMG-20-normal + 9 1808 c.1524T>C

C T rs7240355byFrequency|by1000genomesMG-20-tumorMG-20-normal - 5 5238 c.5025G>A

T C rs2385167byFrequency|by1000genomesMG-20-tumorMG-20-normal + 14 2088 c.1998T>C

A T rs41271103byFrequencyMG-20-tumorMG-20-normal - 25 2463 c.2433T>A

G A MG-20-tumorMG-20-normal + 1 678 c.678G>A

A G rs17001075byFrequency|by1000genomesMG-20-tumorMG-20-normal + 9 1793 c.1509A>G

T C MG-20-tumorMG-20-normal + 1 910 c.910T>C

G A rs6601 byFrequency|by1000genomesMG-20-tumorMG-20-normal + 25 3881 c.3672G>A

C T rs3749645by1000genomesMG-20-tumorMG-20-normal + 24 3194 c.3018C>T

C T rs116784674by1000genomesMG-20-tumorMG-20-normal - 10 7909 c.7700G>A

T C MG-20-tumorMG-20-normal + 28 4855 c.4375T>C

G A rs34949187by1000genomesMG-20-tumorMG-20-normal + 6 1198 c.824G>A

C T rs7300444byFrequency|by1000genomesMG-20-tumorMG-20-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-20-tumorMG-20-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-20-tumorMG-20-normal - 4 895 c.891C>T

G A rs2227983byFrequency|by1000genomesMG-20-tumorMG-20-normal + 13 1739 c.1562G>A

A G MG-20-tumorMG-20-normal + 1 1053 c.1053A>G

C T rs2973571by1000genomesMG-20-tumorMG-20-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-20-tumorMG-20-normal + 12 1838 c.1458T>C

T C rs7275 by1000genomesMG-20-tumorMG-20-normal + 35 5267 c.4983T>C

A G rs826549 by1000genomesMG-20-tumorMG-20-normal + 18 2676 c.2550A>G

T C rs79492089by1000genomesMG-20-tumorMG-20-normal + 3 395 c.292T>C

A G rs4143768byFrequency|by1000genomesMG-20-tumorMG-20-normal - 10 6783 c.6195T>C

C T rs140871032byFrequency|by1000genomesMG-20-tumorMG-20-normal + 4 664 c.220C>T

C T rs34488539by1000genomesMG-20-tumorMG-20-normal + 22 3555 c.3390C>T

T C rs7714670by1000genomesMG-20-tumorMG-20-normal + 6 849 c.673T>C

C T rs12128607byFrequency|by1000genomesMG-20-tumorMG-20-normal + 7 758 c.713C>T

G C rs34216132byFrequency|by1000genomesMG-20-tumorMG-20-normal + 13 1526 c.1316G>C

A G rs16831887byFrequency|by1000genomesMG-20-tumorMG-20-normal + 9 2111 c.2023A>G

T C rs2075252byFrequency|by1000genomesMG-20-tumorMG-20-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-20-tumorMG-20-normal + 1 196 c.196T>C

C A MG-20-tumorMG-20-normal + 1 706 c.706C>A

G A rs2973566by1000genomesMG-20-tumorMG-20-normal + 14 1930 c.1754G>A

G C rs45469098by1000genomesMG-20-tumorMG-20-normal - 1 255 c.256C>G

A G rs149271 by1000genomesMG-20-tumorMG-20-normal + 2 543 c.510A>G



A G MG-20-tumorMG-20-normal + 1 573 c.573A>G

G A rs2271189byFrequency|by1000genomesMG-20-tumorMG-20-normal + 27 3788 c.3348G>A

G A rs35353912byFrequency|by1000genomesMG-20-tumorMG-20-normal - 11 2125 c.1593C>T

G A MG-20-tumorMG-20-normal + 1 159 c.159G>A

G C rs62077263 MG-20-tumorMG-20-normal - 7 916 c.823C>G

A C rs62077264 MG-20-tumorMG-20-normal - 7 854 c.761T>G

G A rs6018623byFrequency|by1000genomesMG-20-tumorMG-20-normal + 20 3957 c.3741G>A

C A rs6453022by1000genomesMG-20-tumorMG-20-normal + 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-20-tumorMG-20-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-20-tumorMG-20-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-20-tumorMG-20-normal + 2 1719 c.1686A>G

C A rs79011039byFrequency|by1000genomesMG-20-tumorMG-20-normal + 6 1050 c.572C>A

A C rs76437836byFrequencyMG-20-tumorMG-20-normal - 3 142 c.98T>G

C T rs1035938by1000genomesMG-20-tumorMG-20-normal + 6 1538 c.1344C>T

G C MG-20-tumorMG-20-normal - 5 1009 c.1010C>G

G A rs9789047by1000genomesMG-20-tumorMG-20-normal + 10 998 c.998G>A

C G MG-20-tumorMG-20-normal + 27 10459 c.10232C>G

A G rs79193271by1000genomesMG-20-tumorMG-20-normal + 3 1208 c.1181A>G

A G rs11778209byFrequency|by1000genomesMG-20-tumorMG-20-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-20-tumorMG-20-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-20-tumorMG-20-normal - 10 9441 c.8853T>C

G A rs2289247byFrequency|by1000genomesMG-20-tumorMG-20-normal + 11 1273 c.1063G>A

C T rs2285975byFrequency|by1000genomesMG-20-tumorMG-20-normal - 13 2445 c.2256G>A

T C rs2072736byFrequency|by1000genomesMG-20-tumorMG-20-normal - 8 1410 c.474A>G

G C rs62070406by1000genomesMG-20-tumorMG-20-normal - 9 1754 c.1711C>G

C G rs2509943byFrequency|by1000genomesMG-20-tumorMG-20-normal + 3 776 c.279C>G

C T rs3814883byFrequency|by1000genomesMG-20-tumorMG-20-normal + 13 2402 c.1359C>T

C T MG-20-tumorMG-20-normal - 3 5767 c.5692G>A

A G rs4659654byFrequency|by1000genomesMG-20-tumorMG-20-normal - 16 2000 c.1503T>C

G A rs61814946byFrequency|by1000genomesMG-20-tumorMG-20-normal - 3 1785 c.1710C>T

T C rs41277507byFrequency|by1000genomesMG-20-tumorMG-20-normal - 4 1514 c.652A>G

C T rs468525 by1000genomesMG-20-tumorMG-20-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-20-tumorMG-20-normal - 12 2105 c.2062A>G

A G rs2929158by1000genomesMG-20-tumorMG-20-normal - 19 4373 c.4163T>C

T C rs111331725by1000genomesMG-20-tumorMG-20-normal + 6 643 c.263T>C

A G rs2737699byFrequency|by1000genomesMG-20-tumorMG-20-normal - 10 12892 c.12304T>C

A G MG-20-tumorMG-20-normal + 1 1227 c.1227A>G

T A rs35737760by1000genomesMG-20-tumorMG-20-normal + 19 2685 c.2520T>A

C T rs2229265byFrequency|by1000genomesMG-20-tumorMG-20-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-20-tumorMG-20-normal - 21 3503 c.3501A>T

G T rs918558 byFrequency|by1000genomesMG-20-tumorMG-20-normal + 1 2142 c.2142G>T

T C rs33910491byFrequency|by1000genomesMG-20-tumorMG-20-normal - 5 4949 c.4736A>G

G A rs12729662byFrequency|by1000genomesMG-20-tumorMG-20-normal - 3 8430 c.8355C>T

T C MG-20-tumorMG-20-normal + 1 105 c.105T>C

G A MG-20-tumorMG-20-normal + 1 171 c.171G>A

A G rs112129664|rs67218125|rs112826888|rs28529067|rs1132443byFrequency|by1000genomesMG-20-tumorMG-20-normal + 20 3996 c.3780A>G

G A rs7234999byFrequency|by1000genomesMG-20-tumorMG-20-normal - 5 5512 c.5299C>T



A G rs2074912byFrequency|by1000genomesMG-20-tumorMG-20-normal + 1 1709 c.1709A>G

G A rs13054014byFrequency|by1000genomesMG-20-tumorMG-20-normal + 2 569 c.210G>A

G A MG-20-tumorMG-20-normal + 1 741 c.741G>A

C T rs4647928byFrequency|by1000genomesMG-20-tumorMG-20-normal + 8 1270 c.1014C>T

A G MG-20-tumorMG-20-normal + 1 492 c.492A>G

G A rs28363488byFrequency|by1000genomesMG-20-tumorMG-20-normal + 15 2103 c.2013G>A

T C rs12731746byFrequency|by1000genomesMG-20-tumorMG-20-normal - 11 1394 c.897A>G

G A rs142702316byFrequencyMG-20-tumorMG-20-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-20-tumorMG-20-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-20-tumorMG-20-normal + 2 1315 c.1282C>G

G A rs33969768byFrequency|by1000genomesMG-201-tumorMG-201-normal - 8 5863 c.5650C>T

T C rs831043 byFrequency|by1000genomesMG-201-tumorMG-201-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-201-tumorMG-201-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-201-tumorMG-201-normal + 7 3183 c.3138A>G

A G MG-201-tumorMG-201-normal + 5 1140 c.1046A>G

C T rs1386356byFrequency|by1000genomesMG-201-tumorMG-201-normal - 85 14018 c.13047G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-201-tumorMG-201-normal + 7 1073 c.525C>T

C T MG-201-tumorMG-201-normal - 3 300 c.263G>A

G A MG-201-tumorMG-201-normal + 1 339 c.339G>A

C G rs150078700by1000genomesMG-201-tumorMG-201-normal + 12 1039 c.1039C>G

G A rs61751542by1000genomesMG-201-tumorMG-201-normal - 25 4204 c.4129C>T

G T rs2075249byFrequency|by1000genomesMG-201-tumorMG-201-normal - 21 3339 c.3054C>A

C T rs74315496 MG-201-tumorMG-201-normal + 8 1225 c.784C>T

A G rs141480481by1000genomesMG-201-tumorMG-201-normal + 4 1425 c.1342A>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-201-tumorMG-201-normal + 6 830 c.282G>C

C T rs2078478by1000genomesMG-201-tumorMG-201-normal - 5 411 c.392G>A

C T rs62478357byFrequencyMG-201-tumorMG-201-normal - 8 1268 c.1050G>A

C A rs3739298byFrequency|by1000genomesMG-201-tumorMG-201-normal - 9 2230 c.1821G>T

G A rs139799138byFrequencyMG-201-tumorMG-201-normal - 3 6574 c.6499C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-201-tumorMG-201-normal + 17 2594 c.2046A>C

C T MG-201-tumorMG-201-normal - 38 7580 c.7244G>A

C T rs72987361byFrequency|by1000genomesMG-201-tumorMG-201-normal - 3 898 c.558G>A

A G rs3108200byFrequency|by1000genomesMG-201-tumorMG-201-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-201-tumorMG-201-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-201-tumorMG-201-normal - 13 5919 c.5544G>A

C T MG-201-tumorMG-201-normal - 20 2973 c.2782G>A

G A MG-201-tumorMG-201-normal + 1 1372 c.1372G>A

A G MG-201-tumorMG-201-normal + 1 1597 c.1597A>G

G A rs7624750byFrequency|by1000genomesMG-201-tumorMG-201-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-201-tumorMG-201-normal - 18 3000 c.2874G>T

C T rs140237315byFrequencyMG-201-tumorMG-201-normal - 26 5435 c.5418G>A

A G rs1385600byFrequency|by1000genomesMG-201-tumorMG-201-normal - 5 1375 c.1290T>C

A G rs9653483by1000genomesMG-201-tumorMG-201-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-201-tumorMG-201-normal + 23 2508 c.2274T>C

T C rs9646771by1000genomesMG-201-tumorMG-201-normal - 4 787 c.447A>G

G A MG-201-tumorMG-201-normal + 1 216 c.216G>A

G A rs3026098by1000genomesMG-201-tumorMG-201-normal + 13 2111 c.1887G>A



T G rs10817033by1000genomesMG-201-tumorMG-201-normal - 8 2079 c.1743A>C

T C rs35996821byFrequency|by1000genomesMG-201-tumorMG-201-normal - 13 2183 c.2088A>G

C G rs3818764by1000genomesMG-201-tumorMG-201-normal - 4 1331 c.995G>C

C G rs147865267byFrequencyMG-201-tumorMG-201-normal - 4 1304 c.1234G>C

T C rs2251219byFrequency|by1000genomesMG-201-tumorMG-201-normal - 26 4397 c.4395A>G

T C rs2450122byFrequency|by1000genomesMG-201-tumorMG-201-normal - 10 2089 c.2004A>G

G A rs13007735byFrequency|by1000genomesMG-201-tumorMG-201-normal - 16 3587 c.2616C>T

T C rs140791302byFrequencyMG-201-tumorMG-201-normal - 5 2166 c.1304A>G

T G rs552183 byFrequency|by1000genomesMG-201-tumorMG-201-normal - 40 6445 c.6247A>C

G C rs12350212byFrequency|by1000genomesMG-201-tumorMG-201-normal + 5 1878 c.1788G>C

G A rs61762608byFrequency|by1000genomesMG-201-tumorMG-201-normal - 13 2608 c.2052C>T

T C MG-201-tumorMG-201-normal - 3 305 c.270A>G

G A rs1718878byFrequency|by1000genomesMG-201-tumorMG-201-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-201-tumorMG-201-normal + 2 1911 c.804G>C

A G MG-201-tumorMG-201-normal + 1 492 c.492A>G

G A rs1713982byFrequency|by1000genomesMG-201-tumorMG-201-normal + 15 2261 c.1848G>A

A G MG-201-tumorMG-201-normal - 15 1346 c.1346T>C

A G rs1136159byFrequency|by1000genomesMG-201-tumorMG-201-normal - 10 1068 c.860T>C

C T MG-201-tumorMG-201-normal + 18 1623 c.1623C>T

T G rs74842149byFrequencyMG-201-tumorMG-201-normal - 4 1217 c.1147A>C

T C rs3026101by1000genomesMG-201-tumorMG-201-normal + 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-201-tumorMG-201-normal - 5 2988 c.2775A>C

A T rs146352451by1000genomesMG-201-tumorMG-201-normal + 10 797 c.699A>T

C T rs76844681 MG-201-tumorMG-201-normal - 16 2899 c.2681G>A

T G rs17848149byFrequency|by1000genomesMG-201-tumorMG-201-normal - 25 4121 c.3836A>C

T C rs1048500byFrequency|by1000genomesMG-201-tumorMG-201-normal + 2 1791 c.684T>C

T C rs74597491byFrequency|by1000genomesMG-201-tumorMG-201-normal - 9 2185 c.1849A>G

A T rs3739451by1000genomesMG-201-tumorMG-201-normal - 39 9817 c.9481T>A

G A rs41266078|rs34171717byFrequency|by1000genomesMG-201-tumorMG-201-normal + 2 385 c.272G>A

A G rs35114151byFrequency|by1000genomesMG-201-tumorMG-201-normal - 39 7044 c.6759T>C

G A rs2229354byFrequency|by1000genomesMG-201-tumorMG-201-normal + 7 1131 c.924G>A

C G rs143879890by1000genomesMG-201-tumorMG-201-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-201-tumorMG-201-normal + 7 1855 c.1810A>G

G A rs6601 byFrequency|by1000genomesMG-201-tumorMG-201-normal + 25 3881 c.3672G>A

G A rs10845349 MG-201-tumorMG-201-normal - 3 855 c.820C>T

G A rs2074852byFrequency|by1000genomesMG-201-tumorMG-201-normal - 6 702 c.372C>T

C T rs6432901by1000genomesMG-201-tumorMG-201-normal - 2 514 c.174G>A

G C rs3088074byFrequency|by1000genomesMG-201-tumorMG-201-normal - 9 2999 c.2785C>G

T C MG-201-tumorMG-201-normal + 1 910 c.910T>C

T C MG-201-tumorMG-201-normal + 1 945 c.945T>C

G T rs6748626byFrequency|by1000genomesMG-201-tumorMG-201-normal - 20 4043 c.3072C>A

A G rs17443123by1000genomesMG-201-tumorMG-201-normal + 5 915 c.750A>G

C T rs7300444byFrequency|by1000genomesMG-201-tumorMG-201-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-201-tumorMG-201-normal + 17 1912 c.1092A>C

G A rs16885 byFrequency|by1000genomesMG-201-tumorMG-201-normal - 9 3193 c.2257C>T

T C rs2229992byFrequency|by1000genomesMG-201-tumorMG-201-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-201-tumorMG-201-normal - 17 2745 c.2460A>G



A G rs3822625by1000genomesMG-201-tumorMG-201-normal + 14 3084 c.3084A>G

C G rs2282302byFrequency|by1000genomesMG-201-tumorMG-201-normal - 3 965 c.893G>C

G C rs61735455by1000genomesMG-201-tumorMG-201-normal + 12 2108 c.1884G>C

C T MG-201-tumorMG-201-normal - 8 1260 c.1042G>A

A G rs147736998byFrequency|by1000genomesMG-201-tumorMG-201-normal + 4 1587 c.1242A>G

G A rs4514247byFrequency|by1000genomesMG-201-tumorMG-201-normal - 3 878 c.808C>T

G A rs3793379byFrequency|by1000genomesMG-201-tumorMG-201-normal + 32 4159 c.3882G>A

A G rs3752564byFrequency|by1000genomesMG-201-tumorMG-201-normal - 29 4981 c.4783T>C

A G MG-201-tumorMG-201-normal + 1 276 c.276A>G

G A rs148402228byFrequency|by1000genomesMG-201-tumorMG-201-normal - 22 4042 c.3545C>T

T C rs2075252byFrequency|by1000genomesMG-201-tumorMG-201-normal - 66 12565 c.12280A>G

A G MG-201-tumorMG-201-normal - 3 441 c.362T>C

C A MG-201-tumorMG-201-normal + 1 706 c.706C>A

G C rs45469098by1000genomesMG-201-tumorMG-201-normal - 1 255 c.256C>G

G A rs77288131byFrequency|by1000genomesMG-201-tumorMG-201-normal + 12 2707 c.2488G>A

T C rs831042 byFrequency|by1000genomesMG-201-tumorMG-201-normal - 24 3945 c.3660A>G

C T MG-201-tumorMG-201-normal + 5 1498 c.1092C>T

C T MG-201-tumorMG-201-normal - 31 5751 c.5676G>A

T C rs77652527byFrequency|by1000genomesMG-201-tumorMG-201-normal - 10 1583 c.1365A>G

A T rs2074930byFrequency|by1000genomesMG-201-tumorMG-201-normal + 9 1056 c.1016A>T

G A rs2248407byFrequency|by1000genomesMG-201-tumorMG-201-normal - 4 1003 c.918C>T

G A MG-201-tumorMG-201-normal - 20 3547 c.3460C>T

G A rs17591320byFrequency|by1000genomesMG-201-tumorMG-201-normal - 3 657 c.466C>T

A T rs142508835by1000genomesMG-201-tumorMG-201-normal - 34 5872 c.5536T>A

G T rs61740701byFrequency|by1000genomesMG-201-tumorMG-201-normal - 3 1374 c.818C>A

A G MG-201-tumorMG-201-normal - 19 3733 c.3523T>C

T C rs12990449byFrequency|by1000genomesMG-201-tumorMG-201-normal - 2 1114 c.143A>G

C T rs7240355byFrequency|by1000genomesMG-201-tumorMG-201-normal - 5 5238 c.5025G>A

T C MG-201-tumorMG-201-normal + 1 52 c.52T>C

G A rs11177 byFrequency|by1000genomesMG-201-tumorMG-201-normal + 3 290 c.80G>A

C T rs17290169byFrequency|by1000genomesMG-201-tumorMG-201-normal + 15 2016 c.1839C>T

A C rs76437836byFrequencyMG-201-tumorMG-201-normal - 3 142 c.98T>G

C A rs1801270byFrequency|by1000genomesMG-201-tumorMG-201-normal + 2 328 c.93C>A

G A rs2127898byFrequency|by1000genomesMG-201-tumorMG-201-normal - 6 1130 c.920C>T

G T rs34104660byFrequency|by1000genomesMG-201-tumorMG-201-normal - 4 687 c.402C>A

G C MG-201-tumorMG-201-normal - 5 1009 c.1010C>G

C T rs2243380byFrequency|by1000genomesMG-201-tumorMG-201-normal - 6 698 c.500G>A

G A rs1128761byFrequency|by1000genomesMG-201-tumorMG-201-normal + 7 1219 c.966G>A

A C rs76504934by1000genomesMG-201-tumorMG-201-normal - 4 464 c.427T>G

A G rs4444457byFrequency|by1000genomesMG-201-tumorMG-201-normal - 54 9497 c.8526T>C

C T rs1130233byFrequency|by1000genomesMG-201-tumorMG-201-normal - 8 2206 c.726G>A

C G rs2509943byFrequency|by1000genomesMG-201-tumorMG-201-normal + 3 776 c.279C>G

C T rs11184139byFrequency|by1000genomesMG-201-tumorMG-201-normal - 6 487

G A rs2289247byFrequency|by1000genomesMG-201-tumorMG-201-normal + 11 1273 c.1063G>A

T C rs112827102byFrequency|by1000genomesMG-201-tumorMG-201-normal - 19 3495 c.3285A>G

T C rs61740142byFrequency|by1000genomesMG-201-tumorMG-201-normal - 6 1982 c.1495A>G

A G rs2229267byFrequency|by1000genomesMG-201-tumorMG-201-normal - 29 5160 c.4875T>C



G A rs77949622byFrequency|by1000genomesMG-201-tumorMG-201-normal - 9 1912 c.1827C>T

C T rs117151141by1000genomesMG-201-tumorMG-201-normal - 13 1746 c.1457G>A

G T rs140059935by1000genomesMG-201-tumorMG-201-normal + 16 1408 c.1408G>T

T C rs2229263byFrequency|by1000genomesMG-201-tumorMG-201-normal - 3 533 c.248A>G

C T rs2229071byFrequency|by1000genomesMG-201-tumorMG-201-normal + 11 2810 c.2429C>T

C T rs111482521byFrequency|by1000genomesMG-201-tumorMG-201-normal + 3 997 c.717C>T

T C rs111331725by1000genomesMG-201-tumorMG-201-normal + 6 643 c.263T>C

A C rs1410048by1000genomesMG-201-tumorMG-201-normal - 40 10053 c.9717T>G

A G rs13223756byFrequency|by1000genomesMG-201-tumorMG-201-normal + 7 2144 c.1944A>G

C T MG-201-tumorMG-201-normal - 3 370 c.335G>A

A G rs113995284byFrequency|by1000genomesMG-201-tumorMG-201-normal + 7 1761 c.1673A>G

G A rs2227983byFrequency|by1000genomesMG-201-tumorMG-201-normal + 13 1739 c.1562G>A

G T MG-201-tumorMG-201-normal - 13 4356 c.3981C>A

T A rs17264436byFrequency|by1000genomesMG-201-tumorMG-201-normal - 21 3503 c.3501A>T

G A rs9789047by1000genomesMG-201-tumorMG-201-normal + 10 998 c.998G>A

G T rs147825872 MG-201-tumorMG-201-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-201-tumorMG-201-normal - 5 4949 c.4736A>G

T C MG-201-tumorMG-201-normal + 8 505 c.505T>C

A G rs1980131byFrequency|by1000genomesMG-201-tumorMG-201-normal + 2 2992 c.2880A>G

T A rs17337023byFrequency|by1000genomesMG-201-tumorMG-201-normal + 16 2064 c.1887T>A

A G MG-201-tumorMG-201-normal - 71 10439 c.10233T>C

G A rs7234999byFrequency|by1000genomesMG-201-tumorMG-201-normal - 5 5512 c.5299C>T

C T rs2273779byFrequency|by1000genomesMG-201-tumorMG-201-normal + 6 583 c.538C>T

T C rs78472618byFrequencyMG-201-tumorMG-201-normal - 3 159 c.115A>G

T A NA MG-203-tumorMG-203-normal + 7 1062 c.621T>A

G A NA MG-203-tumorMG-203-normal + 2 72 c.68G>A

A G rs75050399byFrequency|by1000genomesMG-204-tumorMG-204-normal + 17 2433 c.2343A>G

A G rs3121079byFrequency|by1000genomesMG-204-tumorMG-204-normal - 2 86 c.16T>C

C T rs148631953byFrequency|by1000genomesMG-204-tumorMG-204-normal - 7 972 c.501G>A

T C rs34728563byFrequency|by1000genomesMG-204-tumorMG-204-normal + 6 2169 c.1526T>C

C G rs2229070byFrequency|by1000genomesMG-204-tumorMG-204-normal + 11 2733 c.2352C>G

G A rs62070401by1000genomesMG-204-tumorMG-204-normal - 12 2205 c.2162C>T

A G rs61753922byFrequency|by1000genomesMG-204-tumorMG-204-normal - 32 3631 c.3252T>C

G C rs61735002byFrequency|by1000genomesMG-204-tumorMG-204-normal + 5 516 c.499G>C

G A rs141045272byFrequency|by1000genomesMG-204-tumorMG-204-normal - 14 1118 c.751C>T

C G rs72474510byFrequency|by1000genomesMG-204-tumorMG-204-normal - 4 1198 c.1128G>C

C T rs61743100byFrequency|by1000genomesMG-204-tumorMG-204-normal + 8 5278 c.4422C>T

G A rs1062348byFrequency|by1000genomesMG-204-tumorMG-204-normal - 7 1005 c.846C>T

G A rs35029074byFrequencyMG-204-tumorMG-204-normal + 11 6550 c.6323G>A

C T rs199930 by1000genomesMG-204-tumorMG-204-normal + 36 5181 c.5016C>T

A G rs11992014byFrequency|by1000genomesMG-204-tumorMG-204-normal - 18 3178 c.2934T>C

C A rs144262527 MG-204-tumorMG-204-normal + 3 289 c.199C>A

G C rs2240 byFrequency|by1000genomesMG-204-tumorMG-204-normal - 13 2935 c.2560C>G

G A rs2072737byFrequency|by1000genomesMG-204-tumorMG-204-normal - 9 3078 c.2142C>T

T C rs28489116by1000genomesMG-204-tumorMG-204-normal - 10 5194 c.4985A>G

A G rs7762830by1000genomesMG-204-tumorMG-204-normal + 14 2120 c.1921A>G

T A rs34296002byFrequency|by1000genomesMG-204-tumorMG-204-normal + 7 821 c.611T>A



T C rs61730836byFrequency|by1000genomesMG-204-tumorMG-204-normal - 4 1473 c.611A>G

T C MG-204-tumorMG-204-normal - 14 2512 c.2294A>G

A G rs40831 by1000genomesMG-204-tumorMG-204-normal + 2 2118 c.2085A>G

A T rs1063536byFrequency|by1000genomesMG-204-tumorMG-204-normal - 4 612 c.237T>A

G A rs1718878byFrequency|by1000genomesMG-204-tumorMG-204-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-204-tumorMG-204-normal + 2 1911 c.804G>C

C A rs114687140byFrequency|by1000genomesMG-204-tumorMG-204-normal - 13 9413 c.9038G>T

A G rs2973568by1000genomesMG-204-tumorMG-204-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-204-tumorMG-204-normal - 20 4043 c.3072C>A

T C rs2229263byFrequency|by1000genomesMG-204-tumorMG-204-normal - 3 533 c.248A>G

T G rs17848149byFrequency|by1000genomesMG-204-tumorMG-204-normal - 25 4121 c.3836A>C

A G rs34623774byFrequencyMG-204-tumorMG-204-normal + 13 1280 c.1180A>G

C T rs5959371byFrequency|by1000genomesMG-204-tumorMG-204-normal - 4 442 c.228G>A

G A rs1566622byFrequency|by1000genomesMG-204-tumorMG-204-normal - 22 3705 c.3516C>T

T C rs7935 byFrequency|by1000genomesMG-204-tumorMG-204-normal + 9 1808 c.1524T>C

G A rs17065139byFrequency|by1000genomesMG-204-tumorMG-204-normal - 5 3795 c.3582C>T

A T rs78455617byFrequency|by1000genomesMG-204-tumorMG-204-normal - 4 1208 c.1138T>A

T C rs144737909byFrequency|by1000genomesMG-204-tumorMG-204-normal - 30 5209 c.4924A>G

T C rs10082391byFrequency|by1000genomesMG-204-tumorMG-204-normal - 13 8654 c.8279A>G

G A rs77572130byFrequency|by1000genomesMG-204-tumorMG-204-normal + 10 2377 c.2003G>A

C T rs55913776 MG-204-tumorMG-204-normal - 3 1207 c.675G>A

C T rs9489124byFrequency|by1000genomesMG-204-tumorMG-204-normal - 35 5902 c.5704G>A

T C rs2241190byFrequency|by1000genomesMG-204-tumorMG-204-normal - 17 2745 c.2460A>G

C T rs12236219byFrequency|by1000genomesMG-204-tumorMG-204-normal + 5 1231 c.1141C>T

G A rs6070697byFrequency|by1000genomesMG-204-tumorMG-204-normal + 4 1189 c.920G>A

A G rs1801426byFrequency|by1000genomesMG-204-tumorMG-204-normal + 27 10461 c.10234A>G

T C rs9807555by1000genomesMG-204-tumorMG-204-normal - 1 196 c.197A>G

G C rs79533196byFrequency|by1000genomesMG-204-tumorMG-204-normal - 35 6697 c.5726C>G

A T rs78004199byFrequency|by1000genomesMG-204-tumorMG-204-normal + 3 1076 c.922A>T

A G rs4986860byFrequency|by1000genomesMG-204-tumorMG-204-normal + 14 7546 c.7319A>G

G A rs1128761byFrequency|by1000genomesMG-204-tumorMG-204-normal + 7 1219 c.966G>A

T C rs10512435byFrequency|by1000genomesMG-204-tumorMG-204-normal + 37 5265 c.4882T>C

G T rs3212254byFrequency|by1000genomesMG-204-tumorMG-204-normal - 10 1693 c.1475C>A

A G rs34961678byFrequency|by1000genomesMG-204-tumorMG-204-normal - 3 514 c.429T>C

A G rs28407189by1000genomesMG-204-tumorMG-204-normal + 12 5238 c.4864A>G

T C rs140432418byFrequencyMG-204-tumorMG-204-normal - 7 1185 c.967A>G

C T rs3812458byFrequency|by1000genomesMG-204-tumorMG-204-normal + 22 2662 c.2385C>T

T C rs831042 byFrequency|by1000genomesMG-204-tumorMG-204-normal - 24 3945 c.3660A>G

T C rs539858|rs78098996byFrequency|by1000genomesMG-204-tumorMG-204-normal - 20 3029 c.3024A>G

T C rs7716253by1000genomesMG-204-tumorMG-204-normal + 8 1121 c.945T>C

G T rs148745623 MG-204-tumorMG-204-normal - 4 1078 c.1008C>A

A G rs1385600byFrequency|by1000genomesMG-204-tumorMG-204-normal - 5 1375 c.1290T>C

C G rs2509943byFrequency|by1000genomesMG-204-tumorMG-204-normal + 3 776 c.279C>G

T C rs61736905byFrequency|by1000genomesMG-204-tumorMG-204-normal + 8 2724 c.2081T>C

T C rs17065127byFrequency|by1000genomesMG-204-tumorMG-204-normal - 5 5401 c.5188A>G

C T rs468525 by1000genomesMG-204-tumorMG-204-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-204-tumorMG-204-normal - 12 2105 c.2062A>G



A G MG-204-tumorMG-204-normal + 1 28 c.28A>G

C T rs115350205byFrequency|by1000genomesMG-204-tumorMG-204-normal + 15 2007 c.1830C>T

C T MG-204-tumorMG-204-normal + 1 243 c.243C>T

C A rs16942318by1000genomesMG-204-tumorMG-204-normal + 3 680 c.306C>A

C T rs3730404byFrequency|by1000genomesMG-204-tumorMG-204-normal + 7 1010 c.951C>T

A G rs2074912byFrequency|by1000genomesMG-204-tumorMG-204-normal + 1 1709 c.1709A>G

C G rs149605490by1000genomesMG-204-tumorMG-204-normal + 3 1000 c.781C>G

A G MG-204-tumorMG-204-normal + 1 243 c.243A>G

C A rs2973558by1000genomesMG-204-tumorMG-204-normal + 20 2514 c.2338C>A

T C rs831043 byFrequency|by1000genomesMG-204-tumorMG-204-normal - 21 3354 c.3069A>G

C G rs11729794by1000genomesMG-204-tumorMG-204-normal - 2 2746 c.1890G>C

C T MG-204-tumorMG-204-normal + 1 313 c.261C>T

A G rs62001905byFrequency|by1000genomesMG-204-tumorMG-204-normal - 1 179 c.32T>C

C T rs78889600byFrequency|by1000genomesMG-204-tumorMG-204-normal + 7 2762 c.2717C>T

T G rs144126440byFrequency|by1000genomesMG-204-tumorMG-204-normal - 42 8202 c.7917A>C

G A MG-204-tumorMG-204-normal + 1 130 c.78G>A

T C rs61732942by1000genomesMG-204-tumorMG-204-normal - 16 3240 c.2904A>G

A C rs7995564by1000genomesMG-204-tumorMG-204-normal + 10 2068 c.1534A>C

C T rs75099356byFrequency|by1000genomesMG-204-tumorMG-204-normal + 1 174 c.147C>T

C G MG-204-tumorMG-204-normal - 12 1816 c.1729G>C

A G rs4659654byFrequency|by1000genomesMG-204-tumorMG-204-normal - 16 2000 c.1503T>C

A G rs9653483by1000genomesMG-204-tumorMG-204-normal - 21 5040 c.4953T>C

G A rs12104022by1000genomesMG-204-tumorMG-204-normal - 3 784 c.252C>T

T G rs10817033by1000genomesMG-204-tumorMG-204-normal - 8 2079 c.1743A>C

C T rs2180616byFrequency|by1000genomesMG-204-tumorMG-204-normal - 15 7254 c.7185G>A

C T rs26505 byFrequency|by1000genomesMG-204-tumorMG-204-normal + 1 144 c.57C>T

C T rs10258429byFrequency|by1000genomesMG-204-tumorMG-204-normal + 16 2213 c.1968C>T

C T rs61744814byFrequency|by1000genomesMG-204-tumorMG-204-normal + 22 4135 c.4047C>T

A G rs17051895by1000genomesMG-204-tumorMG-204-normal + 23 4485 c.3951A>G

A G rs34844534byFrequencyMG-204-tumorMG-204-normal - 4 791 c.552T>C

G C rs61757790by1000genomesMG-204-tumorMG-204-normal + 12 2275 c.1795G>C

T C MG-204-tumorMG-204-normal + 1 334 c.334T>C

A G rs61753940by1000genomesMG-204-tumorMG-204-normal + 2 2084 c.2051A>G

A G rs62648079by1000genomesMG-204-tumorMG-204-normal + 1 1654 c.1354A>G

C T rs9489143byFrequency|by1000genomesMG-204-tumorMG-204-normal - 13 2184 c.1986G>A

G A rs3827025by1000genomesMG-204-tumorMG-204-normal - 6 2094 c.2025C>T

T C rs1048500byFrequency|by1000genomesMG-204-tumorMG-204-normal + 2 1791 c.684T>C

A G rs35114151byFrequency|by1000genomesMG-204-tumorMG-204-normal - 39 7044 c.6759T>C

T G rs17094774byFrequency|by1000genomesMG-204-tumorMG-204-normal - 7 1640 c.1449A>C

T C MG-204-tumorMG-204-normal + 1 114 c.114T>C

T C rs4652678by1000genomesMG-204-tumorMG-204-normal + 28 4116 c.3951T>C

A G rs6679449by1000genomesMG-204-tumorMG-204-normal - 3 1923 c.1851T>C

C A rs4876458byFrequency|by1000genomesMG-204-tumorMG-204-normal - 71 11323 c.11079G>T

A G rs7839690byFrequency|by1000genomesMG-204-tumorMG-204-normal - 19 3319 c.3075T>C

C T rs11591817byFrequency|by1000genomesMG-204-tumorMG-204-normal - 13 6002 c.5627G>A

A G rs3822625by1000genomesMG-204-tumorMG-204-normal + 14 3084 c.3084A>G

T C rs10423264byFrequency|by1000genomesMG-204-tumorMG-204-normal + 5 2273 c.1719T>C



G A rs114774495byFrequency|by1000genomesMG-204-tumorMG-204-normal + 16 3644 c.3264G>A

T C MG-204-tumorMG-204-normal + 1 318 c.318T>C

T C MG-204-tumorMG-204-normal + 9 1086 c.904T>C

A G rs2227985byFrequency|by1000genomesMG-204-tumorMG-204-normal + 9 1878 c.1497A>G

T G rs61730540byFrequency|by1000genomesMG-204-tumorMG-204-normal - 36 6871 c.6653A>C

G A rs6089925byFrequency|by1000genomesMG-204-tumorMG-204-normal - 4 729 c.660C>T

A G rs34355306byFrequency|by1000genomesMG-204-tumorMG-204-normal + 10 1502 c.1275A>G

T C rs7714670by1000genomesMG-204-tumorMG-204-normal + 6 849 c.673T>C

A T rs7095325byFrequency|by1000genomesMG-204-tumorMG-204-normal - 7 1087 c.712T>A

C T rs11873462by1000genomesMG-204-tumorMG-204-normal - 1 47 c.48G>A

G A rs7543643byFrequency|by1000genomesMG-204-tumorMG-204-normal - 20 3453 c.3234C>T

A C rs17051891by1000genomesMG-204-tumorMG-204-normal + 22 3765 c.3231A>C

C T rs3745762by1000genomesMG-204-tumorMG-204-normal + 6 2241 c.2047C>T

A C MG-204-tumorMG-204-normal + 8 1719 c.1185A>C

C T rs114457689by1000genomesMG-204-tumorMG-204-normal + 1 1653 c.1353C>T

G A rs76066862byFrequency|by1000genomesMG-204-tumorMG-204-normal - 2 1759 c.903C>T

T C rs2292561byFrequency|by1000genomesMG-204-tumorMG-204-normal - 15 1569 c.1299A>G

C T rs4750936byFrequency|by1000genomesMG-204-tumorMG-204-normal - 13 4011 c.3636G>A

A G rs62000435byFrequency|by1000genomesMG-204-tumorMG-204-normal - 19 2490 c.1993T>C

C G rs11016076byFrequency|by1000genomesMG-204-tumorMG-204-normal - 8 1866 c.1491G>C

A T MG-204-tumorMG-204-normal - 7 1124 c.906T>A

A G rs180744 by1000genomesMG-204-tumorMG-204-normal + 2 1719 c.1686A>G

C T rs10258568byFrequency|by1000genomesMG-204-tumorMG-204-normal + 16 2353 c.2108C>T

T C rs79054985byFrequency|by1000genomesMG-204-tumorMG-204-normal - 27 5363 c.4392A>G

C G rs138963326byFrequency|by1000genomesMG-204-tumorMG-204-normal + 16 2268 c.2023C>G

C T rs7207410byFrequency|by1000genomesMG-204-tumorMG-204-normal + 4 723 c.340C>T

T C rs11839380byFrequency|by1000genomesMG-204-tumorMG-204-normal - 10 9461 c.8873A>G

A G rs145492863byFrequencyMG-204-tumorMG-204-normal - 25 4826 c.4335T>C

A G rs2229267byFrequency|by1000genomesMG-204-tumorMG-204-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-204-tumorMG-204-normal + 2 1740 c.1707C>T

T A rs115286894byFrequency|by1000genomesMG-204-tumorMG-204-normal - 21 3482 c.3284A>T

A T rs6685892byFrequency|by1000genomesMG-204-tumorMG-204-normal - 34 7560 c.7341T>A

C T rs35086590byFrequency|by1000genomesMG-204-tumorMG-204-normal - 50 9698 c.9413G>A

T C MG-204-tumorMG-204-normal + 8 505 c.505T>C

T G rs79522948byFrequencyMG-204-tumorMG-204-normal + 29 2367 c.2181T>G

T C MG-204-tumorMG-204-normal - 39 11036 c.11037A>G

G A rs6089924byFrequency|by1000genomesMG-204-tumorMG-204-normal - 4 920 c.851C>T

T G rs1050767byFrequency|by1000genomesMG-204-tumorMG-204-normal - 13 8533 c.8158A>C

G A rs61747662byFrequency|by1000genomesMG-204-tumorMG-204-normal + 8 2632 c.1776G>A

G A rs146324805byFrequencyMG-204-tumorMG-204-normal - 3 533 c.500C>T

G A rs149334029byFrequencyMG-204-tumorMG-204-normal - 2 158 c.96C>T

G A rs150680317byFrequencyMG-204-tumorMG-204-normal + 29 3902 c.3392G>A

C T rs61729245byFrequency|by1000genomesMG-204-tumorMG-204-normal + 7 3202 c.3157C>T

G A rs34830600byFrequency|by1000genomesMG-204-tumorMG-204-normal - 8 2874 c.2805C>T

G A rs2921563byFrequency|by1000genomesMG-204-tumorMG-204-normal + 9 2165 c.524G>A

T G rs9807633by1000genomesMG-204-tumorMG-204-normal - 1 88 c.89A>C

C T rs115321263byFrequency|by1000genomesMG-204-tumorMG-204-normal - 2 325 c.141G>A



T A rs56279059by1000genomesMG-204-tumorMG-204-normal - 3 1034 c.502A>T

A G rs41304577 MG-204-tumorMG-204-normal - 4 1006 c.691T>C

A G rs112417656byFrequency|by1000genomesMG-204-tumorMG-204-normal + 5 1284 c.896A>G

G A rs61737866byFrequency|by1000genomesMG-204-tumorMG-204-normal - 12 2231 c.2047C>T

A G rs56325964byFrequency|by1000genomesMG-204-tumorMG-204-normal + 6 2155 c.1512A>G

G A rs7179364by1000genomesMG-204-tumorMG-204-normal + 1 520 c.85G>A

C T rs140105230byFrequency|by1000genomesMG-204-tumorMG-204-normal - 4 1405 c.1335G>A

C A rs73672607byFrequency|by1000genomesMG-204-tumorMG-204-normal + 13 2349 c.1832C>A

G A MG-204-tumorMG-204-normal + 1 555 c.555G>A

G T rs146238849byFrequency|by1000genomesMG-204-tumorMG-204-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-204-tumorMG-204-normal - 31 5385 c.5100C>T

A G rs28635005by1000genomesMG-204-tumorMG-204-normal + 1 566 c.321A>G

G A rs13007735byFrequency|by1000genomesMG-204-tumorMG-204-normal - 16 3587 c.2616C>T

G A MG-204-tumorMG-204-normal + 20 3209 c.3132G>A

G A rs11574872by1000genomesMG-204-tumorMG-204-normal - 4 738 c.663C>T

A T rs77895180byFrequencyMG-204-tumorMG-204-normal + 22 3798 c.2730A>T

C T rs1035938by1000genomesMG-204-tumorMG-204-normal + 6 1538 c.1344C>T

T C MG-204-tumorMG-204-normal - 3 305 c.270A>G

A G rs53429 byFrequency|by1000genomesMG-204-tumorMG-204-normal - 23 2720 c.2517T>C

G A rs73505630by1000genomesMG-204-tumorMG-204-normal + 31 5615 c.5081G>A

T C rs9646771by1000genomesMG-204-tumorMG-204-normal - 4 787 c.447A>G

A G rs13426055byFrequency|by1000genomesMG-204-tumorMG-204-normal + 18 2688 c.2562A>G

C T rs10252263byFrequency|by1000genomesMG-204-tumorMG-204-normal - 38 8258 c.8040G>A

G A rs61731510byFrequency|by1000genomesMG-204-tumorMG-204-normal + 12 1637 c.1120G>A

T A rs79661992byFrequency|by1000genomesMG-204-tumorMG-204-normal - 13 8111 c.7736A>T

G A rs58852301byFrequency|by1000genomesMG-204-tumorMG-204-normal - 24 2522 c.2252C>T

G C rs3088074byFrequency|by1000genomesMG-204-tumorMG-204-normal - 9 2999 c.2785C>G

A C rs76504934by1000genomesMG-204-tumorMG-204-normal - 4 464 c.427T>G

C T rs2931423by1000genomesMG-204-tumorMG-204-normal + 19 2459 c.2283C>T

C T rs7300444byFrequency|by1000genomesMG-204-tumorMG-204-normal + 19 5383 c.4740C>T

C T rs12777740byFrequency|by1000genomesMG-204-tumorMG-204-normal - 13 8321 c.7946G>A

T C rs35841892byFrequency|by1000genomesMG-204-tumorMG-204-normal - 27 4714 c.4516A>G

C A MG-204-tumorMG-204-normal + 1 1578 c.1578C>A

C G rs150913286byFrequencyMG-204-tumorMG-204-normal - 4 431 c.394G>C

A G rs141200193 MG-204-tumorMG-204-normal - 18 3113 c.2895T>C

T C rs113364666byFrequency|by1000genomesMG-204-tumorMG-204-normal - 19 7958 c.7889A>G

T C rs1002519byFrequency|by1000genomesMG-204-tumorMG-204-normal + 1 196 c.196T>C

C T rs74029641by1000genomesMG-204-tumorMG-204-normal + 10 2342 c.1968C>T

A C rs75752352by1000genomesMG-204-tumorMG-204-normal - 4 1274 c.1172T>G

A G rs149271 by1000genomesMG-204-tumorMG-204-normal + 2 543 c.510A>G

C T MG-204-tumorMG-204-normal - 1 278 c.60G>A

A G rs61738805byFrequency|by1000genomesMG-204-tumorMG-204-normal - 5 2800 c.2587T>C

C T rs1127606byFrequency|by1000genomesMG-204-tumorMG-204-normal - 8 1939 c.1530G>A

G A rs3733415by1000genomesMG-204-tumorMG-204-normal - 2 601 c.392C>T

G C rs13397109byFrequency|by1000genomesMG-204-tumorMG-204-normal - 41 7911 c.7626C>G

T C rs61747988byFrequency|by1000genomesMG-204-tumorMG-204-normal + 18 4525 c.4524T>C

T C rs766894 by1000genomesMG-204-tumorMG-204-normal + 25 2461 c.2295T>C



C A rs138908625byFrequency|by1000genomesMG-204-tumorMG-204-normal - 8 1357 c.1139G>T

C T rs6432901by1000genomesMG-204-tumorMG-204-normal - 2 514 c.174G>A

A C rs76437836byFrequencyMG-204-tumorMG-204-normal - 3 142 c.98T>G

A C rs114532084byFrequency|by1000genomesMG-204-tumorMG-204-normal + 7 704 c.659A>C

C T rs2229882by1000genomesMG-204-tumorMG-204-normal + 9 1566 c.1566C>T

A G rs28647489by1000genomesMG-204-tumorMG-204-normal - 15 10210 c.10001T>C

G A rs216400 byFrequency|by1000genomesMG-204-tumorMG-204-normal - 32 3959 c.3756C>T

G A rs139856989 MG-204-tumorMG-204-normal - 4 1057 c.987C>T

C T rs5992599by1000genomesMG-204-tumorMG-204-normal - 8 1529 c.1422G>A

C T rs55774271byFrequency|by1000genomesMG-204-tumorMG-204-normal - 36 5119 c.5043G>A

G A rs55855602by1000genomesMG-204-tumorMG-204-normal - 3 1030 c.498C>T

C T rs872665 by1000genomesMG-204-tumorMG-204-normal - 7 1855 c.1519G>A

G C MG-204-tumorMG-204-normal - 14 2659 c.2441C>G

G C rs111299819byFrequency|by1000genomesMG-204-tumorMG-204-normal + 8 1939 c.1083G>C

G A rs10980461by1000genomesMG-204-tumorMG-204-normal - 1 396 c.60C>T

A G rs151306742by1000genomesMG-204-tumorMG-204-normal + 4 729 c.285A>G

T C rs78472618byFrequencyMG-204-tumorMG-204-normal - 3 159 c.115A>G

A T rs112668352byFrequency|by1000genomesMG-204-tumorMG-204-normal + 23 4344 c.4256A>T

G T rs3745765byFrequency|by1000genomesMG-204-tumorMG-204-normal + 9 2360 c.719G>T

C T rs210498 by1000genomesMG-204-tumorMG-204-normal - 23 1885 c.1518G>A

T C rs116159392by1000genomesMG-204-tumorMG-204-normal - 38 8400 c.8064A>G

A G rs73233606byFrequency|by1000genomesMG-204-tumorMG-204-normal + 11 1719 c.1330A>G

G A rs3809974byFrequency|by1000genomesMG-204-tumorMG-204-normal - 5 2864 c.2651C>T

G A rs7296694byFrequency|by1000genomesMG-204-tumorMG-204-normal + 15 3343 c.3171G>A

C T rs2078478by1000genomesMG-204-tumorMG-204-normal - 5 411 c.392G>A

C T rs16942341by1000genomesMG-204-tumorMG-204-normal + 7 1595 c.1221C>T

G A rs3744249byFrequency|by1000genomesMG-204-tumorMG-204-normal + 11 2561 c.2172G>A

T C rs77829878byFrequency|by1000genomesMG-204-tumorMG-204-normal - 11 2055 c.1953A>G

A C rs4625290byFrequency|by1000genomesMG-204-tumorMG-204-normal - 2 325 c.255T>G

G C rs12104021by1000genomesMG-204-tumorMG-204-normal - 3 790 c.258C>G

C G rs2298258byFrequency|by1000genomesMG-204-tumorMG-204-normal + 12 1698 c.1260C>G

C T rs55979329by1000genomesMG-204-tumorMG-204-normal - 3 1257 c.725G>A

A G rs826549 by1000genomesMG-204-tumorMG-204-normal + 18 2676 c.2550A>G

A G rs10516781by1000genomesMG-204-tumorMG-204-normal + 18 3258 c.2778A>G

C T rs143304134byFrequencyMG-204-tumorMG-204-normal - 7 1242 c.867G>A

G A rs10915888byFrequency|by1000genomesMG-204-tumorMG-204-normal - 0 453

G A rs1713982byFrequency|by1000genomesMG-204-tumorMG-204-normal + 15 2261 c.1848G>A

C T rs35534817|rs137854272byFrequency|by1000genomesMG-204-tumorMG-204-normal + 38 5613 c.4983C>T

A G MG-204-tumorMG-204-normal - 15 1346 c.1346T>C

A G rs13346368by1000genomesMG-204-tumorMG-204-normal + 10 3324 c.3130A>G

C T rs115460650by1000genomesMG-204-tumorMG-204-normal - 4 3806 c.3597G>A

T C rs3026101by1000genomesMG-204-tumorMG-204-normal + 14 2279 c.2055T>C

T C rs16914996byFrequency|by1000genomesMG-204-tumorMG-204-normal - 38 9100 c.8764A>G

G A rs3810490by1000genomesMG-204-tumorMG-204-normal - 6 2067 c.1998C>T

G A rs73751814byFrequency|by1000genomesMG-204-tumorMG-204-normal - 21 1956 c.1926C>T

G A rs10082432byFrequency|by1000genomesMG-204-tumorMG-204-normal - 13 8757 c.8382C>T

C T rs61736922byFrequencyMG-204-tumorMG-204-normal + 7 1053 c.963C>T



G A rs61748805byFrequency|by1000genomesMG-204-tumorMG-204-normal - 29 4747 c.4191C>T

G A rs111722103by1000genomesMG-204-tumorMG-204-normal - 38 7893 c.7557C>T

G A rs7108160by1000genomesMG-204-tumorMG-204-normal + 4 3839 c.3822G>A

C A rs34347938byFrequency|by1000genomesMG-204-tumorMG-204-normal - 5 3401 c.3188G>T

G A MG-204-tumorMG-204-normal + 1 315 c.315G>A

C T rs2228276byFrequency|by1000genomesMG-204-tumorMG-204-normal + 5 2216 c.1662C>T

A G MG-204-tumorMG-204-normal + 1 175 c.175A>G

T C rs7275 by1000genomesMG-204-tumorMG-204-normal + 35 5267 c.4983T>C

C T rs115979836by1000genomesMG-204-tumorMG-204-normal - 4 817 c.604G>A

C T rs61733571by1000genomesMG-204-tumorMG-204-normal - 2 2244 c.2035G>A

G A rs2229354byFrequency|by1000genomesMG-204-tumorMG-204-normal + 7 1131 c.924G>A

C T rs10082533byFrequency|by1000genomesMG-204-tumorMG-204-normal - 13 8753 c.8378G>A

G A MG-204-tumorMG-204-normal - 1 312 c.261C>T

A T rs2074930byFrequency|by1000genomesMG-204-tumorMG-204-normal + 9 1056 c.1016A>T

A G rs61756316byFrequency|by1000genomesMG-204-tumorMG-204-normal + 19 5485 c.5114A>G

C T rs169758 by1000genomesMG-204-tumorMG-204-normal - 23 1959 c.1592G>A

G A rs76765512byFrequencyMG-204-tumorMG-204-normal + 5 787 c.343G>A

C A rs6738031by1000genomesMG-204-tumorMG-204-normal - 18 3000 c.2874G>T

T G rs28363395byFrequency|by1000genomesMG-204-tumorMG-204-normal + 5 636 c.546T>G

C T rs3796031byFrequency|by1000genomesMG-204-tumorMG-204-normal - 17 2399 c.1947G>A

C A rs6453022by1000genomesMG-204-tumorMG-204-normal + 7 1027 c.851C>A

T C rs543304 byFrequency|by1000genomesMG-204-tumorMG-204-normal + 11 4034 c.3807T>C

G A MG-204-tumorMG-204-normal - 1 26 c.27C>T

T C rs2075252byFrequency|by1000genomesMG-204-tumorMG-204-normal - 66 12565 c.12280A>G

G T rs138591330by1000genomesMG-204-tumorMG-204-normal - 27 8211 c.7863C>A

C T rs34594998by1000genomesMG-204-tumorMG-204-normal + 9 1733 c.1509C>T

G A rs2248407byFrequency|by1000genomesMG-204-tumorMG-204-normal - 4 1003 c.918C>T

A G MG-204-tumorMG-204-normal + 1 769 c.769A>G

T C rs11886219byFrequency|by1000genomesMG-204-tumorMG-204-normal - 36 6144 c.5859A>G

G A rs61738656byFrequency|by1000genomesMG-204-tumorMG-204-normal - 20 3129 c.3124C>T

C G rs60738318byFrequency|by1000genomesMG-204-tumorMG-204-normal + 8 996 c.607C>G

T C rs11016071byFrequency|by1000genomesMG-204-tumorMG-204-normal - 13 9086 c.8711A>G

G A MG-204-tumorMG-204-normal - 3 652 c.457C>T

C T rs138210256byFrequency|by1000genomesMG-204-tumorMG-204-normal + 4 423 c.324C>T

A G MG-204-tumorMG-204-normal - 4 842 c.843T>C

C T MG-204-tumorMG-204-normal - 3 370 c.335G>A

G A rs55938102byFrequency|by1000genomesMG-204-tumorMG-204-normal + 48 8467 c.8358G>A

C G rs3735156byFrequency|by1000genomesMG-204-tumorMG-204-normal - 11 1795 c.1577G>C

G T rs918558 byFrequency|by1000genomesMG-204-tumorMG-204-normal + 1 2142 c.2142G>T

C T MG-204-tumorMG-204-normal + 20 4051 c.3974C>T

C G rs180743 by1000genomesMG-204-tumorMG-204-normal + 2 1315 c.1282C>G

T C rs12731746byFrequency|by1000genomesMG-204-tumorMG-204-normal - 11 1394 c.897A>G

G A MG-204-tumorMG-204-normal - 7 1096 c.878C>T

C T rs61741409by1000genomesMG-204-tumorMG-204-normal - 4 948 c.841G>A

T C rs74588155byFrequency|by1000genomesMG-204-tumorMG-204-normal + 10 965 c.965T>C

G C rs141516881by1000genomesMG-204-tumorMG-204-normal + 14 1770 c.755G>C

T G rs12963422byFrequency|by1000genomesMG-205-tumorMG-205-normal - 5 2988 c.2775A>C



C T rs76334433byFrequency|by1000genomesMG-205-tumorMG-205-normal - 4 615 c.553G>A

G T rs75155858byFrequency|by1000genomesMG-205-tumorMG-205-normal + 13 2388 c.1871G>T

T C rs831043 byFrequency|by1000genomesMG-205-tumorMG-205-normal - 21 3354 c.3069A>G

A G rs3121079byFrequency|by1000genomesMG-205-tumorMG-205-normal - 2 86 c.16T>C

C T rs1386356byFrequency|by1000genomesMG-205-tumorMG-205-normal - 85 14018 c.13047G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-205-tumorMG-205-normal + 7 1073 c.525C>T

G T rs9661554byFrequency|by1000genomesMG-205-tumorMG-205-normal + 2 186 c.99G>T

G A rs61754477byFrequency|by1000genomesMG-205-tumorMG-205-normal - 10 4776 c.4188C>T

T C MG-205-tumorMG-205-normal - 16 2441 c.2354A>G

T C rs9390227byFrequency|by1000genomesMG-205-tumorMG-205-normal + 62 8988 c.8988T>C

G C rs1870134by1000genomesMG-205-tumorMG-205-normal - 1 260 c.46C>G

G A rs2298805byFrequency|by1000genomesMG-205-tumorMG-205-normal + 4 401 c.302G>A

A G rs2229267byFrequency|by1000genomesMG-205-tumorMG-205-normal - 29 5160 c.4875T>C

A G MG-205-tumorMG-205-normal + 16 2439 c.2313A>G

T G rs4503360byFrequencyMG-205-tumorMG-205-normal - 3 897 c.827A>C

G T rs2075249byFrequency|by1000genomesMG-205-tumorMG-205-normal - 21 3339 c.3054C>A

C T rs71299249|rs77022425byFrequencyMG-205-tumorMG-205-normal + 1 3677 c.717C>T

T C rs2292561byFrequency|by1000genomesMG-205-tumorMG-205-normal - 15 1569 c.1299A>G

A G rs16883953byFrequency|by1000genomesMG-205-tumorMG-205-normal - 14 2365 c.2121T>C

C G rs72474510byFrequency|by1000genomesMG-205-tumorMG-205-normal - 4 1198 c.1128G>C

C G rs80027487byFrequency|by1000genomesMG-205-tumorMG-205-normal + 3 451 c.364C>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-205-tumorMG-205-normal + 6 830 c.282G>C

C A rs3739298byFrequency|by1000genomesMG-205-tumorMG-205-normal - 9 2230 c.1821G>T

G A rs1062348byFrequency|by1000genomesMG-205-tumorMG-205-normal - 7 1005 c.846C>T

G A rs17024525byFrequency|by1000genomesMG-205-tumorMG-205-normal - 25 4233 c.4014C>T

G A rs2127898byFrequency|by1000genomesMG-205-tumorMG-205-normal - 6 1130 c.920C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-205-tumorMG-205-normal + 17 2594 c.2046A>C

C T rs115572434byFrequency|by1000genomesMG-205-tumorMG-205-normal + 8 3730 c.2874C>T

G A rs3744249byFrequency|by1000genomesMG-205-tumorMG-205-normal + 11 2561 c.2172G>A

A G rs2229268byFrequency|by1000genomesMG-205-tumorMG-205-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-205-tumorMG-205-normal - 15 2117 c.2115A>G

A G rs55818365 MG-205-tumorMG-205-normal + 5 1131 c.1131A>G

C T rs2853346byFrequency|by1000genomesMG-205-tumorMG-205-normal - 13 5919 c.5544G>A

T C rs149643158by1000genomesMG-205-tumorMG-205-normal - 10 11070 c.10482A>G

A C rs4625290byFrequency|by1000genomesMG-205-tumorMG-205-normal - 2 325 c.255T>G

G A rs6070697byFrequency|by1000genomesMG-205-tumorMG-205-normal + 4 1189 c.920G>A

T C rs12990449byFrequency|by1000genomesMG-205-tumorMG-205-normal - 2 1114 c.143A>G

C T MG-205-tumorMG-205-normal - 3 5767 c.5692G>A

C G MG-205-tumorMG-205-normal + 10 2343 c.1969C>G

A G rs1385600byFrequency|by1000genomesMG-205-tumorMG-205-normal - 5 1375 c.1290T>C

C T MG-205-tumorMG-205-normal - 19 7978 c.7909G>A

C T rs140105230byFrequency|by1000genomesMG-205-tumorMG-205-normal - 4 1405 c.1335G>A

A G rs9653483by1000genomesMG-205-tumorMG-205-normal - 21 5040 c.4953T>C

A G rs10853307by1000genomesMG-205-tumorMG-205-normal - 3 1368 c.836T>C

T A rs151133690byFrequencyMG-205-tumorMG-205-normal + 8 1708 c.852T>A

A G rs2227973byFrequency|by1000genomesMG-205-tumorMG-205-normal + 2 2571 c.2459A>G

G T MG-205-tumorMG-205-normal - 1 487 c.488C>A



T C rs2251219byFrequency|by1000genomesMG-205-tumorMG-205-normal - 26 4397 c.4395A>G

A T rs117625520byFrequency|by1000genomesMG-205-tumorMG-205-normal + 3 842 c.345A>T

G A rs145121731by1000genomesMG-205-tumorMG-205-normal - 13 9620 c.9245C>T

G A rs13007735byFrequency|by1000genomesMG-205-tumorMG-205-normal - 16 3587 c.2616C>T

A C rs1052908 MG-205-tumorMG-205-normal + 4 1261 c.1158A>C

A G rs7762830by1000genomesMG-205-tumorMG-205-normal + 14 2120 c.1921A>G

C T rs139351719by1000genomesMG-205-tumorMG-205-normal - 5 554 c.13G>A

T C rs56201064byFrequency|by1000genomesMG-205-tumorMG-205-normal + 8 1948 c.1092T>C

C A rs61747667byFrequency|by1000genomesMG-205-tumorMG-205-normal + 8 1615 c.759C>A

G A rs56145411byFrequency|by1000genomesMG-205-tumorMG-205-normal + 4 1211 c.1124G>A

C T MG-205-tumorMG-205-normal - 5 3955 c.3099G>A

C G MG-205-tumorMG-205-normal + 3 467 c.364C>G

C G rs9659529byFrequency|by1000genomesMG-205-tumorMG-205-normal + 2 302 c.215C>G

T C MG-205-tumorMG-205-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-205-tumorMG-205-normal + 1 376 c.99G>A

C G MG-205-tumorMG-205-normal + 11 2490 c.2402C>G

G A rs1718878byFrequency|by1000genomesMG-205-tumorMG-205-normal + 13 2003 c.1590G>A

A G MG-205-tumorMG-205-normal - 3 1337 c.805T>C

T A rs17337023byFrequency|by1000genomesMG-205-tumorMG-205-normal + 16 2064 c.1887T>A

C T rs2292556byFrequency|by1000genomesMG-205-tumorMG-205-normal - 19 1959 c.1689G>A

G A rs1713982byFrequency|by1000genomesMG-205-tumorMG-205-normal + 15 2261 c.1848G>A

A G MG-205-tumorMG-205-normal - 15 1346 c.1346T>C

T C rs17019360by1000genomesMG-205-tumorMG-205-normal + 17 2524 c.1800T>C

G C rs3816748byFrequency|by1000genomesMG-205-tumorMG-205-normal - 2 650 c.241C>G

T C rs140856347by1000genomesMG-205-tumorMG-205-normal - 20 3525 c.3438A>G

T C rs831042 byFrequency|by1000genomesMG-205-tumorMG-205-normal - 24 3945 c.3660A>G

G C MG-205-tumorMG-205-normal + 10 1440

G T rs6748626byFrequency|by1000genomesMG-205-tumorMG-205-normal - 20 4043 c.3072C>A

G A rs45549235byFrequency|by1000genomesMG-205-tumorMG-205-normal - 13 6887 c.6512C>T

C A rs6738031by1000genomesMG-205-tumorMG-205-normal - 18 3000 c.2874G>T

G A MG-205-tumorMG-205-normal - 4 622 c.404C>T

C T MG-205-tumorMG-205-normal - 1 524 c.525G>A

G T rs974156 byFrequencyMG-205-tumorMG-205-normal - 1 389 c.45C>A

T C rs2229263byFrequency|by1000genomesMG-205-tumorMG-205-normal - 3 533 c.248A>G

C T rs76844681 MG-205-tumorMG-205-normal - 16 2899 c.2681G>A

C A MG-205-tumorMG-205-normal - 8 1581 c.645G>T

C A MG-205-tumorMG-205-normal + 7 1222 c.1177C>A

C T rs12236219byFrequency|by1000genomesMG-205-tumorMG-205-normal + 5 1231 c.1141C>T

A T rs78455617byFrequency|by1000genomesMG-205-tumorMG-205-normal - 4 1208 c.1138T>A

T G rs3204790byFrequency|by1000genomesMG-205-tumorMG-205-normal + 2 287 c.200T>G

C T rs26505 byFrequency|by1000genomesMG-205-tumorMG-205-normal + 1 144 c.57C>T

C G rs145987835byFrequencyMG-205-tumorMG-205-normal - 4 1432 c.1362G>C

C T rs3745764byFrequency|by1000genomesMG-205-tumorMG-205-normal + 9 2705 c.1064C>T

T G MG-205-tumorMG-205-normal - 2 196 c.1A>C

A G rs61747663byFrequency|by1000genomesMG-205-tumorMG-205-normal + 8 2422 c.1566A>G

C G rs116238585byFrequency|by1000genomesMG-205-tumorMG-205-normal + 8 3701 c.2845C>G

T C rs2450122byFrequency|by1000genomesMG-205-tumorMG-205-normal - 10 2089 c.2004A>G



C T rs7300444byFrequency|by1000genomesMG-205-tumorMG-205-normal + 19 5383 c.4740C>T

C T rs77376932byFrequencyMG-205-tumorMG-205-normal - 3 3235 c.3160G>A

T C MG-205-tumorMG-205-normal + 1 88 c.88T>C

C T MG-205-tumorMG-205-normal + 3 466 c.363C>T

C T MG-205-tumorMG-205-normal - 5 4083 c.3874G>A

T G rs78697077byFrequency|by1000genomesMG-205-tumorMG-205-normal - 34 5286 c.5068A>C

T C rs2229992byFrequency|by1000genomesMG-205-tumorMG-205-normal + 12 1838 c.1458T>C

G A rs1566622byFrequency|by1000genomesMG-205-tumorMG-205-normal - 22 3705 c.3516C>T

G A rs2275527byFrequency|by1000genomesMG-205-tumorMG-205-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-205-tumorMG-205-normal - 17 2745 c.2460A>G

T A rs17264436byFrequency|by1000genomesMG-205-tumorMG-205-normal - 21 3503 c.3501A>T

T C rs16006 by1000genomesMG-205-tumorMG-205-normal - 6 875 c.876A>G

C T MG-205-tumorMG-205-normal - 8 1260 c.1042G>A

A G rs35692573 MG-205-tumorMG-205-normal + 1 529 c.99A>G

C T rs3796032byFrequency|by1000genomesMG-205-tumorMG-205-normal - 17 2381 c.1929G>A

G A MG-205-tumorMG-205-normal + 1 130 c.78G>A

C T rs9550956byFrequency|by1000genomesMG-205-tumorMG-205-normal - 10 6855 c.6267G>A

A G MG-205-tumorMG-205-normal + 1 489 c.489A>G

A C rs12531344byFrequency|by1000genomesMG-205-tumorMG-205-normal + 17 1957 c.1137A>C

C T rs2078478by1000genomesMG-205-tumorMG-205-normal - 5 411 c.392G>A

G A rs3744007byFrequency|by1000genomesMG-205-tumorMG-205-normal - 4 658 c.279C>T

C T rs75838083byFrequency|by1000genomesMG-205-tumorMG-205-normal + 3 450 c.363C>T

A G rs61747665byFrequency|by1000genomesMG-205-tumorMG-205-normal + 8 5554 c.4698A>G

T C rs2075252byFrequency|by1000genomesMG-205-tumorMG-205-normal - 66 12565 c.12280A>G

C T rs11121691byFrequency|by1000genomesMG-205-tumorMG-205-normal - 49 6985 c.6909G>A

C G rs11718329by1000genomesMG-205-tumorMG-205-normal + 4 719 c.647C>G

G A MG-205-tumorMG-205-normal + 1 58 c.58G>A

T C MG-205-tumorMG-205-normal + 1 744 c.744T>C

T C rs3026101by1000genomesMG-205-tumorMG-205-normal + 14 2279 c.2055T>C

C T rs62478357byFrequencyMG-205-tumorMG-205-normal - 8 1268 c.1050G>A

C T MG-205-tumorMG-205-normal + 1 392 c.392C>T

G A rs144383071byFrequencyMG-205-tumorMG-205-normal - 3 3345 c.3270C>T

T C rs17114803byFrequency|by1000genomesMG-205-tumorMG-205-normal + 11 1465 c.1299T>C

C A MG-205-tumorMG-205-normal + 12 1060 c.962C>A

C A rs3817753 MG-205-tumorMG-205-normal - 8 1575 c.639G>T

C T rs3796031byFrequency|by1000genomesMG-205-tumorMG-205-normal - 17 2399 c.1947G>A

G A rs6018623byFrequency|by1000genomesMG-205-tumorMG-205-normal + 20 3957 c.3741G>A

G A rs11177 byFrequency|by1000genomesMG-205-tumorMG-205-normal + 3 290 c.80G>A

G A MG-205-tumorMG-205-normal - 5 563 c.22C>T

A C rs76437836byFrequencyMG-205-tumorMG-205-normal - 3 142 c.98T>G

G A rs117351327by1000genomesMG-205-tumorMG-205-normal - 2 365 c.325C>T

T C rs41266134byFrequency|by1000genomesMG-205-tumorMG-205-normal - 3 1625 c.1550A>G

A G MG-205-tumorMG-205-normal + 16 2510 c.2286A>G

G A rs2248407byFrequency|by1000genomesMG-205-tumorMG-205-normal - 4 1003 c.918C>T

T C rs9646771by1000genomesMG-205-tumorMG-205-normal - 4 787 c.447A>G

A G rs11778209byFrequency|by1000genomesMG-205-tumorMG-205-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-205-tumorMG-205-normal - 54 9497 c.8526T>C



C T MG-205-tumorMG-205-normal - 3 148 c.113G>A

G A rs2289247byFrequency|by1000genomesMG-205-tumorMG-205-normal + 11 1273 c.1063G>A

A G rs117865894by1000genomesMG-205-tumorMG-205-normal + 8 4330 c.3474A>G

G A MG-205-tumorMG-205-normal + 1 756 c.756G>A

G T rs138591330by1000genomesMG-205-tumorMG-205-normal - 27 8211 c.7863C>A

G A rs143684430byFrequencyMG-205-tumorMG-205-normal - 3 6591 c.6516C>T

C T rs1130233byFrequency|by1000genomesMG-205-tumorMG-205-normal - 8 2206 c.726G>A

T C rs2072736byFrequency|by1000genomesMG-205-tumorMG-205-normal - 8 1410 c.474A>G

G A rs2290770byFrequency|by1000genomesMG-205-tumorMG-205-normal - 21 2356 c.1977C>T

G A MG-205-tumorMG-205-normal + 1 1023 c.1023G>A

C G rs2509943byFrequency|by1000genomesMG-205-tumorMG-205-normal + 3 776 c.279C>G

G A MG-205-tumorMG-205-normal + 1 390 c.390G>A

A C rs80303640by1000genomesMG-205-tumorMG-205-normal - 16 1415 c.1416T>G

G T rs140059935by1000genomesMG-205-tumorMG-205-normal + 16 1408 c.1408G>T

A G rs9667 by1000genomesMG-205-tumorMG-205-normal + 3 354 c.168A>G

C T rs2292559byFrequency|by1000genomesMG-205-tumorMG-205-normal - 24 2661 c.2391G>A

C T rs2285975byFrequency|by1000genomesMG-205-tumorMG-205-normal - 13 2445 c.2256G>A

A C rs146085516by1000genomesMG-205-tumorMG-205-normal - 10 7266 c.7057T>G

C T rs61747664byFrequency|by1000genomesMG-205-tumorMG-205-normal + 8 2896 c.2040C>T

A G rs151306742by1000genomesMG-205-tumorMG-205-normal + 4 729 c.285A>G

A G MG-205-tumorMG-205-normal + 1 300 c.300A>G

G A rs10964471byFrequency|by1000genomesMG-205-tumorMG-205-normal + 2 386 c.177G>A

A G rs13223756byFrequency|by1000genomesMG-205-tumorMG-205-normal + 7 2144 c.1944A>G

C T rs78336331byFrequency|by1000genomesMG-205-tumorMG-205-normal - 3 1442 c.1239G>A

G A rs17350795byFrequency|by1000genomesMG-205-tumorMG-205-normal + 8 2205 c.1349G>A

G A rs2227983byFrequency|by1000genomesMG-205-tumorMG-205-normal + 13 1739 c.1562G>A

C T rs2271422byFrequency|by1000genomesMG-205-tumorMG-205-normal - 27 4453 c.3897G>A

C A rs2230018byFrequency|by1000genomesMG-205-tumorMG-205-normal + 17 2218 c.2177C>A

T C rs7935 byFrequency|by1000genomesMG-205-tumorMG-205-normal + 9 1808 c.1524T>C

G A MG-205-tumorMG-205-normal - 5 1493 c.1424C>T

G A MG-205-tumorMG-205-normal - 1 275 c.45C>T

G A rs12729662byFrequency|by1000genomesMG-205-tumorMG-205-normal - 3 8430 c.8355C>T

G A MG-205-tumorMG-205-normal - 18 1657 c.1658C>T

C T rs3740424byFrequency|by1000genomesMG-205-tumorMG-205-normal - 13 3576 c.3201G>A

A G MG-205-tumorMG-205-normal + 1 231 c.231A>G

G A rs41302123byFrequency|by1000genomesMG-205-tumorMG-205-normal - 24 4000 c.3444C>T

T C rs61747661byFrequency|by1000genomesMG-205-tumorMG-205-normal + 8 2512 c.1656T>C

C G rs77370625by1000genomesMG-205-tumorMG-205-normal + 4 1021 c.676C>G

A G MG-205-tumorMG-205-normal + 1 1374 c.1374A>G

G A rs2003233 MG-205-tumorMG-205-normal - 17 1503 c.1504C>T

T C rs1150712byFrequency|by1000genomesMG-205-tumorMG-205-normal - 5 1536 c.1293A>G

G A rs9789047by1000genomesMG-205-tumorMG-205-normal + 10 998 c.998G>A

C T rs55979329by1000genomesMG-205-tumorMG-205-normal - 3 1257 c.725G>A

T A rs2060198byFrequency|by1000genomesMG-205-tumorMG-205-normal + 27 5204 c.4914T>A

A G MG-205-tumorMG-205-normal + 1 340 c.340A>G

A G MG-205-tumorMG-205-normal + 7 705 c.359A>G

T C rs78472618byFrequencyMG-205-tumorMG-205-normal - 3 159 c.115A>G



A G rs75639578 MG-205-tumorMG-205-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-205-tumorMG-205-normal + 2 1315 c.1282C>G

T C rs7744765by1000genomesMG-205-tumorMG-205-normal + 14 1929 c.1730T>C

C T rs3745764byFrequency|by1000genomesMG-206-tumorMG-206-normal + 9 2705 c.1064C>T

T C rs831043 byFrequency|by1000genomesMG-206-tumorMG-206-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-206-tumorMG-206-normal + 7 3183 c.3138A>G

A G rs3121079byFrequency|by1000genomesMG-206-tumorMG-206-normal - 2 86 c.16T>C

C A MG-206-tumorMG-206-normal - 24 5233 c.5023G>T

C T rs1386356byFrequency|by1000genomesMG-206-tumorMG-206-normal - 85 14018 c.13047G>A

C T rs3811444byFrequency|by1000genomesMG-206-tumorMG-206-normal + 6 1169 c.1121C>T

C G rs80027487byFrequency|by1000genomesMG-206-tumorMG-206-normal + 3 451 c.364C>G

C T MG-206-tumorMG-206-normal - 3 300 c.263G>A

C T rs139351719by1000genomesMG-206-tumorMG-206-normal - 5 554 c.13G>A

G A rs11168830by1000genomesMG-206-tumorMG-206-normal - 41 13688 c.13689C>T

T C rs144340710 MG-206-tumorMG-206-normal - 7 836 c.704A>G

G A rs2880956 MG-206-tumorMG-206-normal + 15 1268 c.1268G>A

A G MG-206-tumorMG-206-normal + 10 1620 c.1253A>G

G T rs2075249byFrequency|by1000genomesMG-206-tumorMG-206-normal - 21 3339 c.3054C>A

C T rs169758 by1000genomesMG-206-tumorMG-206-normal - 23 1959 c.1592G>A

T G rs4503360byFrequencyMG-206-tumorMG-206-normal - 3 897 c.827A>C

C G rs72474510byFrequency|by1000genomesMG-206-tumorMG-206-normal - 4 1198 c.1128G>C

A G rs4143768byFrequency|by1000genomesMG-206-tumorMG-206-normal - 10 6783 c.6195T>C

A G rs73233606byFrequency|by1000genomesMG-206-tumorMG-206-normal + 11 1719 c.1330A>G

A G rs41304577 MG-206-tumorMG-206-normal - 4 1006 c.691T>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-206-tumorMG-206-normal + 6 830 c.282G>C

C T rs62478357byFrequencyMG-206-tumorMG-206-normal - 8 1268 c.1050G>A

T C rs766894 by1000genomesMG-206-tumorMG-206-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-206-tumorMG-206-normal - 8 1357 c.1139G>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-206-tumorMG-206-normal + 17 2594 c.2046A>C

G A rs3744249byFrequency|by1000genomesMG-206-tumorMG-206-normal + 11 2561 c.2172G>A

A G rs3108200byFrequency|by1000genomesMG-206-tumorMG-206-normal + 3 2040 c.810A>G

C T rs210498 by1000genomesMG-206-tumorMG-206-normal - 23 1885 c.1518G>A

G A rs61753643byFrequency|by1000genomesMG-206-tumorMG-206-normal - 19 1908 c.1638C>T

T C rs3755806byFrequency|by1000genomesMG-206-tumorMG-206-normal - 15 2117 c.2115A>G

G A rs61998196by1000genomesMG-206-tumorMG-206-normal - 5 1488 c.1152C>T

C T rs149279834byFrequency|by1000genomesMG-206-tumorMG-206-normal + 26 5147 c.4512C>T

T C rs141384852byFrequencyMG-206-tumorMG-206-normal - 3 6332 c.6260A>G

A C rs4625290byFrequency|by1000genomesMG-206-tumorMG-206-normal - 2 325 c.255T>G

C T rs1049622|rs114303286byFrequency|by1000genomesMG-206-tumorMG-206-normal + 7 1073 c.525C>T

G A rs118203657byFrequencyMG-206-tumorMG-206-normal - 17 2415 c.2194C>T

C T rs140105230byFrequency|by1000genomesMG-206-tumorMG-206-normal - 4 1405 c.1335G>A

A G rs1206038byFrequency|by1000genomesMG-206-tumorMG-206-normal + 29 5706 c.5071A>G

G T rs3745765byFrequency|by1000genomesMG-206-tumorMG-206-normal + 9 2360 c.719G>T

C T MG-206-tumorMG-206-normal - 1 248 c.197G>A

C A rs6738031by1000genomesMG-206-tumorMG-206-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-206-tumorMG-206-normal - 16 2000 c.1503T>C

C T rs2229265byFrequency|by1000genomesMG-206-tumorMG-206-normal - 54 10788 c.10503G>A



G A rs17847754byFrequency|by1000genomesMG-206-tumorMG-206-normal - 15 2851 c.2295C>T

G T rs9661554byFrequency|by1000genomesMG-206-tumorMG-206-normal + 2 186 c.99G>T

A G rs9653483by1000genomesMG-206-tumorMG-206-normal - 21 5040 c.4953T>C

T G MG-206-tumorMG-206-normal - 27 8235 c.7887A>C

T C rs9646771by1000genomesMG-206-tumorMG-206-normal - 4 787 c.447A>G

T G rs12963422byFrequency|by1000genomesMG-206-tumorMG-206-normal - 5 2988 c.2775A>C

G C rs141959270 MG-206-tumorMG-206-normal - 5 5140 c.4927C>G

G T rs146238849byFrequency|by1000genomesMG-206-tumorMG-206-normal - 8 1391 c.1173C>A

T C rs2251219byFrequency|by1000genomesMG-206-tumorMG-206-normal - 26 4397 c.4395A>G

A G rs7762830by1000genomesMG-206-tumorMG-206-normal + 14 2120 c.1921A>G

A G rs112400142byFrequency|by1000genomesMG-206-tumorMG-206-normal - 17 2298 c.2211T>C

G T rs1541529by1000genomesMG-206-tumorMG-206-normal - 7 1397 c.1290C>A

C T rs3745762by1000genomesMG-206-tumorMG-206-normal + 6 2241 c.2047C>T

G A rs56145411byFrequency|by1000genomesMG-206-tumorMG-206-normal + 4 1211 c.1124G>A

C T rs41306644byFrequency|by1000genomesMG-206-tumorMG-206-normal - 6 743 c.368G>A

C T rs1035938by1000genomesMG-206-tumorMG-206-normal + 6 1538 c.1344C>T

C G rs9659529byFrequency|by1000genomesMG-206-tumorMG-206-normal + 2 302 c.215C>G

T C MG-206-tumorMG-206-normal - 3 305 c.270A>G

C T rs111865089 MG-206-tumorMG-206-normal + 3 1192 c.557C>T

A G rs40831 by1000genomesMG-206-tumorMG-206-normal + 2 2118 c.2085A>G

T C rs17019360by1000genomesMG-206-tumorMG-206-normal + 17 2524 c.1800T>C

T C rs61839057byFrequencyMG-206-tumorMG-206-normal - 4 444 c.129A>G

G C rs2227910byFrequency|by1000genomesMG-206-tumorMG-206-normal + 2 1911 c.804G>C

A G rs17051895by1000genomesMG-206-tumorMG-206-normal + 23 4485 c.3951A>G

A G rs1136159byFrequency|by1000genomesMG-206-tumorMG-206-normal - 10 1068 c.860T>C

A G rs13346368by1000genomesMG-206-tumorMG-206-normal + 10 3324 c.3130A>G

C T rs2274550by1000genomesMG-206-tumorMG-206-normal + 54 8820 c.8286C>T

G C rs71560821byFrequencyMG-206-tumorMG-206-normal - 3 425 c.330C>G

G A rs16825150byFrequency|by1000genomesMG-206-tumorMG-206-normal + 7 954 c.909G>A

A G rs11538677by1000genomesMG-206-tumorMG-206-normal + 49 8035 c.7501A>G

G A rs2880955by1000genomesMG-206-tumorMG-206-normal + 12 1031 c.1031G>A

G A rs10964471byFrequency|by1000genomesMG-206-tumorMG-206-normal + 2 386 c.177G>A

T C rs3026101by1000genomesMG-206-tumorMG-206-normal + 14 2279 c.2055T>C

C T rs55993306by1000genomesMG-206-tumorMG-206-normal - 20 3946 c.3859G>A

T C rs2229263byFrequency|by1000genomesMG-206-tumorMG-206-normal - 3 533 c.248A>G

T G rs61729530by1000genomesMG-206-tumorMG-206-normal - 15 2408 c.1998A>C

T C rs2305181by1000genomesMG-206-tumorMG-206-normal + 5 859 c.603T>C

T C rs1048500byFrequency|by1000genomesMG-206-tumorMG-206-normal + 2 1791 c.684T>C

A C rs7995564by1000genomesMG-206-tumorMG-206-normal + 10 2068 c.1534A>C

A C rs45525440byFrequency|by1000genomesMG-206-tumorMG-206-normal - 7 875 c.855T>G

T C rs143154682byFrequency|by1000genomesMG-206-tumorMG-206-normal - 4 406 c.91A>G

C G rs143879890by1000genomesMG-206-tumorMG-206-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-206-tumorMG-206-normal + 7 1855 c.1810A>G

T C rs7714670by1000genomesMG-206-tumorMG-206-normal + 6 849 c.673T>C

T C rs7716253by1000genomesMG-206-tumorMG-206-normal + 8 1121 c.945T>C

C T rs12236219byFrequency|by1000genomesMG-206-tumorMG-206-normal + 5 1231 c.1141C>T

T C rs7935 byFrequency|by1000genomesMG-206-tumorMG-206-normal + 9 1808 c.1524T>C



C T rs12155677byFrequency|by1000genomesMG-206-tumorMG-206-normal - 32 5524 c.5280G>A

C T MG-206-tumorMG-206-normal + 1 615 c.615C>T

A G rs3211362byFrequency|by1000genomesMG-206-tumorMG-206-normal - 9 1020 c.846T>C

A T rs78455617byFrequency|by1000genomesMG-206-tumorMG-206-normal - 4 1208 c.1138T>A

C T rs149155949byFrequency|by1000genomesMG-206-tumorMG-206-normal + 19 3884 c.3249C>T

C T MG-206-tumorMG-206-normal - 8 1256 c.1038G>A

T C rs28621009byFrequency|by1000genomesMG-206-tumorMG-206-normal + 13 2864 c.2229T>C

A G rs61739182byFrequency|by1000genomesMG-206-tumorMG-206-normal - 12 3076 c.2892T>C

G A rs9804992byFrequency|by1000genomesMG-206-tumorMG-206-normal + 11 3172 c.2529G>A

C T rs7300444byFrequency|by1000genomesMG-206-tumorMG-206-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-206-tumorMG-206-normal + 17 1912 c.1092A>C

A G rs11915822byFrequency|by1000genomesMG-206-tumorMG-206-normal - 13 6588 c.6478T>C

G T MG-206-tumorMG-206-normal + 6 1040

T G rs78697077byFrequency|by1000genomesMG-206-tumorMG-206-normal - 34 5286 c.5068A>C

T C rs2229992byFrequency|by1000genomesMG-206-tumorMG-206-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-206-tumorMG-206-normal - 17 2745 c.2460A>G

C G rs112835318by1000genomesMG-206-tumorMG-206-normal - 1 33 c.13G>C

T C rs7275 by1000genomesMG-206-tumorMG-206-normal + 35 5267 c.4983T>C

A T rs111657679byFrequency|by1000genomesMG-206-tumorMG-206-normal - 7 516 c.149T>A

T C rs41286961byFrequency|by1000genomesMG-206-tumorMG-206-normal + 14 1440 c.1340T>C

G A rs17656599byFrequency|by1000genomesMG-206-tumorMG-206-normal - 12 2007 c.1823C>T

C T MG-206-tumorMG-206-normal - 8 1260 c.1042G>A

G A rs1676211by1000genomesMG-206-tumorMG-206-normal + 13 2154 c.2154G>A

A G rs2227985byFrequency|by1000genomesMG-206-tumorMG-206-normal + 9 1878 c.1497A>G

T C rs1050476byFrequency|by1000genomesMG-206-tumorMG-206-normal + 7 2254 c.1695T>C

C T rs2271806byFrequency|by1000genomesMG-206-tumorMG-206-normal + 18 2822 c.2409C>T

A G rs826549 by1000genomesMG-206-tumorMG-206-normal + 18 2676 c.2550A>G

G A rs3810479byFrequency|by1000genomesMG-206-tumorMG-206-normal - 17 7692 c.7623C>T

G A rs55938102byFrequency|by1000genomesMG-206-tumorMG-206-normal + 48 8467 c.8358G>A

C G rs2229070byFrequency|by1000genomesMG-206-tumorMG-206-normal + 11 2733 c.2352C>G

G A MG-206-tumorMG-206-normal + 1 249 c.197G>A

G A rs62075712by1000genomesMG-206-tumorMG-206-normal - 3 984 c.452C>T

T C rs2075252byFrequency|by1000genomesMG-206-tumorMG-206-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-206-tumorMG-206-normal + 1 196 c.196T>C

C T rs11121691byFrequency|by1000genomesMG-206-tumorMG-206-normal - 49 6985 c.6909G>A

G A rs1800725byFrequency|by1000genomesMG-206-tumorMG-206-normal + 11 1730 c.1100G>A

C G rs11718329by1000genomesMG-206-tumorMG-206-normal + 4 719 c.647C>G

G A MG-206-tumorMG-206-normal + 18 2026 c.2026G>A

A G rs149271 by1000genomesMG-206-tumorMG-206-normal + 2 543 c.510A>G

C A rs3739298byFrequency|by1000genomesMG-206-tumorMG-206-normal - 9 2230 c.1821G>T

C T MG-206-tumorMG-206-normal + 1 185 c.185C>T

C T rs2305179by1000genomesMG-206-tumorMG-206-normal + 3 604 c.348C>T

C T rs75838083byFrequency|by1000genomesMG-206-tumorMG-206-normal + 3 450 c.363C>T

G A rs20539 byFrequency|by1000genomesMG-206-tumorMG-206-normal + 20 3152 c.3111G>A

T G rs3204790byFrequency|by1000genomesMG-206-tumorMG-206-normal + 2 287 c.200T>G

C A MG-206-tumorMG-206-normal + 12 1060 c.962C>A

A G rs2074912byFrequency|by1000genomesMG-206-tumorMG-206-normal + 1 1709 c.1709A>G



C G rs149605490by1000genomesMG-206-tumorMG-206-normal + 3 1000 c.781C>G

C A rs6453022by1000genomesMG-206-tumorMG-206-normal + 7 1027 c.851C>A

G A MG-206-tumorMG-206-normal - 11 2672 c.1701C>T

A G rs17078605byFrequency|by1000genomesMG-206-tumorMG-206-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-206-tumorMG-206-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-206-tumorMG-206-normal + 2 1719 c.1686A>G

G A MG-206-tumorMG-206-normal - 5 563 c.22C>T

T C MG-206-tumorMG-206-normal + 1 354 c.354T>C

A C rs76437836byFrequencyMG-206-tumorMG-206-normal - 3 142 c.98T>G

G C MG-206-tumorMG-206-normal - 5 1009 c.1010C>G

G A rs2275527byFrequency|by1000genomesMG-206-tumorMG-206-normal - 39 5629 c.5553C>T

T C rs831042 byFrequency|by1000genomesMG-206-tumorMG-206-normal - 24 3945 c.3660A>G

G A rs111886222by1000genomesMG-206-tumorMG-206-normal - 9 4963 c.4754C>T

C A rs35430524by1000genomesMG-206-tumorMG-206-normal + 12 3111 c.2737C>A

A G rs11778209byFrequency|by1000genomesMG-206-tumorMG-206-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-206-tumorMG-206-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-206-tumorMG-206-normal - 10 9441 c.8853T>C

C T rs2273779byFrequency|by1000genomesMG-206-tumorMG-206-normal + 6 583 c.538C>T

C T rs113970444by1000genomesMG-206-tumorMG-206-normal - 5 4012 c.3803G>A

C T rs146240413byFrequencyMG-206-tumorMG-206-normal + 5 1978 c.1977C>T

G A rs61814946byFrequency|by1000genomesMG-206-tumorMG-206-normal - 3 1785 c.1710C>T

G A MG-206-tumorMG-206-normal + 10 2618 c.2246G>A

C A rs35674179byFrequency|by1000genomesMG-206-tumorMG-206-normal - 13 5263 c.5153G>T

G A rs139856989 MG-206-tumorMG-206-normal - 4 1057 c.987C>T

G T rs148745623 MG-206-tumorMG-206-normal - 4 1078 c.1008C>A

G C rs60140950byFrequency|by1000genomesMG-206-tumorMG-206-normal + 9 986 c.767G>C

G C rs45469098by1000genomesMG-206-tumorMG-206-normal - 1 255 c.256C>G

G T rs41296069by1000genomesMG-206-tumorMG-206-normal - 11 2415 c.2079C>A

C G rs2509943byFrequency|by1000genomesMG-206-tumorMG-206-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-206-tumorMG-206-normal + 11 1273 c.1063G>A

G A MG-206-tumorMG-206-normal - 4 1015 c.700C>T

C T rs6432901by1000genomesMG-206-tumorMG-206-normal - 2 514 c.174G>A

G A MG-206-tumorMG-206-normal - 18 1657 c.1658C>T

A C rs80303640by1000genomesMG-206-tumorMG-206-normal - 16 1415 c.1416T>G

C G rs60738318byFrequency|by1000genomesMG-206-tumorMG-206-normal + 8 996 c.607C>G

T C rs61740142byFrequency|by1000genomesMG-206-tumorMG-206-normal - 6 1982 c.1495A>G

C T rs148421170byFrequencyMG-206-tumorMG-206-normal - 2 665 c.256G>A

T C rs12990449byFrequency|by1000genomesMG-206-tumorMG-206-normal - 2 1114 c.143A>G

C T rs151174 by1000genomesMG-206-tumorMG-206-normal + 2 1740 c.1707C>T

C T rs3814883byFrequency|by1000genomesMG-206-tumorMG-206-normal + 13 2402 c.1359C>T

G A rs80198225 MG-206-tumorMG-206-normal + 8 527 c.527G>A

A G rs2229268byFrequency|by1000genomesMG-206-tumorMG-206-normal - 61 11886 c.11601T>C

C T rs1050475byFrequency|by1000genomesMG-206-tumorMG-206-normal + 7 1534 c.975C>T

G A MG-206-tumorMG-206-normal - 3 5775 c.5700C>T

C T rs468525 by1000genomesMG-206-tumorMG-206-normal - 6 478 c.111G>A

A G rs2737699byFrequency|by1000genomesMG-206-tumorMG-206-normal - 10 12892 c.12304T>C

A C rs1410048by1000genomesMG-206-tumorMG-206-normal - 40 10053 c.9717T>G



G T rs3135897byFrequency|by1000genomesMG-206-tumorMG-206-normal + 13 1909 c.1653G>T

C T rs2305180by1000genomesMG-206-tumorMG-206-normal + 5 844 c.588C>T

C T rs34922891by1000genomesMG-206-tumorMG-206-normal + 13 2223 c.2223C>T

C A rs2230018byFrequency|by1000genomesMG-206-tumorMG-206-normal + 17 2218 c.2177C>A

A T rs6685892byFrequency|by1000genomesMG-206-tumorMG-206-normal - 34 7560 c.7341T>A

C G MG-206-tumorMG-206-normal - 20 4316 c.4229G>C

T A rs17264436byFrequency|by1000genomesMG-206-tumorMG-206-normal - 21 3503 c.3501A>T

G C MG-206-tumorMG-206-normal + 15 1556 c.1515G>C

A G MG-206-tumorMG-206-normal - 3 1337 c.805T>C

G T rs918558 byFrequency|by1000genomesMG-206-tumorMG-206-normal + 1 2142 c.2142G>T

G T rs147825872 MG-206-tumorMG-206-normal + 20 4359 c.4282G>T

T C rs13155212|rs34364709byFrequency|by1000genomesMG-206-tumorMG-206-normal + 7 1597 c.1215T>C

C G rs2282302byFrequency|by1000genomesMG-206-tumorMG-206-normal - 3 965 c.893G>C

T C MG-206-tumorMG-206-normal + 8 505 c.505T>C

G A rs2003233 MG-206-tumorMG-206-normal - 17 1503 c.1504C>T

C A MG-206-tumorMG-206-normal - 2 1584 c.1527G>T

C T rs4802382by1000genomesMG-206-tumorMG-206-normal + 6 554 c.360C>T

G A MG-206-tumorMG-206-normal - 25 4103 c.4028C>T

G A rs13054014byFrequency|by1000genomesMG-206-tumorMG-206-normal + 2 569 c.210G>A

T C rs12731746byFrequency|by1000genomesMG-206-tumorMG-206-normal - 11 1394 c.897A>G

C G rs145987835byFrequencyMG-206-tumorMG-206-normal - 4 1432 c.1362G>C

T C rs61995685byFrequency|by1000genomesMG-206-tumorMG-206-normal + 22 4499 c.3864T>C

A G MG-206-tumorMG-206-normal + 2 438 c.258A>G

T C rs78472618byFrequencyMG-206-tumorMG-206-normal - 3 159 c.115A>G

C T rs2229975by1000genomesMG-206-tumorMG-206-normal - 5 927 c.852G>A

C G rs180743 by1000genomesMG-206-tumorMG-206-normal + 2 1315 c.1282C>G

G A rs144383071byFrequencyMG-207-tumorMG-207-normal - 3 3345 c.3270C>T

T C rs4989318by1000genomesMG-207-tumorMG-207-normal - 4 1325 c.1130A>G

A G rs3737940byFrequency|by1000genomesMG-207-tumorMG-207-normal + 7 3183 c.3138A>G

C T rs1386356byFrequency|by1000genomesMG-207-tumorMG-207-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-207-tumorMG-207-normal - 20 2134 c.1864G>A

C T rs3811444byFrequency|by1000genomesMG-207-tumorMG-207-normal + 6 1169 c.1121C>T

C A rs34400049byFrequency|by1000genomesMG-207-tumorMG-207-normal + 14 2474 c.2092C>A

C T rs77791636by1000genomesMG-207-tumorMG-207-normal + 6 1132 c.1080C>T

C T rs139351719by1000genomesMG-207-tumorMG-207-normal - 5 554 c.13G>A

C T rs77376932byFrequencyMG-207-tumorMG-207-normal - 3 3235 c.3160G>A

G A rs11168830by1000genomesMG-207-tumorMG-207-normal - 41 13688 c.13689C>T

G A rs12022217byFrequency|by1000genomesMG-207-tumorMG-207-normal - 3 4602 c.4530C>T

G A rs45492196byFrequency|by1000genomesMG-207-tumorMG-207-normal - 4 1499 c.943C>T

G T rs12568784byFrequency|by1000genomesMG-207-tumorMG-207-normal - 3 7202 c.7130C>A

A G MG-207-tumorMG-207-normal + 10 1620 c.1253A>G

C T rs2931423by1000genomesMG-207-tumorMG-207-normal + 19 2459 c.2283C>T

C T rs2282303byFrequency|by1000genomesMG-207-tumorMG-207-normal - 3 899 c.827G>A

C T rs2078478by1000genomesMG-207-tumorMG-207-normal - 5 411 c.392G>A

C T rs62478357byFrequencyMG-207-tumorMG-207-normal - 8 1268 c.1050G>A

T C rs56145533byFrequency|by1000genomesMG-207-tumorMG-207-normal - 5 4496 c.4283A>G

T C rs766894 by1000genomesMG-207-tumorMG-207-normal + 25 2461 c.2295T>C



C T rs2229265byFrequency|by1000genomesMG-207-tumorMG-207-normal - 54 10788 c.10503G>A

T A rs150856241 MG-207-tumorMG-207-normal + 4 519 c.297T>A

G A rs139799138byFrequencyMG-207-tumorMG-207-normal - 3 6574 c.6499C>T

C T MG-207-tumorMG-207-normal - 3 1048 c.516G>A

A C rs80303640by1000genomesMG-207-tumorMG-207-normal - 16 1415 c.1416T>G

G A MG-207-tumorMG-207-normal - 5 781 c.495C>T

A G rs2229268byFrequency|by1000genomesMG-207-tumorMG-207-normal - 61 11886 c.11601T>C

T C rs4149056byFrequency|by1000genomesMG-207-tumorMG-207-normal + 6 617 c.521T>C

G A rs2271189byFrequency|by1000genomesMG-207-tumorMG-207-normal + 27 3788 c.3348G>A

T C rs3755806byFrequency|by1000genomesMG-207-tumorMG-207-normal - 15 2117 c.2115A>G

T C MG-207-tumorMG-207-normal - 20 3938 c.3851A>G

C T rs2853346byFrequency|by1000genomesMG-207-tumorMG-207-normal - 13 5919 c.5544G>A

G C rs2240 byFrequency|by1000genomesMG-207-tumorMG-207-normal - 13 2935 c.2560C>G

C G rs2298258byFrequency|by1000genomesMG-207-tumorMG-207-normal + 12 1698 c.1260C>G

C T MG-207-tumorMG-207-normal - 3 5767 c.5692G>A

A C rs1208606byFrequency|by1000genomesMG-207-tumorMG-207-normal - 6 1571 c.1359T>G

G A rs41294868by1000genomesMG-207-tumorMG-207-normal + 14 2132 c.1933G>A

G A MG-207-tumorMG-207-normal + 11 2455 c.2273G>A

G A rs138353962byFrequency|by1000genomesMG-207-tumorMG-207-normal - 43 11129 c.10911C>T

C T rs80127039byFrequency|by1000genomesMG-207-tumorMG-207-normal + 13 2174 c.1657C>T

A G rs9653483by1000genomesMG-207-tumorMG-207-normal - 21 5040 c.4953T>C

C T rs2274550by1000genomesMG-207-tumorMG-207-normal + 54 8820 c.8286C>T

T C rs2251219byFrequency|by1000genomesMG-207-tumorMG-207-normal - 26 4397 c.4395A>G

C T rs2229975by1000genomesMG-207-tumorMG-207-normal - 5 927 c.852G>A

G A rs13007735byFrequency|by1000genomesMG-207-tumorMG-207-normal - 16 3587 c.2616C>T

G T rs7206111byFrequency|by1000genomesMG-207-tumorMG-207-normal - 9 1041 c.404C>A

G A rs3818831byFrequency|by1000genomesMG-207-tumorMG-207-normal - 2 193 c.121C>T

G A rs2228273byFrequency|by1000genomesMG-207-tumorMG-207-normal + 7 1137 c.578G>A

A G MG-207-tumorMG-207-normal - 3 441 c.362T>C

G A rs11549105byFrequency|by1000genomesMG-207-tumorMG-207-normal - 6 1228 c.1224C>T

G A rs3810485by1000genomesMG-207-tumorMG-207-normal - 8 6116 c.6047C>T

G A rs61753697byFrequency|by1000genomesMG-207-tumorMG-207-normal + 1 376 c.99G>A

G A rs1718878byFrequency|by1000genomesMG-207-tumorMG-207-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-207-tumorMG-207-normal + 2 1911 c.804G>C

C T rs2229067byFrequency|by1000genomesMG-207-tumorMG-207-normal + 11 3296 c.2915C>T

G A rs1713982byFrequency|by1000genomesMG-207-tumorMG-207-normal + 15 2261 c.1848G>A

A G rs13346368by1000genomesMG-207-tumorMG-207-normal + 10 3324 c.3130A>G

A G rs143934691byFrequencyMG-207-tumorMG-207-normal - 2 296 c.226T>C

A G rs11538677by1000genomesMG-207-tumorMG-207-normal + 49 8035 c.7501A>G

C A rs114687140byFrequency|by1000genomesMG-207-tumorMG-207-normal - 13 9413 c.9038G>T

T C rs9646771by1000genomesMG-207-tumorMG-207-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-207-tumorMG-207-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-207-tumorMG-207-normal + 14 2279 c.2055T>C

G T MG-207-tumorMG-207-normal - 13 5251 c.4876C>A

T C rs2229263byFrequency|by1000genomesMG-207-tumorMG-207-normal - 3 533 c.248A>G

C T rs76844681 MG-207-tumorMG-207-normal - 16 2899 c.2681G>A

T A rs41305611by1000genomesMG-207-tumorMG-207-normal - 3 1170 c.834A>T



T C rs1048500byFrequency|by1000genomesMG-207-tumorMG-207-normal + 2 1791 c.684T>C

G A MG-207-tumorMG-207-normal - 4 453 c.138C>T

C T rs1779132byFrequency|by1000genomesMG-207-tumorMG-207-normal - 6 2113 c.1563G>A

G A rs10082432byFrequency|by1000genomesMG-207-tumorMG-207-normal - 13 8757 c.8382C>T

A G rs61831150byFrequency|by1000genomesMG-207-tumorMG-207-normal + 7 1855 c.1810A>G

G A rs2921563byFrequency|by1000genomesMG-207-tumorMG-207-normal + 9 2165 c.524G>A

C T rs6432901by1000genomesMG-207-tumorMG-207-normal - 2 514 c.174G>A

A G rs138997916byFrequency|by1000genomesMG-207-tumorMG-207-normal - 3 2832 c.2760T>C

C T rs3796032byFrequency|by1000genomesMG-207-tumorMG-207-normal - 17 2381 c.1929G>A

T A rs79661992byFrequency|by1000genomesMG-207-tumorMG-207-normal - 13 8111 c.7736A>T

A G rs6679449by1000genomesMG-207-tumorMG-207-normal - 3 1923 c.1851T>C

A G rs1211708byFrequency|by1000genomesMG-207-tumorMG-207-normal - 6 1888 c.1338T>C

G A MG-207-tumorMG-207-normal - 12 1441 c.900C>T

G C rs3088074byFrequency|by1000genomesMG-207-tumorMG-207-normal - 9 2999 c.2785C>G

G A rs12366766 MG-207-tumorMG-207-normal + 48 8392 c.8283G>A

A C rs76504934by1000genomesMG-207-tumorMG-207-normal - 4 464 c.427T>G

G C rs6771157byFrequency|by1000genomesMG-207-tumorMG-207-normal - 19 3392 c.3393C>G

A G rs4659654byFrequency|by1000genomesMG-207-tumorMG-207-normal - 16 2000 c.1503T>C

T C rs10082391byFrequency|by1000genomesMG-207-tumorMG-207-normal - 13 8654 c.8279A>G

G A rs11549106byFrequency|by1000genomesMG-207-tumorMG-207-normal - 4 895 c.891C>T

C G rs3817428by1000genomesMG-207-tumorMG-207-normal + 15 7493 c.7119C>G

T C rs141331335by1000genomesMG-207-tumorMG-207-normal + 2 368 c.342T>C

C T rs7300444byFrequency|by1000genomesMG-207-tumorMG-207-normal + 19 5383 c.4740C>T

T C MG-207-tumorMG-207-normal - 3 305 c.270A>G

T C rs10817025by1000genomesMG-207-tumorMG-207-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-207-tumorMG-207-normal + 12 1807 c.1631C>T

C T rs12777740byFrequency|by1000genomesMG-207-tumorMG-207-normal - 13 8321 c.7946G>A

T C rs2229992byFrequency|by1000genomesMG-207-tumorMG-207-normal + 12 1838 c.1458T>C

G C MG-207-tumorMG-207-normal - 7 1180 c.1129C>G

G A rs2275527byFrequency|by1000genomesMG-207-tumorMG-207-normal - 39 5629 c.5553C>T

C T rs11591817byFrequency|by1000genomesMG-207-tumorMG-207-normal - 13 6002 c.5627G>A

G A rs34395441by1000genomesMG-207-tumorMG-207-normal + 2 2563 c.2530G>A

G A rs6070697byFrequency|by1000genomesMG-207-tumorMG-207-normal + 4 1189 c.920G>A

G A rs17656599byFrequency|by1000genomesMG-207-tumorMG-207-normal - 12 2007 c.1823C>T

G C rs61735455by1000genomesMG-207-tumorMG-207-normal + 12 2108 c.1884G>C

C T MG-207-tumorMG-207-normal - 8 1260 c.1042G>A

T G rs1889323by1000genomesMG-207-tumorMG-207-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-207-tumorMG-207-normal - 24 4324 c.3988T>A

G C rs142017909byFrequencyMG-207-tumorMG-207-normal - 12 1953 c.1743C>G

T C rs7935 byFrequency|by1000genomesMG-207-tumorMG-207-normal + 9 1808 c.1524T>C

A G rs826549 by1000genomesMG-207-tumorMG-207-normal + 18 2676 c.2550A>G

G A rs3810479byFrequency|by1000genomesMG-207-tumorMG-207-normal - 17 7692 c.7623C>T

C T rs148424455 MG-207-tumorMG-207-normal + 27 5807 c.5517C>T

C T rs11121691byFrequency|by1000genomesMG-207-tumorMG-207-normal - 49 6985 c.6909G>A

C G rs11718329by1000genomesMG-207-tumorMG-207-normal + 4 719 c.647C>G

C T rs10082533byFrequency|by1000genomesMG-207-tumorMG-207-normal - 13 8753 c.8378G>A

T C rs2075252byFrequency|by1000genomesMG-207-tumorMG-207-normal - 66 12565 c.12280A>G



C T rs2243380byFrequency|by1000genomesMG-207-tumorMG-207-normal - 6 698 c.500G>A

C A rs2233604byFrequency|by1000genomesMG-207-tumorMG-207-normal + 1 1077 c.1077C>A

T A MG-207-tumorMG-207-normal - 4 982 c.931A>T

T C rs13286541by1000genomesMG-207-tumorMG-207-normal - 9 2245 c.1909A>G

G A rs2229354byFrequency|by1000genomesMG-207-tumorMG-207-normal + 7 1131 c.924G>A

G T rs3212254byFrequency|by1000genomesMG-207-tumorMG-207-normal - 10 1693 c.1475C>A

C T rs1208731byFrequency|by1000genomesMG-207-tumorMG-207-normal - 6 2191 c.1641G>A

A G rs149271 by1000genomesMG-207-tumorMG-207-normal + 2 543 c.510A>G

G A rs2003233 MG-207-tumorMG-207-normal - 17 1503 c.1504C>T

G A rs12729662byFrequency|by1000genomesMG-207-tumorMG-207-normal - 3 8430 c.8355C>T

C T rs148931839by1000genomesMG-207-tumorMG-207-normal + 6 563 c.431C>T

C T rs4822790byFrequency|by1000genomesMG-207-tumorMG-207-normal + 15 2042 c.1683C>T

T C MG-207-tumorMG-207-normal + 1 108 c.108T>C

C T rs4750936byFrequency|by1000genomesMG-207-tumorMG-207-normal - 13 4011 c.3636G>A

G A rs79863383byFrequency|by1000genomesMG-207-tumorMG-207-normal - 4 1403 c.1190C>T

C G rs11016076byFrequency|by1000genomesMG-207-tumorMG-207-normal - 8 1866 c.1491G>C

C T rs9105 byFrequency|by1000genomesMG-207-tumorMG-207-normal + 33 4964 c.4680C>T

C T rs731790 byFrequency|by1000genomesMG-207-tumorMG-207-normal - 19 2526 c.2433G>A

C A MG-207-tumorMG-207-normal + 12 1060 c.962C>A

T C rs11570543byFrequency|by1000genomesMG-207-tumorMG-207-normal - 14 1839 c.1746A>G

G A rs11177 byFrequency|by1000genomesMG-207-tumorMG-207-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-207-tumorMG-207-normal + 2 1719 c.1686A>G

C G rs45556841 MG-207-tumorMG-207-normal + 14 2816 c.2816C>G

G A MG-207-tumorMG-207-normal - 5 563 c.22C>T

A C rs76437836byFrequencyMG-207-tumorMG-207-normal - 3 142 c.98T>G

C T rs55979329by1000genomesMG-207-tumorMG-207-normal - 3 1257 c.725G>A

C T rs1035938by1000genomesMG-207-tumorMG-207-normal + 6 1538 c.1344C>T

T C rs41266134byFrequency|by1000genomesMG-207-tumorMG-207-normal - 3 1625 c.1550A>G

G A MG-207-tumorMG-207-normal - 3 1505 c.973C>T

G C MG-207-tumorMG-207-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-207-tumorMG-207-normal + 22 2662 c.2385C>T

G A rs146546850byFrequencyMG-207-tumorMG-207-normal - 12 1889 c.453C>T

C T rs3743398by1000genomesMG-207-tumorMG-207-normal + 12 2965 c.2591C>T

T C rs7716253by1000genomesMG-207-tumorMG-207-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-207-tumorMG-207-normal - 54 9497 c.8526T>C

C T rs2273779byFrequency|by1000genomesMG-207-tumorMG-207-normal + 6 583 c.538C>T

T C rs11054276 MG-207-tumorMG-207-normal - 3 667 c.632A>G

G A rs143684430byFrequencyMG-207-tumorMG-207-normal - 3 6591 c.6516C>T

A G rs40831 by1000genomesMG-207-tumorMG-207-normal + 2 2118 c.2085A>G

T C rs34341044byFrequency|by1000genomesMG-207-tumorMG-207-normal - 16 2591 c.2589A>G

G C rs45469098by1000genomesMG-207-tumorMG-207-normal - 1 255 c.256C>G

G A rs2289247byFrequency|by1000genomesMG-207-tumorMG-207-normal + 11 1273 c.1063G>A

T C rs12990449byFrequency|by1000genomesMG-207-tumorMG-207-normal - 2 1114 c.143A>G

C G MG-207-tumorMG-207-normal - 2 2056 c.1847G>C

C T rs151174 by1000genomesMG-207-tumorMG-207-normal + 2 1740 c.1707C>T

C T rs3745762by1000genomesMG-207-tumorMG-207-normal + 6 2241 c.2047C>T

C T rs3814883byFrequency|by1000genomesMG-207-tumorMG-207-normal + 13 2402 c.1359C>T



G T rs138591330by1000genomesMG-207-tumorMG-207-normal - 27 8211 c.7863C>A

A T rs35238720byFrequency|by1000genomesMG-207-tumorMG-207-normal + 4 1205 c.860A>T

T C rs11016071byFrequency|by1000genomesMG-207-tumorMG-207-normal - 13 9086 c.8711A>G

G A MG-207-tumorMG-207-normal - 3 400 c.365C>T

C T rs3796031byFrequency|by1000genomesMG-207-tumorMG-207-normal - 17 2399 c.1947G>A

A G rs2929158by1000genomesMG-207-tumorMG-207-normal - 19 4373 c.4163T>C

G C rs2240089byFrequency|by1000genomesMG-207-tumorMG-207-normal - 12 3187 c.3003C>G

C T MG-207-tumorMG-207-normal - 3 370 c.335G>A

G A rs2973566by1000genomesMG-207-tumorMG-207-normal + 14 1930 c.1754G>A

A G rs3108200byFrequency|by1000genomesMG-207-tumorMG-207-normal + 3 2040 c.810A>G

C A MG-207-tumorMG-207-normal - 8 1581 c.645G>T

G T MG-207-tumorMG-207-normal + 8 1284 c.1232G>T

T A rs17264436byFrequency|by1000genomesMG-207-tumorMG-207-normal - 21 3503 c.3501A>T

G A rs9789047by1000genomesMG-207-tumorMG-207-normal + 10 998 c.998G>A

C T rs1801187byFrequency|by1000genomesMG-207-tumorMG-207-normal - 37 5440 c.5234G>A

C G rs180743 by1000genomesMG-207-tumorMG-207-normal + 2 1315 c.1282C>G

C T rs4802382by1000genomesMG-207-tumorMG-207-normal + 6 554 c.360C>T

G A rs151060280byFrequencyMG-207-tumorMG-207-normal + 20 3990 c.3774G>A

C T rs35468447byFrequency|by1000genomesMG-207-tumorMG-207-normal + 27 5276 c.4641C>T

C G rs17301507by1000genomesMG-207-tumorMG-207-normal + 11 1252 c.1065C>G

T C rs12731746byFrequency|by1000genomesMG-207-tumorMG-207-normal - 11 1394 c.897A>G

G T rs11054277 MG-207-tumorMG-207-normal - 3 652 c.617C>A

C G rs2509943byFrequency|by1000genomesMG-207-tumorMG-207-normal + 3 776 c.279C>G

T A rs2060198byFrequency|by1000genomesMG-207-tumorMG-207-normal + 27 5204 c.4914T>A

T G rs1050767byFrequency|by1000genomesMG-207-tumorMG-207-normal - 13 8533 c.8158A>C

C A rs2973558by1000genomesMG-207-tumorMG-207-normal + 20 2514 c.2338C>A

G A rs142702316byFrequencyMG-207-tumorMG-207-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-207-tumorMG-207-normal - 3 159 c.115A>G

A G rs75639578 MG-207-tumorMG-207-normal - 3 6552 c.6477T>C

T C rs7275 by1000genomesMG-207-tumorMG-207-normal + 35 5267 c.4983T>C

C T rs3745764byFrequency|by1000genomesMG-208-tumorMG-208-normal + 9 2705 c.1064C>T

G A MG-208-tumorMG-208-normal + 1 348 c.296G>A

T C rs831043 byFrequency|by1000genomesMG-208-tumorMG-208-normal - 21 3354 c.3069A>G

A G MG-208-tumorMG-208-normal + 1 861 c.861A>G

C T rs1386356byFrequency|by1000genomesMG-208-tumorMG-208-normal - 85 14018 c.13047G>A

A G MG-208-tumorMG-208-normal - 1 440 c.441T>C

C T rs3811444byFrequency|by1000genomesMG-208-tumorMG-208-normal + 6 1169 c.1121C>T

A G rs13346368by1000genomesMG-208-tumorMG-208-normal + 10 3324 c.3130A>G

C A rs138341092by1000genomesMG-208-tumorMG-208-normal - 1 226 c.7G>T

C T rs77376932byFrequencyMG-208-tumorMG-208-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-208-tumorMG-208-normal - 3 4602 c.4530C>T

T C rs79940627 MG-208-tumorMG-208-normal - 3 6118 c.6043A>G

A G rs139238218byFrequencyMG-208-tumorMG-208-normal - 3 780 c.708T>C

T A rs61756301byFrequency|by1000genomesMG-208-tumorMG-208-normal + 33 5287 c.4219T>A

A G rs2229267byFrequency|by1000genomesMG-208-tumorMG-208-normal - 29 5160 c.4875T>C

C T rs2931423by1000genomesMG-208-tumorMG-208-normal + 19 2459 c.2283C>T

A T MG-208-tumorMG-208-normal + 5 625 c.403A>T



C T rs34291900byFrequency|by1000genomesMG-208-tumorMG-208-normal - 15 2291 c.2006G>A

A C rs61764072by1000genomesMG-208-tumorMG-208-normal + 11 3306 c.2917A>C

A G MG-208-tumorMG-208-normal + 1 448 c.448A>G

G A rs7179364by1000genomesMG-208-tumorMG-208-normal + 1 520 c.85G>A

G T rs74942016byFrequency|by1000genomesMG-208-tumorMG-208-normal + 9 1322 c.805G>T

C T rs62478357byFrequencyMG-208-tumorMG-208-normal - 8 1268 c.1050G>A

T C rs766894 by1000genomesMG-208-tumorMG-208-normal + 25 2461 c.2295T>C

A G rs75255795byFrequency|by1000genomesMG-208-tumorMG-208-normal - 14 1824 c.1621T>C

G A rs139799138byFrequencyMG-208-tumorMG-208-normal - 3 6574 c.6499C>T

C T MG-208-tumorMG-208-normal - 3 1048 c.516G>A

C T rs12155677byFrequency|by1000genomesMG-208-tumorMG-208-normal - 32 5524 c.5280G>A

C T MG-208-tumorMG-208-normal + 17 2554 c.2293C>T

C A rs16829829byFrequency|by1000genomesMG-208-tumorMG-208-normal + 23 3457 c.2314C>A

A G rs3108200byFrequency|by1000genomesMG-208-tumorMG-208-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-208-tumorMG-208-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-208-tumorMG-208-normal + 36 5181 c.5016C>T

T C MG-208-tumorMG-208-normal + 1 1152 c.1152T>C

T C rs74356608 MG-208-tumorMG-208-normal + 15 1328 c.1328T>C

C T rs41299110byFrequency|by1000genomesMG-208-tumorMG-208-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-208-tumorMG-208-normal - 9 1710 c.1496C>T

C A rs2973558by1000genomesMG-208-tumorMG-208-normal + 20 2514 c.2338C>A

T C rs831042 byFrequency|by1000genomesMG-208-tumorMG-208-normal - 24 3945 c.3660A>G

G C rs2240 byFrequency|by1000genomesMG-208-tumorMG-208-normal - 13 2935 c.2560C>G

C T rs73241801by1000genomesMG-208-tumorMG-208-normal + 16 2273 c.2208C>T

G A rs7624750byFrequency|by1000genomesMG-208-tumorMG-208-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-208-tumorMG-208-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-208-tumorMG-208-normal - 18 3000 c.2874G>T

C T rs2229265byFrequency|by1000genomesMG-208-tumorMG-208-normal - 54 10788 c.10503G>A

A C rs1208606byFrequency|by1000genomesMG-208-tumorMG-208-normal - 6 1571 c.1359T>G

A G rs33954745byFrequency|by1000genomesMG-208-tumorMG-208-normal - 17 2661 c.2376T>C

C T rs210498 by1000genomesMG-208-tumorMG-208-normal - 23 1885 c.1518G>A

G A rs139297659byFrequency|by1000genomesMG-208-tumorMG-208-normal - 11 2731 c.1251C>T

C T rs2274550by1000genomesMG-208-tumorMG-208-normal + 54 8820 c.8286C>T

T G rs12963422byFrequency|by1000genomesMG-208-tumorMG-208-normal - 5 2988 c.2775A>C

G A rs2302694byFrequency|by1000genomesMG-208-tumorMG-208-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-208-tumorMG-208-normal - 26 4397 c.4395A>G

T C rs9851685byFrequency|by1000genomesMG-208-tumorMG-208-normal + 23 2508 c.2274T>C

G A rs2229266byFrequency|by1000genomesMG-208-tumorMG-208-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-208-tumorMG-208-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-208-tumorMG-208-normal + 14 2120 c.1921A>G

G A rs3818831byFrequency|by1000genomesMG-208-tumorMG-208-normal - 2 193 c.121C>T

G A rs11549105byFrequency|by1000genomesMG-208-tumorMG-208-normal - 6 1228 c.1224C>T

G A rs3810485by1000genomesMG-208-tumorMG-208-normal - 8 6116 c.6047C>T

T C rs72676907byFrequency|by1000genomesMG-208-tumorMG-208-normal + 3 517 c.327T>C

G C rs13397109byFrequency|by1000genomesMG-208-tumorMG-208-normal - 41 7911 c.7626C>G

T C MG-208-tumorMG-208-normal - 3 305 c.270A>G

T C rs17848169byFrequency|by1000genomesMG-208-tumorMG-208-normal - 42 8179 c.7894A>G



G A rs1718878byFrequency|by1000genomesMG-208-tumorMG-208-normal + 13 2003 c.1590G>A

G A rs17001073byFrequency|by1000genomesMG-208-tumorMG-208-normal + 8 1697 c.1413G>A

G T rs6664276byFrequency|by1000genomesMG-208-tumorMG-208-normal + 6 1433 c.1320G>T

T A rs17337023byFrequency|by1000genomesMG-208-tumorMG-208-normal + 16 2064 c.1887T>A

A G MG-208-tumorMG-208-normal + 1 492 c.492A>G

G A rs1713982byFrequency|by1000genomesMG-208-tumorMG-208-normal + 15 2261 c.1848G>A

T C rs12990449byFrequency|by1000genomesMG-208-tumorMG-208-normal - 2 1114 c.143A>G

T C rs61749925byFrequencyMG-208-tumorMG-208-normal - 8 951 c.858A>G

A G rs151306742by1000genomesMG-208-tumorMG-208-normal + 4 729 c.285A>G

C G rs114279527by1000genomesMG-208-tumorMG-208-normal - 2 3137 c.2928G>C

C A rs114687140byFrequency|by1000genomesMG-208-tumorMG-208-normal - 13 9413 c.9038G>T

T C rs9646771by1000genomesMG-208-tumorMG-208-normal - 4 787 c.447A>G

G A MG-208-tumorMG-208-normal - 4 836 c.837C>T

A G rs2973568by1000genomesMG-208-tumorMG-208-normal + 13 1856 c.1680A>G

G A MG-208-tumorMG-208-normal + 1 1032 c.1032G>A

G T rs6748626byFrequency|by1000genomesMG-208-tumorMG-208-normal - 20 4043 c.3072C>A

G A rs150390977by1000genomesMG-208-tumorMG-208-normal - 1 227 c.8C>T

T A rs3740423byFrequency|by1000genomesMG-208-tumorMG-208-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-208-tumorMG-208-normal - 3 533 c.248A>G

C T rs16843864byFrequency|by1000genomesMG-208-tumorMG-208-normal - 69 11621 c.10650G>A

G A MG-208-tumorMG-208-normal - 4 453 c.138C>T

G A rs10082432byFrequency|by1000genomesMG-208-tumorMG-208-normal - 13 8757 c.8382C>T

A G rs2737699byFrequency|by1000genomesMG-208-tumorMG-208-normal - 10 12892 c.12304T>C

A T rs3739451by1000genomesMG-208-tumorMG-208-normal - 39 9817 c.9481T>A

T C rs7935 byFrequency|by1000genomesMG-208-tumorMG-208-normal + 9 1808 c.1524T>C

C T rs140871032byFrequency|by1000genomesMG-208-tumorMG-208-normal + 4 664 c.220C>T

A G rs138997916byFrequency|by1000genomesMG-208-tumorMG-208-normal - 3 2832 c.2760T>C

T A rs79661992byFrequency|by1000genomesMG-208-tumorMG-208-normal - 13 8111 c.7736A>T

T C rs4652678by1000genomesMG-208-tumorMG-208-normal + 28 4116 c.3951T>C

A G rs6679449by1000genomesMG-208-tumorMG-208-normal - 3 1923 c.1851T>C

A G rs1211708byFrequency|by1000genomesMG-208-tumorMG-208-normal - 6 1888 c.1338T>C

A G rs17001075byFrequency|by1000genomesMG-208-tumorMG-208-normal + 9 1793 c.1509A>G

G C rs3088074byFrequency|by1000genomesMG-208-tumorMG-208-normal - 9 2999 c.2785C>G

A C rs76504934by1000genomesMG-208-tumorMG-208-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-208-tumorMG-208-normal + 24 3194 c.3018C>T

T C rs10082391byFrequency|by1000genomesMG-208-tumorMG-208-normal - 13 8654 c.8279A>G

C T rs61732738byFrequency|by1000genomesMG-208-tumorMG-208-normal - 51 9209 c.8238G>A

G A MG-208-tumorMG-208-normal - 15 2363 c.2165C>T

C T rs146330869byFrequency|by1000genomesMG-208-tumorMG-208-normal + 9 2565 c.924C>T

C T MG-208-tumorMG-208-normal + 5 1420 c.1305C>T

C T rs7300444byFrequency|by1000genomesMG-208-tumorMG-208-normal + 19 5383 c.4740C>T

G A MG-208-tumorMG-208-normal + 1 358 c.358G>A

G A rs11549106byFrequency|by1000genomesMG-208-tumorMG-208-normal - 4 895 c.891C>T

A G MG-208-tumorMG-208-normal + 1 1053 c.1053A>G

C T rs2973571by1000genomesMG-208-tumorMG-208-normal + 12 1807 c.1631C>T

C T rs12777740byFrequency|by1000genomesMG-208-tumorMG-208-normal - 13 8321 c.7946G>A

T A rs112990250byFrequency|by1000genomesMG-208-tumorMG-208-normal - 3 303 c.270A>T



T C rs2229992byFrequency|by1000genomesMG-208-tumorMG-208-normal + 12 1838 c.1458T>C

G A rs2275527byFrequency|by1000genomesMG-208-tumorMG-208-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-208-tumorMG-208-normal - 17 2745 c.2460A>G

G A MG-208-tumorMG-208-normal - 1 288 c.237C>T

C T rs11591817byFrequency|by1000genomesMG-208-tumorMG-208-normal - 13 6002 c.5627G>A

G A rs6070697byFrequency|by1000genomesMG-208-tumorMG-208-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-208-tumorMG-208-normal + 35 5267 c.4983T>C

T C rs12731746byFrequency|by1000genomesMG-208-tumorMG-208-normal - 11 1394 c.897A>G

T G rs9807633by1000genomesMG-208-tumorMG-208-normal - 1 88 c.89A>C

A G rs4143768byFrequency|by1000genomesMG-208-tumorMG-208-normal - 10 6783 c.6195T>C

T C rs9807555by1000genomesMG-208-tumorMG-208-normal - 1 196 c.197A>G

T C rs1050476byFrequency|by1000genomesMG-208-tumorMG-208-normal + 7 2254 c.1695T>C

G A rs3793379byFrequency|by1000genomesMG-208-tumorMG-208-normal + 32 4159 c.3882G>A

G A rs3810479byFrequency|by1000genomesMG-208-tumorMG-208-normal - 17 7692 c.7623C>T

C T MG-208-tumorMG-208-normal + 2 2171 c.2138C>T

C T rs11121691byFrequency|by1000genomesMG-208-tumorMG-208-normal - 49 6985 c.6909G>A

G A rs151001106byFrequencyMG-208-tumorMG-208-normal + 1 192 c.140G>A

C T rs10082533byFrequency|by1000genomesMG-208-tumorMG-208-normal - 13 8753 c.8378G>A

C T rs11873462by1000genomesMG-208-tumorMG-208-normal - 1 47 c.48G>A

T C rs17881656byFrequency|by1000genomesMG-208-tumorMG-208-normal + 9 1412 c.1156T>C

G A rs12729662byFrequency|by1000genomesMG-208-tumorMG-208-normal - 3 8430 c.8355C>T

T C rs2075252byFrequency|by1000genomesMG-208-tumorMG-208-normal - 66 12565 c.12280A>G

G A MG-208-tumorMG-208-normal + 1 171 c.171G>A

C T rs1050475byFrequency|by1000genomesMG-208-tumorMG-208-normal + 7 1534 c.975C>T

T C rs5927083byFrequency|by1000genomesMG-208-tumorMG-208-normal - 14 1841 c.1635A>G

T C rs61995915byFrequency|by1000genomesMG-208-tumorMG-208-normal - 39 7538 c.7253A>G

A T rs6685892byFrequency|by1000genomesMG-208-tumorMG-208-normal - 34 7560 c.7341T>A

C G rs149605490by1000genomesMG-208-tumorMG-208-normal + 3 1000 c.781C>G

C G rs11718329by1000genomesMG-208-tumorMG-208-normal + 4 719 c.647C>G

A C rs62534884by1000genomesMG-208-tumorMG-208-normal + 4 892 c.683A>C

G A rs59505617by1000genomesMG-208-tumorMG-208-normal - 6 1756 c.1434C>T

C T MG-208-tumorMG-208-normal - 15 2937 c.2347G>A

G A MG-208-tumorMG-208-normal - 1 288 c.237C>T

C T rs7904627byFrequency|by1000genomesMG-208-tumorMG-208-normal - 5 1356 c.1242G>A

G A rs149181731byFrequencyMG-208-tumorMG-208-normal + 1 431 c.379G>A

C T rs169758 by1000genomesMG-208-tumorMG-208-normal - 23 1959 c.1592G>A

C G rs41278611by1000genomesMG-208-tumorMG-208-normal - 2 594 c.385G>C

C T rs4750936byFrequency|by1000genomesMG-208-tumorMG-208-normal - 13 4011 c.3636G>A

G A rs2271189byFrequency|by1000genomesMG-208-tumorMG-208-normal + 27 3788 c.3348G>A

C G rs11016076byFrequency|by1000genomesMG-208-tumorMG-208-normal - 8 1866 c.1491G>C

T C rs17114803byFrequency|by1000genomesMG-208-tumorMG-208-normal + 11 1465 c.1299T>C

G A rs3733415by1000genomesMG-208-tumorMG-208-normal - 2 601 c.392C>T

G A MG-208-tumorMG-208-normal + 1 159 c.159G>A

C G MG-208-tumorMG-208-normal - 1 259 c.37G>C

T A MG-208-tumorMG-208-normal - 9 1741 c.1497A>T

G A rs6018623byFrequency|by1000genomesMG-208-tumorMG-208-normal + 20 3957 c.3741G>A

A G rs17078605byFrequency|by1000genomesMG-208-tumorMG-208-normal - 10 10694 c.10106T>C



G A rs11177 byFrequency|by1000genomesMG-208-tumorMG-208-normal + 3 290 c.80G>A

T C rs17019360by1000genomesMG-208-tumorMG-208-normal + 17 2524 c.1800T>C

C T rs6432901by1000genomesMG-208-tumorMG-208-normal - 2 514 c.174G>A

C T rs61748181byFrequency|by1000genomesMG-208-tumorMG-208-normal - 2 892 c.835G>A

A C rs76437836byFrequencyMG-208-tumorMG-208-normal - 3 142 c.98T>G

G A rs74351250byFrequency|by1000genomesMG-208-tumorMG-208-normal - 9 1013 c.1014C>T

T C rs79054985byFrequency|by1000genomesMG-208-tumorMG-208-normal - 27 5363 c.4392A>G

C T rs1035938by1000genomesMG-208-tumorMG-208-normal + 6 1538 c.1344C>T

T C rs41266134byFrequency|by1000genomesMG-208-tumorMG-208-normal - 3 1625 c.1550A>G

G A MG-208-tumorMG-208-normal - 3 1505 c.973C>T

G C MG-208-tumorMG-208-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-208-tumorMG-208-normal + 22 2662 c.2385C>T

G A rs2973566by1000genomesMG-208-tumorMG-208-normal + 14 1930 c.1754G>A

C A MG-208-tumorMG-208-normal + 1 706 c.706C>A

C T rs45554841by1000genomesMG-208-tumorMG-208-normal - 1 214 c.215G>A

C T MG-208-tumorMG-208-normal + 1 63 c.63C>T

C G rs17386226byFrequency|by1000genomesMG-208-tumorMG-208-normal - 83 13761 c.12790G>C

A G rs9552929byFrequency|by1000genomesMG-208-tumorMG-208-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-208-tumorMG-208-normal - 3 660 c.661T>C

T C rs13796 byFrequency|by1000genomesMG-208-tumorMG-208-normal + 2 372 c.159T>C

G T rs140059935by1000genomesMG-208-tumorMG-208-normal + 16 1408 c.1408G>T

C A rs141116145byFrequency|by1000genomesMG-208-tumorMG-208-normal + 12 1577 c.1067C>A

A G rs1385600byFrequency|by1000genomesMG-208-tumorMG-208-normal - 5 1375 c.1290T>C

A T MG-208-tumorMG-208-normal + 1 1637 c.1637A>T

G C rs45469098by1000genomesMG-208-tumorMG-208-normal - 1 255 c.256C>G

G C rs62070406by1000genomesMG-208-tumorMG-208-normal - 9 1754 c.1711C>G

G C rs2240089byFrequency|by1000genomesMG-208-tumorMG-208-normal - 12 3187 c.3003C>G

G A rs2289247byFrequency|by1000genomesMG-208-tumorMG-208-normal + 11 1273 c.1063G>A

C T rs3745762by1000genomesMG-208-tumorMG-208-normal + 6 2241 c.2047C>T

T C rs4149056byFrequency|by1000genomesMG-208-tumorMG-208-normal + 6 617 c.521T>C

C T rs3814883byFrequency|by1000genomesMG-208-tumorMG-208-normal + 13 2402 c.1359C>T

A G rs4659654byFrequency|by1000genomesMG-208-tumorMG-208-normal - 16 2000 c.1503T>C

T C rs11016071byFrequency|by1000genomesMG-208-tumorMG-208-normal - 13 9086 c.8711A>G

C T rs468525 by1000genomesMG-208-tumorMG-208-normal - 6 478 c.111G>A

T C rs111331725by1000genomesMG-208-tumorMG-208-normal + 6 643 c.263T>C

A G rs61729294byFrequency|by1000genomesMG-208-tumorMG-208-normal + 10 1290 c.147A>G

T G rs1050767byFrequency|by1000genomesMG-208-tumorMG-208-normal - 13 8533 c.8158A>C

G A rs61749244byFrequency|by1000genomesMG-208-tumorMG-208-normal - 10 1987 c.1902C>T

C T MG-208-tumorMG-208-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-208-tumorMG-208-normal - 3 899 c.827G>A

A G rs150500921byFrequency|by1000genomesMG-208-tumorMG-208-normal + 4 1105 c.919A>G

A G rs139364869byFrequency|by1000genomesMG-208-tumorMG-208-normal - 19 3922 c.3712T>C

G A rs2227983byFrequency|by1000genomesMG-208-tumorMG-208-normal + 13 1739 c.1562G>A

C T rs117346988byFrequency|by1000genomesMG-208-tumorMG-208-normal + 18 2546 c.2187C>T

C G rs2282302byFrequency|by1000genomesMG-208-tumorMG-208-normal - 3 965 c.893G>C

T A rs17264436byFrequency|by1000genomesMG-208-tumorMG-208-normal - 21 3503 c.3501A>T

C T rs1208731byFrequency|by1000genomesMG-208-tumorMG-208-normal - 6 2191 c.1641G>A



G A rs9789047by1000genomesMG-208-tumorMG-208-normal + 10 998 c.998G>A

C T rs1801187byFrequency|by1000genomesMG-208-tumorMG-208-normal - 37 5440 c.5234G>A

T C MG-208-tumorMG-208-normal + 38 5936 c.5553T>C

C T rs151182657byFrequencyMG-208-tumorMG-208-normal - 9 1295 c.1263G>A

C T rs4802382by1000genomesMG-208-tumorMG-208-normal + 6 554 c.360C>T

T G MG-208-tumorMG-208-normal - 16 1254 c.887A>C

G A rs13054014byFrequency|by1000genomesMG-208-tumorMG-208-normal + 2 569 c.210G>A

G A rs151060280byFrequencyMG-208-tumorMG-208-normal + 20 3990 c.3774G>A

A C rs881732 by1000genomesMG-208-tumorMG-208-normal + 17 1912 c.1092A>C

C T rs57014690by1000genomesMG-208-tumorMG-208-normal - 6 1554 c.1232G>A

T A rs2060198byFrequency|by1000genomesMG-208-tumorMG-208-normal + 27 5204 c.4914T>A

G T rs12568784byFrequency|by1000genomesMG-208-tumorMG-208-normal - 3 7202 c.7130C>A

G A rs2127898byFrequency|by1000genomesMG-208-tumorMG-208-normal - 6 1130 c.920C>T

G A rs142702316byFrequencyMG-208-tumorMG-208-normal + 1 160 c.108G>A

G A rs144383071byFrequencyMG-208-tumorMG-208-normal - 3 3345 c.3270C>T

T C rs78472618byFrequencyMG-208-tumorMG-208-normal - 3 159 c.115A>G

A G rs75639578 MG-208-tumorMG-208-normal - 3 6552 c.6477T>C

C G rs3809975byFrequency|by1000genomesMG-208-tumorMG-208-normal - 5 3143 c.2930G>C

T C rs831043 byFrequency|by1000genomesMG-209-tumorMG-209-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-209-tumorMG-209-normal + 7 3183 c.3138A>G

C T rs1386356byFrequency|by1000genomesMG-209-tumorMG-209-normal - 85 14018 c.13047G>A

A G MG-209-tumorMG-209-normal - 1 440 c.441T>C

G A rs61750816by1000genomesMG-209-tumorMG-209-normal + 43 7109 c.6629G>A

C T MG-209-tumorMG-209-normal + 3 423 c.43C>T

A G MG-209-tumorMG-209-normal + 1 861 c.861A>G

C T rs139963428byFrequency|by1000genomesMG-209-tumorMG-209-normal - 15 1211 c.844G>A

G A rs12022217byFrequency|by1000genomesMG-209-tumorMG-209-normal - 3 4602 c.4530C>T

G A MG-209-tumorMG-209-normal - 10 6490 c.6421C>T

T C rs142712751byFrequency|by1000genomesMG-209-tumorMG-209-normal + 16 2193 c.1810T>C

G C rs146249377byFrequencyMG-209-tumorMG-209-normal + 1 3447 c.487G>C

G T rs12568784byFrequency|by1000genomesMG-209-tumorMG-209-normal - 3 7202 c.7130C>A

A G MG-209-tumorMG-209-normal + 10 1620 c.1253A>G

T A rs61756301byFrequency|by1000genomesMG-209-tumorMG-209-normal + 33 5287 c.4219T>A

G T rs2075249byFrequency|by1000genomesMG-209-tumorMG-209-normal - 21 3339 c.3054C>A

G C MG-209-tumorMG-209-normal + 5 1433 c.1284G>C

C T rs71299249|rs77022425byFrequencyMG-209-tumorMG-209-normal + 1 3677 c.717C>T

C T rs2282303byFrequency|by1000genomesMG-209-tumorMG-209-normal - 3 899 c.827G>A

G A rs16898013byFrequency|by1000genomesMG-209-tumorMG-209-normal + 13 1938 c.1848G>A

A G rs4143768byFrequency|by1000genomesMG-209-tumorMG-209-normal - 10 6783 c.6195T>C

A G MG-209-tumorMG-209-normal + 1 448 c.448A>G

G A rs7179364by1000genomesMG-209-tumorMG-209-normal + 1 520 c.85G>A

C T rs62478357byFrequencyMG-209-tumorMG-209-normal - 8 1268 c.1050G>A

T C rs62070402by1000genomesMG-209-tumorMG-209-normal - 12 2105 c.2062A>G

T C rs766894 by1000genomesMG-209-tumorMG-209-normal + 25 2461 c.2295T>C

C G MG-209-tumorMG-209-normal + 4 1645 c.1231C>G

G A rs139799138byFrequencyMG-209-tumorMG-209-normal - 3 6574 c.6499C>T

G A rs143132804byFrequency|by1000genomesMG-209-tumorMG-209-normal + 11 3297 c.2916G>A



T A rs79661992byFrequency|by1000genomesMG-209-tumorMG-209-normal - 13 8111 c.7736A>T

A G rs3108200byFrequency|by1000genomesMG-209-tumorMG-209-normal + 3 2040 c.810A>G

T C rs140856347by1000genomesMG-209-tumorMG-209-normal - 20 3525 c.3438A>G

G C rs2114202|rs5859657byFrequencyMG-209-tumorMG-209-normal + 11 1624 c.1458G>C

G C rs2240 byFrequency|by1000genomesMG-209-tumorMG-209-normal - 13 2935 c.2560C>G

G A rs7624750byFrequency|by1000genomesMG-209-tumorMG-209-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-209-tumorMG-209-normal - 18 3000 c.2874G>T

A G rs117712234by1000genomesMG-209-tumorMG-209-normal - 5 363 c.311T>C

T C rs142304809byFrequencyMG-209-tumorMG-209-normal - 9 1291 c.1259A>G

T C rs3733406by1000genomesMG-209-tumorMG-209-normal - 10 8361 c.8152A>G

A G rs9653483by1000genomesMG-209-tumorMG-209-normal - 21 5040 c.4953T>C

A G MG-209-tumorMG-209-normal + 1 1053 c.1053A>G

C T rs2273779byFrequency|by1000genomesMG-209-tumorMG-209-normal + 6 583 c.538C>T

A G rs10853307by1000genomesMG-209-tumorMG-209-normal - 3 1368 c.836T>C

C T rs731790 byFrequency|by1000genomesMG-209-tumorMG-209-normal - 19 2526 c.2433G>A

C T rs34488539by1000genomesMG-209-tumorMG-209-normal + 22 3555 c.3390C>T

G C rs76882791by1000genomesMG-209-tumorMG-209-normal - 27 7921 c.7573C>G

T G rs12963422byFrequency|by1000genomesMG-209-tumorMG-209-normal - 5 2988 c.2775A>C

T C rs4652678by1000genomesMG-209-tumorMG-209-normal + 28 4116 c.3951T>C

T C rs2450122byFrequency|by1000genomesMG-209-tumorMG-209-normal - 10 2089 c.2004A>G

A G rs7762830by1000genomesMG-209-tumorMG-209-normal + 14 2120 c.1921A>G

G A rs3818831byFrequency|by1000genomesMG-209-tumorMG-209-normal - 2 193 c.121C>T

G A rs75124368byFrequency|by1000genomesMG-209-tumorMG-209-normal - 50 9074 c.8103C>T

C T rs3745762by1000genomesMG-209-tumorMG-209-normal + 6 2241 c.2047C>T

T C MG-209-tumorMG-209-normal + 8 505 c.505T>C

C T rs1043141byFrequency|by1000genomesMG-209-tumorMG-209-normal + 4 2376 c.342C>T

C T rs151233 by1000genomesMG-209-tumorMG-209-normal + 2 99 c.66C>T

T C MG-209-tumorMG-209-normal - 3 305 c.270A>G

C T rs151182657byFrequencyMG-209-tumorMG-209-normal - 9 1295 c.1263G>A

T C rs17019360by1000genomesMG-209-tumorMG-209-normal + 17 2524 c.1800T>C

G A rs1718878byFrequency|by1000genomesMG-209-tumorMG-209-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-209-tumorMG-209-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-209-tumorMG-209-normal + 16 2064 c.1887T>A

A G MG-209-tumorMG-209-normal + 1 492 c.492A>G

G C rs2240089byFrequency|by1000genomesMG-209-tumorMG-209-normal - 12 3187 c.3003C>G

T G rs79385100by1000genomesMG-209-tumorMG-209-normal - 11 1929 c.1930A>C

G A rs1713982byFrequency|by1000genomesMG-209-tumorMG-209-normal + 15 2261 c.1848G>A

A G rs13346368by1000genomesMG-209-tumorMG-209-normal + 10 3324 c.3130A>G

A G rs143934691byFrequencyMG-209-tumorMG-209-normal - 2 296 c.226T>C

C G rs114279527by1000genomesMG-209-tumorMG-209-normal - 2 3137 c.2928G>C

C A rs114687140byFrequency|by1000genomesMG-209-tumorMG-209-normal - 13 9413 c.9038G>T

C T rs149364379byFrequency|by1000genomesMG-209-tumorMG-209-normal - 4 706 c.634G>A

G A MG-209-tumorMG-209-normal - 4 836 c.837C>T

A G rs2973568by1000genomesMG-209-tumorMG-209-normal + 13 1856 c.1680A>G

G A MG-209-tumorMG-209-normal + 1 1032 c.1032G>A

T C rs17617964byFrequencyMG-209-tumorMG-209-normal + 3 1672 c.840T>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-209-tumorMG-209-normal + 1 3698 c.738G>A



C A rs6453022by1000genomesMG-209-tumorMG-209-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-209-tumorMG-209-normal + 2 1791 c.684T>C

A G rs17078605byFrequency|by1000genomesMG-209-tumorMG-209-normal - 10 10694 c.10106T>C

G A rs10082432byFrequency|by1000genomesMG-209-tumorMG-209-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-209-tumorMG-209-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-209-tumorMG-209-normal + 7 1855 c.1810A>G

T C rs7714670by1000genomesMG-209-tumorMG-209-normal + 6 849 c.673T>C

G A rs10845349 MG-209-tumorMG-209-normal - 3 855 c.820C>T

G A rs1566622byFrequency|by1000genomesMG-209-tumorMG-209-normal - 22 3705 c.3516C>T

C T MG-209-tumorMG-209-normal - 1 153 c.102G>A

T C rs7935 byFrequency|by1000genomesMG-209-tumorMG-209-normal + 9 1808 c.1524T>C

A G rs138997916byFrequency|by1000genomesMG-209-tumorMG-209-normal - 3 2832 c.2760T>C

T C rs2385167byFrequency|by1000genomesMG-209-tumorMG-209-normal + 14 2088 c.1998T>C

A G rs6679449by1000genomesMG-209-tumorMG-209-normal - 3 1923 c.1851T>C

T G rs146246499|rs6933271byFrequency|by1000genomesMG-209-tumorMG-209-normal + 12 1492 c.1297T>G

G C rs3088074byFrequency|by1000genomesMG-209-tumorMG-209-normal - 9 2999 c.2785C>G

T C rs7744765by1000genomesMG-209-tumorMG-209-normal + 14 1929 c.1730T>C

C T rs26505 byFrequency|by1000genomesMG-209-tumorMG-209-normal + 1 144 c.57C>T

A C rs76504934by1000genomesMG-209-tumorMG-209-normal - 4 464 c.427T>G

G A rs62070401by1000genomesMG-209-tumorMG-209-normal - 12 2205 c.2162C>T

C T rs3749645by1000genomesMG-209-tumorMG-209-normal + 24 3194 c.3018C>T

T C rs71299249|rs146490783byFrequency|by1000genomesMG-209-tumorMG-209-normal + 1 3786 c.826T>C

A G rs9667 by1000genomesMG-209-tumorMG-209-normal + 3 354 c.168A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-209-tumorMG-209-normal + 7 1597 c.1215T>C

G A rs1800742byFrequency|by1000genomesMG-209-tumorMG-209-normal + 11 1740 c.1110G>A

C G MG-209-tumorMG-209-normal - 15 1579 c.1329G>C

C T rs11931107by1000genomesMG-209-tumorMG-209-normal - 10 6953 c.6744G>A

G A rs2124203byFrequency|by1000genomesMG-209-tumorMG-209-normal - 19 2832 c.2745C>T

G T rs149688835by1000genomesMG-209-tumorMG-209-normal - 34 5888 c.5552C>A

G A rs2227983byFrequency|by1000genomesMG-209-tumorMG-209-normal + 13 1739 c.1562G>A

T C rs10817025by1000genomesMG-209-tumorMG-209-normal - 15 3032 c.2696A>G

A G rs11915822byFrequency|by1000genomesMG-209-tumorMG-209-normal - 13 6588 c.6478T>C

C T rs12777740byFrequency|by1000genomesMG-209-tumorMG-209-normal - 13 8321 c.7946G>A

T C rs2229992byFrequency|by1000genomesMG-209-tumorMG-209-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-209-tumorMG-209-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-209-tumorMG-209-normal - 13 6002 c.5627G>A

G A rs6070697byFrequency|by1000genomesMG-209-tumorMG-209-normal + 4 1189 c.920G>A

T C rs9851685byFrequency|by1000genomesMG-209-tumorMG-209-normal + 23 2508 c.2274T>C

G C rs61735455by1000genomesMG-209-tumorMG-209-normal + 12 2108 c.1884G>C

C T MG-209-tumorMG-209-normal - 8 1260 c.1042G>A

G T rs139431164byFrequencyMG-209-tumorMG-209-normal + 3 1043 c.824G>T

T G rs1889323by1000genomesMG-209-tumorMG-209-normal - 25 4582 c.4246A>C

C T MG-209-tumorMG-209-normal - 19 4474 c.4264G>A

T C MG-209-tumorMG-209-normal + 1 1140 c.1140T>C

G A rs17656599byFrequency|by1000genomesMG-209-tumorMG-209-normal - 12 2007 c.1823C>T

C T rs3796032byFrequency|by1000genomesMG-209-tumorMG-209-normal - 17 2381 c.1929G>A

G A MG-209-tumorMG-209-normal + 1 130 c.78G>A



G A rs3810479byFrequency|by1000genomesMG-209-tumorMG-209-normal - 17 7692 c.7623C>T

T C MG-209-tumorMG-209-normal - 4 796 c.481A>G

A T rs7095325byFrequency|by1000genomesMG-209-tumorMG-209-normal - 7 1087 c.712T>A

T C rs34980032by1000genomesMG-209-tumorMG-209-normal - 8 5734 c.5665A>G

T C rs2075252byFrequency|by1000genomesMG-209-tumorMG-209-normal - 66 12565 c.12280A>G

A G rs151306742by1000genomesMG-209-tumorMG-209-normal + 4 729 c.285A>G

T C rs1002519byFrequency|by1000genomesMG-209-tumorMG-209-normal + 1 196 c.196T>C

C T rs3812458byFrequency|by1000genomesMG-209-tumorMG-209-normal + 22 2662 c.2385C>T

G C rs45469098by1000genomesMG-209-tumorMG-209-normal - 1 255 c.256C>G

C G rs11718329by1000genomesMG-209-tumorMG-209-normal + 4 719 c.647C>G

G A rs2229354byFrequency|by1000genomesMG-209-tumorMG-209-normal + 7 1131 c.924G>A

C T rs10082533byFrequency|by1000genomesMG-209-tumorMG-209-normal - 13 8753 c.8378G>A

G A rs35296183byFrequency|by1000genomesMG-209-tumorMG-209-normal - 55 9794 c.8823C>T

T C rs831042 byFrequency|by1000genomesMG-209-tumorMG-209-normal - 24 3945 c.3660A>G

C A rs3739298byFrequency|by1000genomesMG-209-tumorMG-209-normal - 9 2230 c.1821G>T

G T rs35546150byFrequency|by1000genomesMG-209-tumorMG-209-normal - 73 12171 c.11200C>A

T G rs61757612byFrequency|by1000genomesMG-209-tumorMG-209-normal - 9 2110 c.1701A>C

G A rs2248407byFrequency|by1000genomesMG-209-tumorMG-209-normal - 4 1003 c.918C>T

C G rs41278611by1000genomesMG-209-tumorMG-209-normal - 2 594 c.385G>C

C T rs4750936byFrequency|by1000genomesMG-209-tumorMG-209-normal - 13 4011 c.3636G>A

G A MG-209-tumorMG-209-normal + 20 3102 c.3025G>A

G A rs2271189byFrequency|by1000genomesMG-209-tumorMG-209-normal + 27 3788 c.3348G>A

C G rs11016076byFrequency|by1000genomesMG-209-tumorMG-209-normal - 8 1866 c.1491G>C

T C MG-209-tumorMG-209-normal + 1 910 c.910T>C

A T rs10817021by1000genomesMG-209-tumorMG-209-normal - 24 4324 c.3988T>A

A C rs76437836byFrequencyMG-209-tumorMG-209-normal - 3 142 c.98T>G

G A MG-209-tumorMG-209-normal + 1 159 c.159G>A

C A MG-209-tumorMG-209-normal + 1 706 c.706C>A

T C rs11570543byFrequency|by1000genomesMG-209-tumorMG-209-normal - 14 1839 c.1746A>G

C T rs17290169byFrequency|by1000genomesMG-209-tumorMG-209-normal + 15 2016 c.1839C>T

T C rs543304 byFrequency|by1000genomesMG-209-tumorMG-209-normal + 11 4034 c.3807T>C

T C rs7716253by1000genomesMG-209-tumorMG-209-normal + 8 1121 c.945T>C

C A rs144349020by1000genomesMG-209-tumorMG-209-normal + 3 1131 c.912C>A

C T rs1035938by1000genomesMG-209-tumorMG-209-normal + 6 1538 c.1344C>T

G T rs34104660byFrequency|by1000genomesMG-209-tumorMG-209-normal - 4 687 c.402C>A

G T MG-209-tumorMG-209-normal + 5 940 c.499G>T

G C MG-209-tumorMG-209-normal - 5 1009 c.1010C>G

C T rs34594998by1000genomesMG-209-tumorMG-209-normal + 9 1733 c.1509C>T

C A rs35430524by1000genomesMG-209-tumorMG-209-normal + 12 3111 c.2737C>A

A G MG-209-tumorMG-209-normal - 3 1337 c.805T>C

A G rs11778209byFrequency|by1000genomesMG-209-tumorMG-209-normal - 39 6448 c.6204T>C

C G MG-209-tumorMG-209-normal + 1 565 c.471C>G

A G rs4444457byFrequency|by1000genomesMG-209-tumorMG-209-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-209-tumorMG-209-normal - 10 9441 c.8853T>C

G A rs45469491by1000genomesMG-209-tumorMG-209-normal - 8 4518 c.4449C>T

G A rs61753697byFrequency|by1000genomesMG-209-tumorMG-209-normal + 1 376 c.99G>A

G A rs17336988byFrequency|by1000genomesMG-209-tumorMG-209-normal + 16 2273 c.2028G>A



C A rs35674179byFrequency|by1000genomesMG-209-tumorMG-209-normal - 13 5263 c.5153G>T

G C rs62070406by1000genomesMG-209-tumorMG-209-normal - 9 1754 c.1711C>G

C T rs3796031byFrequency|by1000genomesMG-209-tumorMG-209-normal - 17 2399 c.1947G>A

T C rs112827102byFrequency|by1000genomesMG-209-tumorMG-209-normal - 19 3495 c.3285A>G

C G rs72541816byFrequency|by1000genomesMG-209-tumorMG-209-normal + 16 8242 c.7862C>G

G C rs56227200byFrequency|by1000genomesMG-209-tumorMG-209-normal + 37 5789 c.4721G>C

C T rs3814883byFrequency|by1000genomesMG-209-tumorMG-209-normal + 13 2402 c.1359C>T

G A rs80198225 MG-209-tumorMG-209-normal + 8 527 c.527G>A

A G rs4659654byFrequency|by1000genomesMG-209-tumorMG-209-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-209-tumorMG-209-normal - 7 1855 c.1519G>A

T C rs10082391byFrequency|by1000genomesMG-209-tumorMG-209-normal - 13 8654 c.8279A>G

T C rs11016071byFrequency|by1000genomesMG-209-tumorMG-209-normal - 13 9086 c.8711A>G

A G rs2929158by1000genomesMG-209-tumorMG-209-normal - 19 4373 c.4163T>C

A G rs2737699byFrequency|by1000genomesMG-209-tumorMG-209-normal - 10 12892 c.12304T>C

A G rs13223756byFrequency|by1000genomesMG-209-tumorMG-209-normal + 7 2144 c.1944A>G

C T MG-209-tumorMG-209-normal - 3 370 c.335G>A

A G rs1385600byFrequency|by1000genomesMG-209-tumorMG-209-normal - 5 1375 c.1290T>C

A G rs77145198byFrequency|by1000genomesMG-209-tumorMG-209-normal - 20 2943 c.2856T>C

G C rs142017909byFrequencyMG-209-tumorMG-209-normal - 12 1953 c.1743C>G

G A rs149951770 MG-209-tumorMG-209-normal + 12 1909 c.1469G>A

C T rs111505885 MG-209-tumorMG-209-normal + 1 340 c.324C>T

C A rs2230018byFrequency|by1000genomesMG-209-tumorMG-209-normal + 17 2218 c.2177C>A

C T rs2229265byFrequency|by1000genomesMG-209-tumorMG-209-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-209-tumorMG-209-normal - 34 7560 c.7341T>A

G A rs61738955byFrequency|by1000genomesMG-209-tumorMG-209-normal + 18 4633 c.4632G>A

G T rs918558 byFrequency|by1000genomesMG-209-tumorMG-209-normal + 1 2142 c.2142G>T

G T rs147825872 MG-209-tumorMG-209-normal + 20 4359 c.4282G>T

A G rs13288443byFrequency|by1000genomesMG-209-tumorMG-209-normal + 11 2036 c.1827A>G

G A MG-209-tumorMG-209-normal + 1 171 c.171G>A

T C rs137871677by1000genomesMG-209-tumorMG-209-normal + 5 529 c.149T>C

C T rs7300444byFrequency|by1000genomesMG-209-tumorMG-209-normal + 19 5383 c.4740C>T

C T rs1801187byFrequency|by1000genomesMG-209-tumorMG-209-normal - 37 5440 c.5234G>A

T A rs112990250byFrequency|by1000genomesMG-209-tumorMG-209-normal - 3 303 c.270A>T

A G rs2074912byFrequency|by1000genomesMG-209-tumorMG-209-normal + 1 1709 c.1709A>G

C G rs149605490by1000genomesMG-209-tumorMG-209-normal + 3 1000 c.781C>G

G A rs112167630byFrequency|by1000genomesMG-209-tumorMG-209-normal + 39 7488 c.6853G>A

G A rs61742585by1000genomesMG-209-tumorMG-209-normal - 8 2676 c.2607C>T

T C rs12731746byFrequency|by1000genomesMG-209-tumorMG-209-normal - 11 1394 c.897A>G

G A rs150957163byFrequency|by1000genomesMG-209-tumorMG-209-normal - 78 13018 c.12047C>T

C T rs55979329by1000genomesMG-209-tumorMG-209-normal - 3 1257 c.725G>A

C G rs2509943byFrequency|by1000genomesMG-209-tumorMG-209-normal + 3 776 c.279C>G

T G rs1050767byFrequency|by1000genomesMG-209-tumorMG-209-normal - 13 8533 c.8158A>C

G A rs2127898byFrequency|by1000genomesMG-209-tumorMG-209-normal - 6 1130 c.920C>T

G T rs13231116byFrequency|by1000genomesMG-209-tumorMG-209-normal - 37 7452 c.7234C>A

T C rs78472618byFrequencyMG-209-tumorMG-209-normal - 3 159 c.115A>G

G A MG-209-tumorMG-209-normal - 1 301 c.8C>T

T C rs62075623 MG-21-tumorMG-21-normal - 14 1825 c.1732A>G



T C rs831043 byFrequency|by1000genomesMG-21-tumorMG-21-normal - 21 3354 c.3069A>G

G A rs1128761byFrequency|by1000genomesMG-21-tumorMG-21-normal + 7 1219 c.966G>A

A G rs16883953byFrequency|by1000genomesMG-21-tumorMG-21-normal - 14 2365 c.2121T>C

C T rs1386356byFrequency|by1000genomesMG-21-tumorMG-21-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-21-tumorMG-21-normal - 20 2134 c.1864G>A

C G rs2229070byFrequency|by1000genomesMG-21-tumorMG-21-normal + 11 2733 c.2352C>G

A G rs1136159byFrequency|by1000genomesMG-21-tumorMG-21-normal - 10 1068 c.860T>C

C T MG-21-tumorMG-21-normal - 3 864 c.789G>A

G T rs7083622byFrequency|by1000genomesMG-21-tumorMG-21-normal - 13 7385 c.7010C>A

C T rs148908983byFrequency|by1000genomesMG-21-tumorMG-21-normal - 3 4375 c.4303G>A

A G rs2229267byFrequency|by1000genomesMG-21-tumorMG-21-normal - 29 5160 c.4875T>C

G T rs2075249byFrequency|by1000genomesMG-21-tumorMG-21-normal - 21 3339 c.3054C>A

C T rs144553817byFrequencyMG-21-tumorMG-21-normal - 4 1493 c.1302G>A

G A rs16898013byFrequency|by1000genomesMG-21-tumorMG-21-normal + 13 1938 c.1848G>A

T A rs56279059by1000genomesMG-21-tumorMG-21-normal - 3 1034 c.502A>T

C G rs2298258byFrequency|by1000genomesMG-21-tumorMG-21-normal + 12 1698 c.1260C>G

G A rs61730875byFrequency|by1000genomesMG-21-tumorMG-21-normal - 20 3374 c.2877C>T

C T rs77070978byFrequency|by1000genomesMG-21-tumorMG-21-normal + 32 4799 c.4590C>T

T C rs16921260by1000genomesMG-21-tumorMG-21-normal + 1 1073 c.773T>C

C T rs62478357byFrequencyMG-21-tumorMG-21-normal - 8 1268 c.1050G>A

C A rs3739298byFrequency|by1000genomesMG-21-tumorMG-21-normal - 9 2230 c.1821G>T

T G rs3208659 MG-21-tumorMG-21-normal - 7 871 c.778A>C

C T rs77791636by1000genomesMG-21-tumorMG-21-normal + 6 1132 c.1080C>T

G A rs61742585by1000genomesMG-21-tumorMG-21-normal - 8 2676 c.2607C>T

A G rs2229268byFrequency|by1000genomesMG-21-tumorMG-21-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-21-tumorMG-21-normal - 15 2117 c.2115A>G

G C rs11611231by1000genomesMG-21-tumorMG-21-normal + 9 2190 c.2190G>C

G A rs60571683byFrequency|by1000genomesMG-21-tumorMG-21-normal + 16 2196 c.1977G>A

C T MG-21-tumorMG-21-normal - 20 2973 c.2782G>A

C T rs41299110byFrequency|by1000genomesMG-21-tumorMG-21-normal + 14 1944 c.1699C>T

A C rs7995564by1000genomesMG-21-tumorMG-21-normal + 10 2068 c.1534A>C

G C rs12104021by1000genomesMG-21-tumorMG-21-normal - 3 790 c.258C>G

C A rs149207258by1000genomesMG-21-tumorMG-21-normal - 27 5155 c.4815G>T

C A rs2973558by1000genomesMG-21-tumorMG-21-normal + 20 2514 c.2338C>A

G C rs2240 byFrequency|by1000genomesMG-21-tumorMG-21-normal - 13 2935 c.2560C>G

G A rs7179364by1000genomesMG-21-tumorMG-21-normal + 1 520 c.85G>A

C A rs6738031by1000genomesMG-21-tumorMG-21-normal - 18 3000 c.2874G>T

A C rs1208606byFrequency|by1000genomesMG-21-tumorMG-21-normal - 6 1571 c.1359T>G

A G rs9653483by1000genomesMG-21-tumorMG-21-normal - 21 5040 c.4953T>C

T C rs62077265 MG-21-tumorMG-21-normal - 3 321 c.228A>G

C T rs61753739byFrequencyMG-21-tumorMG-21-normal - 22 3927 c.3683G>A

T G MG-21-tumorMG-21-normal - 5 678 c.603A>C

G A rs12104022by1000genomesMG-21-tumorMG-21-normal - 3 784 c.252C>T

G A rs11574889by1000genomesMG-21-tumorMG-21-normal - 10 1710 c.1635C>T

C G rs147865267byFrequencyMG-21-tumorMG-21-normal - 4 1304 c.1234G>C

T C rs2251219byFrequency|by1000genomesMG-21-tumorMG-21-normal - 26 4397 c.4395A>G

G A rs13007735byFrequency|by1000genomesMG-21-tumorMG-21-normal - 16 3587 c.2616C>T



A G rs7762830by1000genomesMG-21-tumorMG-21-normal + 14 2120 c.1921A>G

C G rs2282302byFrequency|by1000genomesMG-21-tumorMG-21-normal - 3 965 c.893G>C

G C rs142674139byFrequency|by1000genomesMG-21-tumorMG-21-normal - 1 333 c.94C>G

G A rs11549105byFrequency|by1000genomesMG-21-tumorMG-21-normal - 6 1228 c.1224C>T

T C rs72676907byFrequency|by1000genomesMG-21-tumorMG-21-normal + 3 517 c.327T>C

A G MG-21-tumorMG-21-normal + 17 1691 c.1559A>G

T C MG-21-tumorMG-21-normal - 3 305 c.270A>G

C T MG-21-tumorMG-21-normal - 8 1260 c.1042G>A

A C rs35611740 MG-21-tumorMG-21-normal + 43 5928 c.5763A>C

G A rs1718878byFrequency|by1000genomesMG-21-tumorMG-21-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-21-tumorMG-21-normal + 16 2064 c.1887T>A

A G rs17051895by1000genomesMG-21-tumorMG-21-normal + 23 4485 c.3951A>G

G A rs1713982byFrequency|by1000genomesMG-21-tumorMG-21-normal + 15 2261 c.1848G>A

A C rs77739281 MG-21-tumorMG-21-normal - 10 1194 c.1101T>G

T C rs140856347by1000genomesMG-21-tumorMG-21-normal - 20 3525 c.3438A>G

T C rs9646771by1000genomesMG-21-tumorMG-21-normal - 4 787 c.447A>G

G A rs10964471byFrequency|by1000genomesMG-21-tumorMG-21-normal + 2 386 c.177G>A

A G rs2973568by1000genomesMG-21-tumorMG-21-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-21-tumorMG-21-normal - 20 3946 c.3859G>A

G C MG-21-tumorMG-21-normal - 4 1306 c.876C>G

C T rs1779132byFrequency|by1000genomesMG-21-tumorMG-21-normal - 6 2113 c.1563G>A

G A rs10082432byFrequency|by1000genomesMG-21-tumorMG-21-normal - 13 8757 c.8382C>T

T C rs7935 byFrequency|by1000genomesMG-21-tumorMG-21-normal + 9 1808 c.1524T>C

C T rs12155677byFrequency|by1000genomesMG-21-tumorMG-21-normal - 32 5524 c.5280G>A

G A rs41266078|rs34171717byFrequency|by1000genomesMG-21-tumorMG-21-normal + 2 385 c.272G>A

T C rs2385167byFrequency|by1000genomesMG-21-tumorMG-21-normal + 14 2088 c.1998T>C

A G rs1211708byFrequency|by1000genomesMG-21-tumorMG-21-normal - 6 1888 c.1338T>C

A G MG-21-tumorMG-21-normal + 25 3313 c.3137A>G

G C rs3088074byFrequency|by1000genomesMG-21-tumorMG-21-normal - 9 2999 c.2785C>G

C T rs11547311byFrequency|by1000genomesMG-21-tumorMG-21-normal + 8 702 c.570C>T

G A rs45469491by1000genomesMG-21-tumorMG-21-normal - 8 4518 c.4449C>T

C T rs3749645by1000genomesMG-21-tumorMG-21-normal + 24 3194 c.3018C>T

C T rs2931423by1000genomesMG-21-tumorMG-21-normal + 19 2459 c.2283C>T

T C rs10082391byFrequency|by1000genomesMG-21-tumorMG-21-normal - 13 8654 c.8279A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-21-tumorMG-21-normal + 7 1597 c.1215T>C

A C rs1141701by1000genomesMG-21-tumorMG-21-normal - 10 1239 c.1146T>G

C T rs55913776 MG-21-tumorMG-21-normal - 3 1207 c.675G>A

T C rs10817025by1000genomesMG-21-tumorMG-21-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-21-tumorMG-21-normal + 12 1807 c.1631C>T

C T rs12777740byFrequency|by1000genomesMG-21-tumorMG-21-normal - 13 8321 c.7946G>A

T C rs34750407byFrequency|by1000genomesMG-21-tumorMG-21-normal - 14 9680 c.9305A>G

T C rs2229992byFrequency|by1000genomesMG-21-tumorMG-21-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-21-tumorMG-21-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-21-tumorMG-21-normal - 13 6002 c.5627G>A

A G rs3822625by1000genomesMG-21-tumorMG-21-normal + 14 3084 c.3084A>G

C G MG-21-tumorMG-21-normal + 7 410 c.410C>G

T C rs7275 by1000genomesMG-21-tumorMG-21-normal + 35 5267 c.4983T>C



A T rs111657679byFrequency|by1000genomesMG-21-tumorMG-21-normal - 7 516 c.149T>A

C A rs2230018byFrequency|by1000genomesMG-21-tumorMG-21-normal + 17 2218 c.2177C>A

C T MG-21-tumorMG-21-normal + 22 2284 c.2097C>T

C T rs2229265byFrequency|by1000genomesMG-21-tumorMG-21-normal - 54 10788 c.10503G>A

C T rs140871032byFrequency|by1000genomesMG-21-tumorMG-21-normal + 4 664 c.220C>T

G A MG-21-tumorMG-21-normal + 21 3384 c.3219G>A

A G rs2227985byFrequency|by1000genomesMG-21-tumorMG-21-normal + 9 1878 c.1497A>G

C T rs140581164by1000genomesMG-21-tumorMG-21-normal + 8 593 c.495C>T

G A rs4514247byFrequency|by1000genomesMG-21-tumorMG-21-normal - 3 878 c.808C>T

A G rs826549 by1000genomesMG-21-tumorMG-21-normal + 18 2676 c.2550A>G

T C rs7714670by1000genomesMG-21-tumorMG-21-normal + 6 849 c.673T>C

C T rs17605476by1000genomesMG-21-tumorMG-21-normal + 5 1338 c.1140C>T

A T rs7095325byFrequency|by1000genomesMG-21-tumorMG-21-normal - 7 1087 c.712T>A

G C MG-21-tumorMG-21-normal - 5 1009 c.1010C>G

C T rs10082533byFrequency|by1000genomesMG-21-tumorMG-21-normal - 13 8753 c.8378G>A

T C rs2075252byFrequency|by1000genomesMG-21-tumorMG-21-normal - 66 12565 c.12280A>G

G A rs56145411byFrequency|by1000genomesMG-21-tumorMG-21-normal + 4 1211 c.1124G>A

T C rs13286541by1000genomesMG-21-tumorMG-21-normal - 9 2245 c.1909A>G

G A rs77288131byFrequency|by1000genomesMG-21-tumorMG-21-normal + 12 2707 c.2488G>A

C T rs3745762by1000genomesMG-21-tumorMG-21-normal + 6 2241 c.2047C>T

C T rs1208731byFrequency|by1000genomesMG-21-tumorMG-21-normal - 6 2191 c.1641G>A

T C rs831042 byFrequency|by1000genomesMG-21-tumorMG-21-normal - 24 3945 c.3660A>G

C T rs11016072byFrequency|by1000genomesMG-21-tumorMG-21-normal - 13 8909 c.8534G>A

T C MG-21-tumorMG-21-normal - 3 819 c.744A>G

C T rs4750936byFrequency|by1000genomesMG-21-tumorMG-21-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-21-tumorMG-21-normal - 8 1866 c.1491G>C

G A rs3733415by1000genomesMG-21-tumorMG-21-normal - 2 601 c.392C>T

A G rs62077272 MG-21-tumorMG-21-normal - 3 219 c.126T>C

A C rs62077264 MG-21-tumorMG-21-normal - 7 854 c.761T>G

G T MG-21-tumorMG-21-normal + 4 491 c.315G>T

T C rs766894 by1000genomesMG-21-tumorMG-21-normal + 25 2461 c.2295T>C

G A rs11177 byFrequency|by1000genomesMG-21-tumorMG-21-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-21-tumorMG-21-normal - 2 514 c.174G>A

T G rs146246499|rs6933271byFrequency|by1000genomesMG-21-tumorMG-21-normal + 12 1492 c.1297T>G

C T rs80127039byFrequency|by1000genomesMG-21-tumorMG-21-normal + 13 2174 c.1657C>T

G A rs2127898byFrequency|by1000genomesMG-21-tumorMG-21-normal - 6 1130 c.920C>T

G A MG-21-tumorMG-21-normal - 1 276 c.225C>T

G A rs2973566by1000genomesMG-21-tumorMG-21-normal + 14 1930 c.1754G>A

C A rs138908625byFrequency|by1000genomesMG-21-tumorMG-21-normal - 8 1357 c.1139G>T

C T rs34594998by1000genomesMG-21-tumorMG-21-normal + 9 1733 c.1509C>T

G A rs143394331by1000genomesMG-21-tumorMG-21-normal + 1 146 c.75G>A

T C rs7716253by1000genomesMG-21-tumorMG-21-normal + 8 1121 c.945T>C

A C rs76504934by1000genomesMG-21-tumorMG-21-normal - 4 464 c.427T>G

A G rs4444457byFrequency|by1000genomesMG-21-tumorMG-21-normal - 54 9497 c.8526T>C

A T MG-21-tumorMG-21-normal - 5 1210 c.886T>A

G A rs2289247byFrequency|by1000genomesMG-21-tumorMG-21-normal + 11 1273 c.1063G>A

G A rs61814946byFrequency|by1000genomesMG-21-tumorMG-21-normal - 3 1785 c.1710C>T



T C rs11016071byFrequency|by1000genomesMG-21-tumorMG-21-normal - 13 9086 c.8711A>G

C T rs1130233byFrequency|by1000genomesMG-21-tumorMG-21-normal - 8 2206 c.726G>A

G A rs9804992byFrequency|by1000genomesMG-21-tumorMG-21-normal + 11 3172 c.2529G>A

T C rs2072736byFrequency|by1000genomesMG-21-tumorMG-21-normal - 8 1410 c.474A>G

G C rs45469098by1000genomesMG-21-tumorMG-21-normal - 1 255 c.256C>G

C G rs2509943byFrequency|by1000genomesMG-21-tumorMG-21-normal + 3 776 c.279C>G

C T rs3796031byFrequency|by1000genomesMG-21-tumorMG-21-normal - 17 2399 c.1947G>A

T C rs12990449byFrequency|by1000genomesMG-21-tumorMG-21-normal - 2 1114 c.143A>G

G A rs4962081byFrequency|by1000genomesMG-21-tumorMG-21-normal - 22 3050 c.2829C>T

T C rs56145533byFrequency|by1000genomesMG-21-tumorMG-21-normal - 5 4496 c.4283A>G

G A rs55855602by1000genomesMG-21-tumorMG-21-normal - 3 1030 c.498C>T

T C rs4149056byFrequency|by1000genomesMG-21-tumorMG-21-normal + 6 617 c.521T>C

G A rs2229354byFrequency|by1000genomesMG-21-tumorMG-21-normal + 7 1131 c.924G>A

C T rs872665 by1000genomesMG-21-tumorMG-21-normal - 7 1855 c.1519G>A

C T rs56341011by1000genomesMG-21-tumorMG-21-normal - 17 3203 c.2262G>A

C T rs75417771byFrequency|by1000genomesMG-21-tumorMG-21-normal + 6 1265 c.409C>T

T G MG-21-tumorMG-21-normal - 4 1698 c.1225A>C

T C rs1800279byFrequency|by1000genomesMG-21-tumorMG-21-normal - 59 8968 c.8762A>G

G A rs34949187by1000genomesMG-21-tumorMG-21-normal + 6 1198 c.824G>A

G A rs2227983byFrequency|by1000genomesMG-21-tumorMG-21-normal + 13 1739 c.1562G>A

A T rs6685892byFrequency|by1000genomesMG-21-tumorMG-21-normal - 34 7560 c.7341T>A

T A rs17264436byFrequency|by1000genomesMG-21-tumorMG-21-normal - 21 3503 c.3501A>T

C T rs2229975by1000genomesMG-21-tumorMG-21-normal - 5 927 c.852G>A

G A rs56043170 MG-21-tumorMG-21-normal + 1 1442 c.1142G>A

C T rs1801187byFrequency|by1000genomesMG-21-tumorMG-21-normal - 37 5440 c.5234G>A

A T rs35238720byFrequency|by1000genomesMG-21-tumorMG-21-normal + 4 1205 c.860A>T

G A rs13054014byFrequency|by1000genomesMG-21-tumorMG-21-normal + 2 569 c.210G>A

A C rs881732 by1000genomesMG-21-tumorMG-21-normal + 17 1912 c.1092A>C

A C MG-21-tumorMG-21-normal - 3 7120 c.7045T>G

C T rs55979329by1000genomesMG-21-tumorMG-21-normal - 3 1257 c.725G>A

T A rs2060198byFrequency|by1000genomesMG-21-tumorMG-21-normal + 27 5204 c.4914T>A

C A rs6453022by1000genomesMG-21-tumorMG-21-normal + 7 1027 c.851C>A

T G rs1050767byFrequency|by1000genomesMG-21-tumorMG-21-normal - 13 8533 c.8158A>C

T C rs61942218by1000genomesMG-21-tumorMG-21-normal - 38 10670 c.10671A>G

T C rs11373 byFrequency|by1000genomesMG-21-tumorMG-21-normal - 3 787 c.367A>G

A G rs3737940byFrequency|by1000genomesMG-210-tumorMG-210-normal + 7 3183 c.3138A>G

C T rs1386356byFrequency|by1000genomesMG-210-tumorMG-210-normal - 85 14018 c.13047G>A

T A rs112990250byFrequency|by1000genomesMG-210-tumorMG-210-normal - 3 303 c.270A>T

A G MG-210-tumorMG-210-normal + 10 1620 c.1253A>G

C T rs34307082byFrequency|by1000genomesMG-210-tumorMG-210-normal + 6 863 c.629C>T

T G rs9807633by1000genomesMG-210-tumorMG-210-normal - 1 88 c.89A>C

G T rs41268673by1000genomesMG-210-tumorMG-210-normal - 12 2171 c.1831C>A

T G rs61757612byFrequency|by1000genomesMG-210-tumorMG-210-normal - 9 2110 c.1701A>C

C T MG-210-tumorMG-210-normal + 35 5188 c.4558C>T

G A rs2127898byFrequency|by1000genomesMG-210-tumorMG-210-normal - 6 1130 c.920C>T

G A rs3744249byFrequency|by1000genomesMG-210-tumorMG-210-normal + 11 2561 c.2172G>A

C T rs16921265by1000genomesMG-210-tumorMG-210-normal + 1 417 c.117C>T



G A rs7234999byFrequency|by1000genomesMG-210-tumorMG-210-normal - 5 5512 c.5299C>T

T G rs141319407byFrequencyMG-210-tumorMG-210-normal - 11 945 c.578A>C

C T rs149279834byFrequency|by1000genomesMG-210-tumorMG-210-normal + 26 5147 c.4512C>T

C T rs2853346byFrequency|by1000genomesMG-210-tumorMG-210-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-210-tumorMG-210-normal + 14 1944 c.1699C>T

A G rs1206038byFrequency|by1000genomesMG-210-tumorMG-210-normal + 29 5706 c.5071A>G

G A MG-210-tumorMG-210-normal + 1 271 c.271G>A

A G rs11016073byFrequency|by1000genomesMG-210-tumorMG-210-normal - 13 6677 c.6302T>C

G A rs7624750byFrequency|by1000genomesMG-210-tumorMG-210-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-210-tumorMG-210-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-210-tumorMG-210-normal - 18 3000 c.2874G>T

T C rs9851685byFrequency|by1000genomesMG-210-tumorMG-210-normal + 23 2508 c.2274T>C

T G rs12963422byFrequency|by1000genomesMG-210-tumorMG-210-normal - 5 2988 c.2775A>C

C T rs10258429byFrequency|by1000genomesMG-210-tumorMG-210-normal + 16 2213 c.1968C>T

T C rs11373 byFrequency|by1000genomesMG-210-tumorMG-210-normal - 3 787 c.367A>G

C T rs151233 by1000genomesMG-210-tumorMG-210-normal + 2 99 c.66C>T

T C MG-210-tumorMG-210-normal - 3 305 c.270A>G

A G MG-210-tumorMG-210-normal + 1 1491 c.1491A>G

G T rs11952292byFrequency|by1000genomesMG-210-tumorMG-210-normal + 1 2442 c.2442G>T

G A rs17001073byFrequency|by1000genomesMG-210-tumorMG-210-normal + 8 1697 c.1413G>A

T A rs17337023byFrequency|by1000genomesMG-210-tumorMG-210-normal + 16 2064 c.1887T>A

A G rs56069227by1000genomesMG-210-tumorMG-210-normal + 3 764 c.764A>G

G A rs16825150byFrequency|by1000genomesMG-210-tumorMG-210-normal + 7 954 c.909G>A

G C rs11611231by1000genomesMG-210-tumorMG-210-normal + 9 2190 c.2190G>C

T G rs35294865byFrequency|by1000genomesMG-210-tumorMG-210-normal - 12 1833 c.1413A>C

C T rs16843864byFrequency|by1000genomesMG-210-tumorMG-210-normal - 69 11621 c.10650G>A

A T rs3739451by1000genomesMG-210-tumorMG-210-normal - 39 9817 c.9481T>A

A C rs45525440byFrequency|by1000genomesMG-210-tumorMG-210-normal - 7 875 c.855T>G

A G rs61831150byFrequency|by1000genomesMG-210-tumorMG-210-normal + 7 1855 c.1810A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-210-tumorMG-210-normal + 7 1597 c.1215T>C

T C rs7935 byFrequency|by1000genomesMG-210-tumorMG-210-normal + 9 1808 c.1524T>C

C T rs10252263byFrequency|by1000genomesMG-210-tumorMG-210-normal - 38 8258 c.8040G>A

C T rs7240355byFrequency|by1000genomesMG-210-tumorMG-210-normal - 5 5238 c.5025G>A

A G rs138997916byFrequency|by1000genomesMG-210-tumorMG-210-normal - 3 2832 c.2760T>C

C T rs12708402by1000genomesMG-210-tumorMG-210-normal - 16 3405 c.3178G>A

A G rs17001075byFrequency|by1000genomesMG-210-tumorMG-210-normal + 9 1793 c.1509A>G

G C MG-210-tumorMG-210-normal - 4 2082 c.1869C>G

C T rs28997580byFrequency|by1000genomesMG-210-tumorMG-210-normal + 16 2672 c.2388C>T

A G rs61753736byFrequency|by1000genomesMG-210-tumorMG-210-normal - 66 10707 c.10463T>C

T C rs28621009byFrequency|by1000genomesMG-210-tumorMG-210-normal + 13 2864 c.2229T>C

C T rs3743398by1000genomesMG-210-tumorMG-210-normal + 12 2965 c.2591C>T

A C rs76504934by1000genomesMG-210-tumorMG-210-normal - 4 464 c.427T>G

C T rs7300444byFrequency|by1000genomesMG-210-tumorMG-210-normal + 19 5383 c.4740C>T

C T MG-210-tumorMG-210-normal + 6 1027 c.586C>T

T C rs146307712by1000genomesMG-210-tumorMG-210-normal + 16 1462 c.1462T>C

T C rs2229992byFrequency|by1000genomesMG-210-tumorMG-210-normal + 12 1838 c.1458T>C

G A MG-210-tumorMG-210-normal - 31 7669 c.7670C>T



T C rs7275 by1000genomesMG-210-tumorMG-210-normal + 35 5267 c.4983T>C

T C rs61995685byFrequency|by1000genomesMG-210-tumorMG-210-normal + 22 4499 c.3864T>C

C T rs34922891by1000genomesMG-210-tumorMG-210-normal + 13 2223 c.2223C>T

T C rs9807555by1000genomesMG-210-tumorMG-210-normal - 1 196 c.197A>G

C T rs3796032byFrequency|by1000genomesMG-210-tumorMG-210-normal - 17 2381 c.1929G>A

C T rs2271806byFrequency|by1000genomesMG-210-tumorMG-210-normal + 18 2822 c.2409C>T

T C rs7714670by1000genomesMG-210-tumorMG-210-normal + 6 849 c.673T>C

C G rs11718329by1000genomesMG-210-tumorMG-210-normal + 4 719 c.647C>G

C T rs11873462by1000genomesMG-210-tumorMG-210-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-210-tumorMG-210-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-210-tumorMG-210-normal + 1 196 c.196T>C

T C rs112827102byFrequency|by1000genomesMG-210-tumorMG-210-normal - 19 3495 c.3285A>G

G A rs3795666byFrequency|by1000genomesMG-210-tumorMG-210-normal - 34 6640 c.6421C>T

A G rs149271 by1000genomesMG-210-tumorMG-210-normal + 2 543 c.510A>G

G A rs2271189byFrequency|by1000genomesMG-210-tumorMG-210-normal + 27 3788 c.3348G>A

A G MG-210-tumorMG-210-normal - 19 3733 c.3523T>C

C T rs3796031byFrequency|by1000genomesMG-210-tumorMG-210-normal - 17 2399 c.1947G>A

C A rs6453022by1000genomesMG-210-tumorMG-210-normal + 7 1027 c.851C>A

A G rs180744 by1000genomesMG-210-tumorMG-210-normal + 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-210-tumorMG-210-normal + 11 4034 c.3807T>C

T C rs7716253by1000genomesMG-210-tumorMG-210-normal + 8 1121 c.945T>C

A G rs7505568by1000genomesMG-210-tumorMG-210-normal - 3 660 c.661T>C

G C MG-210-tumorMG-210-normal + 1 1592 c.1592G>C

A G rs40831 by1000genomesMG-210-tumorMG-210-normal + 2 2118 c.2085A>G

G A rs9804992byFrequency|by1000genomesMG-210-tumorMG-210-normal + 11 3172 c.2529G>A

A T MG-210-tumorMG-210-normal + 8 849 c.667A>T

C G rs2509943byFrequency|by1000genomesMG-210-tumorMG-210-normal + 3 776 c.279C>G

C T rs151174 by1000genomesMG-210-tumorMG-210-normal + 2 1740 c.1707C>T

A G rs3729680by1000genomesMG-210-tumorMG-210-normal + 7 1330 c.1173A>G

G A rs10964525byFrequency|by1000genomesMG-210-tumorMG-210-normal + 4 926 c.717G>A

T C rs4149056byFrequency|by1000genomesMG-210-tumorMG-210-normal + 6 617 c.521T>C

C T rs3814883byFrequency|by1000genomesMG-210-tumorMG-210-normal + 13 2402 c.1359C>T

A G rs4659654byFrequency|by1000genomesMG-210-tumorMG-210-normal - 16 2000 c.1503T>C

A G rs2929158by1000genomesMG-210-tumorMG-210-normal - 19 4373 c.4163T>C

G A rs11762213byFrequency|by1000genomesMG-210-tumorMG-210-normal + 2 344 c.144G>A

C T rs2282303byFrequency|by1000genomesMG-210-tumorMG-210-normal - 3 899 c.827G>A

G A rs2227983byFrequency|by1000genomesMG-210-tumorMG-210-normal + 13 1739 c.1562G>A

C G rs2282302byFrequency|by1000genomesMG-210-tumorMG-210-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-210-tumorMG-210-normal - 54 10788 c.10503G>A

G A rs1676211by1000genomesMG-210-tumorMG-210-normal + 13 2154 c.2154G>A

C G rs3735156byFrequency|by1000genomesMG-210-tumorMG-210-normal - 11 1795 c.1577G>C

T C rs33910491byFrequency|by1000genomesMG-210-tumorMG-210-normal - 5 4949 c.4736A>G

A G rs1980131byFrequency|by1000genomesMG-210-tumorMG-210-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-210-tumorMG-210-normal - 37 5440 c.5234G>A

A G rs2074912byFrequency|by1000genomesMG-210-tumorMG-210-normal + 1 1709 c.1709A>G

C G rs149605490by1000genomesMG-210-tumorMG-210-normal + 3 1000 c.781C>G

G A rs13054014byFrequency|by1000genomesMG-210-tumorMG-210-normal + 2 569 c.210G>A



A C rs881732 by1000genomesMG-210-tumorMG-210-normal + 17 1912 c.1092A>C

T C rs12731746byFrequency|by1000genomesMG-210-tumorMG-210-normal - 11 1394 c.897A>G

C T rs2273779byFrequency|by1000genomesMG-210-tumorMG-210-normal + 6 583 c.538C>T

C G rs180743 by1000genomesMG-210-tumorMG-210-normal + 2 1315 c.1282C>G

T C rs62075623 MG-2100-tumorMG-210-normal - 14 1825 c.1732A>G

C T rs3745764byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 9 2705 c.1064C>T

A G rs3737940byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 7 3183 c.3138A>G

A G rs62077275 MG-2100-tumorMG-210-normal - 2 173 c.80T>C

T C rs146307712by1000genomesMG-2100-tumorMG-210-normal + 16 1462 c.1462T>C

C T rs1386356byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 85 14018 c.13047G>A

A C rs1141701by1000genomesMG-2100-tumorMG-210-normal - 10 1239 c.1146T>G

A G MG-2100-tumorMG-210-normal - 12 902 c.858T>C

T C rs4149056byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 6 617 c.521T>C

T A rs112990250byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 3 303 c.270A>T

T C rs2229992byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 12 1838 c.1458T>C

G T rs12568784byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 3 7202 c.7130C>A

C T rs34307082byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 6 863 c.629C>T

A C rs78767626byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 19 2007 c.1773A>C

G T rs41268673by1000genomesMG-2100-tumorMG-210-normal - 12 2171 c.1831C>A

A C rs10104558byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 3 1104 c.950A>C

T G rs12145941byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 3 1631 c.1556A>C

A T MG-2100-tumorMG-210-normal + 8 849 c.667A>T

C T rs62478357byFrequencyMG-2100-tumorMG-210-normal - 8 1268 c.1050G>A

C T MG-2100-tumorMG-210-normal + 35 5188 c.4558C>T

A G MG-2100-tumorMG-210-normal + 7 457 c.457A>G

G T rs2486717by1000genomesMG-2100-tumorMG-210-normal - 3 473 c.278C>A

T G rs3208659 MG-2100-tumorMG-210-normal - 7 871 c.778A>C

C T rs77791636by1000genomesMG-2100-tumorMG-210-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-2100-tumorMG-210-normal - 18 3000 c.2874G>T

G A rs3744249byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 11 2561 c.2172G>A

G A rs7234999byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 5 5512 c.5299C>T

T C rs7716253by1000genomesMG-2100-tumorMG-210-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 13 5919 c.5544G>A

C T MG-2100-tumorMG-210-normal - 20 2973 c.2782G>A

C T rs41299110byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 14 1944 c.1699C>T

C G MG-2100-tumorMG-210-normal + 21 5081 c.5004C>G

T C rs80268686 MG-2100-tumorMG-210-normal - 14 2213 c.1995A>G

G A MG-2100-tumorMG-210-normal + 10 1434 c.1344G>A

A G rs1206038byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 29 5706 c.5071A>G

G A MG-2100-tumorMG-210-normal + 1 271 c.271G>A

A G rs62077276 MG-2100-tumorMG-210-normal - 2 170 c.77T>C

A G rs11016073byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 13 6677 c.6302T>C

G A rs7624750byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 4 707 c.473G>A

G T rs148401196by1000genomesMG-2100-tumorMG-210-normal - 3 395 c.316C>A

A T MG-2100-tumorMG-210-normal + 6 1434 c.900A>T

T C rs62077265 MG-2100-tumorMG-210-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 23 2508 c.2274T>C



C G rs2509943byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 3 776 c.279C>G

T G rs12963422byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 5 2988 c.2775A>C

A C rs74875648 MG-2100-tumorMG-210-normal - 5 524 c.431T>G

C G rs3735156byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 11 1795 c.1577G>C

C T rs77440865by1000genomesMG-2100-tumorMG-210-normal - 10 1226 c.1133G>A

A T MG-2100-tumorMG-210-normal + 20 4045 c.3968A>T

A G rs7762830by1000genomesMG-2100-tumorMG-210-normal + 14 2120 c.1921A>G

A G MG-2100-tumorMG-210-normal - 6 1215 c.1122T>C

C T rs10258429byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 16 2213 c.1968C>T

G A rs3818831byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 2 193 c.121C>T

T C MG-2100-tumorMG-210-normal - 2 2782 c.1926A>G

T C rs11373 byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 3 787 c.367A>G

G C rs62077263 MG-2100-tumorMG-210-normal - 7 916 c.823C>G

A G MG-2100-tumorMG-210-normal + 1 1491 c.1491A>G

C T rs117475463by1000genomesMG-2100-tumorMG-210-normal - 6 1811 c.1475G>A

T C rs62075621 MG-2100-tumorMG-210-normal - 14 1851 c.1758A>G

T G MG-2100-tumorMG-210-normal + 2 173 c.80T>G

G A rs12022217byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 3 4602 c.4530C>T

C T rs77325966 MG-2100-tumorMG-210-normal - 14 2254 c.2036G>A

T A rs17337023byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 16 2064 c.1887T>A

A G MG-2100-tumorMG-210-normal - 3 664 c.665T>C

A G rs75731161 MG-2100-tumorMG-210-normal - 14 1942 c.1849T>C

A C rs77739281 MG-2100-tumorMG-210-normal - 10 1194 c.1101T>G

C T rs75071142 MG-2100-tumorMG-210-normal - 14 2238 c.2020G>A

A G rs56069227by1000genomesMG-2100-tumorMG-210-normal + 3 764 c.764A>G

G A rs16825150byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 7 954 c.909G>A

G C rs11611231by1000genomesMG-2100-tumorMG-210-normal + 9 2190 c.2190G>C

T G rs35294865byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 12 1833 c.1413A>C

T C rs9646771by1000genomesMG-2100-tumorMG-210-normal - 4 787 c.447A>G

C T rs4012040 MG-2100-tumorMG-210-normal + 20 6186 c.6060C>T

G A rs146832545 MG-2100-tumorMG-210-normal - 3 4180 c.4108C>T

G T MG-2100-tumorMG-210-normal - 3 6547 c.6472C>A

A G rs2557924 MG-2100-tumorMG-210-normal + 5 732 c.606A>G

T C MG-2100-tumorMG-210-normal - 22 3673 c.3455A>G

C T rs76844681 MG-2100-tumorMG-210-normal - 16 2899 c.2681G>A

C T rs16843864byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 69 11621 c.10650G>A

A T rs3739451by1000genomesMG-2100-tumorMG-210-normal - 39 9817 c.9481T>A

A C rs45525440byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 7 875 c.855T>G

A G rs61831150byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 7 1855 c.1810A>G

T G rs62075657 MG-2100-tumorMG-210-normal - 13 1770 c.1677A>C

T G rs1058201 MG-2100-tumorMG-210-normal - 3 297 c.204A>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 7 1597 c.1215T>C

G A rs1566622byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 22 3705 c.3516C>T

C T rs10252263byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 38 8258 c.8040G>A

T C MG-2100-tumorMG-210-normal - 11 1378 c.1285A>G

C T rs12155677byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 32 5524 c.5280G>A

A G rs138997916byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 3 2832 c.2760T>C



T C MG-2100-tumorMG-210-normal - 19 1884 c.1885A>G

G A rs151187373by1000genomesMG-2100-tumorMG-210-normal + 16 2477 c.2351G>A

A G rs17001075byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 9 1793 c.1509A>G

T C MG-2100-tumorMG-210-normal - 9 1441 c.1390A>G

G A rs12366766 MG-2100-tumorMG-210-normal + 48 8392 c.8283G>A

A G rs61753736byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 66 10707 c.10463T>C

A T MG-2100-tumorMG-210-normal + 20 7019 c.6893A>T

C T rs3743398by1000genomesMG-2100-tumorMG-210-normal + 12 2965 c.2591C>T

A C rs76504934by1000genomesMG-2100-tumorMG-210-normal - 4 464 c.427T>G

G A rs80198225 MG-2100-tumorMG-210-normal + 8 527 c.527G>A

T A MG-2100-tumorMG-210-normal + 4 1057 c.675T>A

C T rs7300444byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 19 5383 c.4740C>T

C T MG-2100-tumorMG-210-normal + 6 1027 c.586C>T

A C rs79936417by1000genomesMG-2100-tumorMG-210-normal - 5 505 c.412T>G

T G MG-2100-tumorMG-210-normal - 4 385 c.292A>C

T C MG-2100-tumorMG-210-normal + 15 2187 c.2097T>C

C T rs16921265by1000genomesMG-2100-tumorMG-210-normal + 1 417 c.117C>T

C G MG-2100-tumorMG-210-normal + 7 410 c.410C>G

T G MG-2100-tumorMG-210-normal + 16 2367 c.2241T>G

C T MG-2100-tumorMG-210-normal + 2 144 c.144C>T

T A MG-2100-tumorMG-210-normal + 21 3133 c.2750T>A

A G rs80120716 MG-2100-tumorMG-210-normal - 10 1214 c.1121T>C

C T MG-2100-tumorMG-210-normal - 8 1260 c.1042G>A

T G rs9807633by1000genomesMG-2100-tumorMG-210-normal - 1 88 c.89A>C

G C rs77467652 MG-2100-tumorMG-210-normal - 5 542 c.449C>G

T C MG-2100-tumorMG-210-normal + 1 1281 c.1281T>C

C G MG-2100-tumorMG-210-normal + 4 398 c.300C>G

T C rs9807555by1000genomesMG-2100-tumorMG-210-normal - 1 196 c.197A>G

T C rs7935 byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 9 1808 c.1524T>C

C T rs2271806byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 18 2822 c.2409C>T

G A rs145191978 MG-2100-tumorMG-210-normal + 14 1971 c.1588G>A

T C rs7714670by1000genomesMG-2100-tumorMG-210-normal + 6 849 c.673T>C

T C rs2075252byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 1 196 c.196T>C

T C rs62075619 MG-2100-tumorMG-210-normal - 14 1980 c.1887A>G

C T rs62077268 MG-2100-tumorMG-210-normal - 3 262 c.169G>A

A G rs6679449by1000genomesMG-2100-tumorMG-210-normal - 3 1923 c.1851T>C

T C MG-2100-tumorMG-210-normal - 30 5967 c.4996A>G

T A MG-2100-tumorMG-210-normal - 13 5798 c.5423A>T

G A rs3795666byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 34 6640 c.6421C>T

A G rs149271 by1000genomesMG-2100-tumorMG-210-normal + 2 543 c.510A>G

T C rs74727415 MG-2100-tumorMG-210-normal - 11 1316 c.1223A>G

T G rs62075658 MG-2100-tumorMG-210-normal - 13 1761 c.1668A>C

G A rs149181731byFrequencyMG-2100-tumorMG-210-normal + 1 431 c.379G>A

T G rs74612656 MG-2100-tumorMG-210-normal - 11 1320 c.1227A>C

G A rs2271189byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 27 3788 c.3348G>A

G A rs61737954byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 13 3908 c.3724C>T



T A MG-2100-tumorMG-210-normal - 20 4055 c.3968A>T

T G rs62075620 MG-2100-tumorMG-210-normal - 14 1855 c.1762A>C

T C MG-2100-tumorMG-210-normal + 21 3140 c.2757T>C

A C rs76437836byFrequencyMG-2100-tumorMG-210-normal - 3 142 c.98T>G

A G rs3208627 MG-2100-tumorMG-210-normal - 2 153 c.60T>C

A G MG-2100-tumorMG-210-normal - 19 3733 c.3523T>C

A G rs35873108|rs111782215byFrequencyMG-2100-tumorMG-210-normal + 48 8443 c.8334A>G

A G rs2074912byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 1 1709 c.1709A>G

C T rs2433707 MG-2100-tumorMG-210-normal + 20 6956 c.6830C>T

G A rs76836956by1000genomesMG-2100-tumorMG-210-normal - 10 1209 c.1116C>T

C T rs7240355byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 5 5238 c.5025G>A

C A rs6453022by1000genomesMG-2100-tumorMG-210-normal + 7 1027 c.851C>A

A G MG-2100-tumorMG-210-normal + 1 47 c.47A>G

C T rs6432901by1000genomesMG-2100-tumorMG-210-normal - 2 514 c.174G>A

T C rs543304 byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 11 4034 c.3807T>C

G A rs2127898byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 6 1130 c.920C>T

A C rs62075617 MG-2100-tumorMG-210-normal - 14 2001 c.1908T>G

G A rs1128761byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 7 1219 c.966G>A

C G rs77609498 MG-2100-tumorMG-210-normal - 11 1343 c.1250G>C

G C MG-2100-tumorMG-210-normal - 3 2909 c.2834C>G

C T rs45554841by1000genomesMG-2100-tumorMG-210-normal - 1 214 c.215G>A

T G rs13092 MG-2100-tumorMG-210-normal + 0 269

A G rs7505568by1000genomesMG-2100-tumorMG-210-normal - 3 660 c.661T>C

A G rs77870608 MG-2100-tumorMG-210-normal - 12 1431 c.1380T>C

T G rs77320707 MG-2100-tumorMG-210-normal - 5 520 c.427A>C

C T rs79201963 MG-2100-tumorMG-210-normal - 12 1624 c.1531G>A

G C MG-2100-tumorMG-210-normal + 1 1592 c.1592G>C

C G rs2298258byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 12 1698 c.1260C>G

C T MG-2100-tumorMG-210-normal + 6 1503 c.969C>T

C T rs140120787byFrequencyMG-2100-tumorMG-210-normal - 3 1592 c.1517G>A

T C rs112827102byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 19 3495 c.3285A>G

T C rs79701778byFrequencyMG-2100-tumorMG-210-normal - 9 1232 c.1233A>G

T G rs61757612byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 9 2110 c.1701A>C

A G rs3729680by1000genomesMG-2100-tumorMG-210-normal + 7 1330 c.1173A>G

G A rs10964525byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 4 926 c.717G>A

T C rs62077266 MG-2100-tumorMG-210-normal - 3 311 c.218A>G

A G rs4659654byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-2100-tumorMG-210-normal - 7 1855 c.1519G>A

A C rs62077264 MG-2100-tumorMG-210-normal - 7 854 c.761T>G

G A MG-2100-tumorMG-210-normal + 2 124 c.124G>A

A G rs151306742by1000genomesMG-2100-tumorMG-210-normal + 4 729 c.285A>G

T C rs111331725by1000genomesMG-2100-tumorMG-210-normal + 6 643 c.263T>C

G A rs11762213byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 2 344 c.144G>A

A C rs80029043 MG-2100-tumorMG-210-normal - 12 1622 c.1529T>G

C T MG-2100-tumorMG-210-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 3 899 c.827G>A

A G rs143254940byFrequencyMG-2100-tumorMG-210-normal - 5 832 c.546T>C



T C MG-2100-tumorMG-210-normal - 9 758 c.391A>G

T C MG-2100-tumorMG-210-normal + 20 7916 c.7790T>C

G A rs9804992byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 11 3172 c.2529G>A

C G rs2282302byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 34 7560 c.7341T>A

G A rs1676211by1000genomesMG-2100-tumorMG-210-normal + 13 2154 c.2154G>A

G T rs918558 byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 1 2142 c.2142G>T

T C rs33910491byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 5 4949 c.4736A>G

A G rs1980131byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 37 5440 c.5234G>A

T C rs79454290 MG-2100-tumorMG-210-normal - 10 1195 c.1102A>G

T G rs141319407byFrequencyMG-2100-tumorMG-210-normal - 11 945 c.578A>C

C G rs149605490by1000genomesMG-2100-tumorMG-210-normal + 3 1000 c.781C>G

G A rs13054014byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 2 569 c.210G>A

A C rs881732 by1000genomesMG-2100-tumorMG-210-normal + 17 1912 c.1092A>C

T C rs12731746byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 11 1394 c.897A>G

G C MG-2100-tumorMG-210-normal + 8 1696 c.1162G>C

A G MG-2100-tumorMG-210-normal + 15 1958 c.1906A>G

C T rs62637614byFrequency|by1000genomesMG-2100-tumorMG-210-normal - 2 1183 c.774G>A

C T rs2273779byFrequency|by1000genomesMG-2100-tumorMG-210-normal + 6 583 c.538C>T

C G MG-2100-tumorMG-210-normal - 13 930 c.886G>C

G A MG-2100-tumorMG-210-normal + 20 2750 c.2367G>A

C G rs180743 by1000genomesMG-2100-tumorMG-210-normal + 2 1315 c.1282C>G

T A rs79348596 MG-2100-tumorMG-210-normal - 4 360 c.267A>T

C T rs3745764byFrequency|by1000genomesMG-213-tumorMG-213-normal + 9 2705 c.1064C>T

T C rs41315020byFrequency|by1000genomesMG-213-tumorMG-213-normal - 8 1497 c.909A>G

C G rs145987835byFrequencyMG-213-tumorMG-213-normal - 4 1432 c.1362G>C

A G rs3737940byFrequency|by1000genomesMG-213-tumorMG-213-normal + 7 3183 c.3138A>G

C T rs1009668byFrequency|by1000genomesMG-213-tumorMG-213-normal - 20 2134 c.1864G>A

T C MG-213-tumorMG-213-normal + 1 839 c.839T>C

G A rs61730646by1000genomesMG-213-tumorMG-213-normal + 7 1345 c.865G>A

G T rs9661554byFrequency|by1000genomesMG-213-tumorMG-213-normal + 2 186 c.99G>T

G C rs34405980byFrequency|by1000genomesMG-213-tumorMG-213-normal - 1 502 c.342C>G

C T MG-213-tumorMG-213-normal + 3 423 c.43C>T

C T MG-213-tumorMG-213-normal + 1 142 c.142C>T

G A MG-213-tumorMG-213-normal - 1 288 c.237C>T

C T rs2931423by1000genomesMG-213-tumorMG-213-normal + 19 2459 c.2283C>T

C G rs72474510byFrequency|by1000genomesMG-213-tumorMG-213-normal - 4 1198 c.1128G>C

G A rs20539 byFrequency|by1000genomesMG-213-tumorMG-213-normal + 20 3152 c.3111G>A

T G rs12145941byFrequency|by1000genomesMG-213-tumorMG-213-normal - 3 1631 c.1556A>C

G T rs6748626byFrequency|by1000genomesMG-213-tumorMG-213-normal - 20 4043 c.3072C>A

G A rs16885 byFrequency|by1000genomesMG-213-tumorMG-213-normal - 9 3193 c.2257C>T

C T rs62478357byFrequencyMG-213-tumorMG-213-normal - 8 1268 c.1050G>A

G A rs2853344byFrequency|by1000genomesMG-213-tumorMG-213-normal - 13 2990 c.2615C>T

C A rs138908625byFrequency|by1000genomesMG-213-tumorMG-213-normal - 8 1357 c.1139G>T

A G rs3729680by1000genomesMG-213-tumorMG-213-normal + 7 1330 c.1173A>G



G A rs2127898byFrequency|by1000genomesMG-213-tumorMG-213-normal - 6 1130 c.920C>T

C T MG-213-tumorMG-213-normal - 15 2425 c.1995G>A

A G rs6694078byFrequency|by1000genomesMG-213-tumorMG-213-normal + 11 2688 c.2575A>G

G A rs2271189byFrequency|by1000genomesMG-213-tumorMG-213-normal + 27 3788 c.3348G>A

T C rs3755806byFrequency|by1000genomesMG-213-tumorMG-213-normal - 15 2117 c.2115A>G

T C rs140856347by1000genomesMG-213-tumorMG-213-normal - 20 3525 c.3438A>G

G C rs2114202|rs5859657byFrequencyMG-213-tumorMG-213-normal + 11 1624 c.1458G>C

G A rs2228000byFrequency|by1000genomesMG-213-tumorMG-213-normal - 9 1710 c.1496C>T

A C rs4625290byFrequency|by1000genomesMG-213-tumorMG-213-normal - 2 325 c.255T>G

C A rs2973558by1000genomesMG-213-tumorMG-213-normal + 20 2514 c.2338C>A

C G rs2298258byFrequency|by1000genomesMG-213-tumorMG-213-normal + 12 1698 c.1260C>G

C T rs116355400byFrequency|by1000genomesMG-213-tumorMG-213-normal + 11 2618 c.2505C>T

C A rs6738031by1000genomesMG-213-tumorMG-213-normal - 18 3000 c.2874G>T

C T rs74401238byFrequency|by1000genomesMG-213-tumorMG-213-normal - 18 3705 c.3365G>A

G A rs41294868by1000genomesMG-213-tumorMG-213-normal + 14 2132 c.1933G>A

C T rs140105230byFrequency|by1000genomesMG-213-tumorMG-213-normal - 4 1405 c.1335G>A

A G rs9653483by1000genomesMG-213-tumorMG-213-normal - 21 5040 c.4953T>C

A G rs10853307by1000genomesMG-213-tumorMG-213-normal - 3 1368 c.836T>C

C T rs210498 by1000genomesMG-213-tumorMG-213-normal - 23 1885 c.1518G>A

C T rs2274550by1000genomesMG-213-tumorMG-213-normal + 54 8820 c.8286C>T

A G rs2227973byFrequency|by1000genomesMG-213-tumorMG-213-normal + 2 2571 c.2459A>G

G A rs16847812byFrequency|by1000genomesMG-213-tumorMG-213-normal + 4 978 c.865G>A

T G rs12963422byFrequency|by1000genomesMG-213-tumorMG-213-normal - 5 2988 c.2775A>C

T C rs74597491byFrequency|by1000genomesMG-213-tumorMG-213-normal - 9 2185 c.1849A>G

C T rs35719940by1000genomesMG-213-tumorMG-213-normal - 15 3241 c.3184G>A

G T rs146238849byFrequency|by1000genomesMG-213-tumorMG-213-normal - 8 1391 c.1173C>A

T C rs2251219byFrequency|by1000genomesMG-213-tumorMG-213-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-213-tumorMG-213-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-213-tumorMG-213-normal - 16 3587 c.2616C>T

A G MG-213-tumorMG-213-normal + 1 414 c.414A>G

G A rs11549105byFrequency|by1000genomesMG-213-tumorMG-213-normal - 6 1228 c.1224C>T

G A rs139856989 MG-213-tumorMG-213-normal - 4 1057 c.987C>T

C T rs1043141byFrequency|by1000genomesMG-213-tumorMG-213-normal + 4 2376 c.342C>T

G A rs16912247byFrequency|by1000genomesMG-213-tumorMG-213-normal - 14 9973 c.9598C>T

C T rs151233 by1000genomesMG-213-tumorMG-213-normal + 2 99 c.66C>T

T C MG-213-tumorMG-213-normal - 3 305 c.270A>G

T C rs1805129byFrequency|by1000genomesMG-213-tumorMG-213-normal - 2 327 c.252A>G

A C rs79723119byFrequency|by1000genomesMG-213-tumorMG-213-normal - 64 12281 c.11996T>G

C A rs3817753 MG-213-tumorMG-213-normal - 8 1575 c.639G>T

G A MG-213-tumorMG-213-normal + 11 1634 c.1582G>A

G A rs1718878byFrequency|by1000genomesMG-213-tumorMG-213-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-213-tumorMG-213-normal + 2 1911 c.804G>C

C T rs10258429byFrequency|by1000genomesMG-213-tumorMG-213-normal + 16 2213 c.1968C>T

G A rs1713982byFrequency|by1000genomesMG-213-tumorMG-213-normal + 15 2261 c.1848G>A

C T rs139692895byFrequencyMG-213-tumorMG-213-normal - 8 667 c.627G>A

G A rs16825150byFrequency|by1000genomesMG-213-tumorMG-213-normal + 7 954 c.909G>A

G A rs12366766 MG-213-tumorMG-213-normal + 48 8392 c.8283G>A



T C rs9646771by1000genomesMG-213-tumorMG-213-normal - 4 787 c.447A>G

G A rs10964471byFrequency|by1000genomesMG-213-tumorMG-213-normal + 2 386 c.177G>A

A G rs2973568by1000genomesMG-213-tumorMG-213-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-213-tumorMG-213-normal + 14 2279 c.2055T>C

G A rs150390977by1000genomesMG-213-tumorMG-213-normal - 1 227 c.8C>T

T C MG-213-tumorMG-213-normal - 4 1446 c.1376A>G

T A rs3740423byFrequency|by1000genomesMG-213-tumorMG-213-normal - 13 4583 c.4208A>T

C G rs150078700by1000genomesMG-213-tumorMG-213-normal + 12 1039 c.1039C>G

G A rs34741608by1000genomesMG-213-tumorMG-213-normal + 43 5952 c.5787G>A

C A rs6453022by1000genomesMG-213-tumorMG-213-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-213-tumorMG-213-normal + 2 1791 c.684T>C

A G rs2664522|rs147879509|rs72181894|rs3092460|rs3830809by1000genomesMG-213-tumorMG-213-normal + 20 3966 c.3750A>G

C G rs143879890by1000genomesMG-213-tumorMG-213-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-213-tumorMG-213-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-213-tumorMG-213-normal - 19 3392 c.3393C>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-213-tumorMG-213-normal + 7 1597 c.1215T>C

T C rs7935 byFrequency|by1000genomesMG-213-tumorMG-213-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-213-tumorMG-213-normal - 2 514 c.174G>A

G A MG-213-tumorMG-213-normal - 4 538 c.208C>T

T G rs111886835byFrequency|by1000genomesMG-213-tumorMG-213-normal + 2 630 c.249T>G

A T rs78455617byFrequency|by1000genomesMG-213-tumorMG-213-normal - 4 1208 c.1138T>A

C T rs2071702byFrequency|by1000genomesMG-213-tumorMG-213-normal + 27 7277 c.7254C>T

G C rs3088074byFrequency|by1000genomesMG-213-tumorMG-213-normal - 9 2999 c.2785C>G

C T MG-213-tumorMG-213-normal - 8 1256 c.1038G>A

A C rs76504934by1000genomesMG-213-tumorMG-213-normal - 4 464 c.427T>G

G A rs9804992byFrequency|by1000genomesMG-213-tumorMG-213-normal + 11 3172 c.2529G>A

G C rs62070406by1000genomesMG-213-tumorMG-213-normal - 9 1754 c.1711C>G

A G MG-213-tumorMG-213-normal + 1 921 c.921A>G

T G rs17879146by1000genomesMG-213-tumorMG-213-normal - 4 336 c.337A>C

G A rs34949187by1000genomesMG-213-tumorMG-213-normal + 6 1198 c.824G>A

T C MG-213-tumorMG-213-normal + 1 768 c.768T>C

C T rs7300444byFrequency|by1000genomesMG-213-tumorMG-213-normal + 19 5383 c.4740C>T

C T MG-213-tumorMG-213-normal - 20 3562 c.3371G>A

C T rs146867394byFrequency|by1000genomesMG-213-tumorMG-213-normal - 45 8391 c.7420G>A

T C rs10817025by1000genomesMG-213-tumorMG-213-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-213-tumorMG-213-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-213-tumorMG-213-normal + 12 1838 c.1458T>C

C T rs151174 by1000genomesMG-213-tumorMG-213-normal + 2 1740 c.1707C>T

G A rs62070401by1000genomesMG-213-tumorMG-213-normal - 12 2205 c.2162C>T

G A rs2275527byFrequency|by1000genomesMG-213-tumorMG-213-normal - 39 5629 c.5553C>T

T C MG-213-tumorMG-213-normal + 1 1065 c.1065T>C

C T rs2269654byFrequency|by1000genomesMG-213-tumorMG-213-normal + 11 2687 c.2574C>T

G A rs11549106byFrequency|by1000genomesMG-213-tumorMG-213-normal - 4 895 c.891C>T

C T MG-213-tumorMG-213-normal - 8 1260 c.1042G>A

T G rs9807633by1000genomesMG-213-tumorMG-213-normal - 1 88 c.89A>C

A G rs4143768byFrequency|by1000genomesMG-213-tumorMG-213-normal - 10 6783 c.6195T>C

T C rs9807555by1000genomesMG-213-tumorMG-213-normal - 1 196 c.197A>G



T C rs1050476byFrequency|by1000genomesMG-213-tumorMG-213-normal + 7 2254 c.1695T>C

T C MG-213-tumorMG-213-normal + 1 1398 c.1398T>C

G A rs151001106byFrequencyMG-213-tumorMG-213-normal + 1 192 c.140G>A

T G rs4503360byFrequencyMG-213-tumorMG-213-normal - 3 897 c.827A>C

T C MG-213-tumorMG-213-normal + 1 957 c.957T>C

T C rs17364812byFrequency|by1000genomesMG-213-tumorMG-213-normal + 13 1219 c.1110T>C

G A rs3810479byFrequency|by1000genomesMG-213-tumorMG-213-normal - 17 7692 c.7623C>T

T C rs7714670by1000genomesMG-213-tumorMG-213-normal + 6 849 c.673T>C

C T rs11121691byFrequency|by1000genomesMG-213-tumorMG-213-normal - 49 6985 c.6909G>A

A C rs9332801byFrequency|by1000genomesMG-213-tumorMG-213-normal + 10 4307 c.4284A>C

C T rs11873462by1000genomesMG-213-tumorMG-213-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-213-tumorMG-213-normal - 66 12565 c.12280A>G

A T MG-213-tumorMG-213-normal + 20 4093 c.4077A>T

T C rs13286541by1000genomesMG-213-tumorMG-213-normal - 9 2245 c.1909A>G

G T rs150375845byFrequencyMG-213-tumorMG-213-normal - 3 814 c.341C>A

C G rs11718329by1000genomesMG-213-tumorMG-213-normal + 4 719 c.647C>G

C T rs2078478by1000genomesMG-213-tumorMG-213-normal - 5 411 c.392G>A

C T rs116682517byFrequency|by1000genomesMG-213-tumorMG-213-normal - 6 1043 c.552G>A

A G rs149271 by1000genomesMG-213-tumorMG-213-normal + 2 543 c.510A>G

C T rs1801187byFrequency|by1000genomesMG-213-tumorMG-213-normal - 37 5440 c.5234G>A

T C rs41300566byFrequency|by1000genomesMG-213-tumorMG-213-normal - 13 3805 c.3430A>G

A G rs28624496 MG-213-tumorMG-213-normal - 1 626 c.196T>C

T C rs77652527byFrequency|by1000genomesMG-213-tumorMG-213-normal - 10 1583 c.1365A>G

G A rs149181731byFrequencyMG-213-tumorMG-213-normal + 1 431 c.379G>A

C T rs169758 by1000genomesMG-213-tumorMG-213-normal - 23 1959 c.1592G>A

C T MG-213-tumorMG-213-normal + 3 595 c.431C>T

C T rs4822790byFrequency|by1000genomesMG-213-tumorMG-213-normal + 15 2042 c.1683C>T

T C rs17114803byFrequency|by1000genomesMG-213-tumorMG-213-normal + 11 1465 c.1299T>C

G A rs3733415by1000genomesMG-213-tumorMG-213-normal - 2 601 c.392C>T

G A rs3731062by1000genomesMG-213-tumorMG-213-normal - 2 356 c.142C>T

A G rs35873108|rs111782215byFrequencyMG-213-tumorMG-213-normal + 48 8443 c.8334A>G

T C rs766894 by1000genomesMG-213-tumorMG-213-normal + 25 2461 c.2295T>C

A G rs17078605byFrequency|by1000genomesMG-213-tumorMG-213-normal - 10 10694 c.10106T>C

A C rs881732 by1000genomesMG-213-tumorMG-213-normal + 17 1912 c.1092A>C

G A rs11177 byFrequency|by1000genomesMG-213-tumorMG-213-normal + 3 290 c.80G>A

T C rs17019360by1000genomesMG-213-tumorMG-213-normal + 17 2524 c.1800T>C

A G rs180744 by1000genomesMG-213-tumorMG-213-normal + 2 1719 c.1686A>G

A G rs7107305byFrequency|by1000genomesMG-213-tumorMG-213-normal + 21 5702 c.5679A>G

T C rs543304 byFrequency|by1000genomesMG-213-tumorMG-213-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-213-tumorMG-213-normal - 3 142 c.98T>G

G A MG-213-tumorMG-213-normal - 1 347 c.348C>T

T G rs79385100by1000genomesMG-213-tumorMG-213-normal - 11 1929 c.1930A>C

G C MG-213-tumorMG-213-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-213-tumorMG-213-normal + 22 2662 c.2385C>T

G A rs2973566by1000genomesMG-213-tumorMG-213-normal + 14 1930 c.1754G>A

C T rs45554841by1000genomesMG-213-tumorMG-213-normal - 1 214 c.215G>A

C G rs9329306byFrequency|by1000genomesMG-213-tumorMG-213-normal - 4 501 c.186G>C



C A rs41306015byFrequency|by1000genomesMG-213-tumorMG-213-normal - 13 4052 c.3677G>T

G A rs149651686|rs76723236by1000genomesMG-213-tumorMG-213-normal - 11 977 c.610C>T

A T MG-213-tumorMG-213-normal + 9 1273 c.832A>T

T C rs7716253by1000genomesMG-213-tumorMG-213-normal + 8 1121 c.945T>C

C A rs3739298byFrequency|by1000genomesMG-213-tumorMG-213-normal - 9 2230 c.1821G>T

A G rs9552929byFrequency|by1000genomesMG-213-tumorMG-213-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-213-tumorMG-213-normal - 3 660 c.661T>C

G A rs35037984byFrequency|by1000genomesMG-213-tumorMG-213-normal - 29 3161 c.2782C>T

G A rs55662109byFrequencyMG-213-tumorMG-213-normal + 4 649 c.393G>A

G A rs35821928byFrequency|by1000genomesMG-213-tumorMG-213-normal - 52 9293 c.8322C>T

C T rs1130233byFrequency|by1000genomesMG-213-tumorMG-213-normal - 8 2206 c.726G>A

A G rs40831 by1000genomesMG-213-tumorMG-213-normal + 2 2118 c.2085A>G

C G rs2509943byFrequency|by1000genomesMG-213-tumorMG-213-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-213-tumorMG-213-normal + 11 1273 c.1063G>A

C T rs3796031byFrequency|by1000genomesMG-213-tumorMG-213-normal - 17 2399 c.1947G>A

G C MG-213-tumorMG-213-normal - 2 625 c.532C>G

C A rs138341092by1000genomesMG-213-tumorMG-213-normal - 1 226 c.7G>T

G C rs45469098by1000genomesMG-213-tumorMG-213-normal - 1 255 c.256C>G

C T rs17290559byFrequency|by1000genomesMG-213-tumorMG-213-normal + 21 2685 c.2508C>T

T C rs12990449byFrequency|by1000genomesMG-213-tumorMG-213-normal - 2 1114 c.143A>G

T C MG-213-tumorMG-213-normal + 1 249 c.249T>C

G A rs17882627byFrequency|by1000genomesMG-213-tumorMG-213-normal - 5 540 c.541C>T

C T rs3814883byFrequency|by1000genomesMG-213-tumorMG-213-normal + 13 2402 c.1359C>T

A G rs9667 by1000genomesMG-213-tumorMG-213-normal + 3 354 c.168A>G

C T rs872665 by1000genomesMG-213-tumorMG-213-normal - 7 1855 c.1519G>A

A G MG-213-tumorMG-213-normal + 1 117 c.117A>G

C T rs1050475byFrequency|by1000genomesMG-213-tumorMG-213-normal + 7 1534 c.975C>T

C T rs468525 by1000genomesMG-213-tumorMG-213-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-213-tumorMG-213-normal - 12 2105 c.2062A>G

C T MG-213-tumorMG-213-normal + 1 915 c.915C>T

G C rs2240089byFrequency|by1000genomesMG-213-tumorMG-213-normal - 12 3187 c.3003C>G

A G rs2737699byFrequency|by1000genomesMG-213-tumorMG-213-normal - 10 12892 c.12304T>C

T C MG-213-tumorMG-213-normal + 1 684 c.684T>C

C T MG-213-tumorMG-213-normal - 3 370 c.335G>A

G A MG-213-tumorMG-213-normal - 7 889 c.796C>T

C G rs2282302byFrequency|by1000genomesMG-213-tumorMG-213-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-213-tumorMG-213-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-213-tumorMG-213-normal - 21 3503 c.3501A>T

G A rs9789047by1000genomesMG-213-tumorMG-213-normal + 10 998 c.998G>A

G T rs147825872 MG-213-tumorMG-213-normal + 20 4359 c.4282G>T

C G rs149605490by1000genomesMG-213-tumorMG-213-normal + 3 1000 c.781C>G

G A rs13054014byFrequency|by1000genomesMG-213-tumorMG-213-normal + 2 569 c.210G>A

G T rs138591330by1000genomesMG-213-tumorMG-213-normal - 27 8211 c.7863C>A

G T rs13231116byFrequency|by1000genomesMG-213-tumorMG-213-normal - 37 7452 c.7234C>A

C T rs2273779byFrequency|by1000genomesMG-213-tumorMG-213-normal + 6 583 c.538C>T

T C rs78472618byFrequencyMG-213-tumorMG-213-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-213-tumorMG-213-normal + 2 1315 c.1282C>G



T C rs7275 by1000genomesMG-213-tumorMG-213-normal + 35 5267 c.4983T>C

C T rs3745764byFrequency|by1000genomesMG-215-tumorMG-215-normal + 9 2705 c.1064C>T

T C rs41315020byFrequency|by1000genomesMG-215-tumorMG-215-normal - 8 1497 c.909A>G

C A rs144962740byFrequencyMG-215-tumorMG-215-normal - 8 1708 c.772G>T

T C rs831043 byFrequency|by1000genomesMG-215-tumorMG-215-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-215-tumorMG-215-normal + 7 3183 c.3138A>G

C T rs1386356byFrequency|by1000genomesMG-215-tumorMG-215-normal - 85 14018 c.13047G>A

G A rs34395441by1000genomesMG-215-tumorMG-215-normal + 2 2563 c.2530G>A

C G rs2229070byFrequency|by1000genomesMG-215-tumorMG-215-normal + 11 2733 c.2352C>G

C T MG-215-tumorMG-215-normal - 3 300 c.263G>A

A G rs13346368by1000genomesMG-215-tumorMG-215-normal + 10 3324 c.3130A>G

C T MG-215-tumorMG-215-normal + 3 423 c.43C>T

T C MG-215-tumorMG-215-normal + 1 1268 c.1268T>C

C T rs17094900byFrequency|by1000genomesMG-215-tumorMG-215-normal - 3 578 c.387G>A

A G MG-215-tumorMG-215-normal + 10 1620 c.1253A>G

G C rs79548905byFrequency|by1000genomesMG-215-tumorMG-215-normal + 8 1052 c.663G>C

G T rs2075249byFrequency|by1000genomesMG-215-tumorMG-215-normal - 21 3339 c.3054C>A

C A rs1801270byFrequency|by1000genomesMG-215-tumorMG-215-normal + 2 328 c.93C>A

T C rs141049734byFrequencyMG-215-tumorMG-215-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-215-tumorMG-215-normal - 10 6783 c.6195T>C

G A rs3744249byFrequency|by1000genomesMG-215-tumorMG-215-normal + 11 2561 c.2172G>A

T G rs12145941byFrequency|by1000genomesMG-215-tumorMG-215-normal - 3 1631 c.1556A>C

G A rs16885 byFrequency|by1000genomesMG-215-tumorMG-215-normal - 9 3193 c.2257C>T

C T rs62478357byFrequencyMG-215-tumorMG-215-normal - 8 1268 c.1050G>A

T C rs766894 by1000genomesMG-215-tumorMG-215-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-215-tumorMG-215-normal - 8 1357 c.1139G>T

G A rs2127898byFrequency|by1000genomesMG-215-tumorMG-215-normal - 6 1130 c.920C>T

C T MG-215-tumorMG-215-normal - 15 2425 c.1995G>A

A G rs2229268byFrequency|by1000genomesMG-215-tumorMG-215-normal - 61 11886 c.11601T>C

A G rs2229267byFrequency|by1000genomesMG-215-tumorMG-215-normal - 29 5160 c.4875T>C

A G rs3108200byFrequency|by1000genomesMG-215-tumorMG-215-normal + 3 2040 c.810A>G

C T rs199930 by1000genomesMG-215-tumorMG-215-normal + 36 5181 c.5016C>T

G A MG-215-tumorMG-215-normal + 1 130 c.78G>A

T C rs7716253by1000genomesMG-215-tumorMG-215-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-215-tumorMG-215-normal - 13 5919 c.5544G>A

C T rs61741759by1000genomesMG-215-tumorMG-215-normal + 22 2332 c.2145C>T

G A rs2228000byFrequency|by1000genomesMG-215-tumorMG-215-normal - 9 1710 c.1496C>T

C T rs55979329by1000genomesMG-215-tumorMG-215-normal - 3 1257 c.725G>A

C T rs61746398byFrequencyMG-215-tumorMG-215-normal + 5 1220 c.832C>T

C A rs6738031by1000genomesMG-215-tumorMG-215-normal - 18 3000 c.2874G>T

T C rs142304809byFrequencyMG-215-tumorMG-215-normal - 9 1291 c.1259A>G

T C rs3733406by1000genomesMG-215-tumorMG-215-normal - 10 8361 c.8152A>G

A G rs9653483by1000genomesMG-215-tumorMG-215-normal - 21 5040 c.4953T>C

A G rs10853307by1000genomesMG-215-tumorMG-215-normal - 3 1368 c.836T>C

G A rs142418387byFrequencyMG-215-tumorMG-215-normal + 13 1754 c.1395G>A

G A rs139297659byFrequency|by1000genomesMG-215-tumorMG-215-normal - 11 2731 c.1251C>T

A G rs2227973byFrequency|by1000genomesMG-215-tumorMG-215-normal + 2 2571 c.2459A>G



T C rs35996821byFrequency|by1000genomesMG-215-tumorMG-215-normal - 13 2183 c.2088A>G

C G rs3818764by1000genomesMG-215-tumorMG-215-normal - 4 1331 c.995G>C

G T rs146238849byFrequency|by1000genomesMG-215-tumorMG-215-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-215-tumorMG-215-normal + 28 4116 c.3951T>C

C T rs26505 byFrequency|by1000genomesMG-215-tumorMG-215-normal + 1 144 c.57C>T

A G rs73233606byFrequency|by1000genomesMG-215-tumorMG-215-normal + 11 1719 c.1330A>G

C T MG-215-tumorMG-215-normal + 1 261 c.261C>T

G A rs79816263byFrequency|by1000genomesMG-215-tumorMG-215-normal + 11 3133 c.2490G>A

C T rs3745762by1000genomesMG-215-tumorMG-215-normal + 6 2241 c.2047C>T

G C rs34897046byFrequency|by1000genomesMG-215-tumorMG-215-normal - 9 873 c.623C>G

C T rs1035938by1000genomesMG-215-tumorMG-215-normal + 6 1538 c.1344C>T

T C MG-215-tumorMG-215-normal - 3 305 c.270A>G

C T rs115746478by1000genomesMG-215-tumorMG-215-normal + 3 520 c.363C>T

G C rs2227910byFrequency|by1000genomesMG-215-tumorMG-215-normal + 2 1911 c.804G>C

T C rs12990449byFrequency|by1000genomesMG-215-tumorMG-215-normal - 2 1114 c.143A>G

G A rs2229995byFrequency|by1000genomesMG-215-tumorMG-215-normal + 16 7884 c.7504G>A

G T MG-215-tumorMG-215-normal + 18 1945 c.1084G>T

G A rs34106261byFrequency|by1000genomesMG-215-tumorMG-215-normal - 7 1117 c.899C>T

A C rs1410048by1000genomesMG-215-tumorMG-215-normal - 40 10053 c.9717T>G

T A rs3740423byFrequency|by1000genomesMG-215-tumorMG-215-normal - 13 4583 c.4208A>T

C A rs6453022by1000genomesMG-215-tumorMG-215-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-215-tumorMG-215-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-215-tumorMG-215-normal - 39 9817 c.9481T>A

C G rs143879890by1000genomesMG-215-tumorMG-215-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-215-tumorMG-215-normal + 7 1855 c.1810A>G

T C rs543304 byFrequency|by1000genomesMG-215-tumorMG-215-normal + 11 4034 c.3807T>C

A G MG-215-tumorMG-215-normal + 1 81 c.81A>G

G A rs150378053by1000genomesMG-215-tumorMG-215-normal - 29 4631 c.4632C>T

T C rs7935 byFrequency|by1000genomesMG-215-tumorMG-215-normal + 9 1808 c.1524T>C

C T rs12155677byFrequency|by1000genomesMG-215-tumorMG-215-normal - 32 5524 c.5280G>A

C T rs3796032byFrequency|by1000genomesMG-215-tumorMG-215-normal - 17 2381 c.1929G>A

T C rs2385167byFrequency|by1000genomesMG-215-tumorMG-215-normal + 14 2088 c.1998T>C

A G rs3211362byFrequency|by1000genomesMG-215-tumorMG-215-normal - 9 1020 c.846T>C

G A rs56337365byFrequency|by1000genomesMG-215-tumorMG-215-normal - 6 908 c.690C>T

G A rs12366766 MG-215-tumorMG-215-normal + 48 8392 c.8283G>A

T C rs2075252byFrequency|by1000genomesMG-215-tumorMG-215-normal - 66 12565 c.12280A>G

A G rs61739182byFrequency|by1000genomesMG-215-tumorMG-215-normal - 12 3076 c.2892T>C

A C rs76504934by1000genomesMG-215-tumorMG-215-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-215-tumorMG-215-normal + 24 3194 c.3018C>T

A G rs9667 by1000genomesMG-215-tumorMG-215-normal + 3 354 c.168A>G

G A rs11549106byFrequency|by1000genomesMG-215-tumorMG-215-normal - 4 895 c.891C>T

C T rs11558834byFrequency|by1000genomesMG-215-tumorMG-215-normal + 11 3321 c.2940C>T

C T rs7300444byFrequency|by1000genomesMG-215-tumorMG-215-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-215-tumorMG-215-normal + 17 1912 c.1092A>C

T C rs2229992byFrequency|by1000genomesMG-215-tumorMG-215-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-215-tumorMG-215-normal - 17 2745 c.2460A>G

T A rs35737760by1000genomesMG-215-tumorMG-215-normal + 19 2685 c.2520T>A



C T rs16921265by1000genomesMG-215-tumorMG-215-normal + 1 417 c.117C>T

G A rs16898013byFrequency|by1000genomesMG-215-tumorMG-215-normal + 13 1938 c.1848G>A

A T rs111657679byFrequency|by1000genomesMG-215-tumorMG-215-normal - 7 516 c.149T>A

G A rs2074852byFrequency|by1000genomesMG-215-tumorMG-215-normal - 6 702 c.372C>T

G A rs17656599byFrequency|by1000genomesMG-215-tumorMG-215-normal - 12 2007 c.1823C>T

C T rs17094777byFrequency|by1000genomesMG-215-tumorMG-215-normal - 7 1491 c.1300G>A

C T rs17802557byFrequency|by1000genomesMG-215-tumorMG-215-normal - 6 756 c.567G>A

C T MG-215-tumorMG-215-normal - 8 1260 c.1042G>A

T G rs10817033by1000genomesMG-215-tumorMG-215-normal - 8 2079 c.1743A>C

C T rs142691117byFrequencyMG-215-tumorMG-215-normal - 9 2577 c.2168G>A

A G MG-215-tumorMG-215-normal + 1 340 c.340A>G

A G rs2227985byFrequency|by1000genomesMG-215-tumorMG-215-normal + 9 1878 c.1497A>G

C T rs143930436 MG-215-tumorMG-215-normal - 13 936 c.892G>A

G A rs20539 byFrequency|by1000genomesMG-215-tumorMG-215-normal + 20 3152 c.3111G>A

C T rs34488539by1000genomesMG-215-tumorMG-215-normal + 22 3555 c.3390C>T

C T rs2271806byFrequency|by1000genomesMG-215-tumorMG-215-normal + 18 2822 c.2409C>T

G A rs3793379byFrequency|by1000genomesMG-215-tumorMG-215-normal + 32 4159 c.3882G>A

A G rs826549 by1000genomesMG-215-tumorMG-215-normal + 18 2676 c.2550A>G

T C rs7714670by1000genomesMG-215-tumorMG-215-normal + 6 849 c.673T>C

A G rs7220394byFrequency|by1000genomesMG-215-tumorMG-215-normal - 12 1509 c.1416T>C

C G rs11718329by1000genomesMG-215-tumorMG-215-normal + 4 719 c.647C>G

G A rs35296183byFrequency|by1000genomesMG-215-tumorMG-215-normal - 55 9794 c.8823C>T

A G MG-215-tumorMG-215-normal + 1 174 c.174A>G

T C rs1002519byFrequency|by1000genomesMG-215-tumorMG-215-normal + 1 196 c.196T>C

C T rs2243380byFrequency|by1000genomesMG-215-tumorMG-215-normal - 6 698 c.500G>A

T C rs5927083byFrequency|by1000genomesMG-215-tumorMG-215-normal - 14 1841 c.1635A>G

C T MG-215-tumorMG-215-normal - 15 2815 c.2597G>A

G A rs11549105byFrequency|by1000genomesMG-215-tumorMG-215-normal - 6 1228 c.1224C>T

T C rs140856347by1000genomesMG-215-tumorMG-215-normal - 20 3525 c.3438A>G

C T rs35033501by1000genomesMG-215-tumorMG-215-normal - 16 3381 c.3324G>A

A G rs1980131byFrequency|by1000genomesMG-215-tumorMG-215-normal + 2 2992 c.2880A>G

G A rs139952837byFrequencyMG-215-tumorMG-215-normal - 2 622 c.246C>T

A G rs28624496 MG-215-tumorMG-215-normal - 1 626 c.196T>C

T C MG-215-tumorMG-215-normal + 1 492 c.492T>C

T C rs34174591by1000genomesMG-215-tumorMG-215-normal - 27 13403 c.13194A>G

G A rs79863383byFrequency|by1000genomesMG-215-tumorMG-215-normal - 4 1403 c.1190C>T

G A rs2271189byFrequency|by1000genomesMG-215-tumorMG-215-normal + 27 3788 c.3348G>A

G T rs140059935by1000genomesMG-215-tumorMG-215-normal + 16 1408 c.1408G>T

C T rs139396383byFrequency|by1000genomesMG-215-tumorMG-215-normal - 9 647 c.280G>A

A G rs3181247byFrequency|by1000genomesMG-215-tumorMG-215-normal - 3 522 c.304T>C

A G rs35873108|rs111782215byFrequencyMG-215-tumorMG-215-normal + 48 8443 c.8334A>G

T C MG-215-tumorMG-215-normal + 1 52 c.52T>C

A G rs17078605byFrequency|by1000genomesMG-215-tumorMG-215-normal - 10 10694 c.10106T>C

C T MG-215-tumorMG-215-normal - 8 1256 c.1038G>A

A G rs11016073byFrequency|by1000genomesMG-215-tumorMG-215-normal - 13 6677 c.6302T>C

T C MG-215-tumorMG-215-normal + 1 540 c.540T>C

G A rs79435376byFrequency|by1000genomesMG-215-tumorMG-215-normal - 7 1864 c.1673C>T



C T rs2229265byFrequency|by1000genomesMG-215-tumorMG-215-normal - 54 10788 c.10503G>A

C T rs3135867byFrequency|by1000genomesMG-215-tumorMG-215-normal + 4 673 c.417C>T

C T rs79886695 MG-215-tumorMG-215-normal - 16 1389 c.1390G>A

G C MG-215-tumorMG-215-normal - 5 1009 c.1010C>G

T C rs831042 byFrequency|by1000genomesMG-215-tumorMG-215-normal - 24 3945 c.3660A>G

C T rs34594998by1000genomesMG-215-tumorMG-215-normal + 9 1733 c.1509C>T

C T rs150132379byFrequency|by1000genomesMG-215-tumorMG-215-normal - 19 3130 c.2920G>A

A G rs11778209byFrequency|by1000genomesMG-215-tumorMG-215-normal - 39 6448 c.6204T>C

T G rs35793438byFrequency|by1000genomesMG-215-tumorMG-215-normal - 22 2698 c.2448A>C

A G rs4444457byFrequency|by1000genomesMG-215-tumorMG-215-normal - 54 9497 c.8526T>C

C G rs60738318byFrequency|by1000genomesMG-215-tumorMG-215-normal + 8 996 c.607C>G

G A rs61814946byFrequency|by1000genomesMG-215-tumorMG-215-normal - 3 1785 c.1710C>T

A G rs9552929byFrequency|by1000genomesMG-215-tumorMG-215-normal - 10 9441 c.8853T>C

G C rs45469098by1000genomesMG-215-tumorMG-215-normal - 1 255 c.256C>G

G T rs41296069by1000genomesMG-215-tumorMG-215-normal - 11 2415 c.2079C>A

C G rs2509943byFrequency|by1000genomesMG-215-tumorMG-215-normal + 3 776 c.279C>G

T C rs41276710by1000genomesMG-215-tumorMG-215-normal + 36 4750 c.4485T>C

A C rs11552054byFrequency|by1000genomesMG-215-tumorMG-215-normal + 5 630 c.540A>C

C T rs3796031byFrequency|by1000genomesMG-215-tumorMG-215-normal - 17 2399 c.1947G>A

T C rs112827102byFrequency|by1000genomesMG-215-tumorMG-215-normal - 19 3495 c.3285A>G

G C rs76352345byFrequency|by1000genomesMG-215-tumorMG-215-normal + 7 942 c.816G>C

A G MG-215-tumorMG-215-normal + 1 781 c.781A>G

T C rs56145533byFrequency|by1000genomesMG-215-tumorMG-215-normal - 5 4496 c.4283A>G

A C rs80303640by1000genomesMG-215-tumorMG-215-normal - 16 1415 c.1416T>G

G A rs10964525byFrequency|by1000genomesMG-215-tumorMG-215-normal + 4 926 c.717G>A

T A rs41305611by1000genomesMG-215-tumorMG-215-normal - 3 1170 c.834A>T

G C rs56227200byFrequency|by1000genomesMG-215-tumorMG-215-normal + 37 5789 c.4721G>C

G A MG-215-tumorMG-215-normal + 1 529 c.529G>A

G A MG-215-tumorMG-215-normal + 1 397 c.397G>A

A G rs2737699byFrequency|by1000genomesMG-215-tumorMG-215-normal - 10 12892 c.12304T>C

G A rs41294868by1000genomesMG-215-tumorMG-215-normal + 14 2132 c.1933G>A

A G rs13223756byFrequency|by1000genomesMG-215-tumorMG-215-normal + 7 2144 c.1944A>G

C A rs2230018byFrequency|by1000genomesMG-215-tumorMG-215-normal + 17 2218 c.2177C>A

C G rs2282302byFrequency|by1000genomesMG-215-tumorMG-215-normal - 3 965 c.893G>C

A G MG-215-tumorMG-215-normal - 3 1337 c.805T>C

T C rs17364812byFrequency|by1000genomesMG-215-tumorMG-215-normal + 13 1219 c.1110T>C

G A MG-215-tumorMG-215-normal + 1 737 c.736G>A

G T rs147825872 MG-215-tumorMG-215-normal + 20 4359 c.4282G>T

T C MG-215-tumorMG-215-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-215-tumorMG-215-normal - 37 5440 c.5234G>A

C T rs3814883byFrequency|by1000genomesMG-215-tumorMG-215-normal + 13 2402 c.1359C>T

C A rs3739298byFrequency|by1000genomesMG-215-tumorMG-215-normal - 9 2230 c.1821G>T

G A rs41266078|rs34171717byFrequency|by1000genomesMG-215-tumorMG-215-normal + 2 385 c.272G>A

C T rs111505885 MG-215-tumorMG-215-normal + 1 340 c.324C>T

G A rs112167630byFrequency|by1000genomesMG-215-tumorMG-215-normal + 39 7488 c.6853G>A

G A rs9789047by1000genomesMG-215-tumorMG-215-normal + 10 998 c.998G>A

T A rs2060198byFrequency|by1000genomesMG-215-tumorMG-215-normal + 27 5204 c.4914T>A



T C rs74424517by1000genomesMG-215-tumorMG-215-normal - 17 10469 c.10260A>G

C T rs2273779byFrequency|by1000genomesMG-215-tumorMG-215-normal + 6 583 c.538C>T

T C MG-215-tumorMG-215-normal + 1 92 c.92T>C

T C MG-215-tumorMG-215-normal + 1 1482 c.1482T>C

C T MG-215-tumorMG-215-normal - 1 506 c.507G>A

C T rs4802382by1000genomesMG-215-tumorMG-215-normal + 6 554 c.360C>T

T C rs7275 by1000genomesMG-215-tumorMG-215-normal + 35 5267 c.4983T>C

T C rs831043 byFrequency|by1000genomesMG-216-tumorMG-216-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-216-tumorMG-216-normal + 14 2474 c.2092C>A

C G rs145987835byFrequencyMG-216-tumorMG-216-normal - 4 1432 c.1362G>C

T G rs80359289 MG-216-tumorMG-216-normal + 10 1772 c.1545T>G

A G rs3121079byFrequency|by1000genomesMG-216-tumorMG-216-normal - 2 86 c.16T>C

C T rs1009668byFrequency|by1000genomesMG-216-tumorMG-216-normal - 20 2134 c.1864G>A

G T rs9661554byFrequency|by1000genomesMG-216-tumorMG-216-normal + 2 186 c.99G>T

C T rs72649848 MG-216-tumorMG-216-normal + 9 2362 c.2362C>T

A G rs2229267byFrequency|by1000genomesMG-216-tumorMG-216-normal - 29 5160 c.4875T>C

C T rs138504021by1000genomesMG-216-tumorMG-216-normal - 11 1937 c.1862G>A

G A rs34916904byFrequency|by1000genomesMG-216-tumorMG-216-normal - 13 2869 c.2494C>T

T G rs4503360byFrequencyMG-216-tumorMG-216-normal - 3 897 c.827A>C

G A rs61751542by1000genomesMG-216-tumorMG-216-normal - 25 4204 c.4129C>T

G T rs2075249byFrequency|by1000genomesMG-216-tumorMG-216-normal - 21 3339 c.3054C>A

T G rs9807633by1000genomesMG-216-tumorMG-216-normal - 1 88 c.89A>C

G A rs2275527byFrequency|by1000genomesMG-216-tumorMG-216-normal - 39 5629 c.5553C>T

T C rs141049734byFrequencyMG-216-tumorMG-216-normal - 18 3186 c.2968A>G

C G rs72474510byFrequency|by1000genomesMG-216-tumorMG-216-normal - 4 1198 c.1128G>C

A G rs41304577 MG-216-tumorMG-216-normal - 4 1006 c.691T>C

C T rs62478357byFrequencyMG-216-tumorMG-216-normal - 8 1268 c.1050G>A

C A rs138908625byFrequency|by1000genomesMG-216-tumorMG-216-normal - 8 1357 c.1139G>T

C T rs2229265byFrequency|by1000genomesMG-216-tumorMG-216-normal - 54 10788 c.10503G>A

C T MG-216-tumorMG-216-normal - 15 2425 c.1995G>A

C T rs1386356byFrequency|by1000genomesMG-216-tumorMG-216-normal - 85 14018 c.13047G>A

G C MG-216-tumorMG-216-normal - 13 6824 c.6449C>G

G A rs3744249byFrequency|by1000genomesMG-216-tumorMG-216-normal + 11 2561 c.2172G>A

A G rs28647489by1000genomesMG-216-tumorMG-216-normal - 15 10210 c.10001T>C

T C rs3755806byFrequency|by1000genomesMG-216-tumorMG-216-normal - 15 2117 c.2115A>G

T C rs140856347by1000genomesMG-216-tumorMG-216-normal - 20 3525 c.3438A>G

T C rs74356608 MG-216-tumorMG-216-normal + 15 1328 c.1328T>C

C T rs41299110byFrequency|by1000genomesMG-216-tumorMG-216-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-216-tumorMG-216-normal - 9 1710 c.1496C>T

A C rs4625290byFrequency|by1000genomesMG-216-tumorMG-216-normal - 2 325 c.255T>G

G C rs12104021by1000genomesMG-216-tumorMG-216-normal - 3 790 c.258C>G

T C rs61752484byFrequency|by1000genomesMG-216-tumorMG-216-normal - 24 4199 c.3980A>G

C A MG-216-tumorMG-216-normal - 85 13939

C T rs55979329by1000genomesMG-216-tumorMG-216-normal - 3 1257 c.725G>A

C A rs6738031by1000genomesMG-216-tumorMG-216-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-216-tumorMG-216-normal - 16 2000 c.1503T>C

G A rs41294868by1000genomesMG-216-tumorMG-216-normal + 14 2132 c.1933G>A



C T rs140105230byFrequency|by1000genomesMG-216-tumorMG-216-normal - 4 1405 c.1335G>A

A G rs9653483by1000genomesMG-216-tumorMG-216-normal - 21 5040 c.4953T>C

C T rs137854246|rs34012042byFrequency|by1000genomesMG-216-tumorMG-216-normal + 15 2208 c.1578C>T

G A rs12104022by1000genomesMG-216-tumorMG-216-normal - 3 784 c.252C>T

C T rs2274550by1000genomesMG-216-tumorMG-216-normal + 54 8820 c.8286C>T

A G rs2227973byFrequency|by1000genomesMG-216-tumorMG-216-normal + 2 2571 c.2459A>G

G C rs76882791by1000genomesMG-216-tumorMG-216-normal - 27 7921 c.7573C>G

C G rs3818764by1000genomesMG-216-tumorMG-216-normal - 4 1331 c.995G>C

A G rs77145198byFrequency|by1000genomesMG-216-tumorMG-216-normal - 20 2943 c.2856T>C

G T rs146238849byFrequency|by1000genomesMG-216-tumorMG-216-normal - 8 1391 c.1173C>A

C T MG-216-tumorMG-216-normal + 13 1995 c.1739C>T

C T rs26505 byFrequency|by1000genomesMG-216-tumorMG-216-normal + 1 144 c.57C>T

G A rs2229266byFrequency|by1000genomesMG-216-tumorMG-216-normal - 6 924 c.639C>T

T C rs28489116by1000genomesMG-216-tumorMG-216-normal - 10 5194 c.4985A>G

G A rs11549105byFrequency|by1000genomesMG-216-tumorMG-216-normal - 6 1228 c.1224C>T

G A rs56145411byFrequency|by1000genomesMG-216-tumorMG-216-normal + 4 1211 c.1124G>A

C T MG-216-tumorMG-216-normal - 8 1256 c.1038G>A

C G rs9659529byFrequency|by1000genomesMG-216-tumorMG-216-normal + 2 302 c.215C>G

C T rs45554841by1000genomesMG-216-tumorMG-216-normal - 1 214 c.215G>A

T C MG-216-tumorMG-216-normal - 3 305 c.270A>G

G A rs1718878byFrequency|by1000genomesMG-216-tumorMG-216-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-216-tumorMG-216-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-216-tumorMG-216-normal + 16 2064 c.1887T>A

G A rs1713982byFrequency|by1000genomesMG-216-tumorMG-216-normal + 15 2261 c.1848G>A

A G MG-216-tumorMG-216-normal - 15 1346 c.1346T>C

T C rs2229263byFrequency|by1000genomesMG-216-tumorMG-216-normal - 3 533 c.248A>G

C T MG-216-tumorMG-216-normal - 2 3117 c.1833G>A

G A rs16825150byFrequency|by1000genomesMG-216-tumorMG-216-normal + 7 954 c.909G>A

G C rs11611231by1000genomesMG-216-tumorMG-216-normal + 9 2190 c.2190G>C

A G rs11538677by1000genomesMG-216-tumorMG-216-normal + 49 8035 c.7501A>G

T C rs831042 byFrequency|by1000genomesMG-216-tumorMG-216-normal - 24 3945 c.3660A>G

C T rs3862792byFrequency|by1000genomesMG-216-tumorMG-216-normal + 4 896 c.669C>T

T G rs552183 byFrequency|by1000genomesMG-216-tumorMG-216-normal - 40 6445 c.6247A>C

T C rs3026101by1000genomesMG-216-tumorMG-216-normal + 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-216-tumorMG-216-normal - 5 2988 c.2775A>C

T C MG-216-tumorMG-216-normal - 4 1446 c.1376A>G

T G rs17848149byFrequency|by1000genomesMG-216-tumorMG-216-normal - 25 4121 c.3836A>C

T C rs1048500byFrequency|by1000genomesMG-216-tumorMG-216-normal + 2 1791 c.684T>C

T C rs143154682byFrequency|by1000genomesMG-216-tumorMG-216-normal - 4 406 c.91A>G

A G rs35114151byFrequency|by1000genomesMG-216-tumorMG-216-normal - 39 7044 c.6759T>C

A T rs3739451by1000genomesMG-216-tumorMG-216-normal - 39 9817 c.9481T>A

G A rs1566622byFrequency|by1000genomesMG-216-tumorMG-216-normal - 22 3705 c.3516C>T

C G rs112835318by1000genomesMG-216-tumorMG-216-normal - 1 33 c.13G>C

T C rs7935 byFrequency|by1000genomesMG-216-tumorMG-216-normal + 9 1808 c.1524T>C

G A rs16847812byFrequency|by1000genomesMG-216-tumorMG-216-normal + 4 978 c.865G>A

T C rs2251219byFrequency|by1000genomesMG-216-tumorMG-216-normal - 26 4397 c.4395A>G

G C rs3088074byFrequency|by1000genomesMG-216-tumorMG-216-normal - 9 2999 c.2785C>G



C T MG-216-tumorMG-216-normal - 2 3069 c.1785G>A

C T rs11547311byFrequency|by1000genomesMG-216-tumorMG-216-normal + 8 702 c.570C>T

A C rs76504934by1000genomesMG-216-tumorMG-216-normal - 4 464 c.427T>G

A C rs76437836byFrequencyMG-216-tumorMG-216-normal - 3 142 c.98T>G

C T rs7300444byFrequency|by1000genomesMG-216-tumorMG-216-normal + 19 5383 c.4740C>T

G A rs2124203byFrequency|by1000genomesMG-216-tumorMG-216-normal - 19 2832 c.2745C>T

A C rs881732 by1000genomesMG-216-tumorMG-216-normal + 17 1912 c.1092A>C

C T rs55913776 MG-216-tumorMG-216-normal - 3 1207 c.675G>A

G A rs11549106byFrequency|by1000genomesMG-216-tumorMG-216-normal - 4 895 c.891C>T

T C rs2241190byFrequency|by1000genomesMG-216-tumorMG-216-normal - 17 2745 c.2460A>G

G A rs6070697byFrequency|by1000genomesMG-216-tumorMG-216-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-216-tumorMG-216-normal + 35 5267 c.4983T>C

A G rs826549 by1000genomesMG-216-tumorMG-216-normal + 18 2676 c.2550A>G

T C MG-216-tumorMG-216-normal + 1 57 c.57T>C

C T rs2269654byFrequency|by1000genomesMG-216-tumorMG-216-normal + 11 2687 c.2574C>T

T C rs12731746byFrequency|by1000genomesMG-216-tumorMG-216-normal - 11 1394 c.897A>G

C T rs149633292byFrequencyMG-216-tumorMG-216-normal + 20 6957 c.6586C>T

C T MG-216-tumorMG-216-normal - 8 1260 c.1042G>A

T C rs9807555by1000genomesMG-216-tumorMG-216-normal - 1 196 c.197A>G

G A rs3793379byFrequency|by1000genomesMG-216-tumorMG-216-normal + 32 4159 c.3882G>A

G A rs3810479byFrequency|by1000genomesMG-216-tumorMG-216-normal - 17 7692 c.7623C>T

G C rs60140950byFrequency|by1000genomesMG-216-tumorMG-216-normal + 9 986 c.767G>C

C T rs11121691byFrequency|by1000genomesMG-216-tumorMG-216-normal - 49 6985 c.6909G>A

A T rs78455617byFrequency|by1000genomesMG-216-tumorMG-216-normal - 4 1208 c.1138T>A

C T rs11873462by1000genomesMG-216-tumorMG-216-normal - 1 47 c.48G>A

C T rs75838083byFrequency|by1000genomesMG-216-tumorMG-216-normal + 3 450 c.363C>T

T C rs2075252byFrequency|by1000genomesMG-216-tumorMG-216-normal - 66 12565 c.12280A>G

A G rs151306742by1000genomesMG-216-tumorMG-216-normal + 4 729 c.285A>G

C T rs2243380byFrequency|by1000genomesMG-216-tumorMG-216-normal - 6 698 c.500G>A

G C rs45469098by1000genomesMG-216-tumorMG-216-normal - 1 255 c.256C>G

C G rs11718329by1000genomesMG-216-tumorMG-216-normal + 4 719 c.647C>G

G T rs3212254byFrequency|by1000genomesMG-216-tumorMG-216-normal - 10 1693 c.1475C>A

A G rs28624496 MG-216-tumorMG-216-normal - 1 626 c.196T>C

C T MG-216-tumorMG-216-normal + 1 669 c.669C>T

C T rs148653429by1000genomesMG-216-tumorMG-216-normal - 19 1804 c.1804G>A

G A rs2271189byFrequency|by1000genomesMG-216-tumorMG-216-normal + 27 3788 c.3348G>A

T G rs3204790byFrequency|by1000genomesMG-216-tumorMG-216-normal + 2 287 c.200T>G

A T rs142508835by1000genomesMG-216-tumorMG-216-normal - 34 5872 c.5536T>A

G A MG-216-tumorMG-216-normal - 2 149 c.87C>T

G A rs11177 byFrequency|by1000genomesMG-216-tumorMG-216-normal + 3 290 c.80G>A

G C MG-216-tumorMG-216-normal - 5 1009 c.1010C>G

C G rs80027487byFrequency|by1000genomesMG-216-tumorMG-216-normal + 3 451 c.364C>G

C T rs12982642by1000genomesMG-216-tumorMG-216-normal + 12 1688 c.1272C>T

A G rs4444457byFrequency|by1000genomesMG-216-tumorMG-216-normal - 54 9497 c.8526T>C

C T rs56390741byFrequency|by1000genomesMG-216-tumorMG-216-normal - 5 2838 c.2625G>A

G A rs139856989 MG-216-tumorMG-216-normal - 4 1057 c.987C>T

C T rs3743398by1000genomesMG-216-tumorMG-216-normal + 12 2965 c.2591C>T



G A rs13054014byFrequency|by1000genomesMG-216-tumorMG-216-normal + 2 569 c.210G>A

C G rs2509943byFrequency|by1000genomesMG-216-tumorMG-216-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-216-tumorMG-216-normal + 11 1273 c.1063G>A

G A MG-216-tumorMG-216-normal - 4 1015 c.700C>T

G C rs145220538byFrequencyMG-216-tumorMG-216-normal - 2 306 c.147C>G

G A rs113607226byFrequencyMG-216-tumorMG-216-normal + 4 816 c.582G>A

A G rs6694078byFrequency|by1000genomesMG-216-tumorMG-216-normal + 11 2688 c.2575A>G

G A rs55855602by1000genomesMG-216-tumorMG-216-normal - 3 1030 c.498C>T

A G rs9667 by1000genomesMG-216-tumorMG-216-normal + 3 354 c.168A>G

C T MG-216-tumorMG-216-normal + 41 8026 c.7391C>T

C G rs3817428by1000genomesMG-216-tumorMG-216-normal + 15 7493 c.7119C>G

A C rs1410048by1000genomesMG-216-tumorMG-216-normal - 40 10053 c.9717T>G

C T MG-216-tumorMG-216-normal - 3 370 c.335G>A

T A rs56279059by1000genomesMG-216-tumorMG-216-normal - 3 1034 c.502A>T

C G rs11971880byFrequency|by1000genomesMG-216-tumorMG-216-normal + 3 1192 c.634C>G

G A rs11784582byFrequency|by1000genomesMG-216-tumorMG-216-normal + 8 1211 c.934G>A

A T rs6685892byFrequency|by1000genomesMG-216-tumorMG-216-normal - 34 7560 c.7341T>A

T A rs17264436byFrequency|by1000genomesMG-216-tumorMG-216-normal - 21 3503 c.3501A>T

C G rs34693334byFrequency|by1000genomesMG-216-tumorMG-216-normal - 8 1060 c.775G>C

A G rs17443123by1000genomesMG-216-tumorMG-216-normal + 5 915 c.750A>G

C T rs1801187byFrequency|by1000genomesMG-216-tumorMG-216-normal - 37 5440 c.5234G>A

G A rs62075712by1000genomesMG-216-tumorMG-216-normal - 3 984 c.452C>T

T A rs2060198byFrequency|by1000genomesMG-216-tumorMG-216-normal + 27 5204 c.4914T>A

C T MG-216-tumorMG-216-normal - 12 2659 c.2323G>A

G T rs79706622byFrequency|by1000genomesMG-216-tumorMG-216-normal + 23 4228 c.4140G>T

T C rs78472618byFrequencyMG-216-tumorMG-216-normal - 3 159 c.115A>G

T C MG-216-tumorMG-216-normal + 1 163 c.163T>C

T C rs28897708byFrequencyMG-216-tumorMG-216-normal + 10 1741 c.1514T>C

T C rs831043 byFrequency|by1000genomesMG-217-tumorMG-217-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-217-tumorMG-217-normal + 14 2474 c.2092C>A

C T rs61748181byFrequency|by1000genomesMG-217-tumorMG-217-normal - 2 892 c.835G>A

C T rs1386356byFrequency|by1000genomesMG-217-tumorMG-217-normal - 85 14018 c.13047G>A

A G MG-217-tumorMG-217-normal - 11 815 c.771T>C

G A rs11168830by1000genomesMG-217-tumorMG-217-normal - 41 13688 c.13689C>T

G A rs12022217byFrequency|by1000genomesMG-217-tumorMG-217-normal - 3 4602 c.4530C>T

T C rs149186835 MG-217-tumorMG-217-normal - 16 2489 c.2487A>G

G A rs2880956 MG-217-tumorMG-217-normal + 15 1268 c.1268G>A

T C rs2229992byFrequency|by1000genomesMG-217-tumorMG-217-normal + 12 1838 c.1458T>C

G T rs12568784byFrequency|by1000genomesMG-217-tumorMG-217-normal - 3 7202 c.7130C>A

G T rs2075249byFrequency|by1000genomesMG-217-tumorMG-217-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-217-tumorMG-217-normal + 19 2459 c.2283C>T

A T MG-217-tumorMG-217-normal + 5 625 c.403A>T

A G rs73233606byFrequency|by1000genomesMG-217-tumorMG-217-normal + 11 1719 c.1330A>G

G A MG-217-tumorMG-217-normal + 1 130 c.78G>A

A G rs2929158by1000genomesMG-217-tumorMG-217-normal - 19 4373 c.4163T>C

A G rs141480481by1000genomesMG-217-tumorMG-217-normal + 4 1425 c.1342A>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-217-tumorMG-217-normal + 6 830 c.282G>C



C T rs62478357byFrequencyMG-217-tumorMG-217-normal - 8 1268 c.1050G>A

C A rs3739298byFrequency|by1000genomesMG-217-tumorMG-217-normal - 9 2230 c.1821G>T

C T rs143593793by1000genomesMG-217-tumorMG-217-normal - 12 2056 c.2052G>A

C T rs77791636by1000genomesMG-217-tumorMG-217-normal + 6 1132 c.1080C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-217-tumorMG-217-normal + 17 2594 c.2046A>C

C T MG-217-tumorMG-217-normal + 9 3250 c.3056C>T

A G rs2229268byFrequency|by1000genomesMG-217-tumorMG-217-normal - 61 11886 c.11601T>C

T C rs4149056byFrequency|by1000genomesMG-217-tumorMG-217-normal + 6 617 c.521T>C

A G rs3108200byFrequency|by1000genomesMG-217-tumorMG-217-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-217-tumorMG-217-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-217-tumorMG-217-normal + 36 5181 c.5016C>T

G A rs62075712by1000genomesMG-217-tumorMG-217-normal - 3 984 c.452C>T

T C rs16006 by1000genomesMG-217-tumorMG-217-normal - 6 875 c.876A>G

C T rs2853346byFrequency|by1000genomesMG-217-tumorMG-217-normal - 13 5919 c.5544G>A

G A rs60571683byFrequency|by1000genomesMG-217-tumorMG-217-normal + 16 2196 c.1977G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-217-tumorMG-217-normal + 7 1073 c.525C>T

C A rs2973558by1000genomesMG-217-tumorMG-217-normal + 20 2514 c.2338C>A

C A rs6738031by1000genomesMG-217-tumorMG-217-normal - 18 3000 c.2874G>T

T C rs11373 byFrequency|by1000genomesMG-217-tumorMG-217-normal - 3 787 c.367A>G

C T rs17325713byFrequency|by1000genomesMG-217-tumorMG-217-normal - 8 2668 c.2080G>A

A G rs10853307by1000genomesMG-217-tumorMG-217-normal - 3 1368 c.836T>C

G T rs148444026byFrequency|by1000genomesMG-217-tumorMG-217-normal - 23 1927 c.1560C>A

C T rs210498 by1000genomesMG-217-tumorMG-217-normal - 23 1885 c.1518G>A

C G rs76554185byFrequency|by1000genomesMG-217-tumorMG-217-normal - 70 11815 c.10844G>C

C T rs2274550by1000genomesMG-217-tumorMG-217-normal + 54 8820 c.8286C>T

C G rs3818764by1000genomesMG-217-tumorMG-217-normal - 4 1331 c.995G>C

C T rs1130059byFrequency|by1000genomesMG-217-tumorMG-217-normal - 3 822 c.291G>A

T C rs4652678by1000genomesMG-217-tumorMG-217-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-217-tumorMG-217-normal - 26 4397 c.4395A>G

T C rs2450122byFrequency|by1000genomesMG-217-tumorMG-217-normal - 10 2089 c.2004A>G

G A rs28897724byFrequencyMG-217-tumorMG-217-normal + 11 4295 c.4068G>A

A G rs7762830by1000genomesMG-217-tumorMG-217-normal + 14 2120 c.1921A>G

G A rs3818831byFrequency|by1000genomesMG-217-tumorMG-217-normal - 2 193 c.121C>T

A G rs73085334byFrequency|by1000genomesMG-217-tumorMG-217-normal - 6 1741 c.1254T>C

C T rs41276660byFrequencyMG-217-tumorMG-217-normal - 9 657 c.645G>A

G A rs11549105byFrequency|by1000genomesMG-217-tumorMG-217-normal - 6 1228 c.1224C>T

T C MG-217-tumorMG-217-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-217-tumorMG-217-normal + 2 2118 c.2085A>G

T C rs61839057byFrequencyMG-217-tumorMG-217-normal - 4 444 c.129A>G

G A rs1718878byFrequency|by1000genomesMG-217-tumorMG-217-normal + 13 2003 c.1590G>A

A G rs11778209byFrequency|by1000genomesMG-217-tumorMG-217-normal - 39 6448 c.6204T>C

A G MG-217-tumorMG-217-normal - 3 1337 c.805T>C

G A rs116910054byFrequency|by1000genomesMG-217-tumorMG-217-normal + 4 741 c.555G>A

G C rs2227910byFrequency|by1000genomesMG-217-tumorMG-217-normal + 2 1911 c.804G>C

G A rs1713982byFrequency|by1000genomesMG-217-tumorMG-217-normal + 15 2261 c.1848G>A

T C rs79940627 MG-217-tumorMG-217-normal - 3 6118 c.6043A>G

T C rs2229263byFrequency|by1000genomesMG-217-tumorMG-217-normal - 3 533 c.248A>G



C T rs17881168byFrequency|by1000genomesMG-217-tumorMG-217-normal + 2 551 c.168C>T

T C rs9646771by1000genomesMG-217-tumorMG-217-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-217-tumorMG-217-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-217-tumorMG-217-normal - 20 3946 c.3859G>A

A G MG-217-tumorMG-217-normal + 8 5701 c.4845A>G

C A rs6453022by1000genomesMG-217-tumorMG-217-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-217-tumorMG-217-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-217-tumorMG-217-normal - 69 11621 c.10650G>A

A G rs147227382byFrequencyMG-217-tumorMG-217-normal + 2 604 c.235A>G

T C rs13286541by1000genomesMG-217-tumorMG-217-normal - 9 2245 c.1909A>G

G A rs41267702byFrequency|by1000genomesMG-217-tumorMG-217-normal - 9 3086 c.2150C>T

T C rs143154682byFrequency|by1000genomesMG-217-tumorMG-217-normal - 4 406 c.91A>G

A G rs61831150byFrequency|by1000genomesMG-217-tumorMG-217-normal + 7 1855 c.1810A>G

A T rs3739451by1000genomesMG-217-tumorMG-217-normal - 39 9817 c.9481T>A

C G rs147865267byFrequencyMG-217-tumorMG-217-normal - 4 1304 c.1234G>C

T C rs7716253by1000genomesMG-217-tumorMG-217-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-217-tumorMG-217-normal - 54 9497 c.8526T>C

A G rs138997916byFrequency|by1000genomesMG-217-tumorMG-217-normal - 3 2832 c.2760T>C

A G rs62177519 MG-217-tumorMG-217-normal + 4 919 c.825A>G

A G rs6679449by1000genomesMG-217-tumorMG-217-normal - 3 1923 c.1851T>C

G C rs3088074byFrequency|by1000genomesMG-217-tumorMG-217-normal - 9 2999 c.2785C>G

A G rs61739182byFrequency|by1000genomesMG-217-tumorMG-217-normal - 12 3076 c.2892T>C

A C rs76504934by1000genomesMG-217-tumorMG-217-normal - 4 464 c.427T>G

C G rs116640950by1000genomesMG-217-tumorMG-217-normal + 12 2373 c.2093C>G

G C rs142017909byFrequencyMG-217-tumorMG-217-normal - 12 1953 c.1743C>G

G T MG-217-tumorMG-217-normal - 16 1929 c.1770C>A

A G rs17443123by1000genomesMG-217-tumorMG-217-normal + 5 915 c.750A>G

C T rs7300444byFrequency|by1000genomesMG-217-tumorMG-217-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-217-tumorMG-217-normal + 17 1912 c.1092A>C

G A rs34916904byFrequency|by1000genomesMG-217-tumorMG-217-normal - 13 2869 c.2494C>T

G A rs11549106byFrequency|by1000genomesMG-217-tumorMG-217-normal - 4 895 c.891C>T

G A rs16885 byFrequency|by1000genomesMG-217-tumorMG-217-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-217-tumorMG-217-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-217-tumorMG-217-normal + 12 1807 c.1631C>T

G A rs2275527byFrequency|by1000genomesMG-217-tumorMG-217-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-217-tumorMG-217-normal - 17 2745 c.2460A>G

C A rs144349020by1000genomesMG-217-tumorMG-217-normal + 3 1131 c.912C>A

T C rs7714670by1000genomesMG-217-tumorMG-217-normal + 6 849 c.673T>C

T C rs7275 by1000genomesMG-217-tumorMG-217-normal + 35 5267 c.4983T>C

A C rs1410048by1000genomesMG-217-tumorMG-217-normal - 40 10053 c.9717T>G

G A rs17656599byFrequency|by1000genomesMG-217-tumorMG-217-normal - 12 2007 c.1823C>T

C T MG-217-tumorMG-217-normal - 8 1260 c.1042G>A

G T rs139431164byFrequencyMG-217-tumorMG-217-normal + 3 1043 c.824G>T

T C rs34488772byFrequency|by1000genomesMG-217-tumorMG-217-normal - 59 10390 c.9419A>G

A G rs2227985byFrequency|by1000genomesMG-217-tumorMG-217-normal + 9 1878 c.1497A>G

C T MG-217-tumorMG-217-normal - 19 4474 c.4264G>A

C T rs3796032byFrequency|by1000genomesMG-217-tumorMG-217-normal - 17 2381 c.1929G>A



G A rs4514247byFrequency|by1000genomesMG-217-tumorMG-217-normal - 3 878 c.808C>T

C T rs150174082byFrequencyMG-217-tumorMG-217-normal - 44 8337 c.7366G>A

C T MG-217-tumorMG-217-normal - 8 5731 c.5662G>A

C G rs11718329by1000genomesMG-217-tumorMG-217-normal + 4 719 c.647C>G

A G rs41304577 MG-217-tumorMG-217-normal - 4 1006 c.691T>C

T C rs2075252byFrequency|by1000genomesMG-217-tumorMG-217-normal - 66 12565 c.12280A>G

C T rs11121691byFrequency|by1000genomesMG-217-tumorMG-217-normal - 49 6985 c.6909G>A

G A MG-217-tumorMG-217-normal - 4 453 c.138C>T

G A rs2973566by1000genomesMG-217-tumorMG-217-normal + 14 1930 c.1754G>A

T C rs5927083byFrequency|by1000genomesMG-217-tumorMG-217-normal - 14 1841 c.1635A>G

A G MG-217-tumorMG-217-normal + 29 4441 c.4232A>G

G C rs45469098by1000genomesMG-217-tumorMG-217-normal - 1 255 c.256C>G

A G rs149271 by1000genomesMG-217-tumorMG-217-normal + 2 543 c.510A>G

C T rs169758 by1000genomesMG-217-tumorMG-217-normal - 23 1959 c.1592G>A

G A rs20539 byFrequency|by1000genomesMG-217-tumorMG-217-normal + 20 3152 c.3111G>A

C A rs35980907 MG-217-tumorMG-217-normal - 27 5199 c.5124G>T

G A rs17882627byFrequency|by1000genomesMG-217-tumorMG-217-normal - 5 540 c.541C>T

A T rs142508835by1000genomesMG-217-tumorMG-217-normal - 34 5872 c.5536T>A

G A rs3733415by1000genomesMG-217-tumorMG-217-normal - 2 601 c.392C>T

G A rs140951453byFrequencyMG-217-tumorMG-217-normal - 4 1906 c.1849C>T

G A MG-217-tumorMG-217-normal - 2 294 c.224C>T

C G rs2229070byFrequency|by1000genomesMG-217-tumorMG-217-normal + 11 2733 c.2352C>G

G A rs11177 byFrequency|by1000genomesMG-217-tumorMG-217-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-217-tumorMG-217-normal + 2 1719 c.1686A>G

A C rs76437836byFrequencyMG-217-tumorMG-217-normal - 3 142 c.98T>G

G A rs74351250byFrequency|by1000genomesMG-217-tumorMG-217-normal - 9 1013 c.1014C>T

G A rs35389971by1000genomesMG-217-tumorMG-217-normal - 10 6818 c.6609C>T

C T MG-217-tumorMG-217-normal + 3 423 c.43C>T

C T MG-217-tumorMG-217-normal - 3 1048 c.516G>A

G A MG-217-tumorMG-217-normal - 3 1505 c.973C>T

G C MG-217-tumorMG-217-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-217-tumorMG-217-normal + 22 2662 c.2385C>T

G A MG-217-tumorMG-217-normal + 1 459 c.459G>A

T C rs831042 byFrequency|by1000genomesMG-217-tumorMG-217-normal - 24 3945 c.3660A>G

C T rs34594998by1000genomesMG-217-tumorMG-217-normal + 9 1733 c.1509C>T

G A rs2248407byFrequency|by1000genomesMG-217-tumorMG-217-normal - 4 1003 c.918C>T

G A rs2289247byFrequency|by1000genomesMG-217-tumorMG-217-normal + 11 1273 c.1063G>A

G A rs9804992byFrequency|by1000genomesMG-217-tumorMG-217-normal + 11 3172 c.2529G>A

C T rs3743398by1000genomesMG-217-tumorMG-217-normal + 12 2965 c.2591C>T

C T rs6432901by1000genomesMG-217-tumorMG-217-normal - 2 514 c.174G>A

C T rs3796031byFrequency|by1000genomesMG-217-tumorMG-217-normal - 17 2399 c.1947G>A

C G rs60738318byFrequency|by1000genomesMG-217-tumorMG-217-normal + 8 996 c.607C>G

G A rs3744249byFrequency|by1000genomesMG-217-tumorMG-217-normal + 11 2561 c.2172G>A

G T MG-217-tumorMG-217-normal - 3 283 c.248C>A

A G rs3737940byFrequency|by1000genomesMG-217-tumorMG-217-normal + 7 3183 c.3138A>G

A G rs2229267byFrequency|by1000genomesMG-217-tumorMG-217-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-217-tumorMG-217-normal + 2 1740 c.1707C>T



G T rs140059935by1000genomesMG-217-tumorMG-217-normal + 16 1408 c.1408G>T

A G rs4659654byFrequency|by1000genomesMG-217-tumorMG-217-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-217-tumorMG-217-normal - 7 1855 c.1519G>A

G A rs3810485by1000genomesMG-217-tumorMG-217-normal - 8 6116 c.6047C>T

C T rs468525 by1000genomesMG-217-tumorMG-217-normal - 6 478 c.111G>A

C G rs3817428by1000genomesMG-217-tumorMG-217-normal + 15 7493 c.7119C>G

G C rs2240089byFrequency|by1000genomesMG-217-tumorMG-217-normal - 12 3187 c.3003C>G

C T MG-217-tumorMG-217-normal + 10 1132 c.922C>T

C T MG-217-tumorMG-217-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-217-tumorMG-217-normal - 3 899 c.827G>A

A G rs1385600byFrequency|by1000genomesMG-217-tumorMG-217-normal - 5 1375 c.1290T>C

G A rs142702316byFrequencyMG-217-tumorMG-217-normal + 1 160 c.108G>A

C G rs2282302byFrequency|by1000genomesMG-217-tumorMG-217-normal - 3 965 c.893G>C

T A rs17264436byFrequency|by1000genomesMG-217-tumorMG-217-normal - 21 3503 c.3501A>T

G A MG-217-tumorMG-217-normal + 5 546 c.529G>A

C T rs2229975by1000genomesMG-217-tumorMG-217-normal - 5 927 c.852G>A

A T rs35238720byFrequency|by1000genomesMG-217-tumorMG-217-normal + 4 1205 c.860A>T

T C rs74789055byFrequency|by1000genomesMG-217-tumorMG-217-normal - 58 10196 c.9225A>G

T G rs74842149byFrequencyMG-217-tumorMG-217-normal - 4 1217 c.1147A>C

T C rs28639589byFrequency|by1000genomesMG-217-tumorMG-217-normal - 12 1809 c.1611A>G

A G rs11538677by1000genomesMG-217-tumorMG-217-normal + 49 8035 c.7501A>G

T C rs12731746byFrequency|by1000genomesMG-217-tumorMG-217-normal - 11 1394 c.897A>G

C T rs55979329by1000genomesMG-217-tumorMG-217-normal - 3 1257 c.725G>A

C G rs2509943byFrequency|by1000genomesMG-217-tumorMG-217-normal + 3 776 c.279C>G

C T rs2273779byFrequency|by1000genomesMG-217-tumorMG-217-normal + 6 583 c.538C>T

T C rs61942218by1000genomesMG-217-tumorMG-217-normal - 38 10670 c.10671A>G

G A MG-217-tumorMG-217-normal + 22 2302 c.2115G>A

T C rs78472618byFrequencyMG-217-tumorMG-217-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-217-tumorMG-217-normal + 2 1315 c.1282C>G

G A MG-217-tumorMG-217-normal - 4 1015 c.700C>T

C T rs75212846byFrequency|by1000genomesMG-218-tumorMG-218-normal - 35 6033 c.5697G>A

C A rs34400049byFrequency|by1000genomesMG-218-tumorMG-218-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-218-tumorMG-218-normal + 7 3183 c.3138A>G

T C MG-218-tumorMG-218-normal - 11 3692 c.3283A>G

C T rs1386356byFrequency|by1000genomesMG-218-tumorMG-218-normal - 85 14018 c.13047G>A

C G MG-218-tumorMG-218-normal + 15 1321 c.1321C>G

C T MG-218-tumorMG-218-normal - 3 300 c.263G>A

C T MG-218-tumorMG-218-normal + 3 423 c.43C>T

C T rs139351719by1000genomesMG-218-tumorMG-218-normal - 5 554 c.13G>A

C T rs147683837byFrequencyMG-218-tumorMG-218-normal + 7 2060 c.2015C>T

C G rs150078700by1000genomesMG-218-tumorMG-218-normal + 12 1039 c.1039C>G

G C rs146249377byFrequencyMG-218-tumorMG-218-normal + 1 3447 c.487G>C

A T MG-218-tumorMG-218-normal + 2 555

T A rs61756301byFrequency|by1000genomesMG-218-tumorMG-218-normal + 33 5287 c.4219T>A

C T rs71299249|rs77022425byFrequencyMG-218-tumorMG-218-normal + 1 3677 c.717C>T

A G rs141480481by1000genomesMG-218-tumorMG-218-normal + 4 1425 c.1342A>G

C T rs62478357byFrequencyMG-218-tumorMG-218-normal - 8 1268 c.1050G>A



C T rs9105 byFrequency|by1000genomesMG-218-tumorMG-218-normal + 33 4964 c.4680C>T

G A rs139799138byFrequencyMG-218-tumorMG-218-normal - 3 6574 c.6499C>T

A G rs6694078byFrequency|by1000genomesMG-218-tumorMG-218-normal + 11 2688 c.2575A>G

G A rs3744249byFrequency|by1000genomesMG-218-tumorMG-218-normal + 11 2561 c.2172G>A

A G rs2229268byFrequency|by1000genomesMG-218-tumorMG-218-normal - 61 11886 c.11601T>C

G A rs77042968byFrequency|by1000genomesMG-218-tumorMG-218-normal + 6 1061 c.583G>A

C T rs210498 by1000genomesMG-218-tumorMG-218-normal - 23 1885 c.1518G>A

G A rs61753643byFrequency|by1000genomesMG-218-tumorMG-218-normal - 19 1908 c.1638C>T

T C rs3755806byFrequency|by1000genomesMG-218-tumorMG-218-normal - 15 2117 c.2115A>G

C T rs35958226byFrequencyMG-218-tumorMG-218-normal - 15 2198 c.1977G>A

T C rs7716253by1000genomesMG-218-tumorMG-218-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-218-tumorMG-218-normal - 13 5919 c.5544G>A

G A rs2228000byFrequency|by1000genomesMG-218-tumorMG-218-normal - 9 1710 c.1496C>T

G A rs2248407byFrequency|by1000genomesMG-218-tumorMG-218-normal - 4 1003 c.918C>T

G A rs7179364by1000genomesMG-218-tumorMG-218-normal + 1 520 c.85G>A

G A rs7624750byFrequency|by1000genomesMG-218-tumorMG-218-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-218-tumorMG-218-normal - 18 3000 c.2874G>T

C T rs2464388 MG-218-tumorMG-218-normal + 12 917 c.917C>T

A G rs9653483by1000genomesMG-218-tumorMG-218-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-218-tumorMG-218-normal + 23 2508 c.2274T>C

A G rs2227973byFrequency|by1000genomesMG-218-tumorMG-218-normal + 2 2571 c.2459A>G

G A MG-218-tumorMG-218-normal - 4 836 c.837C>T

G A rs16847812byFrequency|by1000genomesMG-218-tumorMG-218-normal + 4 978 c.865G>A

T G rs12963422byFrequency|by1000genomesMG-218-tumorMG-218-normal - 5 2988 c.2775A>C

T C MG-218-tumorMG-218-normal + 1 600 c.600T>C

T C rs2251219byFrequency|by1000genomesMG-218-tumorMG-218-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-218-tumorMG-218-normal + 1 144 c.57C>T

G A rs61748204byFrequency|by1000genomesMG-218-tumorMG-218-normal - 38 5114 c.5084C>T

T C MG-218-tumorMG-218-normal + 1 276 c.276T>C

T C rs2450122byFrequency|by1000genomesMG-218-tumorMG-218-normal - 10 2089 c.2004A>G

G A rs151218737byFrequency|by1000genomesMG-218-tumorMG-218-normal + 5 1499 c.1093G>A

A G rs7762830by1000genomesMG-218-tumorMG-218-normal + 14 2120 c.1921A>G

T G rs1998206byFrequency|by1000genomesMG-218-tumorMG-218-normal - 5 631 c.433A>C

G C rs12350212byFrequency|by1000genomesMG-218-tumorMG-218-normal + 5 1878 c.1788G>C

T C MG-218-tumorMG-218-normal + 1 52 c.52T>C

A G rs41278435by1000genomesMG-218-tumorMG-218-normal - 38 9715 c.9379T>C

T C MG-218-tumorMG-218-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-218-tumorMG-218-normal + 2 2118 c.2085A>G

C T rs76994389byFrequency|by1000genomesMG-218-tumorMG-218-normal + 14 1890 c.1718C>T

C T MG-218-tumorMG-218-normal + 19 1727 c.1727C>T

C T rs3796031byFrequency|by1000genomesMG-218-tumorMG-218-normal - 17 2399 c.1947G>A

G C rs2227910byFrequency|by1000genomesMG-218-tumorMG-218-normal + 2 1911 c.804G>C

C T rs151182657byFrequencyMG-218-tumorMG-218-normal - 9 1295 c.1263G>A

C T MG-218-tumorMG-218-normal + 1 87 c.87C>T

G A rs138587090byFrequency|by1000genomesMG-218-tumorMG-218-normal - 10 2107 c.2022C>T

G T MG-218-tumorMG-218-normal - 3 283 c.248C>A

T C rs140856347by1000genomesMG-218-tumorMG-218-normal - 20 3525 c.3438A>G



C T rs17881168byFrequency|by1000genomesMG-218-tumorMG-218-normal + 2 551 c.168C>T

T C rs9646771by1000genomesMG-218-tumorMG-218-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-218-tumorMG-218-normal + 13 1856 c.1680A>G

A G rs61753940by1000genomesMG-218-tumorMG-218-normal + 2 2084 c.2051A>G

G A rs71299249|rs76723438byFrequency|by1000genomesMG-218-tumorMG-218-normal + 1 3698 c.738G>A

G A rs76469101byFrequency|by1000genomesMG-218-tumorMG-218-normal - 35 5969 c.5633C>T

T C rs141268327by1000genomesMG-218-tumorMG-218-normal - 20 4110 c.3770A>G

T C rs1048500byFrequency|by1000genomesMG-218-tumorMG-218-normal + 2 1791 c.684T>C

C G rs143879890by1000genomesMG-218-tumorMG-218-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-218-tumorMG-218-normal + 7 1855 c.1810A>G

G A rs6601 byFrequency|by1000genomesMG-218-tumorMG-218-normal + 25 3881 c.3672G>A

A G MG-218-tumorMG-218-normal + 1 81 c.81A>G

C T rs6432901by1000genomesMG-218-tumorMG-218-normal - 2 514 c.174G>A

C T rs1130233byFrequency|by1000genomesMG-218-tumorMG-218-normal - 8 2206 c.726G>A

G A MG-218-tumorMG-218-normal - 13 1142 c.1143C>T

C T MG-218-tumorMG-218-normal - 10 1429 c.1430G>A

T C MG-218-tumorMG-218-normal + 1 540 c.540T>C

C A rs79011039byFrequency|by1000genomesMG-218-tumorMG-218-normal + 6 1050 c.572C>A

A C rs76504934by1000genomesMG-218-tumorMG-218-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-218-tumorMG-218-normal + 24 3194 c.3018C>T

A C rs76437836byFrequencyMG-218-tumorMG-218-normal - 3 142 c.98T>G

A G rs2074912byFrequency|by1000genomesMG-218-tumorMG-218-normal + 1 1709 c.1709A>G

C A MG-218-tumorMG-218-normal + 1 165 c.165C>A

A G MG-218-tumorMG-218-normal + 15 2144 c.2050A>G

A G rs17443123by1000genomesMG-218-tumorMG-218-normal + 5 915 c.750A>G

C A rs1801270byFrequency|by1000genomesMG-218-tumorMG-218-normal + 2 328 c.93C>A

G A rs2124203byFrequency|by1000genomesMG-218-tumorMG-218-normal - 19 2832 c.2745C>T

A G rs13223756byFrequency|by1000genomesMG-218-tumorMG-218-normal + 7 2144 c.1944A>G

T C rs10817025by1000genomesMG-218-tumorMG-218-normal - 15 3032 c.2696A>G

T G rs78697077byFrequency|by1000genomesMG-218-tumorMG-218-normal - 34 5286 c.5068A>C

T C rs2229992byFrequency|by1000genomesMG-218-tumorMG-218-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-218-tumorMG-218-normal - 17 2745 c.2460A>G

G A rs6070697byFrequency|by1000genomesMG-218-tumorMG-218-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-218-tumorMG-218-normal + 35 5267 c.4983T>C

C T rs45571737byFrequency|by1000genomesMG-218-tumorMG-218-normal + 2 664 c.384C>T

C T rs2269654byFrequency|by1000genomesMG-218-tumorMG-218-normal + 11 2687 c.2574C>T

C T MG-218-tumorMG-218-normal - 8 1260 c.1042G>A

C T rs3796032byFrequency|by1000genomesMG-218-tumorMG-218-normal - 17 2381 c.1929G>A

G A rs151001106byFrequencyMG-218-tumorMG-218-normal + 1 192 c.140G>A

C T rs2271806byFrequency|by1000genomesMG-218-tumorMG-218-normal + 18 2822 c.2409C>T

G C rs60140950byFrequency|by1000genomesMG-218-tumorMG-218-normal + 9 986 c.767G>C

G T MG-218-tumorMG-218-normal + 14 1717 c.702G>T

T C rs4149056byFrequency|by1000genomesMG-218-tumorMG-218-normal + 6 617 c.521T>C

A G MG-218-tumorMG-218-normal + 1 174 c.174A>G

G A MG-218-tumorMG-218-normal + 1 529 c.529G>A

T C rs2075252byFrequency|by1000genomesMG-218-tumorMG-218-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-218-tumorMG-218-normal + 1 196 c.196T>C



T G rs41279045byFrequency|by1000genomesMG-218-tumorMG-218-normal - 36 6228 c.5892A>C

T C rs112827102byFrequency|by1000genomesMG-218-tumorMG-218-normal - 19 3495 c.3285A>G

G T rs3212254byFrequency|by1000genomesMG-218-tumorMG-218-normal - 10 1693 c.1475C>A

G A MG-218-tumorMG-218-normal - 27 7935 c.7587C>T

A G rs149271 by1000genomesMG-218-tumorMG-218-normal + 2 543 c.510A>G

T C MG-218-tumorMG-218-normal + 1 266 c.266T>C

G A rs2003233 MG-218-tumorMG-218-normal - 17 1503 c.1504C>T

G A rs17608189byFrequency|by1000genomesMG-218-tumorMG-218-normal - 3 754 c.510C>T

G A MG-218-tumorMG-218-normal - 1 288 c.237C>T

T C MG-218-tumorMG-218-normal + 1 492 c.492T>C

C T rs169758 by1000genomesMG-218-tumorMG-218-normal - 23 1959 c.1592G>A

A T rs35238720byFrequency|by1000genomesMG-218-tumorMG-218-normal + 4 1205 c.860A>T

C T rs148653429by1000genomesMG-218-tumorMG-218-normal - 19 1804 c.1804G>A

G A rs2271189byFrequency|by1000genomesMG-218-tumorMG-218-normal + 27 3788 c.3348G>A

A G rs77145198byFrequency|by1000genomesMG-218-tumorMG-218-normal - 20 2943 c.2856T>C

G A MG-218-tumorMG-218-normal - 5 563 c.22C>T

C A MG-218-tumorMG-218-normal + 12 1060 c.962C>A

G C rs61731528by1000genomesMG-218-tumorMG-218-normal - 5 1442 c.901C>G

T C MG-218-tumorMG-218-normal + 1 420 c.420T>C

G A rs6018623byFrequency|by1000genomesMG-218-tumorMG-218-normal + 20 3957 c.3741G>A

G A rs11177 byFrequency|by1000genomesMG-218-tumorMG-218-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-218-tumorMG-218-normal + 2 1719 c.1686A>G

C G rs45556841 MG-218-tumorMG-218-normal + 14 2816 c.2816C>G

T C rs543304 byFrequency|by1000genomesMG-218-tumorMG-218-normal + 11 4034 c.3807T>C

C A MG-218-tumorMG-218-normal + 5 585 c.205C>A

G C MG-218-tumorMG-218-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-218-tumorMG-218-normal + 22 2662 c.2385C>T

G T rs138591330by1000genomesMG-218-tumorMG-218-normal - 27 8211 c.7863C>A

C T rs34594998by1000genomesMG-218-tumorMG-218-normal + 9 1733 c.1509C>T

T C rs17019360by1000genomesMG-218-tumorMG-218-normal + 17 2524 c.1800T>C

A G rs11778209byFrequency|by1000genomesMG-218-tumorMG-218-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-218-tumorMG-218-normal - 54 9497 c.8526T>C

G A MG-218-tumorMG-218-normal - 34 9143 c.9144C>T

T C rs13796 byFrequency|by1000genomesMG-218-tumorMG-218-normal + 2 372 c.159T>C

T G rs61757612byFrequency|by1000genomesMG-218-tumorMG-218-normal - 9 2110 c.1701A>C

G A rs61748351by1000genomesMG-218-tumorMG-218-normal + 2 282 c.249G>A

A G rs1385600byFrequency|by1000genomesMG-218-tumorMG-218-normal - 5 1375 c.1290T>C

T C rs34341044byFrequency|by1000genomesMG-218-tumorMG-218-normal - 16 2591 c.2589A>G

G T rs41296069by1000genomesMG-218-tumorMG-218-normal - 11 2415 c.2079C>A

G A rs2289247byFrequency|by1000genomesMG-218-tumorMG-218-normal + 11 1273 c.1063G>A

G C rs45469098by1000genomesMG-218-tumorMG-218-normal - 1 255 c.256C>G

C T rs17290559byFrequency|by1000genomesMG-218-tumorMG-218-normal + 21 2685 c.2508C>T

A G rs2229267byFrequency|by1000genomesMG-218-tumorMG-218-normal - 29 5160 c.4875T>C

T C rs12990449byFrequency|by1000genomesMG-218-tumorMG-218-normal - 2 1114 c.143A>G

C T rs151174 by1000genomesMG-218-tumorMG-218-normal + 2 1740 c.1707C>T

A G rs3729680by1000genomesMG-218-tumorMG-218-normal + 7 1330 c.1173A>G

A C rs80303640by1000genomesMG-218-tumorMG-218-normal - 16 1415 c.1416T>G



A G MG-218-tumorMG-218-normal - 19 3733 c.3523T>C

G A rs2229354byFrequency|by1000genomesMG-218-tumorMG-218-normal + 7 1131 c.924G>A

C T rs3814883byFrequency|by1000genomesMG-218-tumorMG-218-normal + 13 2402 c.1359C>T

A G rs9667 by1000genomesMG-218-tumorMG-218-normal + 3 354 c.168A>G

C T rs149190709by1000genomesMG-218-tumorMG-218-normal + 6 1832 c.1197C>T

C T MG-218-tumorMG-218-normal - 13 1523 c.1483G>A

C T rs468525 by1000genomesMG-218-tumorMG-218-normal - 6 478 c.111G>A

A G rs11016073byFrequency|by1000genomesMG-218-tumorMG-218-normal - 13 6677 c.6302T>C

C T rs2273779byFrequency|by1000genomesMG-218-tumorMG-218-normal + 6 583 c.538C>T

C T MG-218-tumorMG-218-normal - 3 370 c.335G>A

C T rs78336331byFrequency|by1000genomesMG-218-tumorMG-218-normal - 3 1442 c.1239G>A

G A MG-218-tumorMG-218-normal - 7 889 c.796C>T

G C rs142017909byFrequencyMG-218-tumorMG-218-normal - 12 1953 c.1743C>G

T A rs17264436byFrequency|by1000genomesMG-218-tumorMG-218-normal - 21 3503 c.3501A>T

G T rs918558 byFrequency|by1000genomesMG-218-tumorMG-218-normal + 1 2142 c.2142G>T

G T rs147825872 MG-218-tumorMG-218-normal + 20 4359 c.4282G>T

A G rs112129664|rs67218125|rs112826888|rs28529067|rs1132443byFrequency|by1000genomesMG-218-tumorMG-218-normal + 20 3996 c.3780A>G

C T rs1801187byFrequency|by1000genomesMG-218-tumorMG-218-normal - 37 5440 c.5234G>A

T C rs28639589byFrequency|by1000genomesMG-218-tumorMG-218-normal - 12 1809 c.1611A>G

G A rs2127898byFrequency|by1000genomesMG-218-tumorMG-218-normal - 6 1130 c.920C>T

T C rs78472618byFrequencyMG-218-tumorMG-218-normal - 3 159 c.115A>G

C T MG-218-tumorMG-218-normal - 1 506 c.507G>A

C G rs180743 by1000genomesMG-218-tumorMG-218-normal + 2 1315 c.1282C>G

C T rs1386356byFrequency|by1000genomesMG-219-tumorMG-219-normal - 85 14018 c.13047G>A

G A rs61730646by1000genomesMG-219-tumorMG-219-normal + 7 1345 c.865G>A

G T rs3745765byFrequency|by1000genomesMG-219-tumorMG-219-normal + 9 2360 c.719G>T

C T rs3811444byFrequency|by1000genomesMG-219-tumorMG-219-normal + 6 1169 c.1121C>T

C T rs1064162 MG-219-tumorMG-219-normal + 11 3163 c.2782C>T

G T rs71238527by1000genomesMG-219-tumorMG-219-normal + 3 639 c.494G>T

C T rs77791636by1000genomesMG-219-tumorMG-219-normal + 6 1132 c.1080C>T

C T rs139351719by1000genomesMG-219-tumorMG-219-normal - 5 554 c.13G>A

C T rs2931423by1000genomesMG-219-tumorMG-219-normal + 19 2459 c.2283C>T

A C rs55776396byFrequency|by1000genomesMG-219-tumorMG-219-normal - 50 15977 c.15978T>G

T C MG-219-tumorMG-219-normal - 1 287 c.288A>G

G T rs41268673by1000genomesMG-219-tumorMG-219-normal - 12 2171 c.1831C>A

G A rs16898013byFrequency|by1000genomesMG-219-tumorMG-219-normal + 13 1938 c.1848G>A

A G rs4143768byFrequency|by1000genomesMG-219-tumorMG-219-normal - 10 6783 c.6195T>C

G A MG-219-tumorMG-219-normal + 1 130 c.78G>A

T C rs16921260by1000genomesMG-219-tumorMG-219-normal + 1 1073 c.773T>C

C T rs62478357byFrequencyMG-219-tumorMG-219-normal - 8 1268 c.1050G>A

G A rs139799138byFrequencyMG-219-tumorMG-219-normal - 3 6574 c.6499C>T

A C rs80303640by1000genomesMG-219-tumorMG-219-normal - 16 1415 c.1416T>G

T G MG-219-tumorMG-219-normal - 24 12497 c.12288A>C

C T MG-219-tumorMG-219-normal - 3 370 c.335G>A

G A rs2271189byFrequency|by1000genomesMG-219-tumorMG-219-normal + 27 3788 c.3348G>A

T C rs3755806byFrequency|by1000genomesMG-219-tumorMG-219-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-219-tumorMG-219-normal + 36 5181 c.5016C>T



T C rs150539591byFrequencyMG-219-tumorMG-219-normal + 18 2646 c.2520T>C

G A rs7234999byFrequency|by1000genomesMG-219-tumorMG-219-normal - 5 5512 c.5299C>T

C T rs2853346byFrequency|by1000genomesMG-219-tumorMG-219-normal - 13 5919 c.5544G>A

G A rs2228000byFrequency|by1000genomesMG-219-tumorMG-219-normal - 9 1710 c.1496C>T

C A rs2973558by1000genomesMG-219-tumorMG-219-normal + 20 2514 c.2338C>A

A G rs11016073byFrequency|by1000genomesMG-219-tumorMG-219-normal - 13 6677 c.6302T>C

G A rs7624750byFrequency|by1000genomesMG-219-tumorMG-219-normal + 4 707 c.473G>A

A G rs4659654byFrequency|by1000genomesMG-219-tumorMG-219-normal - 16 2000 c.1503T>C

A C rs1208606byFrequency|by1000genomesMG-219-tumorMG-219-normal - 6 1571 c.1359T>G

T C rs11373 byFrequency|by1000genomesMG-219-tumorMG-219-normal - 3 787 c.367A>G

T C rs9851685byFrequency|by1000genomesMG-219-tumorMG-219-normal + 23 2508 c.2274T>C

C T rs210498 by1000genomesMG-219-tumorMG-219-normal - 23 1885 c.1518G>A

G A rs7179364by1000genomesMG-219-tumorMG-219-normal + 1 520 c.85G>A

C T rs731790 byFrequency|by1000genomesMG-219-tumorMG-219-normal - 19 2526 c.2433G>A

G A MG-219-tumorMG-219-normal - 18 1657 c.1658C>T

G C rs114460450byFrequency|by1000genomesMG-219-tumorMG-219-normal - 2 434 c.149C>G

T C rs11583501 MG-219-tumorMG-219-normal + 1 926 c.696T>C

G A MG-219-tumorMG-219-normal - 4 836 c.837C>T

G A rs2302694byFrequency|by1000genomesMG-219-tumorMG-219-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-219-tumorMG-219-normal - 26 4397 c.4395A>G

G A rs13007735byFrequency|by1000genomesMG-219-tumorMG-219-normal - 16 3587 c.2616C>T

G T MG-219-tumorMG-219-normal + 17 1925 c.1105G>T

A G rs7762830by1000genomesMG-219-tumorMG-219-normal + 14 2120 c.1921A>G

C T rs61733809byFrequency|by1000genomesMG-219-tumorMG-219-normal + 27 2289 c.2103C>T

T G MG-219-tumorMG-219-normal + 7 1224 c.744T>G

C T rs151182657byFrequencyMG-219-tumorMG-219-normal - 9 1295 c.1263G>A

A G MG-219-tumorMG-219-normal + 1 276 c.276A>G

A G MG-219-tumorMG-219-normal - 11 815 c.771T>C

T C MG-219-tumorMG-219-normal + 8 505 c.505T>C

T C MG-219-tumorMG-219-normal + 1 52 c.52T>C

T C MG-219-tumorMG-219-normal - 3 305 c.270A>G

C T rs56390741byFrequency|by1000genomesMG-219-tumorMG-219-normal - 5 2838 c.2625G>A

A G rs40831 by1000genomesMG-219-tumorMG-219-normal + 2 2118 c.2085A>G

A G MG-219-tumorMG-219-normal + 1 492 c.492A>G

A G MG-219-tumorMG-219-normal - 15 1346 c.1346T>C

T C rs79940627 MG-219-tumorMG-219-normal - 3 6118 c.6043A>G

T C rs2229263byFrequency|by1000genomesMG-219-tumorMG-219-normal - 3 533 c.248A>G

G T MG-219-tumorMG-219-normal + 18 1945 c.1084G>T

T C rs9646771by1000genomesMG-219-tumorMG-219-normal - 4 787 c.447A>G

G C MG-219-tumorMG-219-normal - 14 1553 c.1513C>G

A G rs2973568by1000genomesMG-219-tumorMG-219-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-219-tumorMG-219-normal - 20 3946 c.3859G>A

T G rs12963422byFrequency|by1000genomesMG-219-tumorMG-219-normal - 5 2988 c.2775A>C

C T rs2227999byFrequency|by1000genomesMG-219-tumorMG-219-normal - 9 1689 c.1475G>A

C T rs1779132byFrequency|by1000genomesMG-219-tumorMG-219-normal - 6 2113 c.1563G>A

C G rs143879890by1000genomesMG-219-tumorMG-219-normal - 16 2320 c.2233G>C

C A rs138828558 MG-219-tumorMG-219-normal - 10 1714 c.1496G>T



C T rs7240355byFrequency|by1000genomesMG-219-tumorMG-219-normal - 5 5238 c.5025G>A

C A MG-219-tumorMG-219-normal + 4 873 c.432C>A

T C rs2385167byFrequency|by1000genomesMG-219-tumorMG-219-normal + 14 2088 c.1998T>C

A G rs1211708byFrequency|by1000genomesMG-219-tumorMG-219-normal - 6 1888 c.1338T>C

T C MG-219-tumorMG-219-normal + 1 910 c.910T>C

G A rs12366766 MG-219-tumorMG-219-normal + 48 8392 c.8283G>A

C T rs3743398by1000genomesMG-219-tumorMG-219-normal + 12 2965 c.2591C>T

C G rs3817428by1000genomesMG-219-tumorMG-219-normal + 15 7493 c.7119C>G

A C rs881732 by1000genomesMG-219-tumorMG-219-normal + 17 1912 c.1092A>C

A G rs13223756byFrequency|by1000genomesMG-219-tumorMG-219-normal + 7 2144 c.1944A>G

T C rs10817025by1000genomesMG-219-tumorMG-219-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-219-tumorMG-219-normal + 12 1807 c.1631C>T

G T rs7206111byFrequency|by1000genomesMG-219-tumorMG-219-normal - 9 1041 c.404C>A

T C rs2229992byFrequency|by1000genomesMG-219-tumorMG-219-normal + 12 1838 c.1458T>C

T C rs146393749byFrequencyMG-219-tumorMG-219-normal - 8 1221 c.1145A>G

A G rs3822625by1000genomesMG-219-tumorMG-219-normal + 14 3084 c.3084A>G

A G rs826549 by1000genomesMG-219-tumorMG-219-normal + 18 2676 c.2550A>G

C T rs144931466byFrequency|by1000genomesMG-219-tumorMG-219-normal + 9 2125 c.1906C>T

G A rs17656599byFrequency|by1000genomesMG-219-tumorMG-219-normal - 12 2007 c.1823C>T

G A MG-219-tumorMG-219-normal + 1 1372 c.1372G>A

C T rs17802557byFrequency|by1000genomesMG-219-tumorMG-219-normal - 6 756 c.567G>A

C T MG-219-tumorMG-219-normal - 8 1260 c.1042G>A

C T rs141660745by1000genomesMG-219-tumorMG-219-normal + 5 1407 c.1209C>T

T G rs10817033by1000genomesMG-219-tumorMG-219-normal - 8 2079 c.1743A>C

T C rs4652678by1000genomesMG-219-tumorMG-219-normal + 28 4116 c.3951T>C

A G MG-219-tumorMG-219-normal + 1 340 c.340A>G

A G rs2227985byFrequency|by1000genomesMG-219-tumorMG-219-normal + 9 1878 c.1497A>G

C T rs3796032byFrequency|by1000genomesMG-219-tumorMG-219-normal - 17 2381 c.1929G>A

C T MG-219-tumorMG-219-normal + 1 1195 c.1195C>T

C T rs34488539by1000genomesMG-219-tumorMG-219-normal + 22 3555 c.3390C>T

G A rs151001106byFrequencyMG-219-tumorMG-219-normal + 1 192 c.140G>A

C G rs11718329by1000genomesMG-219-tumorMG-219-normal + 4 719 c.647C>G

C A MG-219-tumorMG-219-normal + 1 706 c.706C>A

G A rs1800725byFrequency|by1000genomesMG-219-tumorMG-219-normal + 11 1730 c.1100G>A

T C rs13286541by1000genomesMG-219-tumorMG-219-normal - 9 2245 c.1909A>G

C G rs11552052byFrequency|by1000genomesMG-219-tumorMG-219-normal + 16 2316 c.2226C>G

C T rs2078478by1000genomesMG-219-tumorMG-219-normal - 5 411 c.392G>A

G A rs3803703byFrequency|by1000genomesMG-219-tumorMG-219-normal + 6 1105 c.548G>A

C T rs1208731byFrequency|by1000genomesMG-219-tumorMG-219-normal - 6 2191 c.1641G>A

A G rs149271 by1000genomesMG-219-tumorMG-219-normal + 2 543 c.510A>G

C A rs3739298byFrequency|by1000genomesMG-219-tumorMG-219-normal - 9 2230 c.1821G>T

G A rs2003233 MG-219-tumorMG-219-normal - 17 1503 c.1504C>T

C T rs169758 by1000genomesMG-219-tumorMG-219-normal - 23 1959 c.1592G>A

G A rs35353912byFrequency|by1000genomesMG-219-tumorMG-219-normal - 11 2125 c.1593C>T

C G rs2229070byFrequency|by1000genomesMG-219-tumorMG-219-normal + 11 2733 c.2352C>G

G A MG-219-tumorMG-219-normal - 5 563 c.22C>T

C A MG-219-tumorMG-219-normal + 12 1060 c.962C>A



T C rs11570543byFrequency|by1000genomesMG-219-tumorMG-219-normal - 14 1839 c.1746A>G

G A rs6018623byFrequency|by1000genomesMG-219-tumorMG-219-normal + 20 3957 c.3741G>A

A G rs17078605byFrequency|by1000genomesMG-219-tumorMG-219-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-219-tumorMG-219-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-219-tumorMG-219-normal + 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-219-tumorMG-219-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-219-tumorMG-219-normal - 3 142 c.98T>G

C T MG-219-tumorMG-219-normal + 1 555 c.555C>T

T C rs77652527byFrequency|by1000genomesMG-219-tumorMG-219-normal - 10 1583 c.1365A>G

G C MG-219-tumorMG-219-normal - 5 1009 c.1010C>G

G A rs2973566by1000genomesMG-219-tumorMG-219-normal + 14 1930 c.1754G>A

C T rs34594998by1000genomesMG-219-tumorMG-219-normal + 9 1733 c.1509C>T

C T rs4667596byFrequency|by1000genomesMG-219-tumorMG-219-normal - 36 6320 c.6035G>A

A G rs11778209byFrequency|by1000genomesMG-219-tumorMG-219-normal - 39 6448 c.6204T>C

A C rs76504934by1000genomesMG-219-tumorMG-219-normal - 4 464 c.427T>G

A G rs4444457byFrequency|by1000genomesMG-219-tumorMG-219-normal - 54 9497 c.8526T>C

G A rs2289247byFrequency|by1000genomesMG-219-tumorMG-219-normal + 11 1273 c.1063G>A

C T rs6432901by1000genomesMG-219-tumorMG-219-normal - 2 514 c.174G>A

G A rs61814946byFrequency|by1000genomesMG-219-tumorMG-219-normal - 3 1785 c.1710C>T

A G rs9552929byFrequency|by1000genomesMG-219-tumorMG-219-normal - 10 9441 c.8853T>C

A G rs45517171byFrequencyMG-219-tumorMG-219-normal + 14 2017 c.1387A>G

C T rs3796031byFrequency|by1000genomesMG-219-tumorMG-219-normal - 17 2399 c.1947G>A

G C MG-219-tumorMG-219-normal - 2 625 c.532C>G

G C rs45469098by1000genomesMG-219-tumorMG-219-normal - 1 255 c.256C>G

T C rs12990449byFrequency|by1000genomesMG-219-tumorMG-219-normal - 2 1114 c.143A>G

C T rs151174 by1000genomesMG-219-tumorMG-219-normal + 2 1740 c.1707C>T

C T rs3814883byFrequency|by1000genomesMG-219-tumorMG-219-normal + 13 2402 c.1359C>T

G A rs80198225 MG-219-tumorMG-219-normal + 8 527 c.527G>A

C T rs468525 by1000genomesMG-219-tumorMG-219-normal - 6 478 c.111G>A

A G rs2929158by1000genomesMG-219-tumorMG-219-normal - 19 4373 c.4163T>C

C T rs55865069byFrequency|by1000genomesMG-219-tumorMG-219-normal - 3 247 c.248G>A

G C rs2240089byFrequency|by1000genomesMG-219-tumorMG-219-normal - 12 3187 c.3003C>G

A G rs2737699byFrequency|by1000genomesMG-219-tumorMG-219-normal - 10 12892 c.12304T>C

T A rs35737760by1000genomesMG-219-tumorMG-219-normal + 19 2685 c.2520T>A

G A rs1128761byFrequency|by1000genomesMG-219-tumorMG-219-normal + 7 1219 c.966G>A

A G rs80132640by1000genomesMG-219-tumorMG-219-normal - 39 12027 c.12028T>C

G C rs142017909byFrequencyMG-219-tumorMG-219-normal - 12 1953 c.1743C>G

G A rs142702316byFrequencyMG-219-tumorMG-219-normal + 1 160 c.108G>A

C A rs2230018byFrequency|by1000genomesMG-219-tumorMG-219-normal + 17 2218 c.2177C>A

T A rs17264436byFrequency|by1000genomesMG-219-tumorMG-219-normal - 21 3503 c.3501A>T

C G MG-219-tumorMG-219-normal + 20 7298 c.7172C>G

G T rs147825872 MG-219-tumorMG-219-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-219-tumorMG-219-normal - 5 4949 c.4736A>G

A G rs13288443byFrequency|by1000genomesMG-219-tumorMG-219-normal + 11 2036 c.1827A>G

C T MG-219-tumorMG-219-normal - 20 4141 c.4054G>A

A T rs35238720byFrequency|by1000genomesMG-219-tumorMG-219-normal + 4 1205 c.860A>T

G A rs13054014byFrequency|by1000genomesMG-219-tumorMG-219-normal + 2 569 c.210G>A



G A rs151060280byFrequencyMG-219-tumorMG-219-normal + 20 3990 c.3774G>A

T C rs12731746byFrequency|by1000genomesMG-219-tumorMG-219-normal - 11 1394 c.897A>G

T C rs111331725by1000genomesMG-219-tumorMG-219-normal + 6 643 c.263T>C

T A rs2060198byFrequency|by1000genomesMG-219-tumorMG-219-normal + 27 5204 c.4914T>A

T C rs78472618byFrequencyMG-219-tumorMG-219-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-219-tumorMG-219-normal + 2 1315 c.1282C>G

T C rs62075623 MG-22-tumorMG-22-normal - 14 1825 c.1732A>G

C A rs34400049byFrequency|by1000genomesMG-22-tumorMG-22-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-22-tumorMG-22-normal + 7 3183 c.3138A>G

T G rs997983 byFrequency|by1000genomesMG-22-tumorMG-22-normal - 9 2266 c.1891A>C

G A rs1713982byFrequency|by1000genomesMG-22-tumorMG-22-normal + 15 2261 c.1848G>A

A G rs62077275 MG-22-tumorMG-22-normal - 2 173 c.80T>C

C T rs1386356byFrequency|by1000genomesMG-22-tumorMG-22-normal - 85 14018 c.13047G>A

G C rs2240 byFrequency|by1000genomesMG-22-tumorMG-22-normal - 13 2935 c.2560C>G

C T rs1049622|rs114303286byFrequency|by1000genomesMG-22-tumorMG-22-normal + 7 1073 c.525C>T

G A rs34395441by1000genomesMG-22-tumorMG-22-normal + 2 2563 c.2530G>A

A C rs77739281 MG-22-tumorMG-22-normal - 10 1194 c.1101T>G

C T MG-22-tumorMG-22-normal + 3 423 c.43C>T

G A rs2229079byFrequency|by1000genomesMG-22-tumorMG-22-normal - 21 3524 c.3326C>T

C T rs77376932byFrequencyMG-22-tumorMG-22-normal - 3 3235 c.3160G>A

A C MG-22-tumorMG-22-normal - 7 1216 c.872T>G

G A MG-22-tumorMG-22-normal + 11 1634 c.1582G>A

G A rs12022217byFrequency|by1000genomesMG-22-tumorMG-22-normal - 3 4602 c.4530C>T

A G rs1799944byFrequency|by1000genomesMG-22-tumorMG-22-normal + 11 3198 c.2971A>G

C A MG-22-tumorMG-22-normal + 5 631 c.409C>A

G T rs12568784byFrequency|by1000genomesMG-22-tumorMG-22-normal - 3 7202 c.7130C>A

C T rs2931423by1000genomesMG-22-tumorMG-22-normal + 19 2459 c.2283C>T

A G rs62077260 MG-22-tumorMG-22-normal - 13 1686 c.1593T>C

T C rs141049734byFrequencyMG-22-tumorMG-22-normal - 18 3186 c.2968A>G

C T rs62478357byFrequencyMG-22-tumorMG-22-normal - 8 1268 c.1050G>A

G A rs2853344byFrequency|by1000genomesMG-22-tumorMG-22-normal - 13 2990 c.2615C>T

T C rs766894 by1000genomesMG-22-tumorMG-22-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-22-tumorMG-22-normal - 8 1357 c.1139G>T

T G rs3208659 MG-22-tumorMG-22-normal - 7 871 c.778A>C

C T rs77791636by1000genomesMG-22-tumorMG-22-normal + 6 1132 c.1080C>T

C T rs2286007byFrequency|by1000genomesMG-22-tumorMG-22-normal + 8 2637 c.1994C>T

A G rs146945410byFrequencyMG-22-tumorMG-22-normal + 11 1147 c.327A>G

A G rs2229268byFrequency|by1000genomesMG-22-tumorMG-22-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-22-tumorMG-22-normal - 15 2117 c.2115A>G

G A MG-22-tumorMG-22-normal + 2 700 c.667G>A

C T rs61730876byFrequency|by1000genomesMG-22-tumorMG-22-normal - 20 3385 c.2888G>A

G C rs12104021by1000genomesMG-22-tumorMG-22-normal - 3 790 c.258C>G

T C rs61734875by1000genomesMG-22-tumorMG-22-normal + 25 3470 c.3294T>C

C A rs2973558by1000genomesMG-22-tumorMG-22-normal + 20 2514 c.2338C>A

T C rs80268686 MG-22-tumorMG-22-normal - 14 2213 c.1995A>G

C G rs2298258byFrequency|by1000genomesMG-22-tumorMG-22-normal + 12 1698 c.1260C>G

A G rs62077276 MG-22-tumorMG-22-normal - 2 170 c.77T>C



G A rs7624750byFrequency|by1000genomesMG-22-tumorMG-22-normal + 4 707 c.473G>A

C A MG-22-tumorMG-22-normal + 2 75 c.75C>A

G A rs41294868by1000genomesMG-22-tumorMG-22-normal + 14 2132 c.1933G>A

T C rs62077265 MG-22-tumorMG-22-normal - 3 321 c.228A>G

C T MG-22-tumorMG-22-normal + 1 539 c.539C>T

A C rs74875648 MG-22-tumorMG-22-normal - 5 524 c.431T>G

C G rs76554185byFrequency|by1000genomesMG-22-tumorMG-22-normal - 70 11815 c.10844G>C

C T rs731790 byFrequency|by1000genomesMG-22-tumorMG-22-normal - 19 2526 c.2433G>A

G A rs12104022by1000genomesMG-22-tumorMG-22-normal - 3 784 c.252C>T

T G rs10817033by1000genomesMG-22-tumorMG-22-normal - 8 2079 c.1743A>C

G A rs2973566by1000genomesMG-22-tumorMG-22-normal + 14 1930 c.1754G>A

G T rs146238849byFrequency|by1000genomesMG-22-tumorMG-22-normal - 8 1391 c.1173C>A

A G MG-22-tumorMG-22-normal + 1 750 c.750A>G

T C rs2251219byFrequency|by1000genomesMG-22-tumorMG-22-normal - 26 4397 c.4395A>G

T C rs9851685byFrequency|by1000genomesMG-22-tumorMG-22-normal + 23 2508 c.2274T>C

C T rs77440865by1000genomesMG-22-tumorMG-22-normal - 10 1226 c.1133G>A

A T MG-22-tumorMG-22-normal + 20 4045 c.3968A>T

A G rs7762830by1000genomesMG-22-tumorMG-22-normal + 14 2120 c.1921A>G

T C MG-22-tumorMG-22-normal + 2 124 c.31T>C

G A rs61738284byFrequency|by1000genomesMG-22-tumorMG-22-normal - 13 6005 c.5630C>T

G A rs3818831byFrequency|by1000genomesMG-22-tumorMG-22-normal - 2 193 c.121C>T

T C MG-22-tumorMG-22-normal + 7 1017 c.891T>C

T C MG-22-tumorMG-22-normal + 8 505 c.505T>C

T C rs72676907byFrequency|by1000genomesMG-22-tumorMG-22-normal + 3 517 c.327T>C

T C MG-22-tumorMG-22-normal - 3 305 c.270A>G

A G rs1801439byFrequency|by1000genomesMG-22-tumorMG-22-normal + 10 1592 c.1365A>G

A T rs1063536byFrequency|by1000genomesMG-22-tumorMG-22-normal - 4 612 c.237T>A

C T rs7918199byFrequency|by1000genomesMG-22-tumorMG-22-normal - 13 5050 c.4675G>A

G A rs1718878byFrequency|by1000genomesMG-22-tumorMG-22-normal + 13 2003 c.1590G>A

T G MG-22-tumorMG-22-normal + 2 173 c.80T>G

T A rs17337023byFrequency|by1000genomesMG-22-tumorMG-22-normal + 16 2064 c.1887T>A

C T MG-22-tumorMG-22-normal - 10 1429 c.1430G>A

G A rs2229995byFrequency|by1000genomesMG-22-tumorMG-22-normal + 16 7884 c.7504G>A

T C rs140856347by1000genomesMG-22-tumorMG-22-normal - 20 3525 c.3438A>G

T C MG-22-tumorMG-22-normal - 3 895 c.820A>G

T C rs9646771by1000genomesMG-22-tumorMG-22-normal - 4 787 c.447A>G

T G rs552183 byFrequency|by1000genomesMG-22-tumorMG-22-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-22-tumorMG-22-normal + 13 1856 c.1680A>G

A G rs2557924 MG-22-tumorMG-22-normal + 5 732 c.606A>G

C T rs76844681 MG-22-tumorMG-22-normal - 16 2899 c.2681G>A

C A rs6453022by1000genomesMG-22-tumorMG-22-normal + 7 1027 c.851C>A

C T rs16843864byFrequency|by1000genomesMG-22-tumorMG-22-normal - 69 11621 c.10650G>A

G A rs10082432byFrequency|by1000genomesMG-22-tumorMG-22-normal - 13 8757 c.8382C>T

A G rs61831150byFrequency|by1000genomesMG-22-tumorMG-22-normal + 7 1855 c.1810A>G

T G rs1058201 MG-22-tumorMG-22-normal - 3 297 c.204A>C

C T rs140871032byFrequency|by1000genomesMG-22-tumorMG-22-normal + 4 664 c.220C>T

A G MG-22-tumorMG-22-normal + 1 345 c.345A>G



A G rs6679449by1000genomesMG-22-tumorMG-22-normal - 3 1923 c.1851T>C

A G rs141219322byFrequencyMG-22-tumorMG-22-normal - 6 1951 c.1401T>C

G A rs56337365byFrequency|by1000genomesMG-22-tumorMG-22-normal - 6 908 c.690C>T

A G rs61739182byFrequency|by1000genomesMG-22-tumorMG-22-normal - 12 3076 c.2892T>C

A C rs76504934by1000genomesMG-22-tumorMG-22-normal - 4 464 c.427T>G

C T MG-22-tumorMG-22-normal + 2 95 c.95C>T

T C rs10082391byFrequency|by1000genomesMG-22-tumorMG-22-normal - 13 8654 c.8279A>G

C T rs7300444byFrequency|by1000genomesMG-22-tumorMG-22-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-22-tumorMG-22-normal + 17 1912 c.1092A>C

T C rs10817025by1000genomesMG-22-tumorMG-22-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-22-tumorMG-22-normal + 12 1807 c.1631C>T

A T MG-22-tumorMG-22-normal - 3 1026 c.86T>A

C T rs12777740byFrequency|by1000genomesMG-22-tumorMG-22-normal - 13 8321 c.7946G>A

T C rs2229992byFrequency|by1000genomesMG-22-tumorMG-22-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-22-tumorMG-22-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-22-tumorMG-22-normal - 13 6002 c.5627G>A

G A rs4981349byFrequency|by1000genomesMG-22-tumorMG-22-normal - 14 1813 c.873C>T

T G MG-22-tumorMG-22-normal + 16 2367 c.2241T>G

C T rs2269654byFrequency|by1000genomesMG-22-tumorMG-22-normal + 11 2687 c.2574C>T

T A rs56279059by1000genomesMG-22-tumorMG-22-normal - 3 1034 c.502A>T

A C MG-22-tumorMG-22-normal + 21 5410 c.4696A>C

C T rs17094777byFrequency|by1000genomesMG-22-tumorMG-22-normal - 7 1491 c.1300G>A

T C rs1801499byFrequency|by1000genomesMG-22-tumorMG-22-normal + 11 2456 c.2229T>C

T C rs34488772byFrequency|by1000genomesMG-22-tumorMG-22-normal - 59 10390 c.9419A>G

T C rs9807555by1000genomesMG-22-tumorMG-22-normal - 1 196 c.197A>G

C T rs140581164by1000genomesMG-22-tumorMG-22-normal + 8 593 c.495C>T

G A MG-22-tumorMG-22-normal + 4 594 c.150G>A

T C rs7714670by1000genomesMG-22-tumorMG-22-normal + 6 849 c.673T>C

G C rs60140950byFrequency|by1000genomesMG-22-tumorMG-22-normal + 9 986 c.767G>C

A T rs7095325byFrequency|by1000genomesMG-22-tumorMG-22-normal - 7 1087 c.712T>A

C T rs10082533byFrequency|by1000genomesMG-22-tumorMG-22-normal - 13 8753 c.8378G>A

C T rs11873462by1000genomesMG-22-tumorMG-22-normal - 1 47 c.48G>A

G A rs12729662byFrequency|by1000genomesMG-22-tumorMG-22-normal - 3 8430 c.8355C>T

T C rs2075252byFrequency|by1000genomesMG-22-tumorMG-22-normal - 66 12565 c.12280A>G

C T rs62077268 MG-22-tumorMG-22-normal - 3 262 c.169G>A

T A MG-22-tumorMG-22-normal + 15 1978 c.1926T>A

T C rs13286541by1000genomesMG-22-tumorMG-22-normal - 9 2245 c.1909A>G

G A rs143665568by1000genomesMG-22-tumorMG-22-normal + 13 2373 c.1839G>A

T C MG-22-tumorMG-22-normal + 26 3742 c.3359T>C

C T rs2078478by1000genomesMG-22-tumorMG-22-normal - 5 411 c.392G>A

T C rs115966590by1000genomesMG-22-tumorMG-22-normal - 2 1737 c.881A>G

A C rs62534884by1000genomesMG-22-tumorMG-22-normal + 4 892 c.683A>C

T C rs41300566byFrequency|by1000genomesMG-22-tumorMG-22-normal - 13 3805 c.3430A>G

C T rs4750936byFrequency|by1000genomesMG-22-tumorMG-22-normal - 13 4011 c.3636G>A

C T rs148653429by1000genomesMG-22-tumorMG-22-normal - 19 1804 c.1804G>A

C G rs11016076byFrequency|by1000genomesMG-22-tumorMG-22-normal - 8 1866 c.1491G>C

T G rs62075620 MG-22-tumorMG-22-normal - 14 1855 c.1762A>C



G A rs16912247byFrequency|by1000genomesMG-22-tumorMG-22-normal - 14 9973 c.9598C>T

A G MG-22-tumorMG-22-normal + 1 714 c.714A>G

A G rs3208627 MG-22-tumorMG-22-normal - 2 153 c.60T>C

A G rs35873108|rs111782215byFrequencyMG-22-tumorMG-22-normal + 48 8443 c.8334A>G

A C rs62077264 MG-22-tumorMG-22-normal - 7 854 c.761T>G

T C MG-22-tumorMG-22-normal - 15 2759 c.2742A>G

T C rs11570543byFrequency|by1000genomesMG-22-tumorMG-22-normal - 14 1839 c.1746A>G

C T rs17290559byFrequency|by1000genomesMG-22-tumorMG-22-normal + 21 2685 c.2508C>T

T C rs74789055byFrequency|by1000genomesMG-22-tumorMG-22-normal - 58 10196 c.9225A>G

G A rs11177 byFrequency|by1000genomesMG-22-tumorMG-22-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-22-tumorMG-22-normal + 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-22-tumorMG-22-normal + 11 4034 c.3807T>C

T C MG-22-tumorMG-22-normal + 1 648 c.648T>C

C A MG-22-tumorMG-22-normal + 5 585 c.205C>A

G A rs79435376byFrequency|by1000genomesMG-22-tumorMG-22-normal - 7 1864 c.1673C>T

G T rs34104660byFrequency|by1000genomesMG-22-tumorMG-22-normal - 4 687 c.402C>A

T C MG-22-tumorMG-22-normal - 17 3345 c.3005A>G

G C MG-22-tumorMG-22-normal - 5 1009 c.1010C>G

G A MG-22-tumorMG-22-normal - 7 1137 c.670C>T

A C rs766173 byFrequency|by1000genomesMG-22-tumorMG-22-normal + 10 1092 c.865A>C

G A rs17656599byFrequency|by1000genomesMG-22-tumorMG-22-normal - 12 2007 c.1823C>T

C T rs45554841by1000genomesMG-22-tumorMG-22-normal - 1 214 c.215G>A

C A rs41306015byFrequency|by1000genomesMG-22-tumorMG-22-normal - 13 4052 c.3677G>T

T C rs7716253by1000genomesMG-22-tumorMG-22-normal + 8 1121 c.945T>C

C T MG-22-tumorMG-22-normal - 8 1260 c.1042G>A

C T rs148106725by1000genomesMG-22-tumorMG-22-normal + 13 2385 c.1851C>T

A G rs4444457byFrequency|by1000genomesMG-22-tumorMG-22-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-22-tumorMG-22-normal - 3 660 c.661T>C

G C MG-22-tumorMG-22-normal + 10 700 c.700G>C

G A rs2289247byFrequency|by1000genomesMG-22-tumorMG-22-normal + 11 1273 c.1063G>A

T C rs34341044byFrequency|by1000genomesMG-22-tumorMG-22-normal - 16 2591 c.2589A>G

G C rs45469098by1000genomesMG-22-tumorMG-22-normal - 1 255 c.256C>G

C G rs2509943byFrequency|by1000genomesMG-22-tumorMG-22-normal + 3 776 c.279C>G

G A MG-22-tumorMG-22-normal + 21 5103 c.5026G>A

C T rs6432901by1000genomesMG-22-tumorMG-22-normal - 2 514 c.174G>A

C T rs17094900byFrequency|by1000genomesMG-22-tumorMG-22-normal - 3 578 c.387G>A

T C rs61740142byFrequency|by1000genomesMG-22-tumorMG-22-normal - 6 1982 c.1495A>G

G A rs3744249byFrequency|by1000genomesMG-22-tumorMG-22-normal + 11 2561 c.2172G>A

A G rs2229267byFrequency|by1000genomesMG-22-tumorMG-22-normal - 29 5160 c.4875T>C

A G rs6694078byFrequency|by1000genomesMG-22-tumorMG-22-normal + 11 2688 c.2575A>G

G A rs4750685byFrequency|by1000genomesMG-22-tumorMG-22-normal - 13 4115 c.3740C>T

G A rs55855602by1000genomesMG-22-tumorMG-22-normal - 3 1030 c.498C>T

T C rs4149056byFrequency|by1000genomesMG-22-tumorMG-22-normal + 6 617 c.521T>C

T C rs62077266 MG-22-tumorMG-22-normal - 3 311 c.218A>G

C T MG-22-tumorMG-22-normal - 3 5767 c.5692G>A

A G rs4659654byFrequency|by1000genomesMG-22-tumorMG-22-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-22-tumorMG-22-normal - 7 1855 c.1519G>A



C T rs10082504byFrequency|by1000genomesMG-22-tumorMG-22-normal - 14 10059 c.9684G>A

A G rs151306742by1000genomesMG-22-tumorMG-22-normal + 4 729 c.285A>G

T C rs62075621 MG-22-tumorMG-22-normal - 14 1851 c.1758A>G

A G rs13223756byFrequency|by1000genomesMG-22-tumorMG-22-normal + 7 2144 c.1944A>G

C G MG-22-tumorMG-22-normal - 3 6022 c.5947G>C

C T rs2282303byFrequency|by1000genomesMG-22-tumorMG-22-normal - 3 899 c.827G>A

A G MG-22-tumorMG-22-normal + 26 3727 c.3344A>G

A T rs6685892byFrequency|by1000genomesMG-22-tumorMG-22-normal - 34 7560 c.7341T>A

T A rs17264436byFrequency|by1000genomesMG-22-tumorMG-22-normal - 21 3503 c.3501A>T

G T MG-22-tumorMG-22-normal + 1 538 c.538G>T

C T rs1801187byFrequency|by1000genomesMG-22-tumorMG-22-normal - 37 5440 c.5234G>A

A G rs2074912byFrequency|by1000genomesMG-22-tumorMG-22-normal + 1 1709 c.1709A>G

G A rs13054014byFrequency|by1000genomesMG-22-tumorMG-22-normal + 2 569 c.210G>A

A C MG-22-tumorMG-22-normal - 3 7120 c.7045T>G

G T MG-22-tumorMG-22-normal - 9 1089 c.1070C>A

T C rs12731746byFrequency|by1000genomesMG-22-tumorMG-22-normal - 11 1394 c.897A>G

C T MG-22-tumorMG-22-normal + 2 121 c.28C>T

T G rs1050767byFrequency|by1000genomesMG-22-tumorMG-22-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-22-tumorMG-22-normal + 6 583 c.538C>T

C G MG-22-tumorMG-22-normal - 13 930 c.886G>C

G A MG-22-tumorMG-22-normal + 20 2750 c.2367G>A

G A rs142702316byFrequencyMG-22-tumorMG-22-normal + 1 160 c.108G>A

T G rs1998206byFrequency|by1000genomesMG-22-tumorMG-22-normal - 5 631 c.433A>C

C T rs3745764byFrequency|by1000genomesMG-220-tumorMG-220-normal + 9 2705 c.1064C>T

T C rs831043 byFrequency|by1000genomesMG-220-tumorMG-220-normal - 21 3354 c.3069A>G

T C rs4989318by1000genomesMG-220-tumorMG-220-normal - 4 1325 c.1130A>G

A G rs146505774by1000genomesMG-220-tumorMG-220-normal + 11 2544 c.2362A>G

C T rs1386356byFrequency|by1000genomesMG-220-tumorMG-220-normal - 85 14018 c.13047G>A

T C rs16006 by1000genomesMG-220-tumorMG-220-normal - 6 875 c.876A>G

G T rs149582940byFrequencyMG-220-tumorMG-220-normal + 1 1088 c.859G>T

G A rs45492196byFrequency|by1000genomesMG-220-tumorMG-220-normal - 4 1499 c.943C>T

G T rs2075249byFrequency|by1000genomesMG-220-tumorMG-220-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-220-tumorMG-220-normal + 19 2459 c.2283C>T

T C rs141049734byFrequencyMG-220-tumorMG-220-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-220-tumorMG-220-normal - 10 6783 c.6195T>C

G A rs20539 byFrequency|by1000genomesMG-220-tumorMG-220-normal + 20 3152 c.3111G>A

C T rs16883323byFrequency|by1000genomesMG-220-tumorMG-220-normal - 61 10096 c.9852G>A

G A rs2853344byFrequency|by1000genomesMG-220-tumorMG-220-normal - 13 2990 c.2615C>T

C A rs138908625byFrequency|by1000genomesMG-220-tumorMG-220-normal - 8 1357 c.1139G>T

G A rs2127898byFrequency|by1000genomesMG-220-tumorMG-220-normal - 6 1130 c.920C>T

A G MG-220-tumorMG-220-normal + 1 60 c.60A>G

A G MG-220-tumorMG-220-normal - 6 607 c.514T>C

A G rs2229268byFrequency|by1000genomesMG-220-tumorMG-220-normal - 61 11886 c.11601T>C

C A rs2973558by1000genomesMG-220-tumorMG-220-normal + 20 2514 c.2338C>A

C G rs2298258byFrequency|by1000genomesMG-220-tumorMG-220-normal + 12 1698 c.1260C>G

A T MG-220-tumorMG-220-normal + 1 60 c.60A>T

T C rs3733406by1000genomesMG-220-tumorMG-220-normal - 10 8361 c.8152A>G



G A MG-220-tumorMG-220-normal + 3 1114 c.479G>A

A G rs10853307by1000genomesMG-220-tumorMG-220-normal - 3 1368 c.836T>C

C T rs210498 by1000genomesMG-220-tumorMG-220-normal - 23 1885 c.1518G>A

G T rs146238849byFrequency|by1000genomesMG-220-tumorMG-220-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-220-tumorMG-220-normal - 31 5385 c.5100C>T

G A rs2229266byFrequency|by1000genomesMG-220-tumorMG-220-normal - 6 924 c.639C>T

T C rs28489116by1000genomesMG-220-tumorMG-220-normal - 10 5194 c.4985A>G

A G rs7762830by1000genomesMG-220-tumorMG-220-normal + 14 2120 c.1921A>G

C G MG-220-tumorMG-220-normal - 6 293 c.249G>C

G A rs11549105byFrequency|by1000genomesMG-220-tumorMG-220-normal - 6 1228 c.1224C>T

T C MG-220-tumorMG-220-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-220-tumorMG-220-normal + 1 376 c.99G>A

A G MG-220-tumorMG-220-normal - 3 1337 c.805T>C

G C rs2227910byFrequency|by1000genomesMG-220-tumorMG-220-normal + 2 1911 c.804G>C

A G rs41305024byFrequency|by1000genomesMG-220-tumorMG-220-normal - 13 3872 c.3497T>C

C T rs35468447byFrequency|by1000genomesMG-220-tumorMG-220-normal + 27 5276 c.4641C>T

C T MG-220-tumorMG-220-normal + 1 369 c.369C>T

G A rs141064323byFrequency|by1000genomesMG-220-tumorMG-220-normal + 3 3294 c.999G>A

A G MG-220-tumorMG-220-normal + 1 1444 c.1444A>G

T C rs9646771by1000genomesMG-220-tumorMG-220-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-220-tumorMG-220-normal + 13 1856 c.1680A>G

G A MG-220-tumorMG-220-normal + 1 297 c.297G>A

G T rs6748626byFrequency|by1000genomesMG-220-tumorMG-220-normal - 20 4043 c.3072C>A

G A rs11177 byFrequency|by1000genomesMG-220-tumorMG-220-normal + 3 290 c.80G>A

T A rs3740423byFrequency|by1000genomesMG-220-tumorMG-220-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-220-tumorMG-220-normal - 3 533 c.248A>G

T C rs1048500byFrequency|by1000genomesMG-220-tumorMG-220-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-220-tumorMG-220-normal - 69 11621 c.10650G>A

G C MG-220-tumorMG-220-normal - 27 5159 c.4819C>G

C G rs143879890by1000genomesMG-220-tumorMG-220-normal - 16 2320 c.2233G>C

G C MG-220-tumorMG-220-normal - 3 5756 c.5681C>G

A G MG-220-tumorMG-220-normal + 2 509 c.421A>G

C T rs140871032byFrequency|by1000genomesMG-220-tumorMG-220-normal + 4 664 c.220C>T

G C rs3088074byFrequency|by1000genomesMG-220-tumorMG-220-normal - 9 2999 c.2785C>G

T C MG-220-tumorMG-220-normal + 1 180 c.180T>C

G C MG-220-tumorMG-220-normal - 14 2628 c.2410C>G

G A MG-220-tumorMG-220-normal + 1 165 c.165G>A

A G rs150594 byFrequency|by1000genomesMG-220-tumorMG-220-normal - 13 1559 c.1356T>C

T C rs61740681byFrequency|by1000genomesMG-220-tumorMG-220-normal - 7 1900 c.1344A>G

G A MG-220-tumorMG-220-normal + 2 1765 c.1732G>A

C T rs9904366byFrequency|by1000genomesMG-220-tumorMG-220-normal - 3 554 c.175G>A

T C rs13155212|rs34364709byFrequency|by1000genomesMG-220-tumorMG-220-normal + 7 1597 c.1215T>C

T C rs61751603byFrequency|by1000genomesMG-220-tumorMG-220-normal - 9 1894 c.1672A>G

G A rs34949187by1000genomesMG-220-tumorMG-220-normal + 6 1198 c.824G>A

A G rs17443123by1000genomesMG-220-tumorMG-220-normal + 5 915 c.750A>G

C T rs11931107by1000genomesMG-220-tumorMG-220-normal - 10 6953 c.6744G>A

A C rs881732 by1000genomesMG-220-tumorMG-220-normal + 17 1912 c.1092A>C



C T rs76844681 MG-220-tumorMG-220-normal - 16 2899 c.2681G>A

C T rs2973571by1000genomesMG-220-tumorMG-220-normal + 12 1807 c.1631C>T

A G rs141214303byFrequencyMG-220-tumorMG-220-normal + 6 1117 c.673A>G

T C rs2229992byFrequency|by1000genomesMG-220-tumorMG-220-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-220-tumorMG-220-normal - 17 2745 c.2460A>G

C T rs144246051byFrequencyMG-220-tumorMG-220-normal + 1 1089 c.860C>T

G A rs6070697byFrequency|by1000genomesMG-220-tumorMG-220-normal + 4 1189 c.920G>A

A G rs1801426byFrequency|by1000genomesMG-220-tumorMG-220-normal + 27 10461 c.10234A>G

A T rs111657679byFrequency|by1000genomesMG-220-tumorMG-220-normal - 7 516 c.149T>A

C T rs143419433byFrequencyMG-220-tumorMG-220-normal + 6 860 c.761C>T

G A rs4863506by1000genomesMG-220-tumorMG-220-normal - 5 4046 c.3190C>T

T G rs9807633by1000genomesMG-220-tumorMG-220-normal - 1 88 c.89A>C

A G MG-220-tumorMG-220-normal + 1 340 c.340A>G

T C rs9807555by1000genomesMG-220-tumorMG-220-normal - 1 196 c.197A>G

C T rs17849079by1000genomesMG-220-tumorMG-220-normal + 21 3232 c.3075C>T

C G rs34915742byFrequency|by1000genomesMG-220-tumorMG-220-normal - 26 4521 c.4236G>C

T C rs7714670by1000genomesMG-220-tumorMG-220-normal + 6 849 c.673T>C

G T rs138771641by1000genomesMG-220-tumorMG-220-normal + 4 763

A T rs7095325byFrequency|by1000genomesMG-220-tumorMG-220-normal - 7 1087 c.712T>A

C G rs11718329by1000genomesMG-220-tumorMG-220-normal + 4 719 c.647C>G

C T rs11873462by1000genomesMG-220-tumorMG-220-normal - 1 47 c.48G>A

G A rs76765512byFrequencyMG-220-tumorMG-220-normal + 5 787 c.343G>A

T C rs2075252byFrequency|by1000genomesMG-220-tumorMG-220-normal - 66 12565 c.12280A>G

T C rs17290103byFrequency|by1000genomesMG-220-tumorMG-220-normal + 14 1809 c.1632T>C

C T rs2243380byFrequency|by1000genomesMG-220-tumorMG-220-normal - 6 698 c.500G>A

T C rs831042 byFrequency|by1000genomesMG-220-tumorMG-220-normal - 24 3945 c.3660A>G

T C rs34890218|rs71194738MG-220-tumorMG-220-normal - 1 2553 c.1599A>G

C T rs169758 by1000genomesMG-220-tumorMG-220-normal - 23 1959 c.1592G>A

G A MG-220-tumorMG-220-normal + 1 154 c.154G>A

G A rs16912247byFrequency|by1000genomesMG-220-tumorMG-220-normal - 14 9973 c.9598C>T

T C MG-220-tumorMG-220-normal - 3 1262 c.706A>G

C T MG-220-tumorMG-220-normal + 11 2513 c.2331C>T

A G rs111425241 MG-220-tumorMG-220-normal + 3 976 c.949A>G

C A rs6453022by1000genomesMG-220-tumorMG-220-normal + 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-220-tumorMG-220-normal - 10 10694 c.10106T>C

C T rs6432901by1000genomesMG-220-tumorMG-220-normal - 2 514 c.174G>A

G A rs150552608byFrequency|by1000genomesMG-220-tumorMG-220-normal - 23 3737 c.3452C>T

C T MG-220-tumorMG-220-normal - 8 1256 c.1038G>A

T C rs543304 byFrequency|by1000genomesMG-220-tumorMG-220-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-220-tumorMG-220-normal - 3 142 c.98T>G

T C rs7716253by1000genomesMG-220-tumorMG-220-normal + 8 1121 c.945T>C

C T rs3135867byFrequency|by1000genomesMG-220-tumorMG-220-normal + 4 673 c.417C>T

G A rs2973566by1000genomesMG-220-tumorMG-220-normal + 14 1930 c.1754G>A

G A rs149651686|rs76723236by1000genomesMG-220-tumorMG-220-normal - 11 977 c.610C>T

A C rs76504934by1000genomesMG-220-tumorMG-220-normal - 4 464 c.427T>G

A G rs28647489by1000genomesMG-220-tumorMG-220-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-220-tumorMG-220-normal - 54 9497 c.8526T>C



A G rs9552929byFrequency|by1000genomesMG-220-tumorMG-220-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-220-tumorMG-220-normal - 3 660 c.661T>C

T C MG-220-tumorMG-220-normal + 1 273 c.273T>C

G A rs2289247byFrequency|by1000genomesMG-220-tumorMG-220-normal + 11 1273 c.1063G>A

C T rs1130233byFrequency|by1000genomesMG-220-tumorMG-220-normal - 8 2206 c.726G>A

A G rs40831 by1000genomesMG-220-tumorMG-220-normal + 2 2118 c.2085A>G

G A MG-220-tumorMG-220-normal + 1 666 c.666G>A

G A rs9804992byFrequency|by1000genomesMG-220-tumorMG-220-normal + 11 3172 c.2529G>A

C T rs72546671byFrequency|by1000genomesMG-220-tumorMG-220-normal + 1 1249 c.1020C>T

A G rs2229267byFrequency|by1000genomesMG-220-tumorMG-220-normal - 29 5160 c.4875T>C

T C rs12990449byFrequency|by1000genomesMG-220-tumorMG-220-normal - 2 1114 c.143A>G

A G MG-220-tumorMG-220-normal + 1 48 c.48A>G

T C rs4149056byFrequency|by1000genomesMG-220-tumorMG-220-normal + 6 617 c.521T>C

A G rs4659654byFrequency|by1000genomesMG-220-tumorMG-220-normal - 16 2000 c.1503T>C

C T rs35678179byFrequency|by1000genomesMG-220-tumorMG-220-normal - 9 1320 c.1098G>A

C T rs468525 by1000genomesMG-220-tumorMG-220-normal - 6 478 c.111G>A

A G rs2929158by1000genomesMG-220-tumorMG-220-normal - 19 4373 c.4163T>C

G A rs146396146by1000genomesMG-220-tumorMG-220-normal + 50 8217 c.7683G>A

A G rs2737699byFrequency|by1000genomesMG-220-tumorMG-220-normal - 10 12892 c.12304T>C

C A MG-220-tumorMG-220-normal - 7 1881 c.910G>T

A G rs13223756byFrequency|by1000genomesMG-220-tumorMG-220-normal + 7 2144 c.1944A>G

C T MG-220-tumorMG-220-normal - 3 370 c.335G>A

T A rs17264436byFrequency|by1000genomesMG-220-tumorMG-220-normal - 21 3503 c.3501A>T

G T rs147825872 MG-220-tumorMG-220-normal + 20 4359 c.4282G>T

A G rs13288443byFrequency|by1000genomesMG-220-tumorMG-220-normal + 11 2036 c.1827A>G

T C MG-220-tumorMG-220-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-220-tumorMG-220-normal - 37 5440 c.5234G>A

T C rs12731746byFrequency|by1000genomesMG-220-tumorMG-220-normal - 11 1394 c.897A>G

C T rs57014690by1000genomesMG-220-tumorMG-220-normal - 6 1554 c.1232G>A

T A rs2060198byFrequency|by1000genomesMG-220-tumorMG-220-normal + 27 5204 c.4914T>A

G A rs11549106byFrequency|by1000genomesMG-220-tumorMG-220-normal - 4 895 c.891C>T

G A MG-220-tumorMG-220-normal - 12 1804 c.1717C>T

T C rs78472618byFrequencyMG-220-tumorMG-220-normal - 3 159 c.115A>G

C G rs2193430byFrequency|by1000genomesMG-220-tumorMG-220-normal - 57 9242 c.8998G>C

C T rs3745764byFrequency|by1000genomesMG-2200-tumorMG-220-normal + 9 2705 c.1064C>T

A C rs79936417by1000genomesMG-2200-tumorMG-220-normal - 5 505 c.412T>G

T C rs831043 byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 21 3354 c.3069A>G

C T rs1386356byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 85 14018 c.13047G>A

C T rs210498 by1000genomesMG-2200-tumorMG-220-normal - 23 1885 c.1518G>A

A G MG-2200-tumorMG-220-normal + 1 1444 c.1444A>G

G T rs2075249byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 21 3339 c.3054C>A

T C rs141049734byFrequencyMG-2200-tumorMG-220-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 10 6783 c.6195T>C

C T rs16883323byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 61 10096 c.9852G>A

T G rs3208659 MG-2200-tumorMG-220-normal - 7 871 c.778A>C

A G MG-2200-tumorMG-220-normal + 1 60 c.60A>G

A G rs2229268byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 61 11886 c.11601T>C



C G rs2298258byFrequency|by1000genomesMG-2200-tumorMG-220-normal + 12 1698 c.1260C>G

T C rs62077265 MG-2200-tumorMG-220-normal - 3 321 c.228A>G

A C rs74875648 MG-2200-tumorMG-220-normal - 5 524 c.431T>G

G A rs2302694byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 31 5385 c.5100C>T

G A rs2229266byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 6 924 c.639C>T

T C rs28489116by1000genomesMG-2200-tumorMG-220-normal - 10 5194 c.4985A>G

A G rs7762830by1000genomesMG-2200-tumorMG-220-normal + 14 2120 c.1921A>G

A G rs41305024byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 13 3872 c.3497T>C

C T MG-2200-tumorMG-220-normal + 1 369 c.369C>T

T C rs9646771by1000genomesMG-2200-tumorMG-220-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-2200-tumorMG-220-normal + 13 1856 c.1680A>G

G A MG-2200-tumorMG-220-normal + 1 297 c.297G>A

A T MG-2200-tumorMG-220-normal + 1 60 c.60A>T

T A rs3740423byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 13 4583 c.4208A>T

C T rs16843864byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 69 11621 c.10650G>A

C G rs143879890by1000genomesMG-2200-tumorMG-220-normal - 16 2320 c.2233G>C

T G rs62075657 MG-2200-tumorMG-220-normal - 13 1770 c.1677A>C

T G rs1058201 MG-2200-tumorMG-220-normal - 3 297 c.204A>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-2200-tumorMG-220-normal + 7 1597 c.1215T>C

G C rs3088074byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 9 2999 c.2785C>G

T C MG-2200-tumorMG-220-normal + 1 180 c.180T>C

G A MG-2200-tumorMG-220-normal + 1 165 c.165G>A

A G rs150594 byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 13 1559 c.1356T>C

A C rs76504934by1000genomesMG-2200-tumorMG-220-normal - 4 464 c.427T>G

G T rs6748626byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 20 4043 c.3072C>A

T C rs61751603byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 9 1894 c.1672A>G

A G rs17443123by1000genomesMG-2200-tumorMG-220-normal + 5 915 c.750A>G

C T rs11931107by1000genomesMG-2200-tumorMG-220-normal - 10 6953 c.6744G>A

A C rs881732 by1000genomesMG-2200-tumorMG-220-normal + 17 1912 c.1092A>C

T C rs2229992byFrequency|by1000genomesMG-2200-tumorMG-220-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 17 2745 c.2460A>G

A G rs1801426byFrequency|by1000genomesMG-2200-tumorMG-220-normal + 27 10461 c.10234A>G

A T rs111657679byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 7 516 c.149T>A

A G MG-2200-tumorMG-220-normal + 1 340 c.340A>G

C T rs17849079by1000genomesMG-2200-tumorMG-220-normal + 21 3232 c.3075C>T

T C rs7714670by1000genomesMG-2200-tumorMG-220-normal + 6 849 c.673T>C

G T rs138771641by1000genomesMG-2200-tumorMG-220-normal + 4 763

T C rs2075252byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 66 12565 c.12280A>G

C T rs62077268 MG-2200-tumorMG-220-normal - 3 262 c.169G>A

T G rs62075658 MG-2200-tumorMG-220-normal - 13 1761 c.1668A>C

C T rs169758 by1000genomesMG-2200-tumorMG-220-normal - 23 1959 c.1592G>A

G A MG-2200-tumorMG-220-normal + 1 154 c.154G>A

A C rs62077264 MG-2200-tumorMG-220-normal - 7 854 c.761T>G

T C rs12990449byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 2 1114 c.143A>G

C A rs6453022by1000genomesMG-2200-tumorMG-220-normal + 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 10 10694 c.10106T>C

G A rs150552608byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 23 3737 c.3452C>T



T C rs543304 byFrequency|by1000genomesMG-2200-tumorMG-220-normal + 11 4034 c.3807T>C

G A rs2973566by1000genomesMG-2200-tumorMG-220-normal + 14 1930 c.1754G>A

T C rs831042 byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 24 3945 c.3660A>G

G A rs149651686|rs76723236by1000genomesMG-2200-tumorMG-220-normal - 11 977 c.610C>T

T C rs7716253by1000genomesMG-2200-tumorMG-220-normal + 8 1121 c.945T>C

A G rs28647489by1000genomesMG-2200-tumorMG-220-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-2200-tumorMG-220-normal - 3 660 c.661T>C

T C MG-2200-tumorMG-220-normal + 1 273 c.273T>C

G A MG-2200-tumorMG-220-normal + 1 666 c.666G>A

A G rs2229267byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 29 5160 c.4875T>C

T G rs77320707 MG-2200-tumorMG-220-normal - 5 520 c.427A>C

A G MG-2200-tumorMG-220-normal + 1 48 c.48A>G

T C rs4149056byFrequency|by1000genomesMG-2200-tumorMG-220-normal + 6 617 c.521T>C

T C rs62077266 MG-2200-tumorMG-220-normal - 3 311 c.218A>G

A G rs4659654byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 16 2000 c.1503T>C

C T rs468525 by1000genomesMG-2200-tumorMG-220-normal - 6 478 c.111G>A

A G rs2737699byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 10 12892 c.12304T>C

A G rs13223756byFrequency|by1000genomesMG-2200-tumorMG-220-normal + 7 2144 c.1944A>G

A G rs141214303byFrequencyMG-2200-tumorMG-220-normal + 6 1117 c.673A>G

T C rs12731746byFrequency|by1000genomesMG-2200-tumorMG-220-normal - 11 1394 c.897A>G

G A MG-2200-tumorMG-220-normal - 12 1804 c.1717C>T

G A rs1713982byFrequency|by1000genomesMG-221-tumorMG-221-normal + 15 2261 c.1848G>A

C A rs34400049byFrequency|by1000genomesMG-221-tumorMG-221-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-221-tumorMG-221-normal + 7 3183 c.3138A>G

C T rs1009668byFrequency|by1000genomesMG-221-tumorMG-221-normal - 20 2134 c.1864G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-221-tumorMG-221-normal + 7 1073 c.525C>T

G T rs3745765byFrequency|by1000genomesMG-221-tumorMG-221-normal + 9 2360 c.719G>T

G T MG-221-tumorMG-221-normal + 2 675 c.642G>T

G A rs41283020byFrequency|by1000genomesMG-221-tumorMG-221-normal - 12 6890 c.6821C>T

G A rs2229079byFrequency|by1000genomesMG-221-tumorMG-221-normal - 21 3524 c.3326C>T

G A rs34916904byFrequency|by1000genomesMG-221-tumorMG-221-normal - 13 2869 c.2494C>T

A G MG-221-tumorMG-221-normal + 10 1620 c.1253A>G

C T rs2931423by1000genomesMG-221-tumorMG-221-normal + 19 2459 c.2283C>T

T C rs35790097byFrequency|by1000genomesMG-221-tumorMG-221-normal + 1 184 c.106T>C

G A rs2275527byFrequency|by1000genomesMG-221-tumorMG-221-normal - 39 5629 c.5553C>T

T A rs56279059by1000genomesMG-221-tumorMG-221-normal - 3 1034 c.502A>T

A G rs4143768byFrequency|by1000genomesMG-221-tumorMG-221-normal - 10 6783 c.6195T>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-221-tumorMG-221-normal + 6 830 c.282G>C

C T rs77791636by1000genomesMG-221-tumorMG-221-normal + 6 1132 c.1080C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-221-tumorMG-221-normal + 17 2594 c.2046A>C

G T rs138591330by1000genomesMG-221-tumorMG-221-normal - 27 8211 c.7863C>A

T C rs3755806byFrequency|by1000genomesMG-221-tumorMG-221-normal - 15 2117 c.2115A>G

G C rs12104021by1000genomesMG-221-tumorMG-221-normal - 3 790 c.258C>G

C A rs2973558by1000genomesMG-221-tumorMG-221-normal + 20 2514 c.2338C>A

T C rs142304809byFrequencyMG-221-tumorMG-221-normal - 9 1291 c.1259A>G



G C rs2240 byFrequency|by1000genomesMG-221-tumorMG-221-normal - 13 2935 c.2560C>G

C T rs73241801by1000genomesMG-221-tumorMG-221-normal + 16 2273 c.2208C>T

A G rs4659654byFrequency|by1000genomesMG-221-tumorMG-221-normal - 16 2000 c.1503T>C

T G rs10817033by1000genomesMG-221-tumorMG-221-normal - 8 2079 c.1743A>C

T G rs12963422byFrequency|by1000genomesMG-221-tumorMG-221-normal - 5 2988 c.2775A>C

T C rs2251219byFrequency|by1000genomesMG-221-tumorMG-221-normal - 26 4397 c.4395A>G

T C rs1002519byFrequency|by1000genomesMG-221-tumorMG-221-normal + 1 196 c.196T>C

T C rs2450122byFrequency|by1000genomesMG-221-tumorMG-221-normal - 10 2089 c.2004A>G

C T rs10258429byFrequency|by1000genomesMG-221-tumorMG-221-normal + 16 2213 c.1968C>T

A G MG-221-tumorMG-221-normal + 1 276 c.276A>G

C T rs3745762by1000genomesMG-221-tumorMG-221-normal + 6 2241 c.2047C>T

G A MG-221-tumorMG-221-normal - 3 1365 c.833C>T

T C rs142805532by1000genomesMG-221-tumorMG-221-normal - 5 3958 c.3749A>G

C A rs1801270byFrequency|by1000genomesMG-221-tumorMG-221-normal + 2 328 c.93C>A

G C rs56227200byFrequency|by1000genomesMG-221-tumorMG-221-normal + 37 5789 c.4721G>C

T A MG-221-tumorMG-221-normal - 6 1145 c.700A>T

G A rs1718878byFrequency|by1000genomesMG-221-tumorMG-221-normal + 13 2003 c.1590G>A

A C MG-221-tumorMG-221-normal - 2 651 c.120T>G

G C rs2227910byFrequency|by1000genomesMG-221-tumorMG-221-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-221-tumorMG-221-normal + 16 2064 c.1887T>A

G C rs61757614byFrequency|by1000genomesMG-221-tumorMG-221-normal - 2 1130 c.721C>G

T C rs12990449byFrequency|by1000genomesMG-221-tumorMG-221-normal - 2 1114 c.143A>G

G C rs11611231by1000genomesMG-221-tumorMG-221-normal + 9 2190 c.2190G>C

C A MG-221-tumorMG-221-normal + 8 794 c.607C>A

T C rs9646771by1000genomesMG-221-tumorMG-221-normal - 4 787 c.447A>G

T G rs552183 byFrequency|by1000genomesMG-221-tumorMG-221-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-221-tumorMG-221-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-221-tumorMG-221-normal - 20 3946 c.3859G>A

T C rs2229263byFrequency|by1000genomesMG-221-tumorMG-221-normal - 3 533 c.248A>G

T C rs1048500byFrequency|by1000genomesMG-221-tumorMG-221-normal + 2 1791 c.684T>C

G A rs41266078|rs34171717byFrequency|by1000genomesMG-221-tumorMG-221-normal + 2 385 c.272G>A

C G rs143879890by1000genomesMG-221-tumorMG-221-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-221-tumorMG-221-normal + 7 1855 c.1810A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-221-tumorMG-221-normal + 7 1597 c.1215T>C

T C rs7935 byFrequency|by1000genomesMG-221-tumorMG-221-normal + 9 1808 c.1524T>C

C T MG-221-tumorMG-221-normal - 4 988 c.793G>A

C A rs80196755byFrequency|by1000genomesMG-221-tumorMG-221-normal + 12 4152 c.4107C>A

A G rs150594 byFrequency|by1000genomesMG-221-tumorMG-221-normal - 13 1559 c.1356T>C

T C rs61730221byFrequency|by1000genomesMG-221-tumorMG-221-normal - 13 4110 c.4000A>G

A C rs881732 by1000genomesMG-221-tumorMG-221-normal + 17 1912 c.1092A>C

T C rs10817025by1000genomesMG-221-tumorMG-221-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-221-tumorMG-221-normal + 12 1807 c.1631C>T

T C rs146307712by1000genomesMG-221-tumorMG-221-normal + 16 1462 c.1462T>C

T C rs2229992byFrequency|by1000genomesMG-221-tumorMG-221-normal + 12 1838 c.1458T>C

T C rs79492089by1000genomesMG-221-tumorMG-221-normal + 3 395 c.292T>C

C T rs17215409byFrequency|by1000genomesMG-221-tumorMG-221-normal + 1 1148 c.919C>T

T G rs1889323by1000genomesMG-221-tumorMG-221-normal - 25 4582 c.4246A>C



G T MG-221-tumorMG-221-normal + 13 3137 c.3024G>T

G T rs3135897byFrequency|by1000genomesMG-221-tumorMG-221-normal + 13 1909 c.1653G>T

T C rs7714670by1000genomesMG-221-tumorMG-221-normal + 6 849 c.673T>C

C T rs146846539byFrequency|by1000genomesMG-221-tumorMG-221-normal - 4 1708 c.846G>A

G C rs60140950byFrequency|by1000genomesMG-221-tumorMG-221-normal + 9 986 c.767G>C

C G rs11718329by1000genomesMG-221-tumorMG-221-normal + 4 719 c.647C>G

C T rs11121691byFrequency|by1000genomesMG-221-tumorMG-221-normal - 49 6985 c.6909G>A

C A MG-221-tumorMG-221-normal + 1 706 c.706C>A

G A rs2973566by1000genomesMG-221-tumorMG-221-normal + 14 1930 c.1754G>A

G C rs45469098by1000genomesMG-221-tumorMG-221-normal - 1 255 c.256C>G

T C rs72676907byFrequency|by1000genomesMG-221-tumorMG-221-normal + 3 517 c.327T>C

T G rs1800275byFrequency|by1000genomesMG-221-tumorMG-221-normal - 48 7302 c.7096A>C

C A rs3739298byFrequency|by1000genomesMG-221-tumorMG-221-normal - 9 2230 c.1821G>T

G T rs35546150byFrequency|by1000genomesMG-221-tumorMG-221-normal - 73 12171 c.11200C>A

G A rs2003233 MG-221-tumorMG-221-normal - 17 1503 c.1504C>T

G A rs79863383byFrequency|by1000genomesMG-221-tumorMG-221-normal - 4 1403 c.1190C>T

G A rs2271189byFrequency|by1000genomesMG-221-tumorMG-221-normal + 27 3788 c.3348G>A

A T rs10817021by1000genomesMG-221-tumorMG-221-normal - 24 4324 c.3988T>A

C T rs3796031byFrequency|by1000genomesMG-221-tumorMG-221-normal - 17 2399 c.1947G>A

A G rs17078605byFrequency|by1000genomesMG-221-tumorMG-221-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-221-tumorMG-221-normal + 3 290 c.80G>A

C T rs17290169byFrequency|by1000genomesMG-221-tumorMG-221-normal + 15 2016 c.1839C>T

C T rs6432901by1000genomesMG-221-tumorMG-221-normal - 2 514 c.174G>A

A C rs76437836byFrequencyMG-221-tumorMG-221-normal - 3 142 c.98T>G

T C rs7716253by1000genomesMG-221-tumorMG-221-normal + 8 1121 c.945T>C

C T rs35446117by1000genomesMG-221-tumorMG-221-normal + 14 7457 c.7083C>T

C T rs144744401byFrequencyMG-221-tumorMG-221-normal - 30 3272 c.2893G>A

G C MG-221-tumorMG-221-normal - 5 1009 c.1010C>G

C T rs34594998by1000genomesMG-221-tumorMG-221-normal + 9 1733 c.1509C>T

T C rs17019360by1000genomesMG-221-tumorMG-221-normal + 17 2524 c.1800T>C

G A rs149651686|rs76723236by1000genomesMG-221-tumorMG-221-normal - 11 977 c.610C>T

G A rs2289247byFrequency|by1000genomesMG-221-tumorMG-221-normal + 11 1273 c.1063G>A

G A rs35821928byFrequency|by1000genomesMG-221-tumorMG-221-normal - 52 9293 c.8322C>T

A G rs40831 by1000genomesMG-221-tumorMG-221-normal + 2 2118 c.2085A>G

G A rs9804992byFrequency|by1000genomesMG-221-tumorMG-221-normal + 11 3172 c.2529G>A

A G rs9552929byFrequency|by1000genomesMG-221-tumorMG-221-normal - 10 9441 c.8853T>C

C G rs2509943byFrequency|by1000genomesMG-221-tumorMG-221-normal + 3 776 c.279C>G

A C rs80303640by1000genomesMG-221-tumorMG-221-normal - 16 1415 c.1416T>G

G A rs55855602by1000genomesMG-221-tumorMG-221-normal - 3 1030 c.498C>T

C T rs9489143byFrequency|by1000genomesMG-221-tumorMG-221-normal - 13 2184 c.1986G>A

A G rs2737699byFrequency|by1000genomesMG-221-tumorMG-221-normal - 10 12892 c.12304T>C

C T MG-221-tumorMG-221-normal - 8 4430 c.4361G>A

A G rs13223756byFrequency|by1000genomesMG-221-tumorMG-221-normal + 7 2144 c.1944A>G

A G rs1385600byFrequency|by1000genomesMG-221-tumorMG-221-normal - 5 1375 c.1290T>C

G A rs2227983byFrequency|by1000genomesMG-221-tumorMG-221-normal + 13 1739 c.1562G>A

T A rs17264436byFrequency|by1000genomesMG-221-tumorMG-221-normal - 21 3503 c.3501A>T

G C rs143139621by1000genomesMG-221-tumorMG-221-normal - 8 5946 c.5877C>G



G T rs918558 byFrequency|by1000genomesMG-221-tumorMG-221-normal + 1 2142 c.2142G>T

G T rs147825872 MG-221-tumorMG-221-normal + 20 4359 c.4282G>T

C G rs11552052byFrequency|by1000genomesMG-221-tumorMG-221-normal + 16 2316 c.2226C>G

C T rs7300444byFrequency|by1000genomesMG-221-tumorMG-221-normal + 19 5383 c.4740C>T

C T rs34545616byFrequency|by1000genomesMG-221-tumorMG-221-normal + 12 2219 c.1939C>T

A G rs2074912byFrequency|by1000genomesMG-221-tumorMG-221-normal + 1 1709 c.1709A>G

C T rs2273779byFrequency|by1000genomesMG-221-tumorMG-221-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-221-tumorMG-221-normal + 1 160 c.108G>A

T G rs1998206byFrequency|by1000genomesMG-221-tumorMG-221-normal - 5 631 c.433A>C

C T rs72987361byFrequency|by1000genomesMG-221-tumorMG-221-normal - 3 898 c.558G>A

T C rs62075623 MG-2210-tumorMG-2210-normal - 14 1825 c.1732A>G

C G MG-2210-tumorMG-2210-normal + 6 1913 c.556C>G

G A MG-2210-tumorMG-2210-normal + 6 812 c.686G>A

C T MG-2210-tumorMG-2210-normal - 5 656 c.639G>A

C A rs34400049byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 7 3183 c.3138A>G

G T MG-2210-tumorMG-2210-normal - 10 1701 c.921C>A

T C rs10817025by1000genomesMG-2210-tumorMG-2210-normal - 15 3032 c.2696A>G

A G rs62077275 MG-2210-tumorMG-2210-normal - 2 173 c.80T>C

A G MG-2210-tumorMG-2210-normal + 10 1490 c.1425A>G

C T MG-2210-tumorMG-2210-normal + 23 5756 c.5042C>T

T C MG-2210-tumorMG-2210-normal + 2 141 c.48T>C

A T MG-2210-tumorMG-2210-normal + 24 3523 c.3140A>T

A C rs76190542 MG-2210-tumorMG-2210-normal - 5 557 c.464T>G

C T rs1386356byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 85 14018 c.13047G>A

A T rs34134789 MG-2210-tumorMG-2210-normal - 3 3123 c.3051T>A

G A MG-2210-tumorMG-2210-normal - 13 7130 c.6755C>T

G A MG-2210-tumorMG-2210-normal + 6 935 c.645G>A

T G MG-2210-tumorMG-2210-normal + 2 1055 c.521T>G

C T MG-2210-tumorMG-2210-normal + 3 423 c.43C>T

G A rs2229079byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 21 3524 c.3326C>T

C T MG-2210-tumorMG-2210-normal + 27 5820 c.5530C>T

A G MG-2210-tumorMG-2210-normal - 3 794 c.795T>C

T C MG-2210-tumorMG-2210-normal - 4 845 c.846A>G

A G MG-2210-tumorMG-2210-normal + 23 5747 c.5033A>G

T C MG-2210-tumorMG-2210-normal - 3 2178 c.2106A>G

C T MG-2210-tumorMG-2210-normal + 20 3982 c.3905C>T

G A rs34916904byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 13 2869 c.2494C>T

C T rs143266653 MG-2210-tumorMG-2210-normal + 7 1000 c.874C>T

G A MG-2210-tumorMG-2210-normal + 2 909 c.375G>A

T A rs56279059by1000genomesMG-2210-tumorMG-2210-normal - 3 1034 c.502A>T

A G rs4143768byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 10 6783 c.6195T>C

A T MG-2210-tumorMG-2210-normal + 14 2536

C T MG-2210-tumorMG-2210-normal - 3 687 c.688G>A

T G rs1998206byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 5 631 c.433A>C

G C MG-2210-tumorMG-2210-normal - 3 1687 c.1615C>G

G T MG-2210-tumorMG-2210-normal + 6 1465 c.931G>T



C T rs146475397byFrequencyMG-2210-tumorMG-2210-normal + 7 996 c.870C>T

C T rs62478357byFrequencyMG-2210-tumorMG-2210-normal - 8 1268 c.1050G>A

A G rs62077276 MG-2210-tumorMG-2210-normal - 2 170 c.77T>C

A G MG-2210-tumorMG-2210-normal + 7 457 c.457A>G

C T MG-2210-tumorMG-2210-normal - 15 2867 c.2850G>A

T G rs3208659 MG-2210-tumorMG-2210-normal - 7 871 c.778A>C

T A rs12758439 MG-2210-tumorMG-2210-normal - 3 2755 c.2683A>T

C T rs77791636by1000genomesMG-2210-tumorMG-2210-normal + 6 1132 c.1080C>T

A G MG-2210-tumorMG-2210-normal + 36 5175 c.4792A>G

G A MG-2210-tumorMG-2210-normal - 8 1229 c.1230C>T

G A MG-2210-tumorMG-2210-normal + 15 1924 c.1872G>A

T A MG-2210-tumorMG-2210-normal - 9 1490 c.1272A>T

C T MG-2210-tumorMG-2210-normal + 2 629 c.535C>T

G T MG-2210-tumorMG-2210-normal + 11 2115 c.1581G>T

T C rs3755806byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 15 2117 c.2115A>G

C A MG-2210-tumorMG-2210-normal + 24 3573 c.3190C>A

T C MG-2210-tumorMG-2210-normal + 6 1888 c.531T>C

C A MG-2210-tumorMG-2210-normal - 4 1065 c.1014G>T

C T MG-2210-tumorMG-2210-normal + 4 1051 c.669C>T

C G MG-2210-tumorMG-2210-normal + 21 5081 c.5004C>G

C A rs2973558by1000genomesMG-2210-tumorMG-2210-normal + 20 2514 c.2338C>A

A G MG-2210-tumorMG-2210-normal - 23 3828 c.3610T>C

T C rs80268686 MG-2210-tumorMG-2210-normal - 14 2213 c.1995A>G

G A MG-2210-tumorMG-2210-normal + 10 1434 c.1344G>A

G A MG-2210-tumorMG-2210-normal + 4 982 c.888G>A

C T rs73241801by1000genomesMG-2210-tumorMG-2210-normal + 16 2273 c.2208C>T

A G rs75175938 MG-2210-tumorMG-2210-normal - 6 687 c.594T>C

A G rs826549 by1000genomesMG-2210-tumorMG-2210-normal + 18 2676 c.2550A>G

T C MG-2210-tumorMG-2210-normal - 7 1263 c.483A>G

G T MG-2210-tumorMG-2210-normal + 24 3506 c.3123G>T

T C rs79107865 MG-2210-tumorMG-2210-normal - 11 1399 c.1306A>G

G T MG-2210-tumorMG-2210-normal + 9 1833 c.1299G>T

A T MG-2210-tumorMG-2210-normal + 6 1434 c.900A>T

T C rs62077265 MG-2210-tumorMG-2210-normal - 3 321 c.228A>G

T G rs2556259 MG-2210-tumorMG-2210-normal + 20 5862 c.5736T>G

A G MG-2210-tumorMG-2210-normal - 13 5099 c.4724T>C

T G rs10817033by1000genomesMG-2210-tumorMG-2210-normal - 8 2079 c.1743A>C

T C MG-2210-tumorMG-2210-normal + 21 3140 c.2757T>C

C G rs147865267byFrequencyMG-2210-tumorMG-2210-normal - 4 1304 c.1234G>C

T C rs2251219byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 26 4397 c.4395A>G

C T rs77440865by1000genomesMG-2210-tumorMG-2210-normal - 10 1226 c.1133G>A

A G MG-2210-tumorMG-2210-normal + 10 1481 c.1098A>G

A T MG-2210-tumorMG-2210-normal + 20 4045 c.3968A>T

A G rs7762830by1000genomesMG-2210-tumorMG-2210-normal + 14 2120 c.1921A>G

T G rs552183 byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 40 6445 c.6247A>C

G A MG-2210-tumorMG-2210-normal + 13 2443 c.1909G>A

A G MG-2210-tumorMG-2210-normal + 16 2439 c.2313A>G



T G MG-2210-tumorMG-2210-normal + 17 2558 c.2432T>G

C T rs144058186byFrequencyMG-2210-tumorMG-2210-normal + 27 5858 c.5568C>T

A G rs2973568by1000genomesMG-2210-tumorMG-2210-normal + 13 1856 c.1680A>G

A G MG-2210-tumorMG-2210-normal + 1 276 c.276A>G

T A MG-2210-tumorMG-2210-normal - 6 1072 c.292A>T

G A MG-2210-tumorMG-2210-normal + 2 646 c.552G>A

C G rs145323424 MG-2210-tumorMG-2210-normal + 25 3636 c.3253C>G

C A MG-2210-tumorMG-2210-normal + 10 1481 c.1416C>A

A G MG-2210-tumorMG-2210-normal + 19 1863 c.1863A>G

A G MG-2210-tumorMG-2210-normal + 22 3269 c.2886A>G

T C rs142805532by1000genomesMG-2210-tumorMG-2210-normal - 5 3958 c.3749A>G

G A MG-2210-tumorMG-2210-normal - 23 3757 c.3539C>T

T C MG-2210-tumorMG-2210-normal + 1 52 c.52T>C

G C rs62077263 MG-2210-tumorMG-2210-normal - 7 916 c.823C>G

T C rs79454290 MG-2210-tumorMG-2210-normal - 10 1195 c.1102A>G

A C MG-2210-tumorMG-2210-normal + 12 1635 c.1416A>C

G A MG-2210-tumorMG-2210-normal + 11 1634 c.1582G>A

C A MG-2210-tumorMG-2210-normal + 20 7695 c.7569C>A

G A MG-2210-tumorMG-2210-normal + 12 2163 c.1781G>A

T C MG-2210-tumorMG-2210-normal + 21 3192 c.2809T>C

T A MG-2210-tumorMG-2210-normal - 6 1145 c.700A>T

G A rs1718878byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 13 2003 c.1590G>A

T C rs62075621 MG-2210-tumorMG-2210-normal - 14 1851 c.1758A>G

A C MG-2210-tumorMG-2210-normal - 2 651 c.120T>G

G T MG-2210-tumorMG-2210-normal - 14 1076 c.1032C>A

G A MG-2210-tumorMG-2210-normal + 21 3073 c.2690G>A

T G MG-2210-tumorMG-2210-normal + 2 173 c.80T>G

C T MG-2210-tumorMG-2210-normal - 9 1114 c.1021G>A

C T rs77325966 MG-2210-tumorMG-2210-normal - 14 2254 c.2036G>A

A G rs17414315byFrequencyMG-2210-tumorMG-2210-normal + 15 2299 c.2173A>G

A G MG-2210-tumorMG-2210-normal - 3 664 c.665T>C

A G MG-2210-tumorMG-2210-normal + 1 492 c.492A>G

A G rs75731161 MG-2210-tumorMG-2210-normal - 14 1942 c.1849T>C

G C rs61757614byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 2 1130 c.721C>G

C T MG-2210-tumorMG-2210-normal - 3 1566 c.1491G>A

G A rs1713982byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 15 2261 c.1848G>A

C T MG-2210-tumorMG-2210-normal - 6 1094 c.314G>A

A C rs77739281 MG-2210-tumorMG-2210-normal - 10 1194 c.1101T>G

C A MG-2210-tumorMG-2210-normal + 5 631 c.409C>A

G A MG-2210-tumorMG-2210-normal + 3 442 c.220G>A

G C rs11611231by1000genomesMG-2210-tumorMG-2210-normal + 9 2190 c.2190G>C

G A MG-2210-tumorMG-2210-normal + 1 1372 c.1372G>A

C A MG-2210-tumorMG-2210-normal + 8 794 c.607C>A

T C rs9646771by1000genomesMG-2210-tumorMG-2210-normal - 4 787 c.447A>G

T C MG-2210-tumorMG-2210-normal + 2 124 c.31T>C

G T rs6748626byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 20 4043 c.3072C>A

A G rs2557924 MG-2210-tumorMG-2210-normal + 5 732 c.606A>G



C T rs55993306by1000genomesMG-2210-tumorMG-2210-normal - 20 3946 c.3859G>A

T G MG-2210-tumorMG-2210-normal + 23 5352 c.5275T>G

T C MG-2210-tumorMG-2210-normal + 21 3029 c.2646T>C

T C rs2229263byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 3 533 c.248A>G

T C MG-2210-tumorMG-2210-normal - 13 6706 c.6331A>G

T G MG-2210-tumorMG-2210-normal + 9 1401 c.1018T>G

A T rs7995564by1000genomesMG-2210-tumorMG-2210-normal + 10 2068 c.1534A>T

A T MG-2210-tumorMG-2210-normal + 14 2374 c.1992A>T

C T MG-2210-tumorMG-2210-normal + 23 3381 c.2998C>T

C G rs143879890by1000genomesMG-2210-tumorMG-2210-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 7 1855 c.1810A>G

G A MG-2210-tumorMG-2210-normal + 6 1154 c.1102G>A

T G rs1058201 MG-2210-tumorMG-2210-normal - 3 297 c.204A>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 7 1597 c.1215T>C

G C rs149997040by1000genomesMG-2210-tumorMG-2210-normal - 6 1125 c.680C>G

C T MG-2210-tumorMG-2210-normal - 8 647 c.603G>A

A T MG-2210-tumorMG-2210-normal + 15 2290 c.2164A>T

T G MG-2210-tumorMG-2210-normal + 2 943 c.409T>G

G C MG-2210-tumorMG-2210-normal - 3 693 c.694C>G

A G rs80120716 MG-2210-tumorMG-2210-normal - 10 1214 c.1121T>C

C T rs6432901by1000genomesMG-2210-tumorMG-2210-normal - 2 514 c.174G>A

C T MG-2210-tumorMG-2210-normal - 1 103 c.104G>A

C T MG-2210-tumorMG-2210-normal - 10 1429 c.1430G>A

G A MG-2210-tumorMG-2210-normal - 7 496 c.452C>T

C T MG-2210-tumorMG-2210-normal - 4 988 c.793G>A

A C MG-2210-tumorMG-2210-normal - 23 5362 c.5275T>G

C A rs80196755byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 12 4152 c.4107C>A

T C MG-2210-tumorMG-2210-normal - 3 3129 c.3057A>G

T G rs62075657 MG-2210-tumorMG-2210-normal - 13 1770 c.1677A>C

T C rs147903679byFrequencyMG-2210-tumorMG-2210-normal + 5 956 c.399T>C

A G rs150594 byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 13 1559 c.1356T>C

G A MG-2210-tumorMG-2210-normal + 22 3334 c.2951G>A

G A rs9804992byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 11 3172 c.2529G>A

A G MG-2210-tumorMG-2210-normal - 20 1586 c.1542T>C

A C rs76437836byFrequencyMG-2210-tumorMG-2210-normal - 3 142 c.98T>G

A G MG-2210-tumorMG-2210-normal + 21 3126 c.2743A>G

A G MG-2210-tumorMG-2210-normal + 16 2951 c.2661A>G

G A MG-2210-tumorMG-2210-normal - 15 1183 c.816C>T

T G rs113206140 MG-2210-tumorMG-2210-normal - 7 883 c.790A>C

A G MG-2210-tumorMG-2210-normal - 3 2165 c.2093T>C

A C rs74875648 MG-2210-tumorMG-2210-normal - 5 524 c.431T>G

G C MG-2210-tumorMG-2210-normal - 9 1477 c.1259C>G

A C rs1141701by1000genomesMG-2210-tumorMG-2210-normal - 10 1239 c.1146T>G

A T MG-2210-tumorMG-2210-normal + 16 2192 c.1809A>T

T C rs61730221byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 13 4110 c.4000A>G

A C rs881732 by1000genomesMG-2210-tumorMG-2210-normal + 17 1912 c.1092A>C

C T MG-2210-tumorMG-2210-normal - 13 2121 c.685G>A



C G rs12734528byFrequencyMG-2210-tumorMG-2210-normal - 3 2756 c.2684G>C

A C rs79936417by1000genomesMG-2210-tumorMG-2210-normal - 5 505 c.412T>G

C G rs12770 MG-2210-tumorMG-2210-normal + 20 5800 c.5674C>G

A C MG-2210-tumorMG-2210-normal - 3 6868 c.6796T>G

A G MG-2210-tumorMG-2210-normal - 3 1710 c.1638T>C

T C rs142304809byFrequencyMG-2210-tumorMG-2210-normal - 9 1291 c.1259A>G

A G rs62077260 MG-2210-tumorMG-2210-normal - 13 1686 c.1593T>C

C G MG-2210-tumorMG-2210-normal + 7 410 c.410C>G

C T rs2973571by1000genomesMG-2210-tumorMG-2210-normal + 12 1807 c.1631C>T

A C MG-2210-tumorMG-2210-normal + 20 2775 c.2392A>C

G A rs74907835 MG-2210-tumorMG-2210-normal + 5 926 c.369G>A

T C rs7935 byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 9 1808 c.1524T>C

A C MG-2210-tumorMG-2210-normal + 21 5410 c.4696A>C

G A MG-2210-tumorMG-2210-normal - 20 3485 c.3398C>T

G A MG-2210-tumorMG-2210-normal - 4 1259 c.829C>T

C T MG-2210-tumorMG-2210-normal - 8 1260 c.1042G>A

T G rs1889323by1000genomesMG-2210-tumorMG-2210-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-2210-tumorMG-2210-normal - 24 4324 c.3988T>A

G T MG-2210-tumorMG-2210-normal + 2 205 c.87G>T

A G MG-2210-tumorMG-2210-normal + 1 340 c.340A>G

T G MG-2210-tumorMG-2210-normal - 6 997 c.657A>C

G A MG-2210-tumorMG-2210-normal + 20 6271 c.6145G>A

G T MG-2210-tumorMG-2210-normal + 23 5707 c.4993G>T

A T MG-2210-tumorMG-2210-normal - 23 3769 c.3551T>A

A C MG-2210-tumorMG-2210-normal + 2 662 c.568A>C

T G MG-2210-tumorMG-2210-normal - 6 1075 c.295A>C

G C rs60140950byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 9 986 c.767G>C

T C MG-2210-tumorMG-2210-normal - 6 979 c.639A>G

T A rs17264436byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 21 3503 c.3501A>T

T C rs1002519byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 1 196 c.196T>C

T C rs62075619 MG-2210-tumorMG-2210-normal - 14 1980 c.1887A>G

G A MG-2210-tumorMG-2210-normal + 2 1015 c.481G>A

C T rs62077268 MG-2210-tumorMG-2210-normal - 3 262 c.169G>A

C A MG-2210-tumorMG-2210-normal + 1 706 c.706C>A

G C MG-2210-tumorMG-2210-normal + 4 410 c.317G>C

A G MG-2210-tumorMG-2210-normal - 27 5854 c.5514T>C

G C rs45469098by1000genomesMG-2210-tumorMG-2210-normal - 1 255 c.256C>G

T C rs72676907byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 3 517 c.327T>C

T A MG-2210-tumorMG-2210-normal - 9 1265 c.1233A>T

T G rs1800275byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 48 7302 c.7096A>C

A G MG-2210-tumorMG-2210-normal + 13 1801 c.1582A>G

A C MG-2210-tumorMG-2210-normal + 4 337 c.244A>C

G T rs35546150byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 73 12171 c.11200C>A

G A rs141634417by1000genomesMG-2210-tumorMG-2210-normal - 6 701 c.160C>T

A G MG-2210-tumorMG-2210-normal + 24 3509 c.3126A>G

C T MG-2210-tumorMG-2210-normal - 3 6518 c.6443G>A

T G rs62075658 MG-2210-tumorMG-2210-normal - 13 1761 c.1668A>C



T A MG-2210-tumorMG-2210-normal - 10 1302 c.1143A>T

T C MG-2210-tumorMG-2210-normal - 3 819 c.744A>G

A G MG-2210-tumorMG-2210-normal + 20 7795 c.7669A>G

G A rs79863383byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 4 1403 c.1190C>T

A G MG-2210-tumorMG-2210-normal - 9 1292 c.1260T>C

C T rs2360887 MG-2210-tumorMG-2210-normal - 9 1479 c.1261G>A

T G rs62075620 MG-2210-tumorMG-2210-normal - 14 1855 c.1762A>C

T C MG-2210-tumorMG-2210-normal + 5 1129 c.747T>C

C T MG-2210-tumorMG-2210-normal + 16 3092 c.2802C>T

A G rs3208627 MG-2210-tumorMG-2210-normal - 2 153 c.60T>C

A G MG-2210-tumorMG-2210-normal + 33 4760 c.4377A>G

A C rs62077264 MG-2210-tumorMG-2210-normal - 7 854 c.761T>G

T A MG-2210-tumorMG-2210-normal + 21 3064 c.2681T>A

C T rs2433707 MG-2210-tumorMG-2210-normal + 20 6956 c.6830C>T

G A rs76836956by1000genomesMG-2210-tumorMG-2210-normal - 10 1209 c.1116C>T

T C rs12990449byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 2 1114 c.143A>G

A T MG-2210-tumorMG-2210-normal - 4 887 c.888T>A

C A rs6453022by1000genomesMG-2210-tumorMG-2210-normal + 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 3 290 c.80G>A

A C MG-2210-tumorMG-2210-normal - 7 1174 c.1175T>G

T G MG-2210-tumorMG-2210-normal + 19 1964 c.1866T>G

A T MG-2210-tumorMG-2210-normal + 20 7019 c.6893A>T

C T MG-2210-tumorMG-2210-normal - 8 1143 c.984G>A

A G MG-2210-tumorMG-2210-normal + 23 3481 c.3098A>G

T C rs7716253by1000genomesMG-2210-tumorMG-2210-normal + 8 1121 c.945T>C

A G rs148955830by1000genomesMG-2210-tumorMG-2210-normal + 18 2622 c.2239A>G

T C rs147217459 MG-2210-tumorMG-2210-normal - 15 1088 c.1044A>G

A C rs62075617 MG-2210-tumorMG-2210-normal - 14 2001 c.1908T>G

T C MG-2210-tumorMG-2210-normal - 13 4004 c.3629A>G

C T rs148106725by1000genomesMG-2210-tumorMG-2210-normal + 13 2385 c.1851C>T

G C MG-2210-tumorMG-2210-normal - 5 1009 c.1010C>G

A G rs140049932by1000genomesMG-2210-tumorMG-2210-normal + 11 2167 c.1633A>G

C T MG-2210-tumorMG-2210-normal + 6 783 c.655C>T

T G MG-2210-tumorMG-2210-normal + 6 1901 c.544T>G

G A rs149651686|rs76723236by1000genomesMG-2210-tumorMG-2210-normal - 11 977 c.610C>T

G A MG-2210-tumorMG-2210-normal + 25 3668 c.3627G>A

A G rs9552929byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 10 9441 c.8853T>C

C T rs79201963 MG-2210-tumorMG-2210-normal - 12 1624 c.1531G>A

A G MG-2210-tumorMG-2210-normal + 32 4690 c.4307A>G

A G MG-2210-tumorMG-2210-normal - 6 1067 c.287T>C

T C MG-2210-tumorMG-2210-normal - 6 797 c.780A>G

T C MG-2210-tumorMG-2210-normal - 6 955 c.764A>G

T C rs2229992byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 12 1838 c.1458T>C

G A MG-2210-tumorMG-2210-normal + 11 1630 c.1247G>A

G A rs35821928byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 52 9293 c.8322C>T

A G MG-2210-tumorMG-2210-normal + 23 3434 c.3051A>G



G A rs150943334 MG-2210-tumorMG-2210-normal - 3 2343 c.2271C>T

C G rs2509943byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 3 776 c.279C>G

G A MG-2210-tumorMG-2210-normal + 21 5103 c.5026G>A

G A rs2289247byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 11 1273 c.1063G>A

A G MG-2210-tumorMG-2210-normal + 25 3647 c.3264A>G

A C MG-2210-tumorMG-2210-normal - 20 3312 c.3225T>G

G T rs77695621byFrequencyMG-2210-tumorMG-2210-normal - 4 1324 c.1254C>A

C T MG-2210-tumorMG-2210-normal + 20 2757 c.2374C>T

C T MG-2210-tumorMG-2210-normal - 22 3711 c.3493G>A

G A rs116823792byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 14 8489 c.8379C>T

G A rs55855602by1000genomesMG-2210-tumorMG-2210-normal - 3 1030 c.498C>T

T C rs62077266 MG-2210-tumorMG-2210-normal - 3 311 c.218A>G

A G MG-2210-tumorMG-2210-normal + 5 1134 c.752A>G

T G MG-2210-tumorMG-2210-normal - 6 806 c.789A>C

A G MG-2210-tumorMG-2210-normal - 8 1398 c.618T>C

C A MG-2210-tumorMG-2210-normal - 22 3718

C T MG-2210-tumorMG-2210-normal - 18 1451 c.1084G>A

A G rs79415072 MG-2210-tumorMG-2210-normal - 12 1608 c.1515T>C

C T MG-2210-tumorMG-2210-normal - 4 1008 c.957G>A

A G MG-2210-tumorMG-2210-normal + 15 2273 c.2147A>G

A G rs2737699byFrequency|by1000genomesMG-2210-tumorMG-2210-normal - 10 12892 c.12304T>C

C T MG-2210-tumorMG-2210-normal + 13 1783 c.1400C>T

G A MG-2210-tumorMG-2210-normal + 16 2185 c.1802G>A

T C MG-2210-tumorMG-2210-normal - 22 3673 c.3455A>G

G A MG-2210-tumorMG-2210-normal - 3 1698 c.1626C>T

A C rs80029043 MG-2210-tumorMG-2210-normal - 12 1622 c.1529T>G

C G MG-2210-tumorMG-2210-normal - 16 1243 c.1199G>C

G A MG-2210-tumorMG-2210-normal - 8 1122 c.963C>T

C A MG-2210-tumorMG-2210-normal + 8 952 c.730C>A

G A rs2973566by1000genomesMG-2210-tumorMG-2210-normal + 14 1930 c.1754G>A

T A MG-2210-tumorMG-2210-normal + 36 5133 c.4750T>A

A C MG-2210-tumorMG-2210-normal - 4 902 c.903T>G

C T MG-2210-tumorMG-2210-normal + 7 2077 c.720C>T

A C MG-2210-tumorMG-2210-normal + 14 2107 c.1981A>C

A G MG-2210-tumorMG-2210-normal + 16 2696 c.2162A>G

C T MG-2210-tumorMG-2210-normal - 17 3155 c.2664G>A

C G rs11552052byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 16 2316 c.2226C>G

T G rs77320707 MG-2210-tumorMG-2210-normal - 5 520 c.427A>C

C T rs7300444byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 19 5383 c.4740C>T

T A rs17337023byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 16 2064 c.1887T>A

A G MG-2210-tumorMG-2210-normal - 3 471 c.312T>C

G C MG-2210-tumorMG-2210-normal + 8 1696 c.1162G>C

G A rs143665568by1000genomesMG-2210-tumorMG-2210-normal + 13 2373 c.1839G>A

C T rs2273779byFrequency|by1000genomesMG-2210-tumorMG-2210-normal + 6 583 c.538C>T

C G MG-2210-tumorMG-2210-normal - 13 930 c.886G>C

G A MG-2210-tumorMG-2210-normal + 16 2727 c.2193G>A

G A MG-2210-tumorMG-2210-normal + 20 2750 c.2367G>A



T C rs78472618byFrequencyMG-2210-tumorMG-2210-normal - 3 159 c.115A>G

T G MG-2210-tumorMG-2210-normal + 19 1960 c.1862T>G

C G MG-2210-tumorMG-2210-normal + 20 6241 c.6115C>G

C T MG-2210-tumorMG-2210-normal + 8 2257 c.900C>T

C T MG-222-tumorMG-222-normal + 1 894 c.894C>T

T C rs831043 byFrequency|by1000genomesMG-222-tumorMG-222-normal - 21 3354 c.3069A>G

C T rs61753703byFrequency|by1000genomesMG-222-tumorMG-222-normal + 34 4457 c.4180C>T

A G rs3737940byFrequency|by1000genomesMG-222-tumorMG-222-normal + 7 3183 c.3138A>G

A G MG-222-tumorMG-222-normal + 5 1140 c.1046A>G

C T rs1386356byFrequency|by1000genomesMG-222-tumorMG-222-normal - 85 14018 c.13047G>A

G T rs71238527by1000genomesMG-222-tumorMG-222-normal + 3 639 c.494G>T

C T rs77376932byFrequencyMG-222-tumorMG-222-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-222-tumorMG-222-normal - 3 4602 c.4530C>T

A G rs1799944byFrequency|by1000genomesMG-222-tumorMG-222-normal + 11 3198 c.2971A>G

G A rs34830600byFrequency|by1000genomesMG-222-tumorMG-222-normal - 8 2874 c.2805C>T

G C rs146249377byFrequencyMG-222-tumorMG-222-normal + 1 3447 c.487G>C

G T rs12568784byFrequency|by1000genomesMG-222-tumorMG-222-normal - 3 7202 c.7130C>A

G T rs2075249byFrequency|by1000genomesMG-222-tumorMG-222-normal - 21 3339 c.3054C>A

C T rs71299249|rs77022425byFrequencyMG-222-tumorMG-222-normal + 1 3677 c.717C>T

A T MG-222-tumorMG-222-normal + 5 625 c.403A>T

C T rs45442396byFrequency|by1000genomesMG-222-tumorMG-222-normal - 1 1497 c.1110G>A

T C rs2241190byFrequency|by1000genomesMG-222-tumorMG-222-normal - 17 2745 c.2460A>G

G C MG-222-tumorMG-222-normal - 6 2227 c.2158C>G

C T rs62478357byFrequencyMG-222-tumorMG-222-normal - 8 1268 c.1050G>A

C T MG-222-tumorMG-222-normal - 3 1048 c.516G>A

C T rs2292559byFrequency|by1000genomesMG-222-tumorMG-222-normal - 24 2661 c.2391G>A

C G rs11016076byFrequency|by1000genomesMG-222-tumorMG-222-normal - 8 1866 c.1491G>C

T C rs7716253by1000genomesMG-222-tumorMG-222-normal + 8 1121 c.945T>C

G A MG-222-tumorMG-222-normal - 2 1995 c.1139C>T

C G MG-222-tumorMG-222-normal + 21 5081 c.5004C>G

G C rs2240 byFrequency|by1000genomesMG-222-tumorMG-222-normal - 13 2935 c.2560C>G

G A rs7624750byFrequency|by1000genomesMG-222-tumorMG-222-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-222-tumorMG-222-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-222-tumorMG-222-normal - 18 3000 c.2874G>T

T C rs142304809byFrequencyMG-222-tumorMG-222-normal - 9 1291 c.1259A>G

T C rs8089144by1000genomesMG-222-tumorMG-222-normal - 7 1142 c.1143A>G

T C rs3733406by1000genomesMG-222-tumorMG-222-normal - 10 8361 c.8152A>G

A G rs9653483by1000genomesMG-222-tumorMG-222-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-222-tumorMG-222-normal + 23 2508 c.2274T>C

C T rs1050475byFrequency|by1000genomesMG-222-tumorMG-222-normal + 7 1534 c.975C>T

T C rs28489116by1000genomesMG-222-tumorMG-222-normal - 10 5194 c.4985A>G

G A rs13007735byFrequency|by1000genomesMG-222-tumorMG-222-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-222-tumorMG-222-normal + 14 2120 c.1921A>G

C T rs10258429byFrequency|by1000genomesMG-222-tumorMG-222-normal + 16 2213 c.1968C>T

G A rs3818831byFrequency|by1000genomesMG-222-tumorMG-222-normal - 2 193 c.121C>T

G T rs1541529by1000genomesMG-222-tumorMG-222-normal - 7 1397 c.1290C>A

C T rs1035938by1000genomesMG-222-tumorMG-222-normal + 6 1538 c.1344C>T



C T rs45554841by1000genomesMG-222-tumorMG-222-normal - 1 214 c.215G>A

A G rs1801439byFrequency|by1000genomesMG-222-tumorMG-222-normal + 10 1592 c.1365A>G

G A rs145365776byFrequencyMG-222-tumorMG-222-normal - 30 5357 c.5072C>T

A G MG-222-tumorMG-222-normal + 1 163 c.163A>G

G C rs2227910byFrequency|by1000genomesMG-222-tumorMG-222-normal + 2 1911 c.804G>C

C T rs111505885 MG-222-tumorMG-222-normal + 1 340 c.324C>T

A G rs13346368by1000genomesMG-222-tumorMG-222-normal + 10 3324 c.3130A>G

T C rs2229263byFrequency|by1000genomesMG-222-tumorMG-222-normal - 3 533 c.248A>G

A G rs145259410byFrequencyMG-222-tumorMG-222-normal - 10 1342 c.1144T>C

C T MG-222-tumorMG-222-normal + 11 3223 c.2834C>T

T C rs12990449byFrequency|by1000genomesMG-222-tumorMG-222-normal - 2 1114 c.143A>G

C A rs149077281byFrequencyMG-222-tumorMG-222-normal - 66 10687 c.10443G>T

C A rs114687140byFrequency|by1000genomesMG-222-tumorMG-222-normal - 13 9413 c.9038G>T

T C rs831042 byFrequency|by1000genomesMG-222-tumorMG-222-normal - 24 3945 c.3660A>G

C G rs138119145byFrequencyMG-222-tumorMG-222-normal - 25 4173 c.3955G>C

T C rs9646771by1000genomesMG-222-tumorMG-222-normal - 4 787 c.447A>G

T C MG-222-tumorMG-222-normal + 1 1432 c.1432T>C

T C rs3026101by1000genomesMG-222-tumorMG-222-normal + 14 2279 c.2055T>C

A G rs2227985byFrequency|by1000genomesMG-222-tumorMG-222-normal + 9 1878 c.1497A>G

G A rs71299249|rs76723438byFrequency|by1000genomesMG-222-tumorMG-222-normal + 1 3698 c.738G>A

G A rs3810490by1000genomesMG-222-tumorMG-222-normal - 6 2067 c.1998C>T

C T rs9489143byFrequency|by1000genomesMG-222-tumorMG-222-normal - 13 2184 c.1986G>A

C T rs76844681 MG-222-tumorMG-222-normal - 16 2899 c.2681G>A

G A rs3827025by1000genomesMG-222-tumorMG-222-normal - 6 2094 c.2025C>T

A T rs3739451by1000genomesMG-222-tumorMG-222-normal - 39 9817 c.9481T>A

G A MG-222-tumorMG-222-normal - 4 453 c.138C>T

G A rs10082432byFrequency|by1000genomesMG-222-tumorMG-222-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-222-tumorMG-222-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-222-tumorMG-222-normal + 7 1855 c.1810A>G

G A MG-222-tumorMG-222-normal + 3 1143 c.596G>A

G C rs6771157byFrequency|by1000genomesMG-222-tumorMG-222-normal - 19 3392 c.3393C>G

C T rs6432901by1000genomesMG-222-tumorMG-222-normal - 2 514 c.174G>A

C T rs12155677byFrequency|by1000genomesMG-222-tumorMG-222-normal - 32 5524 c.5280G>A

A G rs138997916byFrequency|by1000genomesMG-222-tumorMG-222-normal - 3 2832 c.2760T>C

C T rs3796032byFrequency|by1000genomesMG-222-tumorMG-222-normal - 17 2381 c.1929G>A

T C rs2385167byFrequency|by1000genomesMG-222-tumorMG-222-normal + 14 2088 c.1998T>C

A G rs6679449by1000genomesMG-222-tumorMG-222-normal - 3 1923 c.1851T>C

T G rs79879036byFrequency|by1000genomesMG-222-tumorMG-222-normal - 79 13132 c.12161A>C

A G rs61753736byFrequency|by1000genomesMG-222-tumorMG-222-normal - 66 10707 c.10463T>C

G A rs6601 byFrequency|by1000genomesMG-222-tumorMG-222-normal + 25 3881 c.3672G>A

C T rs34996572byFrequency|by1000genomesMG-222-tumorMG-222-normal - 8 6006 c.5937G>A

G A rs80198225 MG-222-tumorMG-222-normal + 8 527 c.527G>A

T C rs13155212|rs34364709byFrequency|by1000genomesMG-222-tumorMG-222-normal + 7 1597 c.1215T>C

C T rs11558834byFrequency|by1000genomesMG-222-tumorMG-222-normal + 11 3321 c.2940C>T

G A rs34949187by1000genomesMG-222-tumorMG-222-normal + 6 1198 c.824G>A

C T rs11931107by1000genomesMG-222-tumorMG-222-normal - 10 6953 c.6744G>A

T C rs10817025by1000genomesMG-222-tumorMG-222-normal - 15 3032 c.2696A>G



A G rs11915822byFrequency|by1000genomesMG-222-tumorMG-222-normal - 13 6588 c.6478T>C

C T rs12777740byFrequency|by1000genomesMG-222-tumorMG-222-normal - 13 8321 c.7946G>A

T C rs2229992byFrequency|by1000genomesMG-222-tumorMG-222-normal + 12 1838 c.1458T>C

A G rs74362890by1000genomesMG-222-tumorMG-222-normal + 10 701 c.701A>G

C T rs11591817byFrequency|by1000genomesMG-222-tumorMG-222-normal - 13 6002 c.5627G>A

A G rs3822625by1000genomesMG-222-tumorMG-222-normal + 14 3084 c.3084A>G

A G rs826549 by1000genomesMG-222-tumorMG-222-normal + 18 2676 c.2550A>G

G A rs17656599byFrequency|by1000genomesMG-222-tumorMG-222-normal - 12 2007 c.1823C>T

T C rs1801499byFrequency|by1000genomesMG-222-tumorMG-222-normal + 11 2456 c.2229T>C

G A rs16898013byFrequency|by1000genomesMG-222-tumorMG-222-normal + 13 1938 c.1848G>A

C T MG-222-tumorMG-222-normal - 8 1260 c.1042G>A

T G rs9807633by1000genomesMG-222-tumorMG-222-normal - 1 88 c.89A>C

T G rs1889323by1000genomesMG-222-tumorMG-222-normal - 25 4582 c.4246A>C

A G rs4143768byFrequency|by1000genomesMG-222-tumorMG-222-normal - 10 6783 c.6195T>C

C T rs2292556byFrequency|by1000genomesMG-222-tumorMG-222-normal - 19 1959 c.1689G>A

A T rs10817021by1000genomesMG-222-tumorMG-222-normal - 24 4324 c.3988T>A

T C rs9807555by1000genomesMG-222-tumorMG-222-normal - 1 196 c.197A>G

T C rs1050476byFrequency|by1000genomesMG-222-tumorMG-222-normal + 7 2254 c.1695T>C

G A MG-222-tumorMG-222-normal + 1 130 c.78G>A

G A rs3793379byFrequency|by1000genomesMG-222-tumorMG-222-normal + 32 4159 c.3882G>A

A C rs10104558byFrequency|by1000genomesMG-222-tumorMG-222-normal + 3 1104 c.950A>C

G A rs6089925byFrequency|by1000genomesMG-222-tumorMG-222-normal - 4 729 c.660C>T

T C rs7714670by1000genomesMG-222-tumorMG-222-normal + 6 849 c.673T>C

A T rs7095325byFrequency|by1000genomesMG-222-tumorMG-222-normal - 7 1087 c.712T>A

T A rs79661992byFrequency|by1000genomesMG-222-tumorMG-222-normal - 13 8111 c.7736A>T

C T rs10082533byFrequency|by1000genomesMG-222-tumorMG-222-normal - 13 8753 c.8378G>A

C T rs11873462by1000genomesMG-222-tumorMG-222-normal - 1 47 c.48G>A

A T MG-222-tumorMG-222-normal + 19 2867 c.2777A>T

G A rs45463297by1000genomesMG-222-tumorMG-222-normal - 8 4311 c.4242C>T

T C rs5927083byFrequency|by1000genomesMG-222-tumorMG-222-normal - 14 1841 c.1635A>G

C T rs3745762by1000genomesMG-222-tumorMG-222-normal + 6 2241 c.2047C>T

G A rs35296183byFrequency|by1000genomesMG-222-tumorMG-222-normal - 55 9794 c.8823C>T

T G rs1800275byFrequency|by1000genomesMG-222-tumorMG-222-normal - 48 7302 c.7096A>C

T C rs140856347by1000genomesMG-222-tumorMG-222-normal - 20 3525 c.3438A>G

C A rs3739298byFrequency|by1000genomesMG-222-tumorMG-222-normal - 9 2230 c.1821G>T

G A rs144383071byFrequencyMG-222-tumorMG-222-normal - 3 3345 c.3270C>T

T C rs2292561byFrequency|by1000genomesMG-222-tumorMG-222-normal - 15 1569 c.1299A>G

C G rs140340626byFrequencyMG-222-tumorMG-222-normal - 13 1719 c.1513G>C

G A rs145430946byFrequencyMG-222-tumorMG-222-normal - 15 2537 c.2442C>T

C T rs4750936byFrequency|by1000genomesMG-222-tumorMG-222-normal - 13 4011 c.3636G>A

G A rs17591320byFrequency|by1000genomesMG-222-tumorMG-222-normal - 3 657 c.466C>T

C G rs2229070byFrequency|by1000genomesMG-222-tumorMG-222-normal + 11 2733 c.2352C>G

T C MG-222-tumorMG-222-normal - 23 5381 c.5300A>G

C G rs11971880byFrequency|by1000genomesMG-222-tumorMG-222-normal + 3 1192 c.634C>G

G A rs12366766 MG-222-tumorMG-222-normal + 48 8392 c.8283G>A

T C rs766894 by1000genomesMG-222-tumorMG-222-normal + 25 2461 c.2295T>C

A G rs17078605byFrequency|by1000genomesMG-222-tumorMG-222-normal - 10 10694 c.10106T>C



A G MG-222-tumorMG-222-normal - 22 5289 c.5202T>C

A C rs76437836byFrequencyMG-222-tumorMG-222-normal - 3 142 c.98T>G

T C rs41266134byFrequency|by1000genomesMG-222-tumorMG-222-normal - 3 1625 c.1550A>G

G A rs12729662byFrequency|by1000genomesMG-222-tumorMG-222-normal - 3 8430 c.8355C>T

G A MG-222-tumorMG-222-normal - 3 1505 c.973C>T

G C MG-222-tumorMG-222-normal - 5 1009 c.1010C>G

T C rs2075252byFrequency|by1000genomesMG-222-tumorMG-222-normal - 66 12565 c.12280A>G

C T rs3812458byFrequency|by1000genomesMG-222-tumorMG-222-normal + 22 2662 c.2385C>T

A C rs766173 byFrequency|by1000genomesMG-222-tumorMG-222-normal + 10 1092 c.865A>C

A C rs111540787byFrequencyMG-222-tumorMG-222-normal - 10 8927 c.8339T>G

T C rs17019360by1000genomesMG-222-tumorMG-222-normal + 17 2524 c.1800T>C

C T MG-222-tumorMG-222-normal - 20 3211 c.3124G>A

A G rs11778209byFrequency|by1000genomesMG-222-tumorMG-222-normal - 39 6448 c.6204T>C

A G rs28647489by1000genomesMG-222-tumorMG-222-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-222-tumorMG-222-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-222-tumorMG-222-normal - 3 660 c.661T>C

G A rs140423726byFrequency|by1000genomesMG-222-tumorMG-222-normal - 17 1803 c.1533C>T

T C rs13796 byFrequency|by1000genomesMG-222-tumorMG-222-normal + 2 372 c.159T>C

G A rs55662109byFrequencyMG-222-tumorMG-222-normal + 4 649 c.393G>A

G A rs143684430byFrequencyMG-222-tumorMG-222-normal - 3 6591 c.6516C>T

C A rs35674179byFrequency|by1000genomesMG-222-tumorMG-222-normal - 13 5263 c.5153G>T

C T rs1130233byFrequency|by1000genomesMG-222-tumorMG-222-normal - 8 2206 c.726G>A

A G rs9552929byFrequency|by1000genomesMG-222-tumorMG-222-normal - 10 9441 c.8853T>C

C T rs3796031byFrequency|by1000genomesMG-222-tumorMG-222-normal - 17 2399 c.1947G>A

G C rs45469098by1000genomesMG-222-tumorMG-222-normal - 1 255 c.256C>G

G A MG-222-tumorMG-222-normal - 1 288 c.237C>T

G A rs142702316byFrequencyMG-222-tumorMG-222-normal + 1 160 c.108G>A

G A rs10964525byFrequency|by1000genomesMG-222-tumorMG-222-normal + 4 926 c.717G>A

C T rs3814883byFrequency|by1000genomesMG-222-tumorMG-222-normal + 13 2402 c.1359C>T

G A rs6089924byFrequency|by1000genomesMG-222-tumorMG-222-normal - 4 920 c.851C>T

C T rs872665 by1000genomesMG-222-tumorMG-222-normal - 7 1855 c.1519G>A

T C rs10082391byFrequency|by1000genomesMG-222-tumorMG-222-normal - 13 8654 c.8279A>G

T C rs11016071byFrequency|by1000genomesMG-222-tumorMG-222-normal - 13 9086 c.8711A>G

T C MG-222-tumorMG-222-normal + 8 1517 c.1141T>C

G C rs2240089byFrequency|by1000genomesMG-222-tumorMG-222-normal - 12 3187 c.3003C>G

G A rs10964471byFrequency|by1000genomesMG-222-tumorMG-222-normal + 2 386 c.177G>A

G A rs61749244byFrequency|by1000genomesMG-222-tumorMG-222-normal - 10 1987 c.1902C>T

A G rs13223756byFrequency|by1000genomesMG-222-tumorMG-222-normal + 7 2144 c.1944A>G

C T rs2282303byFrequency|by1000genomesMG-222-tumorMG-222-normal - 3 899 c.827G>A

G A MG-222-tumorMG-222-normal - 7 889 c.796C>T

C T MG-222-tumorMG-222-normal + 3 423 c.43C>T

C T rs2229265byFrequency|by1000genomesMG-222-tumorMG-222-normal - 54 10788 c.10503G>A

G A rs9789047by1000genomesMG-222-tumorMG-222-normal + 10 998 c.998G>A

G T rs147825872 MG-222-tumorMG-222-normal + 20 4359 c.4282G>T

T C MG-222-tumorMG-222-normal + 8 505 c.505T>C

C T rs7300444byFrequency|by1000genomesMG-222-tumorMG-222-normal + 19 5383 c.4740C>T

C T rs4802382by1000genomesMG-222-tumorMG-222-normal + 6 554 c.360C>T



A G rs2737699byFrequency|by1000genomesMG-222-tumorMG-222-normal - 10 12892 c.12304T>C

G A rs13054014byFrequency|by1000genomesMG-222-tumorMG-222-normal + 2 569 c.210G>A

G A rs151060280byFrequencyMG-222-tumorMG-222-normal + 20 3990 c.3774G>A

A C rs881732 by1000genomesMG-222-tumorMG-222-normal + 17 1912 c.1092A>C

A G MG-222-tumorMG-222-normal + 1 837 c.837A>G

T A MG-222-tumorMG-222-normal - 3 4789 c.4717A>T

C A rs6453022by1000genomesMG-222-tumorMG-222-normal + 7 1027 c.851C>A

T G rs1050767byFrequency|by1000genomesMG-222-tumorMG-222-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-222-tumorMG-222-normal + 6 583 c.538C>T

G A rs116011482by1000genomesMG-222-tumorMG-222-normal - 8 4578 c.4509C>T

G T rs13231116byFrequency|by1000genomesMG-222-tumorMG-222-normal - 37 7452 c.7234C>A

A G rs75639578 MG-222-tumorMG-222-normal - 3 6552 c.6477T>C

T C rs140192268byFrequency|by1000genomesMG-223-tumorMG-223-normal + 6 1398 c.1114T>C

C A rs34400049byFrequency|by1000genomesMG-223-tumorMG-223-normal + 14 2474 c.2092C>A

T C MG-223-tumorMG-223-normal - 3 305 c.270A>G

C T rs34355135byFrequency|by1000genomesMG-223-tumorMG-223-normal - 57 11377 c.11092G>A

A G rs3737940byFrequency|by1000genomesMG-223-tumorMG-223-normal + 7 3183 c.3138A>G

A G rs16883953byFrequency|by1000genomesMG-223-tumorMG-223-normal - 14 2365 c.2121T>C

C T rs1386356byFrequency|by1000genomesMG-223-tumorMG-223-normal - 85 14018 c.13047G>A

A G rs141386115byFrequencyMG-223-tumorMG-223-normal + 14 3290 c.3177A>G

G A rs142702316byFrequencyMG-223-tumorMG-223-normal + 1 160 c.108G>A

A G MG-223-tumorMG-223-normal - 15 1346 c.1346T>C

G A rs3733415by1000genomesMG-223-tumorMG-223-normal - 2 601 c.392C>T

G T rs71238527by1000genomesMG-223-tumorMG-223-normal + 3 639 c.494G>T

C T rs77376932byFrequencyMG-223-tumorMG-223-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-223-tumorMG-223-normal - 3 4602 c.4530C>T

C A rs2973558by1000genomesMG-223-tumorMG-223-normal + 20 2514 c.2338C>A

G A rs2880956 MG-223-tumorMG-223-normal + 15 1268 c.1268G>A

T C rs2229992byFrequency|by1000genomesMG-223-tumorMG-223-normal + 12 1838 c.1458T>C

C T rs17290559byFrequency|by1000genomesMG-223-tumorMG-223-normal + 21 2685 c.2508C>T

G T rs12568784byFrequency|by1000genomesMG-223-tumorMG-223-normal - 3 7202 c.7130C>A

G A rs33954691byFrequency|by1000genomesMG-223-tumorMG-223-normal - 14 3096 c.3039C>T

G C rs79548905byFrequency|by1000genomesMG-223-tumorMG-223-normal + 8 1052 c.663G>C

C T rs2931423by1000genomesMG-223-tumorMG-223-normal + 19 2459 c.2283C>T

T C rs141049734byFrequencyMG-223-tumorMG-223-normal - 18 3186 c.2968A>G

C A rs138908625byFrequency|by1000genomesMG-223-tumorMG-223-normal - 8 1357 c.1139G>T

C T rs77791636by1000genomesMG-223-tumorMG-223-normal + 6 1132 c.1080C>T

A G rs6694078byFrequency|by1000genomesMG-223-tumorMG-223-normal + 11 2688 c.2575A>G

G A rs2248407byFrequency|by1000genomesMG-223-tumorMG-223-normal - 4 1003 c.918C>T

G A rs2271189byFrequency|by1000genomesMG-223-tumorMG-223-normal + 27 3788 c.3348G>A

C T rs138948513by1000genomesMG-223-tumorMG-223-normal - 10 8744 c.8535G>A

T C rs7716253by1000genomesMG-223-tumorMG-223-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-223-tumorMG-223-normal - 13 5919 c.5544G>A

G A rs60571683byFrequency|by1000genomesMG-223-tumorMG-223-normal + 16 2196 c.1977G>A

T C rs141384852byFrequencyMG-223-tumorMG-223-normal - 3 6332 c.6260A>G

T C rs12990449byFrequency|by1000genomesMG-223-tumorMG-223-normal - 2 1114 c.143A>G

C T MG-223-tumorMG-223-normal - 3 5767 c.5692G>A



A G rs1206038byFrequency|by1000genomesMG-223-tumorMG-223-normal + 29 5706 c.5071A>G

C A rs6738031by1000genomesMG-223-tumorMG-223-normal - 18 3000 c.2874G>T

C T rs2229265byFrequency|by1000genomesMG-223-tumorMG-223-normal - 54 10788 c.10503G>A

A C rs1208606byFrequency|by1000genomesMG-223-tumorMG-223-normal - 6 1571 c.1359T>G

T C rs142304809byFrequencyMG-223-tumorMG-223-normal - 9 1291 c.1259A>G

T C rs8089144by1000genomesMG-223-tumorMG-223-normal - 7 1142 c.1143A>G

A G rs9653483by1000genomesMG-223-tumorMG-223-normal - 21 5040 c.4953T>C

A G rs10853307by1000genomesMG-223-tumorMG-223-normal - 3 1368 c.836T>C

A G rs6679449by1000genomesMG-223-tumorMG-223-normal - 3 1923 c.1851T>C

G A rs12104022by1000genomesMG-223-tumorMG-223-normal - 3 784 c.252C>T

T G rs10817033by1000genomesMG-223-tumorMG-223-normal - 8 2079 c.1743A>C

A G rs2227973byFrequency|by1000genomesMG-223-tumorMG-223-normal + 2 2571 c.2459A>G

G A rs16847812byFrequency|by1000genomesMG-223-tumorMG-223-normal + 4 978 c.865G>A

G T rs146238849byFrequency|by1000genomesMG-223-tumorMG-223-normal - 8 1391 c.1173C>A

T C rs9851685byFrequency|by1000genomesMG-223-tumorMG-223-normal + 23 2508 c.2274T>C

G A rs2229266byFrequency|by1000genomesMG-223-tumorMG-223-normal - 6 924 c.639C>T

T C rs28489116by1000genomesMG-223-tumorMG-223-normal - 10 5194 c.4985A>G

T C rs144996297by1000genomesMG-223-tumorMG-223-normal - 43 10483 c.10147A>G

G A rs3818831byFrequency|by1000genomesMG-223-tumorMG-223-normal - 2 193 c.121C>T

G A rs11549105byFrequency|by1000genomesMG-223-tumorMG-223-normal - 6 1228 c.1224C>T

G A rs1718878byFrequency|by1000genomesMG-223-tumorMG-223-normal + 13 2003 c.1590G>A

T C rs111515190byFrequency|by1000genomesMG-223-tumorMG-223-normal - 13 7314 c.6939A>G

G C MG-223-tumorMG-223-normal - 3 547 c.344C>G

A G MG-223-tumorMG-223-normal - 3 1337 c.805T>C

C G rs2282302byFrequency|by1000genomesMG-223-tumorMG-223-normal - 3 965 c.893G>C

G A rs1713982byFrequency|by1000genomesMG-223-tumorMG-223-normal + 15 2261 c.1848G>A

C T rs79255367 MG-223-tumorMG-223-normal - 1 145 c.76G>A

G C rs142017909byFrequencyMG-223-tumorMG-223-normal - 12 1953 c.1743C>G

C T MG-223-tumorMG-223-normal - 12 2035 c.1825G>A

C T rs116355400byFrequency|by1000genomesMG-223-tumorMG-223-normal + 11 2618 c.2505C>T

T C rs9646771by1000genomesMG-223-tumorMG-223-normal - 4 787 c.447A>G

T G rs552183 byFrequency|by1000genomesMG-223-tumorMG-223-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-223-tumorMG-223-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-223-tumorMG-223-normal + 14 2279 c.2055T>C

C T rs55993306by1000genomesMG-223-tumorMG-223-normal - 20 3946 c.3859G>A

T A rs3740423byFrequency|by1000genomesMG-223-tumorMG-223-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-223-tumorMG-223-normal - 3 533 c.248A>G

C T rs76844681 MG-223-tumorMG-223-normal - 16 2899 c.2681G>A

G T rs35546150byFrequency|by1000genomesMG-223-tumorMG-223-normal - 73 12171 c.11200C>A

C T rs1779132byFrequency|by1000genomesMG-223-tumorMG-223-normal - 6 2113 c.1563G>A

C T rs28997582byFrequency|by1000genomesMG-223-tumorMG-223-normal + 29 4337 c.4053C>T

C G rs143879890by1000genomesMG-223-tumorMG-223-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-223-tumorMG-223-normal + 7 1855 c.1810A>G

G A rs6601 byFrequency|by1000genomesMG-223-tumorMG-223-normal + 25 3881 c.3672G>A

T C rs7714670by1000genomesMG-223-tumorMG-223-normal + 6 849 c.673T>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-223-tumorMG-223-normal + 7 1597 c.1215T>C

T C rs61995685byFrequency|by1000genomesMG-223-tumorMG-223-normal + 22 4499 c.3864T>C



A G rs138997916byFrequency|by1000genomesMG-223-tumorMG-223-normal - 3 2832 c.2760T>C

G A rs7624750byFrequency|by1000genomesMG-223-tumorMG-223-normal + 4 707 c.473G>A

G A rs1800273byFrequency|by1000genomesMG-223-tumorMG-223-normal - 45 6669 c.6463C>T

A G rs3211362byFrequency|by1000genomesMG-223-tumorMG-223-normal - 9 1020 c.846T>C

A G rs1211708byFrequency|by1000genomesMG-223-tumorMG-223-normal - 6 1888 c.1338T>C

C T rs45554841by1000genomesMG-223-tumorMG-223-normal - 1 214 c.215G>A

A G rs150594 byFrequency|by1000genomesMG-223-tumorMG-223-normal - 13 1559 c.1356T>C

A C rs76504934by1000genomesMG-223-tumorMG-223-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-223-tumorMG-223-normal + 24 3194 c.3018C>T

T G rs9807633by1000genomesMG-223-tumorMG-223-normal - 1 88 c.89A>C

C T rs2271806byFrequency|by1000genomesMG-223-tumorMG-223-normal + 18 2822 c.2409C>T

G A rs80198225 MG-223-tumorMG-223-normal + 8 527 c.527G>A

G A rs35821928byFrequency|by1000genomesMG-223-tumorMG-223-normal - 52 9293 c.8322C>T

T C rs2450122byFrequency|by1000genomesMG-223-tumorMG-223-normal - 10 2089 c.2004A>G

G A rs34949187by1000genomesMG-223-tumorMG-223-normal + 6 1198 c.824G>A

A G rs17443123by1000genomesMG-223-tumorMG-223-normal + 5 915 c.750A>G

C T rs7300444byFrequency|by1000genomesMG-223-tumorMG-223-normal + 19 5383 c.4740C>T

C T rs55913776 MG-223-tumorMG-223-normal - 3 1207 c.675G>A

G A rs11549106byFrequency|by1000genomesMG-223-tumorMG-223-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-223-tumorMG-223-normal - 15 3032 c.2696A>G

G A rs2275527byFrequency|by1000genomesMG-223-tumorMG-223-normal - 39 5629 c.5553C>T

C T MG-223-tumorMG-223-normal - 18 3144 c.2926G>A

A G rs3822625by1000genomesMG-223-tumorMG-223-normal + 14 3084 c.3084A>G

A G rs826549 by1000genomesMG-223-tumorMG-223-normal + 18 2676 c.2550A>G

C T rs2269654byFrequency|by1000genomesMG-223-tumorMG-223-normal + 11 2687 c.2574C>T

T A rs56279059by1000genomesMG-223-tumorMG-223-normal - 3 1034 c.502A>T

G A rs116660656byFrequency|by1000genomesMG-223-tumorMG-223-normal + 8 1956 c.1868G>A

T G rs1889323by1000genomesMG-223-tumorMG-223-normal - 25 4582 c.4246A>C

T C MG-223-tumorMG-223-normal + 1 83 c.83T>C

G A MG-223-tumorMG-223-normal - 13 4668 c.4293C>T

A T rs10817021by1000genomesMG-223-tumorMG-223-normal - 24 4324 c.3988T>A

T C rs9807555by1000genomesMG-223-tumorMG-223-normal - 1 196 c.197A>G

G A rs4962081byFrequency|by1000genomesMG-223-tumorMG-223-normal - 22 3050 c.2829C>T

C T rs3796032byFrequency|by1000genomesMG-223-tumorMG-223-normal - 17 2381 c.1929G>A

T C rs7935 byFrequency|by1000genomesMG-223-tumorMG-223-normal + 9 1808 c.1524T>C

A G rs4444457byFrequency|by1000genomesMG-223-tumorMG-223-normal - 54 9497 c.8526T>C

C T rs11121691byFrequency|by1000genomesMG-223-tumorMG-223-normal - 49 6985 c.6909G>A

C T rs11873462by1000genomesMG-223-tumorMG-223-normal - 1 47 c.48G>A

G C MG-223-tumorMG-223-normal + 17 1659 c.1561G>C

A G rs13223756byFrequency|by1000genomesMG-223-tumorMG-223-normal + 7 2144 c.1944A>G

G A rs12729662byFrequency|by1000genomesMG-223-tumorMG-223-normal - 3 8430 c.8355C>T

T C rs2075252byFrequency|by1000genomesMG-223-tumorMG-223-normal - 66 12565 c.12280A>G

A G MG-223-tumorMG-223-normal + 1 474 c.474A>G

C T rs149155949byFrequency|by1000genomesMG-223-tumorMG-223-normal + 19 3884 c.3249C>T

G A rs77288131byFrequency|by1000genomesMG-223-tumorMG-223-normal + 12 2707 c.2488G>A

C T rs143556651byFrequency|by1000genomesMG-223-tumorMG-223-normal + 5 460 c.351C>T

C G rs149605490by1000genomesMG-223-tumorMG-223-normal + 3 1000 c.781C>G



A G rs28647489by1000genomesMG-223-tumorMG-223-normal - 15 10210 c.10001T>C

G A rs35296183byFrequency|by1000genomesMG-223-tumorMG-223-normal - 55 9794 c.8823C>T

C T rs1208731byFrequency|by1000genomesMG-223-tumorMG-223-normal - 6 2191 c.1641G>A

T C MG-223-tumorMG-223-normal + 1 1085 c.1085T>C

C A rs3739298byFrequency|by1000genomesMG-223-tumorMG-223-normal - 9 2230 c.1821G>T

G A MG-223-tumorMG-223-normal - 3 5775 c.5700C>T

A C rs62534884by1000genomesMG-223-tumorMG-223-normal + 4 892 c.683A>C

G A rs144383071byFrequencyMG-223-tumorMG-223-normal - 3 3345 c.3270C>T

A T rs2074930byFrequency|by1000genomesMG-223-tumorMG-223-normal + 9 1056 c.1016A>T

G A rs149181731byFrequencyMG-223-tumorMG-223-normal + 1 431 c.379G>A

C T MG-223-tumorMG-223-normal + 3 423 c.43C>T

C T MG-223-tumorMG-223-normal - 10 1429 c.1430G>A

C T rs34922891by1000genomesMG-223-tumorMG-223-normal + 13 2223 c.2223C>T

A G MG-223-tumorMG-223-normal - 19 3733 c.3523T>C

A G rs2929158by1000genomesMG-223-tumorMG-223-normal - 19 4373 c.4163T>C

C T rs6432901by1000genomesMG-223-tumorMG-223-normal - 2 514 c.174G>A

A C rs76437836byFrequencyMG-223-tumorMG-223-normal - 3 142 c.98T>G

G A rs2127898byFrequency|by1000genomesMG-223-tumorMG-223-normal - 6 1130 c.920C>T

T C rs28621009byFrequency|by1000genomesMG-223-tumorMG-223-normal + 13 2864 c.2229T>C

T C rs41266134byFrequency|by1000genomesMG-223-tumorMG-223-normal - 3 1625 c.1550A>G

C T rs2229882by1000genomesMG-223-tumorMG-223-normal + 9 1566 c.1566C>T

C T rs2243380byFrequency|by1000genomesMG-223-tumorMG-223-normal - 6 698 c.500G>A

A G rs7505568by1000genomesMG-223-tumorMG-223-normal - 3 660 c.661T>C

G A rs143684430byFrequencyMG-223-tumorMG-223-normal - 3 6591 c.6516C>T

A G rs1385600byFrequency|by1000genomesMG-223-tumorMG-223-normal - 5 1375 c.1290T>C

T C rs13286541by1000genomesMG-223-tumorMG-223-normal - 9 2245 c.1909A>G

C T rs3796031byFrequency|by1000genomesMG-223-tumorMG-223-normal - 17 2399 c.1947G>A

A G rs4659654byFrequency|by1000genomesMG-223-tumorMG-223-normal - 16 2000 c.1503T>C

G C MG-223-tumorMG-223-normal - 3 498 c.413C>G

G A rs55855602by1000genomesMG-223-tumorMG-223-normal - 3 1030 c.498C>T

C T rs140860347 MG-223-tumorMG-223-normal - 4 428 c.230G>A

G A MG-223-tumorMG-223-normal + 1 1423 c.1423G>A

C T rs3814883byFrequency|by1000genomesMG-223-tumorMG-223-normal + 13 2402 c.1359C>T

G C rs12104021by1000genomesMG-223-tumorMG-223-normal - 3 790 c.258C>G

C T rs2273779byFrequency|by1000genomesMG-223-tumorMG-223-normal + 6 583 c.538C>T

C T MG-223-tumorMG-223-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-223-tumorMG-223-normal - 3 899 c.827G>A

T G rs114432784byFrequency|by1000genomesMG-223-tumorMG-223-normal - 4 1539 c.1326A>C

C G rs11971880byFrequency|by1000genomesMG-223-tumorMG-223-normal + 3 1192 c.634C>G

C T rs117898943by1000genomesMG-223-tumorMG-223-normal + 6 686 c.492C>T

T C rs41277507byFrequency|by1000genomesMG-223-tumorMG-223-normal - 4 1514 c.652A>G

G A rs1676211by1000genomesMG-223-tumorMG-223-normal + 13 2154 c.2154G>A

T C rs17364812byFrequency|by1000genomesMG-223-tumorMG-223-normal + 13 1219 c.1110T>C

G T rs147825872 MG-223-tumorMG-223-normal + 20 4359 c.4282G>T

T C MG-223-tumorMG-223-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-223-tumorMG-223-normal - 37 5440 c.5234G>A

G A rs13054014byFrequency|by1000genomesMG-223-tumorMG-223-normal + 2 569 c.210G>A



T C rs12731746byFrequency|by1000genomesMG-223-tumorMG-223-normal - 11 1394 c.897A>G

T C rs111331725by1000genomesMG-223-tumorMG-223-normal + 6 643 c.263T>C

G A rs9789047by1000genomesMG-223-tumorMG-223-normal + 10 998 c.998G>A

C T rs55979329by1000genomesMG-223-tumorMG-223-normal - 3 1257 c.725G>A

T C MG-223-tumorMG-223-normal - 4 796 c.481A>G

C A rs6453022by1000genomesMG-223-tumorMG-223-normal + 7 1027 c.851C>A

T C rs78472618byFrequencyMG-223-tumorMG-223-normal - 3 159 c.115A>G

A G rs75639578 MG-223-tumorMG-223-normal - 3 6552 c.6477T>C

G T MG-224-tumorMG-224-normal + 7 1057 c.616G>T

C T rs17094900byFrequency|by1000genomesMG-225-tumorMG-225-normal - 3 578 c.387G>A

C T rs3745764byFrequency|by1000genomesMG-225-tumorMG-225-normal + 9 2705 c.1064C>T

G A MG-225-tumorMG-225-normal + 1 415 c.415G>A

C G rs145987835byFrequencyMG-225-tumorMG-225-normal - 4 1432 c.1362G>C

C G rs78132363by1000genomesMG-225-tumorMG-225-normal + 3 1212 c.1185C>G

G C MG-225-tumorMG-225-normal + 27 4013 c.3800G>C

C T rs1386356byFrequency|by1000genomesMG-225-tumorMG-225-normal - 85 14018 c.13047G>A

A G MG-225-tumorMG-225-normal - 11 815 c.771T>C

C T rs3811444byFrequency|by1000genomesMG-225-tumorMG-225-normal + 6 1169 c.1121C>T

G T rs9661554byFrequency|by1000genomesMG-225-tumorMG-225-normal + 2 186 c.99G>T

C T MG-225-tumorMG-225-normal - 3 300 c.263G>A

C A rs34400049byFrequency|by1000genomesMG-225-tumorMG-225-normal + 14 2474 c.2092C>A

C T rs16842865byFrequency|by1000genomesMG-225-tumorMG-225-normal - 3 2239 c.2167G>A

C T rs2931423by1000genomesMG-225-tumorMG-225-normal + 19 2459 c.2283C>T

A C rs55776396byFrequency|by1000genomesMG-225-tumorMG-225-normal - 50 15977 c.15978T>G

T C rs35790097byFrequency|by1000genomesMG-225-tumorMG-225-normal + 1 184 c.106T>C

C G rs72474510byFrequency|by1000genomesMG-225-tumorMG-225-normal - 4 1198 c.1128G>C

G C rs34188717byFrequency|by1000genomesMG-225-tumorMG-225-normal - 3 2484 c.2409C>G

G A MG-225-tumorMG-225-normal + 1 130 c.78G>A

A G rs74362890by1000genomesMG-225-tumorMG-225-normal + 10 701 c.701A>G

G T rs6748626byFrequency|by1000genomesMG-225-tumorMG-225-normal - 20 4043 c.3072C>A

G C MG-225-tumorMG-225-normal - 4 1040 c.970C>G

C T rs62478357byFrequencyMG-225-tumorMG-225-normal - 8 1268 c.1050G>A

A G rs4659654byFrequency|by1000genomesMG-225-tumorMG-225-normal - 16 2000 c.1503T>C

G A rs1062348byFrequency|by1000genomesMG-225-tumorMG-225-normal - 7 1005 c.846C>T

C A rs138908625byFrequency|by1000genomesMG-225-tumorMG-225-normal - 8 1357 c.1139G>T

C T rs77791636by1000genomesMG-225-tumorMG-225-normal + 6 1132 c.1080C>T

C T rs2293347byFrequency|by1000genomesMG-225-tumorMG-225-normal + 25 3159 c.2982C>T

G T MG-225-tumorMG-225-normal + 14 2306 c.2022G>T

C T rs45517384|rs137854272byFrequencyMG-225-tumorMG-225-normal + 38 5589 c.4959C>T

C T rs210498 by1000genomesMG-225-tumorMG-225-normal - 23 1885 c.1518G>A

G A rs61753643byFrequency|by1000genomesMG-225-tumorMG-225-normal - 19 1908 c.1638C>T

C T rs199930 by1000genomesMG-225-tumorMG-225-normal + 36 5181 c.5016C>T

T C rs7716253by1000genomesMG-225-tumorMG-225-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-225-tumorMG-225-normal - 13 5919 c.5544G>A

G A rs60571683byFrequency|by1000genomesMG-225-tumorMG-225-normal + 16 2196 c.1977G>A

T G rs3204790byFrequency|by1000genomesMG-225-tumorMG-225-normal + 2 287 c.200T>G

G A rs2228000byFrequency|by1000genomesMG-225-tumorMG-225-normal - 9 1710 c.1496C>T



A C rs4625290byFrequency|by1000genomesMG-225-tumorMG-225-normal - 2 325 c.255T>G

G C rs12104021by1000genomesMG-225-tumorMG-225-normal - 3 790 c.258C>G

C T rs140105230byFrequency|by1000genomesMG-225-tumorMG-225-normal - 4 1405 c.1335G>A

C G rs2298258byFrequency|by1000genomesMG-225-tumorMG-225-normal + 12 1698 c.1260C>G

G A rs7624750byFrequency|by1000genomesMG-225-tumorMG-225-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-225-tumorMG-225-normal - 18 3000 c.2874G>T

T C MG-225-tumorMG-225-normal + 1 873 c.873T>C

G A rs41294868by1000genomesMG-225-tumorMG-225-normal + 14 2132 c.1933G>A

T C rs8089144by1000genomesMG-225-tumorMG-225-normal - 7 1142 c.1143A>G

T C rs9851685byFrequency|by1000genomesMG-225-tumorMG-225-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-225-tumorMG-225-normal - 3 1368 c.836T>C

G A rs148444026byFrequency|by1000genomesMG-225-tumorMG-225-normal - 23 1927 c.1560C>T

T C rs9646771by1000genomesMG-225-tumorMG-225-normal - 4 787 c.447A>G

G A rs12104022by1000genomesMG-225-tumorMG-225-normal - 3 784 c.252C>T

C G rs3818764by1000genomesMG-225-tumorMG-225-normal - 4 1331 c.995G>C

G A rs61738955byFrequency|by1000genomesMG-225-tumorMG-225-normal + 18 4633 c.4632G>A

G T MG-225-tumorMG-225-normal - 1 487 c.488C>A

T C rs4652678by1000genomesMG-225-tumorMG-225-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-225-tumorMG-225-normal - 26 4397 c.4395A>G

C T rs2229975by1000genomesMG-225-tumorMG-225-normal - 5 927 c.852G>A

G A rs2229266byFrequency|by1000genomesMG-225-tumorMG-225-normal - 6 924 c.639C>T

C T rs41266136byFrequency|by1000genomesMG-225-tumorMG-225-normal - 3 1018 c.943G>A

C T rs10258429byFrequency|by1000genomesMG-225-tumorMG-225-normal + 16 2213 c.1968C>T

C T rs12741518byFrequency|by1000genomesMG-225-tumorMG-225-normal - 3 575 c.500G>A

T C rs17019360by1000genomesMG-225-tumorMG-225-normal + 17 2524 c.1800T>C

G A rs11549105byFrequency|by1000genomesMG-225-tumorMG-225-normal - 6 1228 c.1224C>T

T G rs1998206byFrequency|by1000genomesMG-225-tumorMG-225-normal - 5 631 c.433A>C

G C rs12350212byFrequency|by1000genomesMG-225-tumorMG-225-normal + 5 1878 c.1788G>C

C T rs137854246|rs34012042byFrequency|by1000genomesMG-225-tumorMG-225-normal + 15 2208 c.1578C>T

C T rs55865069byFrequency|by1000genomesMG-225-tumorMG-225-normal - 3 247 c.248G>A

C G rs80027487byFrequency|by1000genomesMG-225-tumorMG-225-normal + 3 451 c.364C>G

A G rs40831 by1000genomesMG-225-tumorMG-225-normal + 2 2118 c.2085A>G

C T rs111505885 MG-225-tumorMG-225-normal + 1 340 c.324C>T

C A rs17346571byFrequency|by1000genomesMG-225-tumorMG-225-normal + 1 185 c.158C>A

G C rs11611231by1000genomesMG-225-tumorMG-225-normal + 9 2190 c.2190G>C

C G MG-225-tumorMG-225-normal + 8 2433 c.1577C>G

A G rs2973568by1000genomesMG-225-tumorMG-225-normal + 13 1856 c.1680A>G

T A rs35737760by1000genomesMG-225-tumorMG-225-normal + 19 2685 c.2520T>A

T A rs3740423byFrequency|by1000genomesMG-225-tumorMG-225-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-225-tumorMG-225-normal - 3 533 c.248A>G

C T rs76844681 MG-225-tumorMG-225-normal - 16 2899 c.2681G>A

C A rs6453022by1000genomesMG-225-tumorMG-225-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-225-tumorMG-225-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-225-tumorMG-225-normal - 39 9817 c.9481T>A

C G rs143879890by1000genomesMG-225-tumorMG-225-normal - 16 2320 c.2233G>C

G A rs10845349 MG-225-tumorMG-225-normal - 3 855 c.820C>T

T C rs13155212|rs34364709byFrequency|by1000genomesMG-225-tumorMG-225-normal + 7 1597 c.1215T>C



C T rs78336331byFrequency|by1000genomesMG-225-tumorMG-225-normal - 3 1442 c.1239G>A

A G rs34625286byFrequency|by1000genomesMG-225-tumorMG-225-normal - 3 2493 c.2418T>C

T C MG-225-tumorMG-225-normal + 1 234 c.234T>C

A T rs78455617byFrequency|by1000genomesMG-225-tumorMG-225-normal - 4 1208 c.1138T>A

A G rs6679449by1000genomesMG-225-tumorMG-225-normal - 3 1923 c.1851T>C

G A rs55855602by1000genomesMG-225-tumorMG-225-normal - 3 1030 c.498C>T

T C rs143332174by1000genomesMG-225-tumorMG-225-normal - 3 244 c.207A>G

C T rs45442396byFrequency|by1000genomesMG-225-tumorMG-225-normal - 1 1497 c.1110G>A

T A rs41305611by1000genomesMG-225-tumorMG-225-normal - 3 1170 c.834A>T

C T rs71299249 MG-225-tumorMG-225-normal + 1 3687 c.727C>T

A C rs76504934by1000genomesMG-225-tumorMG-225-normal - 4 464 c.427T>G

G C rs6771157byFrequency|by1000genomesMG-225-tumorMG-225-normal - 19 3392 c.3393C>G

C T rs3749645by1000genomesMG-225-tumorMG-225-normal + 24 3194 c.3018C>T

T G rs9807633by1000genomesMG-225-tumorMG-225-normal - 1 88 c.89A>C

G C MG-225-tumorMG-225-normal - 8 1265 c.1047C>G

C T rs7300444byFrequency|by1000genomesMG-225-tumorMG-225-normal + 19 5383 c.4740C>T

G A rs11549106byFrequency|by1000genomesMG-225-tumorMG-225-normal - 4 895 c.891C>T

C T MG-225-tumorMG-225-normal - 3 3649 c.3577G>A

T G rs78697077byFrequency|by1000genomesMG-225-tumorMG-225-normal - 34 5286 c.5068A>C

T C rs2229992byFrequency|by1000genomesMG-225-tumorMG-225-normal + 12 1838 c.1458T>C

A T MG-225-tumorMG-225-normal + 11 2089 c.1907A>T

A T rs111657679byFrequency|by1000genomesMG-225-tumorMG-225-normal - 7 516 c.149T>A

T A rs56279059by1000genomesMG-225-tumorMG-225-normal - 3 1034 c.502A>T

C T rs17094777byFrequency|by1000genomesMG-225-tumorMG-225-normal - 7 1491 c.1300G>A

C T MG-225-tumorMG-225-normal - 8 1260 c.1042G>A

A G rs4143768byFrequency|by1000genomesMG-225-tumorMG-225-normal - 10 6783 c.6195T>C

T C rs9807555by1000genomesMG-225-tumorMG-225-normal - 1 196 c.197A>G

C T rs34488539by1000genomesMG-225-tumorMG-225-normal + 22 3555 c.3390C>T

G A rs148936933byFrequencyMG-225-tumorMG-225-normal + 18 5240 c.4869G>A

T C rs7714670by1000genomesMG-225-tumorMG-225-normal + 6 849 c.673T>C

C G rs11718329by1000genomesMG-225-tumorMG-225-normal + 4 719 c.647C>G

G A rs59505617by1000genomesMG-225-tumorMG-225-normal - 6 1756 c.1434C>T

C T rs11873462by1000genomesMG-225-tumorMG-225-normal - 1 47 c.48G>A

C T rs75838083byFrequency|by1000genomesMG-225-tumorMG-225-normal + 3 450 c.363C>T

T C rs2075252byFrequency|by1000genomesMG-225-tumorMG-225-normal - 66 12565 c.12280A>G

T C MG-225-tumorMG-225-normal - 3 305 c.270A>G

T C rs1002519byFrequency|by1000genomesMG-225-tumorMG-225-normal + 1 196 c.196T>C

G C MG-225-tumorMG-225-normal - 2 248 c.238C>G

T C rs5927083byFrequency|by1000genomesMG-225-tumorMG-225-normal - 14 1841 c.1635A>G

G C rs45469098by1000genomesMG-225-tumorMG-225-normal - 1 255 c.256C>G

G A rs77288131byFrequency|by1000genomesMG-225-tumorMG-225-normal + 12 2707 c.2488G>A

G T rs3212254byFrequency|by1000genomesMG-225-tumorMG-225-normal - 10 1693 c.1475C>A

G A rs35296183byFrequency|by1000genomesMG-225-tumorMG-225-normal - 55 9794 c.8823C>T

T G rs1800275byFrequency|by1000genomesMG-225-tumorMG-225-normal - 48 7302 c.7096A>C

T C rs3121080byFrequency|by1000genomesMG-225-tumorMG-225-normal - 2 130 c.60A>G

T C rs77652527byFrequency|by1000genomesMG-225-tumorMG-225-normal - 10 1583 c.1365A>G

A T rs2074930byFrequency|by1000genomesMG-225-tumorMG-225-normal + 9 1056 c.1016A>T



G A rs149181731byFrequencyMG-225-tumorMG-225-normal + 1 431 c.379G>A

G A rs2271189byFrequency|by1000genomesMG-225-tumorMG-225-normal + 27 3788 c.3348G>A

C A rs16829829byFrequency|by1000genomesMG-225-tumorMG-225-normal + 23 3457 c.2314C>A

G T rs146238849byFrequency|by1000genomesMG-225-tumorMG-225-normal - 8 1391 c.1173C>A

A C rs1052908 MG-225-tumorMG-225-normal + 4 1261 c.1158A>C

A G rs17078605byFrequency|by1000genomesMG-225-tumorMG-225-normal - 10 10694 c.10106T>C

C T rs11547311byFrequency|by1000genomesMG-225-tumorMG-225-normal + 8 702 c.570C>T

A G rs180744 by1000genomesMG-225-tumorMG-225-normal + 2 1719 c.1686A>G

C T MG-225-tumorMG-225-normal - 8 1256 c.1038G>A

A G rs142937747byFrequencyMG-225-tumorMG-225-normal - 15 1449 c.1388T>C

G A rs79435376byFrequency|by1000genomesMG-225-tumorMG-225-normal - 7 1864 c.1673C>T

C T rs6587667byFrequency|by1000genomesMG-225-tumorMG-225-normal - 3 482 c.410G>A

A G rs75639578 MG-225-tumorMG-225-normal - 3 6552 c.6477T>C

C T rs3135867byFrequency|by1000genomesMG-225-tumorMG-225-normal + 4 673 c.417C>T

T C MG-225-tumorMG-225-normal - 4 1446 c.1376A>G

G C MG-225-tumorMG-225-normal - 5 1009 c.1010C>G

G A rs1128761byFrequency|by1000genomesMG-225-tumorMG-225-normal + 7 1219 c.966G>A

C T rs3812458byFrequency|by1000genomesMG-225-tumorMG-225-normal + 22 2662 c.2385C>T

C T rs45554841by1000genomesMG-225-tumorMG-225-normal - 1 214 c.215G>A

C G rs2509943byFrequency|by1000genomesMG-225-tumorMG-225-normal + 3 776 c.279C>G

A G rs11778209byFrequency|by1000genomesMG-225-tumorMG-225-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-225-tumorMG-225-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-225-tumorMG-225-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-225-tumorMG-225-normal - 3 660 c.661T>C

G T rs148745623 MG-225-tumorMG-225-normal - 4 1078 c.1008C>A

G A rs3923270 MG-225-tumorMG-225-normal - 3 459 c.264C>T

C T rs6432901by1000genomesMG-225-tumorMG-225-normal - 2 514 c.174G>A

G A rs41304253by1000genomesMG-225-tumorMG-225-normal + 20 3100 c.2935G>A

C T rs12720444byFrequencyMG-225-tumorMG-225-normal + 1 799 c.570C>T

G A rs13054014byFrequency|by1000genomesMG-225-tumorMG-225-normal + 2 569 c.210G>A

C T rs151174 by1000genomesMG-225-tumorMG-225-normal + 2 1740 c.1707C>T

G A rs10964525byFrequency|by1000genomesMG-225-tumorMG-225-normal + 4 926 c.717G>A

C T rs3814883byFrequency|by1000genomesMG-225-tumorMG-225-normal + 13 2402 c.1359C>T

A G rs79193271by1000genomesMG-225-tumorMG-225-normal + 3 1208 c.1181A>G

C G rs9659529byFrequency|by1000genomesMG-225-tumorMG-225-normal + 2 302 c.215C>G

T A rs2060198byFrequency|by1000genomesMG-225-tumorMG-225-normal + 27 5204 c.4914T>A

C T rs468525 by1000genomesMG-225-tumorMG-225-normal - 6 478 c.111G>A

G C rs2240089byFrequency|by1000genomesMG-225-tumorMG-225-normal - 12 3187 c.3003C>G

A G MG-225-tumorMG-225-normal - 3 7152 c.7077T>C

A G rs2737699byFrequency|by1000genomesMG-225-tumorMG-225-normal - 10 12892 c.12304T>C

G A rs11762213byFrequency|by1000genomesMG-225-tumorMG-225-normal + 2 344 c.144G>A

A C rs76437836byFrequencyMG-225-tumorMG-225-normal - 3 142 c.98T>G

A G rs80132640by1000genomesMG-225-tumorMG-225-normal - 39 12027 c.12028T>C

G A rs139856989 MG-225-tumorMG-225-normal - 4 1057 c.987C>T

C A rs2230018byFrequency|by1000genomesMG-225-tumorMG-225-normal + 17 2218 c.2177C>A

C T rs2229265byFrequency|by1000genomesMG-225-tumorMG-225-normal - 54 10788 c.10503G>A

A G MG-225-tumorMG-225-normal - 3 1337 c.805T>C



G T rs918558 byFrequency|by1000genomesMG-225-tumorMG-225-normal + 1 2142 c.2142G>T

G T rs147825872 MG-225-tumorMG-225-normal + 20 4359 c.4282G>T

G A rs12729662byFrequency|by1000genomesMG-225-tumorMG-225-normal - 3 8430 c.8355C>T

A G rs149271 by1000genomesMG-225-tumorMG-225-normal + 2 543 c.510A>G

G C rs2227910byFrequency|by1000genomesMG-225-tumorMG-225-normal + 2 1911 c.804G>C

T C MG-225-tumorMG-225-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-225-tumorMG-225-normal - 37 5440 c.5234G>A

G T MG-225-tumorMG-225-normal - 4 372 c.335C>A

A G rs2074912byFrequency|by1000genomesMG-225-tumorMG-225-normal + 1 1709 c.1709A>G

C T rs55913776 MG-225-tumorMG-225-normal - 3 1207 c.675G>A

T C rs12731746byFrequency|by1000genomesMG-225-tumorMG-225-normal - 11 1394 c.897A>G

C T rs57014690by1000genomesMG-225-tumorMG-225-normal - 6 1554 c.1232G>A

C T rs55979329by1000genomesMG-225-tumorMG-225-normal - 3 1257 c.725G>A

T C MG-225-tumorMG-225-normal - 4 796 c.481A>G

C A rs2973558by1000genomesMG-225-tumorMG-225-normal + 20 2514 c.2338C>A

G A rs142702316byFrequencyMG-225-tumorMG-225-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-225-tumorMG-225-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-225-tumorMG-225-normal + 2 1315 c.1282C>G

T G rs3208659 MG-226-tumorMG-226-normal - 7 871 c.778A>C

G C rs62077263 MG-226-tumorMG-226-normal - 7 916 c.823C>G

T G rs1058201 MG-226-tumorMG-226-normal - 3 297 c.204A>C

G C MG-226-tumorMG-226-normal - 34 7382 c.7163C>G

C T rs74315496 MG-226-tumorMG-226-normal + 8 1225 c.784C>T

G A MG-226-tumorMG-226-normal + 1 226 c.226G>A

T C rs62077266 MG-226-tumorMG-226-normal - 3 311 c.218A>G

C G rs2229070byFrequency|by1000genomesMG-227-tumorMG-227-normal + 11 2733 c.2352C>G

C T MG-227-tumorMG-227-normal + 3 423 c.43C>T

C A MG-227-tumorMG-227-normal + 5 631 c.409C>A

C T rs12134934byFrequency|by1000genomesMG-227-tumorMG-227-normal + 11 3932 c.3887C>T

G A rs139799138byFrequencyMG-227-tumorMG-227-normal - 3 6574 c.6499C>T

C T MG-227-tumorMG-227-normal - 15 2425 c.1995G>A

C T rs199930 by1000genomesMG-227-tumorMG-227-normal + 36 5181 c.5016C>T

G A rs41294868by1000genomesMG-227-tumorMG-227-normal + 14 2132 c.1933G>A

C T rs17325713byFrequency|by1000genomesMG-227-tumorMG-227-normal - 8 2668 c.2080G>A

C G rs3818764by1000genomesMG-227-tumorMG-227-normal - 4 1331 c.995G>C

T C rs4652678by1000genomesMG-227-tumorMG-227-normal + 28 4116 c.3951T>C

A G rs7762830by1000genomesMG-227-tumorMG-227-normal + 14 2120 c.1921A>G

C T rs3745762by1000genomesMG-227-tumorMG-227-normal + 6 2241 c.2047C>T

G A rs3810485by1000genomesMG-227-tumorMG-227-normal - 8 6116 c.6047C>T

C T rs151233 by1000genomesMG-227-tumorMG-227-normal + 2 99 c.66C>T

G A rs1718878byFrequency|by1000genomesMG-227-tumorMG-227-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-227-tumorMG-227-normal + 2 1911 c.804G>C

G A rs34830600byFrequency|by1000genomesMG-227-tumorMG-227-normal - 8 2874 c.2805C>T

A G rs2973568by1000genomesMG-227-tumorMG-227-normal + 13 1856 c.1680A>G

T A rs3740423byFrequency|by1000genomesMG-227-tumorMG-227-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-227-tumorMG-227-normal - 3 533 c.248A>G

C T rs1779132byFrequency|by1000genomesMG-227-tumorMG-227-normal - 6 2113 c.1563G>A



G A rs1566622byFrequency|by1000genomesMG-227-tumorMG-227-normal - 22 3705 c.3516C>T

T C rs7935 byFrequency|by1000genomesMG-227-tumorMG-227-normal + 9 1808 c.1524T>C

T C rs143332174by1000genomesMG-227-tumorMG-227-normal - 3 244 c.207A>G

G A MG-227-tumorMG-227-normal + 1 678 c.678G>A

A G rs1211708byFrequency|by1000genomesMG-227-tumorMG-227-normal - 6 1888 c.1338T>C

G T rs2075249byFrequency|by1000genomesMG-227-tumorMG-227-normal - 21 3339 c.3054C>A

T C rs2241190byFrequency|by1000genomesMG-227-tumorMG-227-normal - 17 2745 c.2460A>G

G A rs116011482by1000genomesMG-227-tumorMG-227-normal - 8 4578 c.4509C>T

G A rs3822060byFrequency|by1000genomesMG-227-tumorMG-227-normal - 25 13145 c.12936C>T

T C rs147282507 MG-227-tumorMG-227-normal + 16 2447 c.2248T>C

G T rs3212254byFrequency|by1000genomesMG-227-tumorMG-227-normal - 10 1693 c.1475C>A

C T rs1208731byFrequency|by1000genomesMG-227-tumorMG-227-normal - 6 2191 c.1641G>A

C T rs7904627byFrequency|by1000genomesMG-227-tumorMG-227-normal - 5 1356 c.1242G>A

G C MG-227-tumorMG-227-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-227-tumorMG-227-normal + 22 2662 c.2385C>T

T C rs831042 byFrequency|by1000genomesMG-227-tumorMG-227-normal - 24 3945 c.3660A>G

C T rs41315709by1000genomesMG-227-tumorMG-227-normal + 27 3945 c.3780C>T

T C rs7716253by1000genomesMG-227-tumorMG-227-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-227-tumorMG-227-normal - 54 9497 c.8526T>C

C G rs2509943byFrequency|by1000genomesMG-227-tumorMG-227-normal + 3 776 c.279C>G

A G rs4659654byFrequency|by1000genomesMG-227-tumorMG-227-normal - 16 2000 c.1503T>C

T C rs17364812byFrequency|by1000genomesMG-227-tumorMG-227-normal + 13 1219 c.1110T>C

T A rs3796647by1000genomesMG-227-tumorMG-227-normal - 10 7295 c.7086A>T

G A rs13054014byFrequency|by1000genomesMG-227-tumorMG-227-normal + 2 569 c.210G>A

C T rs72987361byFrequency|by1000genomesMG-227-tumorMG-227-normal - 3 898 c.558G>A

T C rs2099854by1000genomesMG-227-tumorMG-227-normal - 10 5633 c.5424A>G

T C rs831043 byFrequency|by1000genomesMG-227-tumorMG-227-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-227-tumorMG-227-normal + 14 2474 c.2092C>A

C T rs1009668byFrequency|by1000genomesMG-227-tumorMG-227-normal - 20 2134 c.1864G>A

C T rs139351719by1000genomesMG-227-tumorMG-227-normal - 5 554 c.13G>A

G A rs45492196byFrequency|by1000genomesMG-227-tumorMG-227-normal - 4 1499 c.943C>T

G A rs61739178byFrequency|by1000genomesMG-227-tumorMG-227-normal - 12 1968 c.1784C>T

G C rs150792548byFrequency|by1000genomesMG-227-tumorMG-227-normal - 4 1461 c.1397C>G

T C rs3755806byFrequency|by1000genomesMG-227-tumorMG-227-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-227-tumorMG-227-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-227-tumorMG-227-normal + 14 1944 c.1699C>T

C A rs6738031by1000genomesMG-227-tumorMG-227-normal - 18 3000 c.2874G>T

G A rs12104022by1000genomesMG-227-tumorMG-227-normal - 3 784 c.252C>T

T C rs2251219byFrequency|by1000genomesMG-227-tumorMG-227-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-227-tumorMG-227-normal + 1 144 c.57C>T

C T rs10258429byFrequency|by1000genomesMG-227-tumorMG-227-normal + 16 2213 c.1968C>T

G A rs61753697byFrequency|by1000genomesMG-227-tumorMG-227-normal + 1 376 c.99G>A

A G rs11778209byFrequency|by1000genomesMG-227-tumorMG-227-normal - 39 6448 c.6204T>C

A G MG-227-tumorMG-227-normal + 1 492 c.492A>G

G C rs11611231by1000genomesMG-227-tumorMG-227-normal + 9 2190 c.2190G>C

C T MG-227-tumorMG-227-normal - 26 4940 c.4865G>A

G A rs3827025by1000genomesMG-227-tumorMG-227-normal - 6 2094 c.2025C>T



T C rs1048500byFrequency|by1000genomesMG-227-tumorMG-227-normal + 2 1791 c.684T>C

A G rs61831150byFrequency|by1000genomesMG-227-tumorMG-227-normal + 7 1855 c.1810A>G

A G rs4862726by1000genomesMG-227-tumorMG-227-normal - 2 2054 c.1845T>C

C T rs3743398by1000genomesMG-227-tumorMG-227-normal + 12 2965 c.2591C>T

A G rs9667 by1000genomesMG-227-tumorMG-227-normal + 3 354 c.168A>G

C T rs11931107by1000genomesMG-227-tumorMG-227-normal - 10 6953 c.6744G>A

A G MG-227-tumorMG-227-normal + 1 1053 c.1053A>G

A G rs2227985byFrequency|by1000genomesMG-227-tumorMG-227-normal + 9 1878 c.1497A>G

G A rs6089925byFrequency|by1000genomesMG-227-tumorMG-227-normal - 4 729 c.660C>T

T C rs7714670by1000genomesMG-227-tumorMG-227-normal + 6 849 c.673T>C

C T rs4802382by1000genomesMG-227-tumorMG-227-normal + 6 554 c.360C>T

C T rs2304867byFrequency|by1000genomesMG-227-tumorMG-227-normal - 9 4899 c.4690G>A

A G rs35873108|rs111782215byFrequencyMG-227-tumorMG-227-normal + 48 8443 c.8334A>G

G T rs34104660byFrequency|by1000genomesMG-227-tumorMG-227-normal - 4 687 c.402C>A

C A rs35430524by1000genomesMG-227-tumorMG-227-normal + 12 3111 c.2737C>A

A C rs80303640by1000genomesMG-227-tumorMG-227-normal - 16 1415 c.1416T>G

A G MG-227-tumorMG-227-normal + 1 48 c.48A>G

G A rs3733407by1000genomesMG-227-tumorMG-227-normal - 10 6188 c.5979C>T

T C rs17019360by1000genomesMG-227-tumorMG-227-normal + 17 2524 c.1800T>C

T C MG-227-tumorMG-227-normal - 21 11706 c.11497A>G

G C rs142017909byFrequencyMG-227-tumorMG-227-normal - 12 1953 c.1743C>G

C T rs2229265byFrequency|by1000genomesMG-227-tumorMG-227-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-227-tumorMG-227-normal - 34 7560 c.7341T>A

C T rs78425180byFrequency|by1000genomesMG-227-tumorMG-227-normal - 27 4709 c.4710G>A

G A MG-227-tumorMG-227-normal + 1 171 c.171G>A

T C MG-227-tumorMG-227-normal + 8 505 c.505T>C

C T MG-227-tumorMG-227-normal + 1 584 c.584C>T

G T rs138591330by1000genomesMG-227-tumorMG-227-normal - 27 8211 c.7863C>A

C T rs57014690by1000genomesMG-227-tumorMG-227-normal - 6 1554 c.1232G>A

G A rs6089924byFrequency|by1000genomesMG-227-tumorMG-227-normal - 4 920 c.851C>T

C T rs2273779byFrequency|by1000genomesMG-227-tumorMG-227-normal + 6 583 c.538C>T

T G rs1998206byFrequency|by1000genomesMG-227-tumorMG-227-normal - 5 631 c.433A>C

A G rs3737940byFrequency|by1000genomesMG-227-tumorMG-227-normal + 7 3183 c.3138A>G

C T MG-227-tumorMG-227-normal - 3 300 c.263G>A

G A rs2880956 MG-227-tumorMG-227-normal + 15 1268 c.1268G>A

A G MG-227-tumorMG-227-normal + 1 861 c.861A>G

G C rs117663825byFrequency|by1000genomesMG-227-tumorMG-227-normal + 6 1483 c.1203G>C

T C rs35753072by1000genomesMG-227-tumorMG-227-normal - 10 5213 c.5004A>G

G A rs141320638by1000genomesMG-227-tumorMG-227-normal - 4 1468 c.1404C>T

T A rs56279059by1000genomesMG-227-tumorMG-227-normal - 3 1034 c.502A>T

G A rs20539 byFrequency|by1000genomesMG-227-tumorMG-227-normal + 20 3152 c.3111G>A

A G MG-227-tumorMG-227-normal + 1 448 c.448A>G

C T rs62478357byFrequencyMG-227-tumorMG-227-normal - 8 1268 c.1050G>A

C T rs41266080byFrequency|by1000genomesMG-227-tumorMG-227-normal + 2 394 c.281C>T

G A rs2228000byFrequency|by1000genomesMG-227-tumorMG-227-normal - 9 1710 c.1496C>T

C A rs2973558by1000genomesMG-227-tumorMG-227-normal + 20 2514 c.2338C>A

G A rs7624750byFrequency|by1000genomesMG-227-tumorMG-227-normal + 4 707 c.473G>A



A C rs1208606byFrequency|by1000genomesMG-227-tumorMG-227-normal - 6 1571 c.1359T>G

T C rs3733406by1000genomesMG-227-tumorMG-227-normal - 10 8361 c.8152A>G

T C rs9851685byFrequency|by1000genomesMG-227-tumorMG-227-normal + 23 2508 c.2274T>C

T G rs12963422byFrequency|by1000genomesMG-227-tumorMG-227-normal - 5 2988 c.2775A>C

G A rs13007735byFrequency|by1000genomesMG-227-tumorMG-227-normal - 16 3587 c.2616C>T

T C rs11373 byFrequency|by1000genomesMG-227-tumorMG-227-normal - 3 787 c.367A>G

C T rs1035938by1000genomesMG-227-tumorMG-227-normal + 6 1538 c.1344C>T

T C MG-227-tumorMG-227-normal - 3 305 c.270A>G

G T MG-227-tumorMG-227-normal - 4 1428 c.1364C>A

C A rs3817753 MG-227-tumorMG-227-normal - 8 1575 c.639G>T

C T rs143263597 MG-227-tumorMG-227-normal - 90 14545 c.13574G>A

T C rs9646771by1000genomesMG-227-tumorMG-227-normal - 4 787 c.447A>G

G A rs34741608by1000genomesMG-227-tumorMG-227-normal + 43 5952 c.5787G>A

T G rs77834784by1000genomesMG-227-tumorMG-227-normal - 10 7314 c.7105A>C

G A rs3775307by1000genomesMG-227-tumorMG-227-normal - 27 13442 c.13233C>T

C G rs3817428by1000genomesMG-227-tumorMG-227-normal + 15 7493 c.7119C>G

C T rs7300444byFrequency|by1000genomesMG-227-tumorMG-227-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-227-tumorMG-227-normal + 17 1912 c.1092A>C

C T rs2973571by1000genomesMG-227-tumorMG-227-normal + 12 1807 c.1631C>T

C T rs12128607byFrequency|by1000genomesMG-227-tumorMG-227-normal + 7 758 c.713C>T

G A rs59505617by1000genomesMG-227-tumorMG-227-normal - 6 1756 c.1434C>T

G C rs45469098by1000genomesMG-227-tumorMG-227-normal - 1 255 c.256C>G

G A rs2003233 MG-227-tumorMG-227-normal - 17 1503 c.1504C>T

G A rs2271189byFrequency|by1000genomesMG-227-tumorMG-227-normal + 27 3788 c.3348G>A

T C rs7744765by1000genomesMG-227-tumorMG-227-normal + 14 1929 c.1730T>C

G A MG-227-tumorMG-227-normal - 5 563 c.22C>T

G A rs11177 byFrequency|by1000genomesMG-227-tumorMG-227-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-227-tumorMG-227-normal - 2 514 c.174G>A

A C rs76437836byFrequencyMG-227-tumorMG-227-normal - 3 142 c.98T>G

G C rs3088074byFrequency|by1000genomesMG-227-tumorMG-227-normal - 9 2999 c.2785C>G

C A MG-227-tumorMG-227-normal + 5 585 c.205C>A

G A rs1128761byFrequency|by1000genomesMG-227-tumorMG-227-normal + 7 1219 c.966G>A

G A rs55855602by1000genomesMG-227-tumorMG-227-normal - 3 1030 c.498C>T

C T rs872665 by1000genomesMG-227-tumorMG-227-normal - 7 1855 c.1519G>A

C T rs146326084 MG-227-tumorMG-227-normal - 10 1741 c.1531G>A

G A MG-227-tumorMG-227-normal - 7 889 c.796C>T

G C rs3796648by1000genomesMG-227-tumorMG-227-normal - 10 7031 c.6822C>G

T C rs33910491byFrequency|by1000genomesMG-227-tumorMG-227-normal - 5 4949 c.4736A>G

C T rs1801187byFrequency|by1000genomesMG-227-tumorMG-227-normal - 37 5440 c.5234G>A

C T rs55913776 MG-227-tumorMG-227-normal - 3 1207 c.675G>A

T C rs78472618byFrequencyMG-227-tumorMG-227-normal - 3 159 c.115A>G

C T rs1386356byFrequency|by1000genomesMG-227-tumorMG-227-normal - 85 14018 c.13047G>A

A G MG-227-tumorMG-227-normal - 1 440 c.441T>C

G T MG-227-tumorMG-227-normal + 7 2052 c.1493G>T

C T rs2931423by1000genomesMG-227-tumorMG-227-normal + 19 2459 c.2283C>T

A T MG-227-tumorMG-227-normal + 5 625 c.403A>T

T G rs12145941byFrequency|by1000genomesMG-227-tumorMG-227-normal - 3 1631 c.1556A>C



C T rs2078478by1000genomesMG-227-tumorMG-227-normal - 5 411 c.392G>A

G A rs7234999byFrequency|by1000genomesMG-227-tumorMG-227-normal - 5 5512 c.5299C>T

G C rs12104021by1000genomesMG-227-tumorMG-227-normal - 3 790 c.258C>G

C T rs55979329by1000genomesMG-227-tumorMG-227-normal - 3 1257 c.725G>A

G A rs2229266byFrequency|by1000genomesMG-227-tumorMG-227-normal - 6 924 c.639C>T

T A MG-227-tumorMG-227-normal - 6 1145 c.700A>T

G A rs17001073byFrequency|by1000genomesMG-227-tumorMG-227-normal + 8 1697 c.1413G>A

G A rs1713982byFrequency|by1000genomesMG-227-tumorMG-227-normal + 15 2261 c.1848G>A

A G MG-227-tumorMG-227-normal - 15 1346 c.1346T>C

A G rs13346368by1000genomesMG-227-tumorMG-227-normal + 10 3324 c.3130A>G

C T rs3862792byFrequency|by1000genomesMG-227-tumorMG-227-normal + 4 896 c.669C>T

G A MG-227-tumorMG-227-normal + 1 1032 c.1032G>A

T C rs3026101by1000genomesMG-227-tumorMG-227-normal + 14 2279 c.2055T>C

G A rs3810490by1000genomesMG-227-tumorMG-227-normal - 6 2067 c.1998C>T

C T rs7240355byFrequency|by1000genomesMG-227-tumorMG-227-normal - 5 5238 c.5025G>A

A G rs62177519 MG-227-tumorMG-227-normal + 4 919 c.825A>G

A G rs17001075byFrequency|by1000genomesMG-227-tumorMG-227-normal + 9 1793 c.1509A>G

T C MG-227-tumorMG-227-normal + 1 910 c.910T>C

C T rs34315566byFrequency|by1000genomesMG-227-tumorMG-227-normal + 35 5595 c.4527C>T

A G rs13223756byFrequency|by1000genomesMG-227-tumorMG-227-normal + 7 2144 c.1944A>G

T C rs2229992byFrequency|by1000genomesMG-227-tumorMG-227-normal + 12 1838 c.1458T>C

C T rs116517080byFrequency|by1000genomesMG-227-tumorMG-227-normal + 8 4498 c.3642C>T

T C rs7275 by1000genomesMG-227-tumorMG-227-normal + 35 5267 c.4983T>C

C T MG-227-tumorMG-227-normal - 8 1260 c.1042G>A

T A rs17264436byFrequency|by1000genomesMG-227-tumorMG-227-normal - 21 3503 c.3501A>T

C T rs34488539by1000genomesMG-227-tumorMG-227-normal + 22 3555 c.3390C>T

C T rs2289550byFrequency|by1000genomesMG-227-tumorMG-227-normal - 21 11744 c.11535G>A

T C MG-227-tumorMG-227-normal + 1 383 c.383T>C

T C rs2075252byFrequency|by1000genomesMG-227-tumorMG-227-normal - 66 12565 c.12280A>G

G A rs45463297by1000genomesMG-227-tumorMG-227-normal - 8 4311 c.4242C>T

C A MG-227-tumorMG-227-normal + 1 706 c.706C>A

C A rs3739298byFrequency|by1000genomesMG-227-tumorMG-227-normal - 9 2230 c.1821G>T

A G rs28624496 MG-227-tumorMG-227-normal - 1 626 c.196T>C

G A rs149181731byFrequencyMG-227-tumorMG-227-normal + 1 431 c.379G>A

G A MG-227-tumorMG-227-normal + 1 159 c.159G>A

C A MG-227-tumorMG-227-normal + 12 1060 c.962C>A

C G rs11971880byFrequency|by1000genomesMG-227-tumorMG-227-normal + 3 1192 c.634C>G

C A rs6453022by1000genomesMG-227-tumorMG-227-normal + 7 1027 c.851C>A

G A rs2973566by1000genomesMG-227-tumorMG-227-normal + 14 1930 c.1754G>A

C T rs34594998by1000genomesMG-227-tumorMG-227-normal + 9 1733 c.1509C>T

T C rs5927083byFrequency|by1000genomesMG-227-tumorMG-227-normal - 14 1841 c.1635A>G

G A rs2289247byFrequency|by1000genomesMG-227-tumorMG-227-normal + 11 1273 c.1063G>A

A G rs2929158by1000genomesMG-227-tumorMG-227-normal - 19 4373 c.4163T>C

G C rs2240089byFrequency|by1000genomesMG-227-tumorMG-227-normal - 12 3187 c.3003C>G

C T MG-227-tumorMG-227-normal - 3 370 c.335G>A

A G rs13288443byFrequency|by1000genomesMG-227-tumorMG-227-normal + 11 2036 c.1827A>G

T C rs12731746byFrequency|by1000genomesMG-227-tumorMG-227-normal - 11 1394 c.897A>G



C T rs3811444byFrequency|by1000genomesMG-228-tumorMG-228-normal + 6 1169 c.1121C>T

C T MG-228-tumorMG-228-normal + 3 423 c.43C>T

C A MG-228-tumorMG-228-normal + 5 631 c.409C>A

G A rs139799138byFrequencyMG-228-tumorMG-228-normal - 3 6574 c.6499C>T

G A MG-228-tumorMG-228-normal - 14 1205 c.1206C>T

C T rs3745762by1000genomesMG-228-tumorMG-228-normal + 6 2241 c.2047C>T

G A rs3810485by1000genomesMG-228-tumorMG-228-normal - 8 6116 c.6047C>T

A G rs40831 by1000genomesMG-228-tumorMG-228-normal + 2 2118 c.2085A>G

G A rs142477303byFrequencyMG-228-tumorMG-228-normal - 13 6695 c.6320C>T

G A rs1718878byFrequency|by1000genomesMG-228-tumorMG-228-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-228-tumorMG-228-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-228-tumorMG-228-normal + 16 2064 c.1887T>A

A G rs2973568by1000genomesMG-228-tumorMG-228-normal + 13 1856 c.1680A>G

T C rs2229263byFrequency|by1000genomesMG-228-tumorMG-228-normal - 3 533 c.248A>G

T G rs17848149byFrequency|by1000genomesMG-228-tumorMG-228-normal - 25 4121 c.3836A>C

T C rs7935 byFrequency|by1000genomesMG-228-tumorMG-228-normal + 9 1808 c.1524T>C

T C rs143332174by1000genomesMG-228-tumorMG-228-normal - 3 244 c.207A>G

G T rs2075249byFrequency|by1000genomesMG-228-tumorMG-228-normal - 21 3339 c.3054C>A

T C rs2241190byFrequency|by1000genomesMG-228-tumorMG-228-normal - 17 2745 c.2460A>G

A G rs826549 by1000genomesMG-228-tumorMG-228-normal + 18 2676 c.2550A>G

G T rs139431164byFrequencyMG-228-tumorMG-228-normal + 3 1043 c.824G>T

T C rs9807555by1000genomesMG-228-tumorMG-228-normal - 1 196 c.197A>G

G A rs3810479byFrequency|by1000genomesMG-228-tumorMG-228-normal - 17 7692 c.7623C>T

G A rs3822060byFrequency|by1000genomesMG-228-tumorMG-228-normal - 25 13145 c.12936C>T

G A rs4962081byFrequency|by1000genomesMG-228-tumorMG-228-normal - 22 3050 c.2829C>T

C T rs2243380byFrequency|by1000genomesMG-228-tumorMG-228-normal - 6 698 c.500G>A

T C rs13286541by1000genomesMG-228-tumorMG-228-normal - 9 2245 c.1909A>G

G T rs3212254byFrequency|by1000genomesMG-228-tumorMG-228-normal - 10 1693 c.1475C>A

C A rs16829829byFrequency|by1000genomesMG-228-tumorMG-228-normal + 23 3457 c.2314C>A

C A rs144349020by1000genomesMG-228-tumorMG-228-normal + 3 1131 c.912C>A

G C MG-228-tumorMG-228-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-228-tumorMG-228-normal + 22 2662 c.2385C>T

T C rs831042 byFrequency|by1000genomesMG-228-tumorMG-228-normal - 24 3945 c.3660A>G

T C rs7716253by1000genomesMG-228-tumorMG-228-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-228-tumorMG-228-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-228-tumorMG-228-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-228-tumorMG-228-normal - 3 660 c.661T>C

C G rs2509943byFrequency|by1000genomesMG-228-tumorMG-228-normal + 3 776 c.279C>G

A G rs4659654byFrequency|by1000genomesMG-228-tumorMG-228-normal - 16 2000 c.1503T>C

C T rs468525 by1000genomesMG-228-tumorMG-228-normal - 6 478 c.111G>A

C G rs2282302byFrequency|by1000genomesMG-228-tumorMG-228-normal - 3 965 c.893G>C

T A rs3796647by1000genomesMG-228-tumorMG-228-normal - 10 7295 c.7086A>T

A G rs1980131byFrequency|by1000genomesMG-228-tumorMG-228-normal + 2 2992 c.2880A>G

C T rs4802382by1000genomesMG-228-tumorMG-228-normal + 6 554 c.360C>T

A G rs2074912byFrequency|by1000genomesMG-228-tumorMG-228-normal + 1 1709 c.1709A>G

G A rs13054014byFrequency|by1000genomesMG-228-tumorMG-228-normal + 2 569 c.210G>A

T C rs41315020byFrequency|by1000genomesMG-228-tumorMG-228-normal - 8 1497 c.909A>G



T C rs831043 byFrequency|by1000genomesMG-228-tumorMG-228-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-228-tumorMG-228-normal + 14 2474 c.2092C>A

T C rs141049734byFrequencyMG-228-tumorMG-228-normal - 18 3186 c.2968A>G

C T rs76844681 MG-228-tumorMG-228-normal - 16 2899 c.2681G>A

C A rs55699040byFrequencyMG-228-tumorMG-228-normal + 28 3969 c.3529C>A

G A rs61739178byFrequency|by1000genomesMG-228-tumorMG-228-normal - 12 1968 c.1784C>T

T C rs3755806byFrequency|by1000genomesMG-228-tumorMG-228-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-228-tumorMG-228-normal - 13 5919 c.5544G>A

C T rs145833752byFrequencyMG-228-tumorMG-228-normal + 11 1568 c.1209C>T

C T rs77791636by1000genomesMG-228-tumorMG-228-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-228-tumorMG-228-normal - 18 3000 c.2874G>T

T G rs10817033by1000genomesMG-228-tumorMG-228-normal - 8 2079 c.1743A>C

T C rs2251219byFrequency|by1000genomesMG-228-tumorMG-228-normal - 26 4397 c.4395A>G

G A rs16912247byFrequency|by1000genomesMG-228-tumorMG-228-normal - 14 9973 c.9598C>T

G A rs61753697byFrequency|by1000genomesMG-228-tumorMG-228-normal + 1 376 c.99G>A

G A rs11574895by1000genomesMG-228-tumorMG-228-normal - 17 2766 c.2691C>T

T C rs1048500byFrequency|by1000genomesMG-228-tumorMG-228-normal + 2 1791 c.684T>C

C T rs28997582byFrequency|by1000genomesMG-228-tumorMG-228-normal + 29 4337 c.4053C>T

A G rs35114151byFrequency|by1000genomesMG-228-tumorMG-228-normal - 39 7044 c.6759T>C

C G rs143879890by1000genomesMG-228-tumorMG-228-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-228-tumorMG-228-normal + 7 1855 c.1810A>G

G A rs2074852byFrequency|by1000genomesMG-228-tumorMG-228-normal - 6 702 c.372C>T

A G rs4862726by1000genomesMG-228-tumorMG-228-normal - 2 2054 c.1845T>C

A G rs150594 byFrequency|by1000genomesMG-228-tumorMG-228-normal - 13 1559 c.1356T>C

G A rs9804992byFrequency|by1000genomesMG-228-tumorMG-228-normal + 11 3172 c.2529G>A

C T rs79175852|rs3906245|rs67658094MG-228-tumorMG-228-normal - 1 701 c.540G>A

G A rs2124203byFrequency|by1000genomesMG-228-tumorMG-228-normal - 19 2832 c.2745C>T

T C rs7714670by1000genomesMG-228-tumorMG-228-normal + 6 849 c.673T>C

C T rs17605476by1000genomesMG-228-tumorMG-228-normal + 5 1338 c.1140C>T

A T rs7095325byFrequency|by1000genomesMG-228-tumorMG-228-normal - 7 1087 c.712T>A

C T rs11873462by1000genomesMG-228-tumorMG-228-normal - 1 47 c.48G>A

C T rs2304867byFrequency|by1000genomesMG-228-tumorMG-228-normal - 9 4899 c.4690G>A

T C rs12990449byFrequency|by1000genomesMG-228-tumorMG-228-normal - 2 1114 c.143A>G

A G rs180744 by1000genomesMG-228-tumorMG-228-normal + 2 1719 c.1686A>G

G A MG-228-tumorMG-228-normal - 6 831 c.772C>T

C A rs35430524by1000genomesMG-228-tumorMG-228-normal + 12 3111 c.2737C>A

T C MG-228-tumorMG-228-normal + 1 1335 c.1335T>C

C T rs1130233byFrequency|by1000genomesMG-228-tumorMG-228-normal - 8 2206 c.726G>A

C T rs3743398by1000genomesMG-228-tumorMG-228-normal + 12 2965 c.2591C>T

A G rs2229267byFrequency|by1000genomesMG-228-tumorMG-228-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-228-tumorMG-228-normal + 2 1740 c.1707C>T

G A rs3733407by1000genomesMG-228-tumorMG-228-normal - 10 6188 c.5979C>T

T C rs17019360by1000genomesMG-228-tumorMG-228-normal + 17 2524 c.1800T>C

C G MG-228-tumorMG-228-normal + 32 6002 c.5468C>G

C T rs2229265byFrequency|by1000genomesMG-228-tumorMG-228-normal - 54 10788 c.10503G>A

A G MG-228-tumorMG-228-normal + 1 23 c.23A>G

G T rs147825872 MG-228-tumorMG-228-normal + 20 4359 c.4282G>T



T C MG-228-tumorMG-228-normal + 8 505 c.505T>C

G T rs138591330by1000genomesMG-228-tumorMG-228-normal - 27 8211 c.7863C>A

C T rs2273779byFrequency|by1000genomesMG-228-tumorMG-228-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-228-tumorMG-228-normal + 1 160 c.108G>A

C G rs180743 by1000genomesMG-228-tumorMG-228-normal + 2 1315 c.1282C>G

A G rs3737940byFrequency|by1000genomesMG-228-tumorMG-228-normal + 7 3183 c.3138A>G

A G rs16883953byFrequency|by1000genomesMG-228-tumorMG-228-normal - 14 2365 c.2121T>C

C T MG-228-tumorMG-228-normal - 3 300 c.263G>A

G C rs139111507byFrequencyMG-228-tumorMG-228-normal - 51 13044 c.12826C>G

G A rs2880956 MG-228-tumorMG-228-normal + 15 1268 c.1268G>A

T G rs9807633by1000genomesMG-228-tumorMG-228-normal - 1 88 c.89A>C

T C rs35753072by1000genomesMG-228-tumorMG-228-normal - 10 5213 c.5004A>G

A G rs4143768byFrequency|by1000genomesMG-228-tumorMG-228-normal - 10 6783 c.6195T>C

C T rs62478357byFrequencyMG-228-tumorMG-228-normal - 8 1268 c.1050G>A

C T rs1386356byFrequency|by1000genomesMG-228-tumorMG-228-normal - 85 14018 c.13047G>A

A G rs2229268byFrequency|by1000genomesMG-228-tumorMG-228-normal - 61 11886 c.11601T>C

C A rs2973558by1000genomesMG-228-tumorMG-228-normal + 20 2514 c.2338C>A

G A rs7624750byFrequency|by1000genomesMG-228-tumorMG-228-normal + 4 707 c.473G>A

T C rs8089144by1000genomesMG-228-tumorMG-228-normal - 7 1142 c.1143A>G

T C rs9851685byFrequency|by1000genomesMG-228-tumorMG-228-normal + 23 2508 c.2274T>C

T G rs12963422byFrequency|by1000genomesMG-228-tumorMG-228-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-228-tumorMG-228-normal - 8 1391 c.1173C>A

C A rs61742080byFrequency|by1000genomesMG-228-tumorMG-228-normal + 4 1004 c.891C>A

G A rs13007735byFrequency|by1000genomesMG-228-tumorMG-228-normal - 16 3587 c.2616C>T

C T rs1035938by1000genomesMG-228-tumorMG-228-normal + 6 1538 c.1344C>T

C T rs45554841by1000genomesMG-228-tumorMG-228-normal - 1 214 c.215G>A

T C MG-228-tumorMG-228-normal - 3 305 c.270A>G

G T MG-228-tumorMG-228-normal - 4 1428 c.1364C>A

T C rs79940627 MG-228-tumorMG-228-normal - 3 6118 c.6043A>G

C T rs34307082byFrequency|by1000genomesMG-228-tumorMG-228-normal + 6 863 c.629C>T

T C rs9646771by1000genomesMG-228-tumorMG-228-normal - 4 787 c.447A>G

G A MG-228-tumorMG-228-normal - 1 2167 c.2064C>T

T G rs77834784by1000genomesMG-228-tumorMG-228-normal - 10 7314 c.7105A>C

G A rs3775307by1000genomesMG-228-tumorMG-228-normal - 27 13442 c.13233C>T

G C rs3088074byFrequency|by1000genomesMG-228-tumorMG-228-normal - 9 2999 c.2785C>G

A C rs76504934by1000genomesMG-228-tumorMG-228-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-228-tumorMG-228-normal + 24 3194 c.3018C>T

C T MG-228-tumorMG-228-normal - 23 4598 c.4107G>A

C G rs3817428by1000genomesMG-228-tumorMG-228-normal + 15 7493 c.7119C>G

A C rs881732 by1000genomesMG-228-tumorMG-228-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-228-tumorMG-228-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-228-tumorMG-228-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-228-tumorMG-228-normal + 12 1807 c.1631C>T

G A MG-228-tumorMG-228-normal + 22 5688 c.4974G>A

G C MG-228-tumorMG-228-normal + 15 2129 c.2077G>C

T C rs1002519byFrequency|by1000genomesMG-228-tumorMG-228-normal + 1 196 c.196T>C

G C rs45469098by1000genomesMG-228-tumorMG-228-normal - 1 255 c.256C>G



G A rs61751548byFrequency|by1000genomesMG-228-tumorMG-228-normal - 17 2739 c.2664C>T

A G rs149271 by1000genomesMG-228-tumorMG-228-normal + 2 543 c.510A>G

G A rs149097380byFrequencyMG-228-tumorMG-228-normal - 41 7626 c.6655C>T

G A rs2271189byFrequency|by1000genomesMG-228-tumorMG-228-normal + 27 3788 c.3348G>A

C T MG-228-tumorMG-228-normal + 51 8265 c.7731C>T

A G rs17078605byFrequency|by1000genomesMG-228-tumorMG-228-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-228-tumorMG-228-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-228-tumorMG-228-normal - 2 514 c.174G>A

A C rs76437836byFrequencyMG-228-tumorMG-228-normal - 3 142 c.98T>G

G A rs34717358byFrequency|by1000genomesMG-228-tumorMG-228-normal + 11 2250 c.1869G>A

C A rs41306015byFrequency|by1000genomesMG-228-tumorMG-228-normal - 13 4052 c.3677G>T

T C rs2099854by1000genomesMG-228-tumorMG-228-normal - 10 5633 c.5424A>G

C T rs117151141by1000genomesMG-228-tumorMG-228-normal - 13 1746 c.1457G>A

G C rs150792548byFrequency|by1000genomesMG-228-tumorMG-228-normal - 4 1461 c.1397C>G

A G rs2737699byFrequency|by1000genomesMG-228-tumorMG-228-normal - 10 12892 c.12304T>C

G A MG-228-tumorMG-228-normal - 7 889 c.796C>T

G C rs3796648by1000genomesMG-228-tumorMG-228-normal - 10 7031 c.6822C>G

G A rs2227983byFrequency|by1000genomesMG-228-tumorMG-228-normal + 13 1739 c.1562G>A

G A rs151001106byFrequencyMG-228-tumorMG-228-normal + 1 192 c.140G>A

T C rs33910491byFrequency|by1000genomesMG-228-tumorMG-228-normal - 5 4949 c.4736A>G

C T rs1801187byFrequency|by1000genomesMG-228-tumorMG-228-normal - 37 5440 c.5234G>A

A G rs151306742by1000genomesMG-228-tumorMG-228-normal + 4 729 c.285A>G

T C rs78472618byFrequencyMG-228-tumorMG-228-normal - 3 159 c.115A>G

T C rs41300566byFrequency|by1000genomesMG-228-tumorMG-228-normal - 13 3805 c.3430A>G

C T rs210498 by1000genomesMG-228-tumorMG-228-normal - 23 1885 c.1518G>A

G A MG-228-tumorMG-228-normal - 1 288 c.237C>T

C T rs2931423by1000genomesMG-228-tumorMG-228-normal + 19 2459 c.2283C>T

A T MG-228-tumorMG-228-normal + 5 625 c.403A>T

G A rs2853344byFrequency|by1000genomesMG-228-tumorMG-228-normal - 13 2990 c.2615C>T

T C rs766894 by1000genomesMG-228-tumorMG-228-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-228-tumorMG-228-normal - 8 1357 c.1139G>T

G A rs3744249byFrequency|by1000genomesMG-228-tumorMG-228-normal + 11 2561 c.2172G>A

G A rs7234999byFrequency|by1000genomesMG-228-tumorMG-228-normal - 5 5512 c.5299C>T

C A rs78806080byFrequency|by1000genomesMG-228-tumorMG-228-normal - 13 3029 c.2058G>T

A G MG-228-tumorMG-228-normal + 6 1043 c.486A>G

C T rs146330869byFrequency|by1000genomesMG-228-tumorMG-228-normal + 9 2565 c.924C>T

C T rs1966160 MG-228-tumorMG-228-normal - 1 143 c.144G>A

G A rs11549105byFrequency|by1000genomesMG-228-tumorMG-228-normal - 6 1228 c.1224C>T

C A rs1801270byFrequency|by1000genomesMG-228-tumorMG-228-normal + 2 328 c.93C>A

C T rs2229067byFrequency|by1000genomesMG-228-tumorMG-228-normal + 11 3296 c.2915C>T

G A rs1713982byFrequency|by1000genomesMG-228-tumorMG-228-normal + 15 2261 c.1848G>A

A G rs13346368by1000genomesMG-228-tumorMG-228-normal + 10 3324 c.3130A>G

T C rs141268327by1000genomesMG-228-tumorMG-228-normal - 20 4110 c.3770A>G

T C MG-228-tumorMG-228-normal - 14 1204 c.1205A>G

A G rs147227382byFrequencyMG-228-tumorMG-228-normal + 2 604 c.235A>G

C G MG-228-tumorMG-228-normal + 12 2729 c.2094C>G

C T rs7240355byFrequency|by1000genomesMG-228-tumorMG-228-normal - 5 5238 c.5025G>A



G A rs16885 byFrequency|by1000genomesMG-228-tumorMG-228-normal - 9 3193 c.2257C>T

T C rs2229992byFrequency|by1000genomesMG-228-tumorMG-228-normal + 12 1838 c.1458T>C

C A rs2230018byFrequency|by1000genomesMG-228-tumorMG-228-normal + 17 2218 c.2177C>A

C T rs17802557byFrequency|by1000genomesMG-228-tumorMG-228-normal - 6 756 c.567G>A

C T MG-228-tumorMG-228-normal - 8 1260 c.1042G>A

T A rs17264436byFrequency|by1000genomesMG-228-tumorMG-228-normal - 21 3503 c.3501A>T

C T rs2289550byFrequency|by1000genomesMG-228-tumorMG-228-normal - 21 11744 c.11535G>A

T C rs2075252byFrequency|by1000genomesMG-228-tumorMG-228-normal - 66 12565 c.12280A>G

A T rs35238720byFrequency|by1000genomesMG-228-tumorMG-228-normal + 4 1205 c.860A>T

G A MG-228-tumorMG-228-normal - 20 3547 c.3460C>T

A G rs77145198byFrequency|by1000genomesMG-228-tumorMG-228-normal - 20 2943 c.2856T>C

C A rs6453022by1000genomesMG-228-tumorMG-228-normal + 7 1027 c.851C>A

G A rs2973566by1000genomesMG-228-tumorMG-228-normal + 14 1930 c.1754G>A

C T rs12982642by1000genomesMG-228-tumorMG-228-normal + 12 1688 c.1272C>T

G A rs2289247byFrequency|by1000genomesMG-228-tumorMG-228-normal + 11 1273 c.1063G>A

A T rs139219406by1000genomesMG-228-tumorMG-228-normal - 4 1382 c.1318T>A

G C MG-228-tumorMG-228-normal - 2 625 c.532C>G

A C rs78767626byFrequency|by1000genomesMG-228-tumorMG-228-normal + 19 2007 c.1773A>C

T C rs4149056byFrequency|by1000genomesMG-228-tumorMG-228-normal + 6 617 c.521T>C

C T MG-228-tumorMG-228-normal - 2 88

C T MG-228-tumorMG-228-normal - 3 370 c.335G>A

G T rs918558 byFrequency|by1000genomesMG-228-tumorMG-228-normal + 1 2142 c.2142G>T

T C rs12731746byFrequency|by1000genomesMG-228-tumorMG-228-normal - 11 1394 c.897A>G

T A rs2060198byFrequency|by1000genomesMG-228-tumorMG-228-normal + 27 5204 c.4914T>A

C T rs3745764byFrequency|by1000genomesMG-229-tumorMG-229-normal + 9 2705 c.1064C>T

T A rs61759499byFrequency|by1000genomesMG-229-tumorMG-229-normal - 60 9867 c.9623A>T

T C rs831043 byFrequency|by1000genomesMG-229-tumorMG-229-normal - 21 3354 c.3069A>G

C T rs1386356byFrequency|by1000genomesMG-229-tumorMG-229-normal - 85 14018 c.13047G>A

C T rs3811444byFrequency|by1000genomesMG-229-tumorMG-229-normal + 6 1169 c.1121C>T

C T MG-229-tumorMG-229-normal - 3 300 c.263G>A

G A rs147488144byFrequencyMG-229-tumorMG-229-normal - 12 1385 c.1383C>T

C T MG-229-tumorMG-229-normal + 3 423 c.43C>T

C A rs34400049byFrequency|by1000genomesMG-229-tumorMG-229-normal + 14 2474 c.2092C>A

G A rs62070401by1000genomesMG-229-tumorMG-229-normal - 12 2205 c.2162C>T

G A MG-229-tumorMG-229-normal - 1 288 c.237C>T

G A rs3809974byFrequency|by1000genomesMG-229-tumorMG-229-normal - 5 2864 c.2651C>T

A G rs3737940byFrequency|by1000genomesMG-229-tumorMG-229-normal + 7 3183 c.3138A>G

A G rs2229267byFrequency|by1000genomesMG-229-tumorMG-229-normal - 29 5160 c.4875T>C

A G rs150594 byFrequency|by1000genomesMG-229-tumorMG-229-normal - 13 1559 c.1356T>C

T C rs2229992byFrequency|by1000genomesMG-229-tumorMG-229-normal + 12 1838 c.1458T>C

A G MG-229-tumorMG-229-normal + 10 1620 c.1253A>G

G T rs2075249byFrequency|by1000genomesMG-229-tumorMG-229-normal - 21 3339 c.3054C>A

C A MG-229-tumorMG-229-normal + 1 615 c.615C>A

G A MG-229-tumorMG-229-normal + 17 2533 c.1809G>A

C T rs117116488by1000genomesMG-229-tumorMG-229-normal + 8 1843 c.1469C>T

T C rs141049734byFrequencyMG-229-tumorMG-229-normal - 18 3186 c.2968A>G

A G MG-229-tumorMG-229-normal + 1 486 c.486A>G



A G rs141480481by1000genomesMG-229-tumorMG-229-normal + 4 1425 c.1342A>G

G C rs139385438by1000genomesMG-229-tumorMG-229-normal - 4 760 c.600C>G

C T rs62478357byFrequencyMG-229-tumorMG-229-normal - 8 1268 c.1050G>A

G A MG-229-tumorMG-229-normal - 6 1991 c.1669C>T

G A rs142702316byFrequencyMG-229-tumorMG-229-normal + 1 160 c.108G>A

T C rs62070402by1000genomesMG-229-tumorMG-229-normal - 12 2105 c.2062A>G

A G rs11016073byFrequency|by1000genomesMG-229-tumorMG-229-normal - 13 6677 c.6302T>C

C T MG-229-tumorMG-229-normal + 1 107 c.107C>T

T A MG-229-tumorMG-229-normal + 16 5654 c.5274T>A

C A rs138908625byFrequency|by1000genomesMG-229-tumorMG-229-normal - 8 1357 c.1139G>T

G A rs11551685byFrequency|by1000genomesMG-229-tumorMG-229-normal - 16 7464 c.7395C>T

A G rs3729680by1000genomesMG-229-tumorMG-229-normal + 7 1330 c.1173A>G

G A rs2127898byFrequency|by1000genomesMG-229-tumorMG-229-normal - 6 1130 c.920C>T

C T rs16942341by1000genomesMG-229-tumorMG-229-normal + 7 1595 c.1221C>T

A G MG-229-tumorMG-229-normal - 15 1346 c.1346T>C

A G rs2229268byFrequency|by1000genomesMG-229-tumorMG-229-normal - 61 11886 c.11601T>C

T C rs17065127byFrequency|by1000genomesMG-229-tumorMG-229-normal - 5 5401 c.5188A>G

T C rs3755806byFrequency|by1000genomesMG-229-tumorMG-229-normal - 15 2117 c.2115A>G

T C MG-229-tumorMG-229-normal - 20 3938 c.3851A>G

T C rs7716253by1000genomesMG-229-tumorMG-229-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-229-tumorMG-229-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-229-tumorMG-229-normal + 14 1944 c.1699C>T

G A MG-229-tumorMG-229-normal + 8 623 c.623G>A

T C rs12990449byFrequency|by1000genomesMG-229-tumorMG-229-normal - 2 1114 c.143A>G

T C rs7275 by1000genomesMG-229-tumorMG-229-normal + 35 5267 c.4983T>C

G C rs13397109byFrequency|by1000genomesMG-229-tumorMG-229-normal - 41 7911 c.7626C>G

C T rs77791636by1000genomesMG-229-tumorMG-229-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-229-tumorMG-229-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-229-tumorMG-229-normal - 16 2000 c.1503T>C

T C rs8089144by1000genomesMG-229-tumorMG-229-normal - 7 1142 c.1143A>G

A G rs9653483by1000genomesMG-229-tumorMG-229-normal - 21 5040 c.4953T>C

G A rs3733415by1000genomesMG-229-tumorMG-229-normal - 2 601 c.392C>T

A G rs10853307by1000genomesMG-229-tumorMG-229-normal - 3 1368 c.836T>C

G A rs1128761byFrequency|by1000genomesMG-229-tumorMG-229-normal + 7 1219 c.966G>A

C G rs147865267byFrequencyMG-229-tumorMG-229-normal - 4 1304 c.1234G>C

C T rs35719940by1000genomesMG-229-tumorMG-229-normal - 15 3241 c.3184G>A

T C rs2251219byFrequency|by1000genomesMG-229-tumorMG-229-normal - 26 4397 c.4395A>G

C G MG-229-tumorMG-229-normal + 20 7298 c.7172C>G

C T rs26505 byFrequency|by1000genomesMG-229-tumorMG-229-normal + 1 144 c.57C>T

G A rs2229266byFrequency|by1000genomesMG-229-tumorMG-229-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-229-tumorMG-229-normal - 16 3587 c.2616C>T

A C rs141582205byFrequency|by1000genomesMG-229-tumorMG-229-normal + 2 660 c.572A>C

G T rs144792804by1000genomesMG-229-tumorMG-229-normal - 1 174 c.29C>A

G C MG-229-tumorMG-229-normal + 1 203 c.176G>C

C T rs17094777byFrequency|by1000genomesMG-229-tumorMG-229-normal - 7 1491 c.1300G>A

G C rs12350212byFrequency|by1000genomesMG-229-tumorMG-229-normal + 5 1878 c.1788G>C

G A rs61762608byFrequency|by1000genomesMG-229-tumorMG-229-normal - 13 2608 c.2052C>T



G A rs3810485by1000genomesMG-229-tumorMG-229-normal - 8 6116 c.6047C>T

G A rs56145411byFrequency|by1000genomesMG-229-tumorMG-229-normal + 4 1211 c.1124G>A

C T rs41306644byFrequency|by1000genomesMG-229-tumorMG-229-normal - 6 743 c.368G>A

C T rs11547311byFrequency|by1000genomesMG-229-tumorMG-229-normal + 8 702 c.570C>T

G A MG-229-tumorMG-229-normal + 1 60 c.60G>A

C T rs45554841by1000genomesMG-229-tumorMG-229-normal - 1 214 c.215G>A

T C MG-229-tumorMG-229-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-229-tumorMG-229-normal + 1 376 c.99G>A

G A rs1718878byFrequency|by1000genomesMG-229-tumorMG-229-normal + 13 2003 c.1590G>A

T G rs1889323by1000genomesMG-229-tumorMG-229-normal - 25 4582 c.4246A>C

G A rs34722354byFrequency|by1000genomesMG-229-tumorMG-229-normal + 13 1761 c.1323G>A

T G rs79385100by1000genomesMG-229-tumorMG-229-normal - 11 1929 c.1930A>C

G A rs1713982byFrequency|by1000genomesMG-229-tumorMG-229-normal + 15 2261 c.1848G>A

C G rs145193955by1000genomesMG-229-tumorMG-229-normal - 43 10570 c.10234G>C

C T rs2274550by1000genomesMG-229-tumorMG-229-normal + 54 8820 c.8286C>T

C G rs2229070byFrequency|by1000genomesMG-229-tumorMG-229-normal + 11 2733 c.2352C>G

A C rs147999369byFrequency|by1000genomesMG-229-tumorMG-229-normal + 12 2859 c.2746A>C

G A rs16825150byFrequency|by1000genomesMG-229-tumorMG-229-normal + 7 954 c.909G>A

T C rs9646771by1000genomesMG-229-tumorMG-229-normal - 4 787 c.447A>G

T G rs74842149byFrequencyMG-229-tumorMG-229-normal - 4 1217 c.1147A>C

A G rs2973568by1000genomesMG-229-tumorMG-229-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-229-tumorMG-229-normal - 20 3946 c.3859G>A

A G rs2227985byFrequency|by1000genomesMG-229-tumorMG-229-normal + 9 1878 c.1497A>G

C T rs76844681 MG-229-tumorMG-229-normal - 16 2899 c.2681G>A

A G rs1385600byFrequency|by1000genomesMG-229-tumorMG-229-normal - 5 1375 c.1290T>C

A T rs3739451by1000genomesMG-229-tumorMG-229-normal - 39 9817 c.9481T>A

C G rs143879890by1000genomesMG-229-tumorMG-229-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-229-tumorMG-229-normal + 7 1855 c.1810A>G

G A rs17065139byFrequency|by1000genomesMG-229-tumorMG-229-normal - 5 3795 c.3582C>T

T C rs143332174by1000genomesMG-229-tumorMG-229-normal - 3 244 c.207A>G

C T rs45443899byFrequency|by1000genomesMG-229-tumorMG-229-normal + 2 304 c.217C>T

T C MG-229-tumorMG-229-normal + 1 180 c.180T>C

A C rs141224192byFrequencyMG-229-tumorMG-229-normal + 19 2875 c.2785A>C

C G rs62497784byFrequencyMG-229-tumorMG-229-normal + 12 1773 c.1256C>G

G A MG-229-tumorMG-229-normal + 1 165 c.165G>A

A C rs76504934by1000genomesMG-229-tumorMG-229-normal - 4 464 c.427T>G

G A rs35037984byFrequency|by1000genomesMG-229-tumorMG-229-normal - 29 3161 c.2782C>T

G C rs6771157byFrequency|by1000genomesMG-229-tumorMG-229-normal - 19 3392 c.3393C>G

G C rs62070406by1000genomesMG-229-tumorMG-229-normal - 9 1754 c.1711C>G

T G rs9807633by1000genomesMG-229-tumorMG-229-normal - 1 88 c.89A>C

C G rs3817428by1000genomesMG-229-tumorMG-229-normal + 15 7493 c.7119C>G

T C rs2450122byFrequency|by1000genomesMG-229-tumorMG-229-normal - 10 2089 c.2004A>G

T C MG-229-tumorMG-229-normal + 1 768 c.768T>C

C T rs7300444byFrequency|by1000genomesMG-229-tumorMG-229-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-229-tumorMG-229-normal + 17 1912 c.1092A>C

C T MG-229-tumorMG-229-normal + 1 491 c.491C>T

T C rs10817025by1000genomesMG-229-tumorMG-229-normal - 15 3032 c.2696A>G



T C rs2241190byFrequency|by1000genomesMG-229-tumorMG-229-normal - 17 2745 c.2460A>G

G T MG-229-tumorMG-229-normal - 7 1075 c.857C>A

A G rs826549 by1000genomesMG-229-tumorMG-229-normal + 18 2676 c.2550A>G

G A rs4514247byFrequency|by1000genomesMG-229-tumorMG-229-normal - 3 878 c.808C>T

T C rs34642709byFrequency|by1000genomesMG-229-tumorMG-229-normal + 1 2426 c.1560T>C

T C rs72962460by1000genomesMG-229-tumorMG-229-normal + 4 3701 c.3684T>C

G A rs3744249byFrequency|by1000genomesMG-229-tumorMG-229-normal + 11 2561 c.2172G>A

A T rs10817021by1000genomesMG-229-tumorMG-229-normal - 24 4324 c.3988T>A

T C rs9807555by1000genomesMG-229-tumorMG-229-normal - 1 196 c.197A>G

T C rs1050476byFrequency|by1000genomesMG-229-tumorMG-229-normal + 7 2254 c.1695T>C

T C rs7935 byFrequency|by1000genomesMG-229-tumorMG-229-normal + 9 1808 c.1524T>C

G A rs148278902 MG-229-tumorMG-229-normal + 17 2747 c.2199G>A

T C rs7714670by1000genomesMG-229-tumorMG-229-normal + 6 849 c.673T>C

T C rs17848169byFrequency|by1000genomesMG-229-tumorMG-229-normal - 42 8179 c.7894A>G

C T rs11873462by1000genomesMG-229-tumorMG-229-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-229-tumorMG-229-normal - 66 12565 c.12280A>G

C T rs62070884byFrequency|by1000genomesMG-229-tumorMG-229-normal - 13 2417 c.2341G>A

G C rs45469098by1000genomesMG-229-tumorMG-229-normal - 1 255 c.256C>G

G A rs77288131byFrequency|by1000genomesMG-229-tumorMG-229-normal + 12 2707 c.2488G>A

C T rs2078478by1000genomesMG-229-tumorMG-229-normal - 5 411 c.392G>A

G A rs35296183byFrequency|by1000genomesMG-229-tumorMG-229-normal - 55 9794 c.8823C>T

T C rs140856347by1000genomesMG-229-tumorMG-229-normal - 20 3525 c.3438A>G

C A rs3739298byFrequency|by1000genomesMG-229-tumorMG-229-normal - 9 2230 c.1821G>T

G A rs149181731byFrequencyMG-229-tumorMG-229-normal + 1 431 c.379G>A

G A rs79435376byFrequency|by1000genomesMG-229-tumorMG-229-normal - 7 1864 c.1673C>T

C T rs148653429by1000genomesMG-229-tumorMG-229-normal - 19 1804 c.1804G>A

G T rs146238849byFrequency|by1000genomesMG-229-tumorMG-229-normal - 8 1391 c.1173C>A

A G rs28407189by1000genomesMG-229-tumorMG-229-normal + 12 5238 c.4864A>G

C T MG-229-tumorMG-229-normal + 1 129 c.129C>T

G A rs2271189byFrequency|by1000genomesMG-229-tumorMG-229-normal + 27 3788 c.3348G>A

C A rs6453022by1000genomesMG-229-tumorMG-229-normal + 7 1027 c.851C>A

G A rs11177 byFrequency|by1000genomesMG-229-tumorMG-229-normal + 3 290 c.80G>A

C T MG-229-tumorMG-229-normal - 8 1256 c.1038G>A

T C rs146307712by1000genomesMG-229-tumorMG-229-normal + 16 1462 c.1462T>C

A G MG-229-tumorMG-229-normal + 16 3909 c.3529A>G

C T rs3135867byFrequency|by1000genomesMG-229-tumorMG-229-normal + 4 673 c.417C>T

G C MG-229-tumorMG-229-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-229-tumorMG-229-normal + 22 2662 c.2385C>T

T C rs831042 byFrequency|by1000genomesMG-229-tumorMG-229-normal - 24 3945 c.3660A>G

T C rs17019360by1000genomesMG-229-tumorMG-229-normal + 17 2524 c.1800T>C

G A rs2248407byFrequency|by1000genomesMG-229-tumorMG-229-normal - 4 1003 c.918C>T

C T MG-229-tumorMG-229-normal + 1 369 c.369C>T

G T MG-229-tumorMG-229-normal - 3 574 c.504C>A

G C MG-229-tumorMG-229-normal + 13 1449 c.1449G>C

A G rs11778209byFrequency|by1000genomesMG-229-tumorMG-229-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-229-tumorMG-229-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-229-tumorMG-229-normal - 3 660 c.661T>C



G A rs2289247byFrequency|by1000genomesMG-229-tumorMG-229-normal + 11 1273 c.1063G>A

G A rs35821928byFrequency|by1000genomesMG-229-tumorMG-229-normal - 52 9293 c.8322C>T

G A MG-229-tumorMG-229-normal + 1 666 c.666G>A

C T rs3743398by1000genomesMG-229-tumorMG-229-normal + 12 2965 c.2591C>T

C G rs2509943byFrequency|by1000genomesMG-229-tumorMG-229-normal + 3 776 c.279C>G

A G MG-229-tumorMG-229-normal + 1 310 c.310A>G

C T rs17094900byFrequency|by1000genomesMG-229-tumorMG-229-normal - 3 578 c.387G>A

C T rs3796031byFrequency|by1000genomesMG-229-tumorMG-229-normal - 17 2399 c.1947G>A

A G MG-229-tumorMG-229-normal + 1 603 c.603A>G

C T rs3814883byFrequency|by1000genomesMG-229-tumorMG-229-normal + 13 2402 c.1359C>T

C T rs1050475byFrequency|by1000genomesMG-229-tumorMG-229-normal + 7 1534 c.975C>T

A G rs2929158by1000genomesMG-229-tumorMG-229-normal - 19 4373 c.4163T>C

G A MG-229-tumorMG-229-normal + 1 1002 c.1002G>A

T C rs111331725by1000genomesMG-229-tumorMG-229-normal + 6 643 c.263T>C

A G rs3108200byFrequency|by1000genomesMG-229-tumorMG-229-normal + 3 2040 c.810A>G

A T rs146352451by1000genomesMG-229-tumorMG-229-normal + 10 797 c.699A>T

C T MG-229-tumorMG-229-normal - 3 370 c.335G>A

C T rs78336331byFrequency|by1000genomesMG-229-tumorMG-229-normal - 3 1442 c.1239G>A

G T MG-229-tumorMG-229-normal - 1 487 c.488C>A

C T rs111505885 MG-229-tumorMG-229-normal + 1 340 c.324C>T

T A rs17264436byFrequency|by1000genomesMG-229-tumorMG-229-normal - 21 3503 c.3501A>T

C G rs34693334byFrequency|by1000genomesMG-229-tumorMG-229-normal - 8 1060 c.775G>C

A G MG-229-tumorMG-229-normal - 3 1337 c.805T>C

G T rs147825872 MG-229-tumorMG-229-normal + 20 4359 c.4282G>T

T C rs13155212|rs34364709byFrequency|by1000genomesMG-229-tumorMG-229-normal + 7 1597 c.1215T>C

T C MG-229-tumorMG-229-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-229-tumorMG-229-normal - 37 5440 c.5234G>A

C G rs149605490by1000genomesMG-229-tumorMG-229-normal + 3 1000 c.781C>G

A G rs11538677by1000genomesMG-229-tumorMG-229-normal + 49 8035 c.7501A>G

T C MG-229-tumorMG-229-normal + 1 751 c.751T>C

T C rs12731746byFrequency|by1000genomesMG-229-tumorMG-229-normal - 11 1394 c.897A>G

T C rs61747978byFrequency|by1000genomesMG-229-tumorMG-229-normal + 9 2081 c.1968T>C

C T rs2273779byFrequency|by1000genomesMG-229-tumorMG-229-normal + 6 583 c.538C>T

C A rs34400049byFrequency|by1000genomesMG-23-tumorMG-23-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-23-tumorMG-23-normal + 7 3183 c.3138A>G

T C rs831043 byFrequency|by1000genomesMG-23-tumorMG-23-normal - 21 3354 c.3069A>G

G C rs2240089byFrequency|by1000genomesMG-23-tumorMG-23-normal - 12 3187 c.3003C>G

C T rs2293347byFrequency|by1000genomesMG-23-tumorMG-23-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-23-tumorMG-23-normal - 85 14018 c.13047G>A

G A rs34395441by1000genomesMG-23-tumorMG-23-normal + 2 2563 c.2530G>A

C T MG-23-tumorMG-23-normal - 3 864 c.789G>A

C T rs1800268byFrequency|by1000genomesMG-23-tumorMG-23-normal - 23 3227 c.3021G>A

G C rs146249377byFrequencyMG-23-tumorMG-23-normal + 1 3447 c.487G>C

A G rs2229267byFrequency|by1000genomesMG-23-tumorMG-23-normal - 29 5160 c.4875T>C

G T rs2075249byFrequency|by1000genomesMG-23-tumorMG-23-normal - 21 3339 c.3054C>A

C T MG-23-tumorMG-23-normal + 1 300 c.300C>T

T G rs9807633by1000genomesMG-23-tumorMG-23-normal - 1 88 c.89A>C



T G rs12145941byFrequency|by1000genomesMG-23-tumorMG-23-normal - 3 1631 c.1556A>C

C T rs73241801by1000genomesMG-23-tumorMG-23-normal + 16 2273 c.2208C>T

C T MG-23-tumorMG-23-normal + 1 1598 c.1598C>T

C T rs62478357byFrequencyMG-23-tumorMG-23-normal - 8 1268 c.1050G>A

T G rs3208659 MG-23-tumorMG-23-normal - 7 871 c.778A>C

C T rs77791636by1000genomesMG-23-tumorMG-23-normal + 6 1132 c.1080C>T

C T MG-23-tumorMG-23-normal - 3 1048 c.516G>A

A G rs2229268byFrequency|by1000genomesMG-23-tumorMG-23-normal - 61 11886 c.11601T>C

A G rs3108200byFrequency|by1000genomesMG-23-tumorMG-23-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-23-tumorMG-23-normal - 15 2117 c.2115A>G

C T rs146926130byFrequencyMG-23-tumorMG-23-normal - 3 1282 c.726G>A

G A rs61998196by1000genomesMG-23-tumorMG-23-normal - 5 1488 c.1152C>T

A C rs7995564by1000genomesMG-23-tumorMG-23-normal + 10 2068 c.1534A>C

G A rs7179364by1000genomesMG-23-tumorMG-23-normal + 1 520 c.85G>A

C A rs6738031by1000genomesMG-23-tumorMG-23-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-23-tumorMG-23-normal - 16 2000 c.1503T>C

T C rs62077265 MG-23-tumorMG-23-normal - 3 321 c.228A>G

T C rs9646771by1000genomesMG-23-tumorMG-23-normal - 4 787 c.447A>G

A G rs2227973byFrequency|by1000genomesMG-23-tumorMG-23-normal + 2 2571 c.2459A>G

C G rs3818764by1000genomesMG-23-tumorMG-23-normal - 4 1331 c.995G>C

T C rs2251219byFrequency|by1000genomesMG-23-tumorMG-23-normal - 26 4397 c.4395A>G

A G MG-23-tumorMG-23-normal + 1 37 c.37A>G

G A rs2229266byFrequency|by1000genomesMG-23-tumorMG-23-normal - 6 924 c.639C>T

C G rs3791251by1000genomesMG-23-tumorMG-23-normal - 25 4912 c.4786G>C

G T rs144792804by1000genomesMG-23-tumorMG-23-normal - 1 174 c.29C>A

G A rs3810485by1000genomesMG-23-tumorMG-23-normal - 8 6116 c.6047C>T

A G rs33953730by1000genomesMG-23-tumorMG-23-normal - 25 4326 c.4200T>C

C T rs71299249|rs77022425byFrequencyMG-23-tumorMG-23-normal + 1 3677 c.717C>T

G A MG-23-tumorMG-23-normal + 1 60 c.60G>A

T C rs13796 byFrequency|by1000genomesMG-23-tumorMG-23-normal + 2 372 c.159T>C

G A rs61753697byFrequency|by1000genomesMG-23-tumorMG-23-normal + 1 376 c.99G>A

C T MG-23-tumorMG-23-normal - 8 1260 c.1042G>A

G A rs1718878byFrequency|by1000genomesMG-23-tumorMG-23-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-23-tumorMG-23-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-23-tumorMG-23-normal + 16 2064 c.1887T>A

A G rs17051895by1000genomesMG-23-tumorMG-23-normal + 23 4485 c.3951A>G

G A rs1713982byFrequency|by1000genomesMG-23-tumorMG-23-normal + 15 2261 c.1848G>A

A G rs143934691byFrequencyMG-23-tumorMG-23-normal - 2 296 c.226T>C

T G rs552183 byFrequency|by1000genomesMG-23-tumorMG-23-normal - 40 6445 c.6247A>C

G T rs6748626byFrequency|by1000genomesMG-23-tumorMG-23-normal - 20 4043 c.3072C>A

G A MG-23-tumorMG-23-normal - 17 2809 c.2734C>T

G A rs71299249|rs76723438byFrequency|by1000genomesMG-23-tumorMG-23-normal + 1 3698 c.738G>A

T A rs3740423byFrequency|by1000genomesMG-23-tumorMG-23-normal - 13 4583 c.4208A>T

T C rs1048500byFrequency|by1000genomesMG-23-tumorMG-23-normal + 2 1791 c.684T>C

G A MG-23-tumorMG-23-normal - 4 453 c.138C>T

C G rs143879890by1000genomesMG-23-tumorMG-23-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-23-tumorMG-23-normal + 7 1855 c.1810A>G



A T rs3739451by1000genomesMG-23-tumorMG-23-normal - 39 9817 c.9481T>A

T G rs1058201 MG-23-tumorMG-23-normal - 3 297 c.204A>C

C T rs140581164by1000genomesMG-23-tumorMG-23-normal + 8 593 c.495C>T

T C MG-23-tumorMG-23-normal + 1 234 c.234T>C

C T rs61737951byFrequency|by1000genomesMG-23-tumorMG-23-normal - 10 1576 c.1392G>A

C T rs12155677byFrequency|by1000genomesMG-23-tumorMG-23-normal - 32 5524 c.5280G>A

C T MG-23-tumorMG-23-normal + 1 615 c.615C>T

G C rs3088074byFrequency|by1000genomesMG-23-tumorMG-23-normal - 9 2999 c.2785C>G

C T MG-23-tumorMG-23-normal - 10 1429 c.1430G>A

A G rs61753736byFrequency|by1000genomesMG-23-tumorMG-23-normal - 66 10707 c.10463T>C

C T rs61748181byFrequency|by1000genomesMG-23-tumorMG-23-normal - 2 892 c.835G>A

G C rs6771157byFrequency|by1000genomesMG-23-tumorMG-23-normal - 19 3392 c.3393C>G

G C rs62070406by1000genomesMG-23-tumorMG-23-normal - 9 1754 c.1711C>G

T C rs28489116by1000genomesMG-23-tumorMG-23-normal - 10 5194 c.4985A>G

C T MG-23-tumorMG-23-normal - 1 1452 c.1065G>A

A C MG-23-tumorMG-23-normal - 13 9649 c.9440T>G

C T rs146330869byFrequency|by1000genomesMG-23-tumorMG-23-normal + 9 2565 c.924C>T

C T rs7300444byFrequency|by1000genomesMG-23-tumorMG-23-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-23-tumorMG-23-normal + 17 1912 c.1092A>C

G A rs16885 byFrequency|by1000genomesMG-23-tumorMG-23-normal - 9 3193 c.2257C>T

T C rs2229992byFrequency|by1000genomesMG-23-tumorMG-23-normal + 12 1838 c.1458T>C

G A rs62070401by1000genomesMG-23-tumorMG-23-normal - 12 2205 c.2162C>T

T C rs2241190byFrequency|by1000genomesMG-23-tumorMG-23-normal - 17 2745 c.2460A>G

A G rs3822625by1000genomesMG-23-tumorMG-23-normal + 14 3084 c.3084A>G

G A rs6070697byFrequency|by1000genomesMG-23-tumorMG-23-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-23-tumorMG-23-normal + 35 5267 c.4983T>C

G A rs33956095byFrequency|by1000genomesMG-23-tumorMG-23-normal - 5 2088 c.2031C>T

A G rs826549 by1000genomesMG-23-tumorMG-23-normal + 18 2676 c.2550A>G

C G rs112835318by1000genomesMG-23-tumorMG-23-normal - 1 33 c.13G>C

C T rs45602035byFrequency|by1000genomesMG-23-tumorMG-23-normal - 8 4224 c.4155G>A

G A rs143131546byFrequency|by1000genomesMG-23-tumorMG-23-normal + 8 851 c.606G>A

T C rs12731746byFrequency|by1000genomesMG-23-tumorMG-23-normal - 11 1394 c.897A>G

C A rs144349020by1000genomesMG-23-tumorMG-23-normal + 3 1131 c.912C>A

A G MG-23-tumorMG-23-normal + 1 1359 c.1359A>G

G T rs139431164byFrequencyMG-23-tumorMG-23-normal + 3 1043 c.824G>T

C A rs41292209by1000genomesMG-23-tumorMG-23-normal + 57 9141 c.8607C>A

T C rs17617964byFrequencyMG-23-tumorMG-23-normal + 3 1672 c.840T>C

T C rs9807555by1000genomesMG-23-tumorMG-23-normal - 1 196 c.197A>G

G A rs20539 byFrequency|by1000genomesMG-23-tumorMG-23-normal + 20 3152 c.3111G>A

T C rs7935 byFrequency|by1000genomesMG-23-tumorMG-23-normal + 9 1808 c.1524T>C

C T rs11873462by1000genomesMG-23-tumorMG-23-normal - 1 47 c.48G>A

G T rs115231754by1000genomesMG-23-tumorMG-23-normal + 19 3604 c.3124G>T

A G rs41292197by1000genomesMG-23-tumorMG-23-normal + 27 5038 c.4504A>G

T C MG-23-tumorMG-23-normal + 1 708 c.708T>C

C T rs3812458byFrequency|by1000genomesMG-23-tumorMG-23-normal + 22 2662 c.2385C>T

G C MG-23-tumorMG-23-normal - 44 8335 c.7364C>G

G A rs77288131byFrequency|by1000genomesMG-23-tumorMG-23-normal + 12 2707 c.2488G>A



T C rs112827102byFrequency|by1000genomesMG-23-tumorMG-23-normal - 19 3495 c.3285A>G

G A rs2229354byFrequency|by1000genomesMG-23-tumorMG-23-normal + 7 1131 c.924G>A

G A rs35296183byFrequency|by1000genomesMG-23-tumorMG-23-normal - 55 9794 c.8823C>T

T C rs831042 byFrequency|by1000genomesMG-23-tumorMG-23-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-23-tumorMG-23-normal + 2 543 c.510A>G

C A rs3739298byFrequency|by1000genomesMG-23-tumorMG-23-normal - 9 2230 c.1821G>T

T C rs17114803byFrequency|by1000genomesMG-23-tumorMG-23-normal + 11 1465 c.1299T>C

A G rs3208627 MG-23-tumorMG-23-normal - 2 153 c.60T>C

A G rs35873108|rs111782215byFrequencyMG-23-tumorMG-23-normal + 48 8443 c.8334A>G

A G rs40831 by1000genomesMG-23-tumorMG-23-normal + 2 2118 c.2085A>G

T C rs11373 byFrequency|by1000genomesMG-23-tumorMG-23-normal - 3 787 c.367A>G

T C MG-23-tumorMG-23-normal - 3 895 c.820A>G

G A rs11177 byFrequency|by1000genomesMG-23-tumorMG-23-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-23-tumorMG-23-normal + 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-23-tumorMG-23-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-23-tumorMG-23-normal - 3 142 c.98T>G

G A rs35389971by1000genomesMG-23-tumorMG-23-normal - 10 6818 c.6609C>T

G A rs2127898byFrequency|by1000genomesMG-23-tumorMG-23-normal - 6 1130 c.920C>T

T C rs2075252byFrequency|by1000genomesMG-23-tumorMG-23-normal - 66 12565 c.12280A>G

C T rs45554841by1000genomesMG-23-tumorMG-23-normal - 1 214 c.215G>A

A G rs4444457byFrequency|by1000genomesMG-23-tumorMG-23-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-23-tumorMG-23-normal - 3 660 c.661T>C

G A rs34575560byFrequency|by1000genomesMG-23-tumorMG-23-normal - 2 488 c.79C>T

A G rs141935694by1000genomesMG-23-tumorMG-23-normal + 10 735 c.735A>G

G A rs2289247byFrequency|by1000genomesMG-23-tumorMG-23-normal + 11 1273 c.1063G>A

C T rs6432901by1000genomesMG-23-tumorMG-23-normal - 2 514 c.174G>A

C T MG-23-tumorMG-23-normal - 3 7194 c.7119G>A

T C rs12990449byFrequency|by1000genomesMG-23-tumorMG-23-normal - 2 1114 c.143A>G

G A rs41312626by1000genomesMG-23-tumorMG-23-normal + 14 1770 c.1525G>A

C T rs151174 by1000genomesMG-23-tumorMG-23-normal + 2 1740 c.1707C>T

T C rs62077266 MG-23-tumorMG-23-normal - 3 311 c.218A>G

C T rs3814883byFrequency|by1000genomesMG-23-tumorMG-23-normal + 13 2402 c.1359C>T

G A rs80198225 MG-23-tumorMG-23-normal + 8 527 c.527G>A

C T rs71299249|rs113118213byFrequencyMG-23-tumorMG-23-normal + 1 3737 c.777C>T

C A rs41264475byFrequency|by1000genomesMG-23-tumorMG-23-normal + 6 840 c.741C>A

T C rs62070402by1000genomesMG-23-tumorMG-23-normal - 12 2105 c.2062A>G

C T rs2229882by1000genomesMG-23-tumorMG-23-normal + 9 1566 c.1566C>T

C T rs1130233byFrequency|by1000genomesMG-23-tumorMG-23-normal - 8 2206 c.726G>A

G A rs2227983byFrequency|by1000genomesMG-23-tumorMG-23-normal + 13 1739 c.1562G>A

A G MG-23-tumorMG-23-normal + 1 1803 c.1803A>G

T C rs79454290 MG-23-tumorMG-23-normal - 10 1195 c.1102A>G

C G rs2282302byFrequency|by1000genomesMG-23-tumorMG-23-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-23-tumorMG-23-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-23-tumorMG-23-normal - 34 7560 c.7341T>A

T A rs17264436byFrequency|by1000genomesMG-23-tumorMG-23-normal - 21 3503 c.3501A>T

G A rs11551685byFrequency|by1000genomesMG-23-tumorMG-23-normal - 16 7464 c.7395C>T

G T rs147825872 MG-23-tumorMG-23-normal + 20 4359 c.4282G>T



T C rs17364812byFrequency|by1000genomesMG-23-tumorMG-23-normal + 13 1219 c.1110T>C

T C MG-23-tumorMG-23-normal + 8 505 c.505T>C

C G rs149605490by1000genomesMG-23-tumorMG-23-normal + 3 1000 c.781C>G

G A rs13054014byFrequency|by1000genomesMG-23-tumorMG-23-normal + 2 569 c.210G>A

G A rs9789047by1000genomesMG-23-tumorMG-23-normal + 10 998 c.998G>A

A G rs151306742by1000genomesMG-23-tumorMG-23-normal + 4 729 c.285A>G

C T rs2273779byFrequency|by1000genomesMG-23-tumorMG-23-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-23-tumorMG-23-normal + 1 160 c.108G>A

T G rs79385100by1000genomesMG-23-tumorMG-23-normal - 11 1929 c.1930A>C

T C rs78472618byFrequencyMG-23-tumorMG-23-normal - 3 159 c.115A>G

G A rs149504840by1000genomesMG-23-tumorMG-23-normal - 3 759 c.227C>T

C G rs180743 by1000genomesMG-23-tumorMG-23-normal + 2 1315 c.1282C>G

C G rs145987835byFrequencyMG-230-tumorMG-230-normal - 4 1432 c.1362G>C

A G rs3121079byFrequency|by1000genomesMG-230-tumorMG-230-normal - 2 86 c.16T>C

C T rs3811444byFrequency|by1000genomesMG-230-tumorMG-230-normal + 6 1169 c.1121C>T

T C rs4989318by1000genomesMG-230-tumorMG-230-normal - 4 1325 c.1130A>G

C T MG-230-tumorMG-230-normal + 3 423 c.43C>T

G A rs62070401by1000genomesMG-230-tumorMG-230-normal - 12 2205 c.2162C>T

A G MG-230-tumorMG-230-normal + 1 1444 c.1444A>G

C G rs72474510byFrequency|by1000genomesMG-230-tumorMG-230-normal - 4 1198 c.1128G>C

C T MG-230-tumorMG-230-normal - 15 2425 c.1995G>A

C T rs199930 by1000genomesMG-230-tumorMG-230-normal + 36 5181 c.5016C>T

G A rs41294868by1000genomesMG-230-tumorMG-230-normal + 14 2132 c.1933G>A

G A rs16847812byFrequency|by1000genomesMG-230-tumorMG-230-normal + 4 978 c.865G>A

T C rs4652678by1000genomesMG-230-tumorMG-230-normal + 28 4116 c.3951T>C

T C rs28489116by1000genomesMG-230-tumorMG-230-normal - 10 5194 c.4985A>G

C T rs34409589|rs121434592MG-230-tumorMG-230-normal - 2 1529 c.49G>A

C T rs3745762by1000genomesMG-230-tumorMG-230-normal + 6 2241 c.2047C>T

C G rs9659529byFrequency|by1000genomesMG-230-tumorMG-230-normal + 2 302 c.215C>G

A G rs40831 by1000genomesMG-230-tumorMG-230-normal + 2 2118 c.2085A>G

G A rs1718878byFrequency|by1000genomesMG-230-tumorMG-230-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-230-tumorMG-230-normal + 16 2064 c.1887T>A

C T MG-230-tumorMG-230-normal + 1 369 c.369C>T

G C rs142017909byFrequencyMG-230-tumorMG-230-normal - 12 1953 c.1743C>G

A G rs2973568by1000genomesMG-230-tumorMG-230-normal + 13 1856 c.1680A>G

T A rs3740423byFrequency|by1000genomesMG-230-tumorMG-230-normal - 13 4583 c.4208A>T

C T MG-230-tumorMG-230-normal - 31 7034 c.7035G>A

G A MG-230-tumorMG-230-normal - 19 4035 c.3825C>T

A T rs78455617byFrequency|by1000genomesMG-230-tumorMG-230-normal - 4 1208 c.1138T>A

T C rs143332174by1000genomesMG-230-tumorMG-230-normal - 3 244 c.207A>G

A G rs61831150byFrequency|by1000genomesMG-230-tumorMG-230-normal + 7 1855 c.1810A>G

G T rs2075249byFrequency|by1000genomesMG-230-tumorMG-230-normal - 21 3339 c.3054C>A

G C rs62070406by1000genomesMG-230-tumorMG-230-normal - 9 1754 c.1711C>G

A G rs826549 by1000genomesMG-230-tumorMG-230-normal + 18 2676 c.2550A>G

G A rs116011482by1000genomesMG-230-tumorMG-230-normal - 8 4578 c.4509C>T

T C rs9807555by1000genomesMG-230-tumorMG-230-normal - 1 196 c.197A>G

C G rs149605490by1000genomesMG-230-tumorMG-230-normal + 3 1000 c.781C>G



C T rs7904627byFrequency|by1000genomesMG-230-tumorMG-230-normal - 5 1356 c.1242G>A

C T rs140532443 MG-230-tumorMG-230-normal - 1 1487 c.7G>A

T C MG-230-tumorMG-230-normal + 1 622 c.622T>C

A C rs1052908 MG-230-tumorMG-230-normal + 4 1261 c.1158A>C

G C MG-230-tumorMG-230-normal - 5 1009 c.1010C>G

A G rs7505568by1000genomesMG-230-tumorMG-230-normal - 3 660 c.661T>C

G T rs148745623 MG-230-tumorMG-230-normal - 4 1078 c.1008C>A

A G rs113995284byFrequency|by1000genomesMG-230-tumorMG-230-normal + 7 1761 c.1673A>G

A G rs4659654byFrequency|by1000genomesMG-230-tumorMG-230-normal - 16 2000 c.1503T>C

T C rs62070402by1000genomesMG-230-tumorMG-230-normal - 12 2105 c.2062A>G

T A rs35737760by1000genomesMG-230-tumorMG-230-normal + 19 2685 c.2520T>A

C G rs34693334byFrequency|by1000genomesMG-230-tumorMG-230-normal - 8 1060 c.775G>C

A G rs2074912byFrequency|by1000genomesMG-230-tumorMG-230-normal + 1 1709 c.1709A>G

C A rs34400049byFrequency|by1000genomesMG-230-tumorMG-230-normal + 14 2474 c.2092C>A

G A rs11168830by1000genomesMG-230-tumorMG-230-normal - 41 13688 c.13689C>T

G C rs139385438by1000genomesMG-230-tumorMG-230-normal - 4 760 c.600C>G

C T MG-230-tumorMG-230-normal - 3 1048 c.516G>A

T C rs3755806byFrequency|by1000genomesMG-230-tumorMG-230-normal - 15 2117 c.2115A>G

G A rs61998196by1000genomesMG-230-tumorMG-230-normal - 5 1488 c.1152C>T

C T rs41299110byFrequency|by1000genomesMG-230-tumorMG-230-normal + 14 1944 c.1699C>T

C T rs77791636by1000genomesMG-230-tumorMG-230-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-230-tumorMG-230-normal - 18 3000 c.2874G>T

G C rs76882791by1000genomesMG-230-tumorMG-230-normal - 27 7921 c.7573C>G

T C rs2251219byFrequency|by1000genomesMG-230-tumorMG-230-normal - 26 4397 c.4395A>G

C T rs61749258byFrequency|by1000genomesMG-230-tumorMG-230-normal + 7 1492 c.1104C>T

G A rs16912247byFrequency|by1000genomesMG-230-tumorMG-230-normal - 14 9973 c.9598C>T

C T rs113708906byFrequency|by1000genomesMG-230-tumorMG-230-normal + 4 1103 c.1000C>T

G A rs3827025by1000genomesMG-230-tumorMG-230-normal - 6 2094 c.2025C>T

G A MG-230-tumorMG-230-normal - 4 453 c.138C>T

C T rs2227999byFrequency|by1000genomesMG-230-tumorMG-230-normal - 9 1689 c.1475G>A

C G rs143879890by1000genomesMG-230-tumorMG-230-normal - 16 2320 c.2233G>C

G T rs147274805 MG-230-tumorMG-230-normal - 36 6133 c.5915C>A

G A MG-230-tumorMG-230-normal + 20 7141 c.6770G>A

C A MG-230-tumorMG-230-normal - 2 239

G A MG-230-tumorMG-230-normal + 1 165 c.165G>A

G A rs80198225 MG-230-tumorMG-230-normal + 8 527 c.527G>A

G C MG-230-tumorMG-230-normal - 2 3305 c.3096C>G

C T rs2269654byFrequency|by1000genomesMG-230-tumorMG-230-normal + 11 2687 c.2574C>T

G A rs6089925byFrequency|by1000genomesMG-230-tumorMG-230-normal - 4 729 c.660C>T

C T rs17605476by1000genomesMG-230-tumorMG-230-normal + 5 1338 c.1140C>T

C T rs11873462by1000genomesMG-230-tumorMG-230-normal - 1 47 c.48G>A

A G rs151306742by1000genomesMG-230-tumorMG-230-normal + 4 729 c.285A>G

C A rs145848316byFrequency|by1000genomesMG-230-tumorMG-230-normal - 34 5271 c.5053G>T

C T rs35670235by1000genomesMG-230-tumorMG-230-normal - 19 11364 c.11155G>A

C T rs4802382by1000genomesMG-230-tumorMG-230-normal + 6 554 c.360C>T

T C rs2075252byFrequency|by1000genomesMG-230-tumorMG-230-normal - 66 12565 c.12280A>G

T C rs12990449byFrequency|by1000genomesMG-230-tumorMG-230-normal - 2 1114 c.143A>G



A G rs180744 by1000genomesMG-230-tumorMG-230-normal + 2 1719 c.1686A>G

G A MG-230-tumorMG-230-normal - 3 1505 c.973C>T

G A MG-230-tumorMG-230-normal + 1 666 c.666G>A

C T rs3796031byFrequency|by1000genomesMG-230-tumorMG-230-normal - 17 2399 c.1947G>A

C T rs151174 by1000genomesMG-230-tumorMG-230-normal + 2 1740 c.1707C>T

G A MG-230-tumorMG-230-normal - 1 165 c.114C>T

G A MG-230-tumorMG-230-normal - 2 2938 c.1654C>T

C T rs2229265byFrequency|by1000genomesMG-230-tumorMG-230-normal - 54 10788 c.10503G>A

G T rs147825872 MG-230-tumorMG-230-normal + 20 4359 c.4282G>T

T C MG-230-tumorMG-230-normal + 8 505 c.505T>C

G T rs138591330by1000genomesMG-230-tumorMG-230-normal - 27 8211 c.7863C>A

C T rs146368566byFrequency|by1000genomesMG-230-tumorMG-230-normal - 6 2131 c.1470G>A

C T rs57014690by1000genomesMG-230-tumorMG-230-normal - 6 1554 c.1232G>A

G A rs6089924byFrequency|by1000genomesMG-230-tumorMG-230-normal - 4 920 c.851C>T

C T rs2273779byFrequency|by1000genomesMG-230-tumorMG-230-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-230-tumorMG-230-normal + 1 160 c.108G>A

C T rs2229975by1000genomesMG-230-tumorMG-230-normal - 5 927 c.852G>A

C G rs180743 by1000genomesMG-230-tumorMG-230-normal + 2 1315 c.1282C>G

A G rs3737940byFrequency|by1000genomesMG-230-tumorMG-230-normal + 7 3183 c.3138A>G

C T MG-230-tumorMG-230-normal - 3 300 c.263G>A

G A rs34830600byFrequency|by1000genomesMG-230-tumorMG-230-normal - 8 2874 c.2805C>T

T G rs9807633by1000genomesMG-230-tumorMG-230-normal - 1 88 c.89A>C

G C MG-230-tumorMG-230-normal + 12 1244 c.1112G>C

G A rs2127898byFrequency|by1000genomesMG-230-tumorMG-230-normal - 6 1130 c.920C>T

C T rs56110910byFrequency|by1000genomesMG-230-tumorMG-230-normal + 18 2349 c.1839C>T

G A rs2228000byFrequency|by1000genomesMG-230-tumorMG-230-normal - 9 1710 c.1496C>T

C G rs144385283byFrequency|by1000genomesMG-230-tumorMG-230-normal - 13 3766 c.3656G>C

G A rs7624750byFrequency|by1000genomesMG-230-tumorMG-230-normal + 4 707 c.473G>A

C T rs140105230byFrequency|by1000genomesMG-230-tumorMG-230-normal - 4 1405 c.1335G>A

T C rs8089144by1000genomesMG-230-tumorMG-230-normal - 7 1142 c.1143A>G

T C rs9851685byFrequency|by1000genomesMG-230-tumorMG-230-normal + 23 2508 c.2274T>C

G T rs146238849byFrequency|by1000genomesMG-230-tumorMG-230-normal - 8 1391 c.1173C>A

G A rs114420009byFrequency|by1000genomesMG-230-tumorMG-230-normal - 13 2667 c.2557C>T

T C rs11373 byFrequency|by1000genomesMG-230-tumorMG-230-normal - 3 787 c.367A>G

C T rs1035938by1000genomesMG-230-tumorMG-230-normal + 6 1538 c.1344C>T

C T rs45554841by1000genomesMG-230-tumorMG-230-normal - 1 214 c.215G>A

T C MG-230-tumorMG-230-normal - 3 305 c.270A>G

T C rs9646771by1000genomesMG-230-tumorMG-230-normal - 4 787 c.447A>G

G A MG-230-tumorMG-230-normal + 1 297 c.297G>A

T C MG-230-tumorMG-230-normal - 4 1446 c.1376A>G

C T MG-230-tumorMG-230-normal - 20 3113 c.3026G>A

G C rs3088074byFrequency|by1000genomesMG-230-tumorMG-230-normal - 9 2999 c.2785C>G

C T MG-230-tumorMG-230-normal - 8 1256 c.1038G>A

A C rs76504934by1000genomesMG-230-tumorMG-230-normal - 4 464 c.427T>G

A C rs881732 by1000genomesMG-230-tumorMG-230-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-230-tumorMG-230-normal - 4 895 c.891C>T

C A MG-230-tumorMG-230-normal - 24 5233 c.5023G>T



T C MG-230-tumorMG-230-normal - 24 5188 c.4978A>G

C T rs140871032byFrequency|by1000genomesMG-230-tumorMG-230-normal + 4 664 c.220C>T

T C MG-230-tumorMG-230-normal + 1 675 c.675T>C

A G MG-230-tumorMG-230-normal + 18 2336 c.2171A>G

G A rs59505617by1000genomesMG-230-tumorMG-230-normal - 6 1756 c.1434C>T

T C rs1002519byFrequency|by1000genomesMG-230-tumorMG-230-normal + 1 196 c.196T>C

G C rs45469098by1000genomesMG-230-tumorMG-230-normal - 1 255 c.256C>G

T C rs3121080byFrequency|by1000genomesMG-230-tumorMG-230-normal - 2 130 c.60A>G

G A rs34722354byFrequency|by1000genomesMG-230-tumorMG-230-normal + 13 1761 c.1323G>A

G A rs2271189byFrequency|by1000genomesMG-230-tumorMG-230-normal + 27 3788 c.3348G>A

G A rs3733415by1000genomesMG-230-tumorMG-230-normal - 2 601 c.392C>T

G A rs3803703byFrequency|by1000genomesMG-230-tumorMG-230-normal + 6 1105 c.548G>A

G A rs11177 byFrequency|by1000genomesMG-230-tumorMG-230-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-230-tumorMG-230-normal - 2 514 c.174G>A

A C rs76437836byFrequencyMG-230-tumorMG-230-normal - 3 142 c.98T>G

C A rs41306015byFrequency|by1000genomesMG-230-tumorMG-230-normal - 13 4052 c.3677G>T

A G rs28647489by1000genomesMG-230-tumorMG-230-normal - 15 10210 c.10001T>C

G A rs139856989 MG-230-tumorMG-230-normal - 4 1057 c.987C>T

G A rs2289247byFrequency|by1000genomesMG-230-tumorMG-230-normal + 11 1273 c.1063G>A

G C rs145220538byFrequencyMG-230-tumorMG-230-normal - 2 306 c.147C>G

T G rs4503360byFrequencyMG-230-tumorMG-230-normal - 3 897 c.827A>C

G A rs113607226byFrequencyMG-230-tumorMG-230-normal + 4 816 c.582G>A

G T rs140059935by1000genomesMG-230-tumorMG-230-normal + 16 1408 c.1408G>T

G A rs2227983byFrequency|by1000genomesMG-230-tumorMG-230-normal + 13 1739 c.1562G>A

C T rs150495482by1000genomesMG-230-tumorMG-230-normal + 20 2100 c.1913C>T

A T MG-230-tumorMG-230-normal - 14 2572 c.2232T>A

T C rs78472618byFrequencyMG-230-tumorMG-230-normal - 3 159 c.115A>G

T C rs41300566byFrequency|by1000genomesMG-230-tumorMG-230-normal - 13 3805 c.3430A>G

G A MG-230-tumorMG-230-normal - 1 288 c.237C>T

C T MG-230-tumorMG-230-normal - 1 565 c.514G>A

C T rs143931457by1000genomesMG-230-tumorMG-230-normal - 38 7927 c.7591G>A

G A rs2853344byFrequency|by1000genomesMG-230-tumorMG-230-normal - 13 2990 c.2615C>T

C T rs9105 byFrequency|by1000genomesMG-230-tumorMG-230-normal + 33 4964 c.4680C>T

T C rs766894 by1000genomesMG-230-tumorMG-230-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-230-tumorMG-230-normal - 8 1357 c.1139G>T

A G rs6694078byFrequency|by1000genomesMG-230-tumorMG-230-normal + 11 2688 c.2575A>G

A C rs4625290byFrequency|by1000genomesMG-230-tumorMG-230-normal - 2 325 c.255T>G

G A rs11549105byFrequency|by1000genomesMG-230-tumorMG-230-normal - 6 1228 c.1224C>T

G T rs144066805 MG-230-tumorMG-230-normal - 12 2196 c.1993C>A

G A MG-230-tumorMG-230-normal + 15 2089 c.1995G>A

G T rs11952292byFrequency|by1000genomesMG-230-tumorMG-230-normal + 1 2442 c.2442G>T

G T rs9661554byFrequency|by1000genomesMG-230-tumorMG-230-normal + 2 186 c.99G>T

G A rs1713982byFrequency|by1000genomesMG-230-tumorMG-230-normal + 15 2261 c.1848G>A

A G MG-230-tumorMG-230-normal - 15 1346 c.1346T>C

A G rs13346368by1000genomesMG-230-tumorMG-230-normal + 10 3324 c.3130A>G

T G rs35294865byFrequency|by1000genomesMG-230-tumorMG-230-normal - 12 1833 c.1413A>C

A T MG-230-tumorMG-230-normal + 1 60 c.60A>T



G A rs3810490by1000genomesMG-230-tumorMG-230-normal - 6 2067 c.1998C>T

A G MG-230-tumorMG-230-normal - 20 4056 c.3969T>C

T C MG-230-tumorMG-230-normal + 1 180 c.180T>C

T C rs2229992byFrequency|by1000genomesMG-230-tumorMG-230-normal + 12 1838 c.1458T>C

T C rs7275 by1000genomesMG-230-tumorMG-230-normal + 35 5267 c.4983T>C

A G MG-230-tumorMG-230-normal + 1 340 c.340A>G

C T rs3796032byFrequency|by1000genomesMG-230-tumorMG-230-normal - 17 2381 c.1929G>A

C T rs34488539by1000genomesMG-230-tumorMG-230-normal + 22 3555 c.3390C>T

G A rs45463297by1000genomesMG-230-tumorMG-230-normal - 8 4311 c.4242C>T

C G rs11718329by1000genomesMG-230-tumorMG-230-normal + 4 719 c.647C>G

C A rs3739298byFrequency|by1000genomesMG-230-tumorMG-230-normal - 9 2230 c.1821G>T

T G rs3204790byFrequency|by1000genomesMG-230-tumorMG-230-normal + 2 287 c.200T>G

G T MG-230-tumorMG-230-normal - 4 372 c.335C>A

G A MG-230-tumorMG-230-normal - 1 276 c.225C>T

C G rs80027487byFrequency|by1000genomesMG-230-tumorMG-230-normal + 3 451 c.364C>G

T C rs13796 byFrequency|by1000genomesMG-230-tumorMG-230-normal + 2 372 c.159T>C

T C MG-230-tumorMG-230-normal - 1 374 c.375A>G

T G rs61757612byFrequency|by1000genomesMG-230-tumorMG-230-normal - 9 2110 c.1701A>C

C T rs3814883byFrequency|by1000genomesMG-230-tumorMG-230-normal + 13 2402 c.1359C>T

A G rs2929158by1000genomesMG-230-tumorMG-230-normal - 19 4373 c.4163T>C

T A rs17264436byFrequency|by1000genomesMG-230-tumorMG-230-normal - 21 3503 c.3501A>T

C G MG-230-tumorMG-230-normal + 20 7298 c.7172C>G

G T rs918558 byFrequency|by1000genomesMG-230-tumorMG-230-normal + 1 2142 c.2142G>T

A G rs149271 by1000genomesMG-230-tumorMG-230-normal + 2 543 c.510A>G

C A rs147006683byFrequency|by1000genomesMG-230-tumorMG-230-normal + 5 2255 c.1701C>A

T C rs12731746byFrequency|by1000genomesMG-230-tumorMG-230-normal - 11 1394 c.897A>G

T C rs831043 byFrequency|by1000genomesMG-231-tumorMG-231-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-231-tumorMG-231-normal + 7 3183 c.3138A>G

C T rs150789968byFrequencyMG-231-tumorMG-231-normal + 10 1533 c.1120C>T

C T rs2286007byFrequency|by1000genomesMG-231-tumorMG-231-normal + 8 2637 c.1994C>T

C T rs1386356byFrequency|by1000genomesMG-231-tumorMG-231-normal - 85 14018 c.13047G>A

C T rs77376932byFrequencyMG-231-tumorMG-231-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-231-tumorMG-231-normal - 3 4602 c.4530C>T

G T rs12568784byFrequency|by1000genomesMG-231-tumorMG-231-normal - 3 7202 c.7130C>A

T A MG-231-tumorMG-231-normal + 11 1243 c.1056T>A

G T rs2075249byFrequency|by1000genomesMG-231-tumorMG-231-normal - 21 3339 c.3054C>A

A T MG-231-tumorMG-231-normal + 5 625 c.403A>T

A G rs4143768byFrequency|by1000genomesMG-231-tumorMG-231-normal - 10 6783 c.6195T>C

C T rs62478357byFrequencyMG-231-tumorMG-231-normal - 8 1268 c.1050G>A

T C rs766894 by1000genomesMG-231-tumorMG-231-normal + 25 2461 c.2295T>C

T G rs3208659 MG-231-tumorMG-231-normal - 7 871 c.778A>C

T C rs3755806byFrequency|by1000genomesMG-231-tumorMG-231-normal - 15 2117 c.2115A>G

G A MG-231-tumorMG-231-normal + 12 1591 c.1414G>A

G C rs2114202|rs5859657byFrequencyMG-231-tumorMG-231-normal + 11 1624 c.1458G>C

G C rs2240 byFrequency|by1000genomesMG-231-tumorMG-231-normal - 13 2935 c.2560C>G

G A rs7179364by1000genomesMG-231-tumorMG-231-normal + 1 520 c.85G>A

G A rs7624750byFrequency|by1000genomesMG-231-tumorMG-231-normal + 4 707 c.473G>A



C T rs77791636by1000genomesMG-231-tumorMG-231-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-231-tumorMG-231-normal - 18 3000 c.2874G>T

T C rs62077265 MG-231-tumorMG-231-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-231-tumorMG-231-normal + 23 2508 c.2274T>C

C T rs210498 by1000genomesMG-231-tumorMG-231-normal - 23 1885 c.1518G>A

T C rs140778130by1000genomesMG-231-tumorMG-231-normal + 46 7665 c.7185T>C

C T MG-231-tumorMG-231-normal - 5 1212 c.926G>A

T G rs10817033by1000genomesMG-231-tumorMG-231-normal - 8 2079 c.1743A>C

A G rs2227973byFrequency|by1000genomesMG-231-tumorMG-231-normal + 2 2571 c.2459A>G

A G rs77145198byFrequency|by1000genomesMG-231-tumorMG-231-normal - 20 2943 c.2856T>C

C G rs147865267byFrequencyMG-231-tumorMG-231-normal - 4 1304 c.1234G>C

A G rs7762830by1000genomesMG-231-tumorMG-231-normal + 14 2120 c.1921A>G

G A rs3818831byFrequency|by1000genomesMG-231-tumorMG-231-normal - 2 193 c.121C>T

A G MG-231-tumorMG-231-normal + 1 276 c.276A>G

A G rs33953730by1000genomesMG-231-tumorMG-231-normal - 25 4326 c.4200T>C

T C rs3026101by1000genomesMG-231-tumorMG-231-normal + 14 2279 c.2055T>C

G C rs62077263 MG-231-tumorMG-231-normal - 7 916 c.823C>G

A G rs142880481byFrequencyMG-231-tumorMG-231-normal - 12 2047 c.1803T>C

G A rs1718878byFrequency|by1000genomesMG-231-tumorMG-231-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-231-tumorMG-231-normal + 16 2064 c.1887T>A

A G MG-231-tumorMG-231-normal + 1 492 c.492A>G

T G MG-231-tumorMG-231-normal - 7 1227 c.1176A>C

G A rs1713982byFrequency|by1000genomesMG-231-tumorMG-231-normal + 15 2261 c.1848G>A

A C rs77739281 MG-231-tumorMG-231-normal - 10 1194 c.1101T>G

T C rs2229263byFrequency|by1000genomesMG-231-tumorMG-231-normal - 3 533 c.248A>G

T A MG-231-tumorMG-231-normal + 11 1245 c.1058T>A

G A rs77042968byFrequency|by1000genomesMG-231-tumorMG-231-normal + 6 1061 c.583G>A

G A MG-231-tumorMG-231-normal + 1 1372 c.1372G>A

T A MG-231-tumorMG-231-normal + 11 1246 c.1059T>A

A C MG-231-tumorMG-231-normal + 5 1103 c.1051A>C

A G MG-231-tumorMG-231-normal + 1 340 c.340A>G

T C rs1048500byFrequency|by1000genomesMG-231-tumorMG-231-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-231-tumorMG-231-normal - 69 11621 c.10650G>A

C G rs143879890by1000genomesMG-231-tumorMG-231-normal - 16 2320 c.2233G>C

T G rs62075657 MG-231-tumorMG-231-normal - 13 1770 c.1677A>C

T G rs1058201 MG-231-tumorMG-231-normal - 3 297 c.204A>C

T C rs7935 byFrequency|by1000genomesMG-231-tumorMG-231-normal + 9 1808 c.1524T>C

C G MG-231-tumorMG-231-normal + 3 222 c.140C>G

A G rs17001075byFrequency|by1000genomesMG-231-tumorMG-231-normal + 9 1793 c.1509A>G

G C rs3088074byFrequency|by1000genomesMG-231-tumorMG-231-normal - 9 2999 c.2785C>G

T C MG-231-tumorMG-231-normal + 1 910 c.910T>C

C A rs79011039byFrequency|by1000genomesMG-231-tumorMG-231-normal + 6 1050 c.572C>A

A C rs76504934by1000genomesMG-231-tumorMG-231-normal - 4 464 c.427T>G

C G rs3817428by1000genomesMG-231-tumorMG-231-normal + 15 7493 c.7119C>G

C T rs7300444byFrequency|by1000genomesMG-231-tumorMG-231-normal + 19 5383 c.4740C>T

G A rs2124203byFrequency|by1000genomesMG-231-tumorMG-231-normal - 19 2832 c.2745C>T

G A rs16885 byFrequency|by1000genomesMG-231-tumorMG-231-normal - 9 3193 c.2257C>T



T C rs10817025by1000genomesMG-231-tumorMG-231-normal - 15 3032 c.2696A>G

C T rs12777740byFrequency|by1000genomesMG-231-tumorMG-231-normal - 13 8321 c.7946G>A

T C rs2229992byFrequency|by1000genomesMG-231-tumorMG-231-normal + 12 1838 c.1458T>C

A T MG-231-tumorMG-231-normal + 4 485 c.105A>T

T C rs2241190byFrequency|by1000genomesMG-231-tumorMG-231-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-231-tumorMG-231-normal - 13 6002 c.5627G>A

T C rs7275 by1000genomesMG-231-tumorMG-231-normal + 35 5267 c.4983T>C

T G rs1889323by1000genomesMG-231-tumorMG-231-normal - 25 4582 c.4246A>C

T C rs7714670by1000genomesMG-231-tumorMG-231-normal + 6 849 c.673T>C

A G rs7220394byFrequency|by1000genomesMG-231-tumorMG-231-normal - 12 1509 c.1416T>C

G C rs60140950byFrequency|by1000genomesMG-231-tumorMG-231-normal + 9 986 c.767G>C

C A MG-231-tumorMG-231-normal + 1 706 c.706C>A

A G rs16831887byFrequency|by1000genomesMG-231-tumorMG-231-normal + 9 2111 c.2023A>G

A T rs7095325byFrequency|by1000genomesMG-231-tumorMG-231-normal - 7 1087 c.712T>A

A G rs61734282byFrequencyMG-231-tumorMG-231-normal - 16 1394 c.1364T>C

T C rs2075252byFrequency|by1000genomesMG-231-tumorMG-231-normal - 66 12565 c.12280A>G

T C rs831042 byFrequency|by1000genomesMG-231-tumorMG-231-normal - 24 3945 c.3660A>G

T C rs34890218|rs71194738MG-231-tumorMG-231-normal - 1 2553 c.1599A>G

C T rs11016072byFrequency|by1000genomesMG-231-tumorMG-231-normal - 13 8909 c.8534G>A

C T rs169758 by1000genomesMG-231-tumorMG-231-normal - 23 1959 c.1592G>A

C T MG-231-tumorMG-231-normal + 1 657 c.657C>T

C T MG-231-tumorMG-231-normal + 5 840 c.560C>T

C T rs4750936byFrequency|by1000genomesMG-231-tumorMG-231-normal - 13 4011 c.3636G>A

G A rs2271189byFrequency|by1000genomesMG-231-tumorMG-231-normal + 27 3788 c.3348G>A

C G rs11016076byFrequency|by1000genomesMG-231-tumorMG-231-normal - 8 1866 c.1491G>C

A T rs10817021by1000genomesMG-231-tumorMG-231-normal - 24 4324 c.3988T>A

A G rs3208627 MG-231-tumorMG-231-normal - 2 153 c.60T>C

A C rs62077264 MG-231-tumorMG-231-normal - 7 854 c.761T>G

C T rs137854072|rs45517154MG-231-tumorMG-231-normal + 12 1763 c.1133C>T

T C MG-231-tumorMG-231-normal + 1 52 c.52T>C

C A rs6453022by1000genomesMG-231-tumorMG-231-normal + 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-231-tumorMG-231-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-231-tumorMG-231-normal + 3 290 c.80G>A

T C rs543304 byFrequency|by1000genomesMG-231-tumorMG-231-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-231-tumorMG-231-normal - 3 142 c.98T>G

T C rs41266134byFrequency|by1000genomesMG-231-tumorMG-231-normal - 3 1625 c.1550A>G

C G rs55638633 MG-231-tumorMG-231-normal + 11 3282 c.3055C>G

C T rs34594998by1000genomesMG-231-tumorMG-231-normal + 9 1733 c.1509C>T

G A rs2248407byFrequency|by1000genomesMG-231-tumorMG-231-normal - 4 1003 c.918C>T

C G MG-231-tumorMG-231-normal + 4 837 c.396C>G

T C rs7716253by1000genomesMG-231-tumorMG-231-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-231-tumorMG-231-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-231-tumorMG-231-normal - 10 9441 c.8853T>C

A G rs1385600byFrequency|by1000genomesMG-231-tumorMG-231-normal - 5 1375 c.1290T>C

C G rs2509943byFrequency|by1000genomesMG-231-tumorMG-231-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-231-tumorMG-231-normal + 11 1273 c.1063G>A

T C rs62077266 MG-231-tumorMG-231-normal - 3 311 c.218A>G



A G rs9667 by1000genomesMG-231-tumorMG-231-normal + 3 354 c.168A>G

C T rs468525 by1000genomesMG-231-tumorMG-231-normal - 6 478 c.111G>A

G C rs2240089byFrequency|by1000genomesMG-231-tumorMG-231-normal - 12 3187 c.3003C>G

A G rs2737699byFrequency|by1000genomesMG-231-tumorMG-231-normal - 10 12892 c.12304T>C

C T rs2282303byFrequency|by1000genomesMG-231-tumorMG-231-normal - 3 899 c.827G>A

G T rs7083622byFrequency|by1000genomesMG-231-tumorMG-231-normal - 13 7385 c.7010C>A

G A rs2227983byFrequency|by1000genomesMG-231-tumorMG-231-normal + 13 1739 c.1562G>A

T A rs17264436byFrequency|by1000genomesMG-231-tumorMG-231-normal - 21 3503 c.3501A>T

G T rs147825872 MG-231-tumorMG-231-normal + 20 4359 c.4282G>T

G A rs12729662byFrequency|by1000genomesMG-231-tumorMG-231-normal - 3 8430 c.8355C>T

T A rs2060198byFrequency|by1000genomesMG-231-tumorMG-231-normal + 27 5204 c.4914T>A

C T rs62637614byFrequency|by1000genomesMG-231-tumorMG-231-normal - 2 1183 c.774G>A

T G rs1050767byFrequency|by1000genomesMG-231-tumorMG-231-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-231-tumorMG-231-normal + 6 583 c.538C>T

G A rs73007787byFrequency|by1000genomesMG-233-tumorMG-233-normal - 3 4878 c.4806C>T

A G rs3121079byFrequency|by1000genomesMG-233-tumorMG-233-normal - 2 86 c.16T>C

C T rs115321601byFrequency|by1000genomesMG-233-tumorMG-233-normal + 3 265 c.156C>T

G A rs142215664byFrequencyMG-233-tumorMG-233-normal + 1 4060 c.1100G>A

C T MG-233-tumorMG-233-normal + 3 423 c.43C>T

A G rs3737940byFrequency|by1000genomesMG-233-tumorMG-233-normal + 7 3183 c.3138A>G

G A MG-233-tumorMG-233-normal + 1 471 c.471G>A

G A rs12256916byFrequency|by1000genomesMG-233-tumorMG-233-normal + 5 2021 c.1843G>A

G A rs1062348byFrequency|by1000genomesMG-233-tumorMG-233-normal - 7 1005 c.846C>T

A G MG-233-tumorMG-233-normal + 1 798 c.798A>G

C T rs199930 by1000genomesMG-233-tumorMG-233-normal + 36 5181 c.5016C>T

C T rs3730404byFrequency|by1000genomesMG-233-tumorMG-233-normal + 7 1010 c.951C>T

G C MG-233-tumorMG-233-normal - 5 1074 c.788C>G

G A MG-233-tumorMG-233-normal + 1 391 c.391G>A

A G rs3026099 MG-233-tumorMG-233-normal + 13 2143 c.1919A>G

T C rs4652678by1000genomesMG-233-tumorMG-233-normal + 28 4116 c.3951T>C

A G rs7762830by1000genomesMG-233-tumorMG-233-normal + 14 2120 c.1921A>G

A G MG-233-tumorMG-233-normal + 1 15 c.15A>G

T C rs73301427by1000genomesMG-233-tumorMG-233-normal + 5 564 c.539T>C

C T rs3745762by1000genomesMG-233-tumorMG-233-normal + 6 2241 c.2047C>T

G A rs56145411byFrequency|by1000genomesMG-233-tumorMG-233-normal + 4 1211 c.1124G>A

A T rs1063536byFrequency|by1000genomesMG-233-tumorMG-233-normal - 4 612 c.237T>A

G A rs1718878byFrequency|by1000genomesMG-233-tumorMG-233-normal + 13 2003 c.1590G>A

T C rs143637783byFrequencyMG-233-tumorMG-233-normal + 6 1119 c.1067T>C

G C rs2227910byFrequency|by1000genomesMG-233-tumorMG-233-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-233-tumorMG-233-normal + 16 2064 c.1887T>A

T C rs16912752byFrequency|by1000genomesMG-233-tumorMG-233-normal - 16 1297 c.1285A>G

C T MG-233-tumorMG-233-normal + 1 369 c.369C>T

T C rs17148347byFrequency|by1000genomesMG-233-tumorMG-233-normal + 2 1068 c.1052T>C

A G rs2973568by1000genomesMG-233-tumorMG-233-normal + 13 1856 c.1680A>G

G A MG-233-tumorMG-233-normal + 1 364 c.364G>A

G A rs6601 byFrequency|by1000genomesMG-233-tumorMG-233-normal + 25 3881 c.3672G>A

G C rs61735002byFrequency|by1000genomesMG-233-tumorMG-233-normal + 5 516 c.499G>C



C A MG-233-tumorMG-233-normal + 1 862 c.862C>A

G A MG-233-tumorMG-233-normal + 1 1254 c.1254G>A

A C rs76437836byFrequencyMG-233-tumorMG-233-normal - 3 142 c.98T>G

C T rs16883806byFrequency|by1000genomesMG-233-tumorMG-233-normal - 27 4765 c.4521G>A

T C rs35790097byFrequency|by1000genomesMG-233-tumorMG-233-normal + 1 184 c.106T>C

T C rs78399615 MG-233-tumorMG-233-normal - 11 1274 c.1181A>G

G T rs11885001byFrequency|by1000genomesMG-233-tumorMG-233-normal - 28 5612 c.5121C>A

T C rs9807555by1000genomesMG-233-tumorMG-233-normal - 1 196 c.197A>G

T C rs1050476byFrequency|by1000genomesMG-233-tumorMG-233-normal + 7 2254 c.1695T>C

C T rs56247967byFrequency|by1000genomesMG-233-tumorMG-233-normal - 20 3153 c.3148G>A

G T rs59522190byFrequency|by1000genomesMG-233-tumorMG-233-normal + 10 849 c.663G>T

C T MG-233-tumorMG-233-normal - 12 2475 c.1919G>A

G A rs79983774byFrequency|by1000genomesMG-233-tumorMG-233-normal - 3 5937 c.5865C>T

A G rs116450469byFrequency|by1000genomesMG-233-tumorMG-233-normal - 13 3937 c.3528T>C

A G rs6679449by1000genomesMG-233-tumorMG-233-normal - 3 1923 c.1851T>C

G T rs3212254byFrequency|by1000genomesMG-233-tumorMG-233-normal - 10 1693 c.1475C>A

G A MG-233-tumorMG-233-normal + 1 330 c.330G>A

C T rs115563691by1000genomesMG-233-tumorMG-233-normal - 26 5086 c.5011G>A

G A rs73551600byFrequency|by1000genomesMG-233-tumorMG-233-normal - 4 1659 c.1250C>T

G A MG-233-tumorMG-233-normal + 1 1018 c.1018G>A

C T rs7904627byFrequency|by1000genomesMG-233-tumorMG-233-normal - 5 1356 c.1242G>A

C T rs35473255byFrequency|by1000genomesMG-233-tumorMG-233-normal + 22 4454 c.3819C>T

G C rs35353912byFrequency|by1000genomesMG-233-tumorMG-233-normal - 11 2125 c.1593C>G

G A rs74034321by1000genomesMG-233-tumorMG-233-normal - 6 604 c.585C>T

C T rs17290169byFrequency|by1000genomesMG-233-tumorMG-233-normal + 15 2016 c.1839C>T

G C MG-233-tumorMG-233-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-233-tumorMG-233-normal + 22 2662 c.2385C>T

T C rs7716253by1000genomesMG-233-tumorMG-233-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-233-tumorMG-233-normal - 54 9497 c.8526T>C

A G rs1385600byFrequency|by1000genomesMG-233-tumorMG-233-normal - 5 1375 c.1290T>C

C G rs2509943byFrequency|by1000genomesMG-233-tumorMG-233-normal + 3 776 c.279C>G

A G rs3729680by1000genomesMG-233-tumorMG-233-normal + 7 1330 c.1173A>G

A G rs4659654byFrequency|by1000genomesMG-233-tumorMG-233-normal - 16 2000 c.1503T>C

C T rs468525 by1000genomesMG-233-tumorMG-233-normal - 6 478 c.111G>A

T A rs34242235byFrequency|by1000genomesMG-233-tumorMG-233-normal - 2 1335 c.926A>T

C T rs114842251by1000genomesMG-233-tumorMG-233-normal + 1 161 c.134C>T

T A rs35737760by1000genomesMG-233-tumorMG-233-normal + 19 2685 c.2520T>A

A G rs13223756byFrequency|by1000genomesMG-233-tumorMG-233-normal + 7 2144 c.1944A>G

G A rs2035819by1000genomesMG-233-tumorMG-233-normal - 5 3965 c.3756C>T

T C rs17364812byFrequency|by1000genomesMG-233-tumorMG-233-normal + 13 1219 c.1110T>C

A G rs1980131byFrequency|by1000genomesMG-233-tumorMG-233-normal + 2 2992 c.2880A>G

G A rs41302123byFrequency|by1000genomesMG-233-tumorMG-233-normal - 24 4000 c.3444C>T

C T rs4802382by1000genomesMG-233-tumorMG-233-normal + 6 554 c.360C>T

A G rs2074912byFrequency|by1000genomesMG-233-tumorMG-233-normal + 1 1709 c.1709A>G

T C MG-233-tumorMG-233-normal - 4 796 c.481A>G

C T MG-233-tumorMG-233-normal + 1 810 c.810C>T

G A MG-233-tumorMG-233-normal - 27 8133 c.7785C>T



G T MG-233-tumorMG-233-normal - 2 233 c.154C>A

G C rs115201875by1000genomesMG-233-tumorMG-233-normal + 2 122 c.122G>C

C T MG-233-tumorMG-233-normal - 1 277 c.226G>A

C T rs139351719by1000genomesMG-233-tumorMG-233-normal - 5 554 c.13G>A

C T rs74064211byFrequency|by1000genomesMG-233-tumorMG-233-normal + 11 1548 c.1452C>T

A G MG-233-tumorMG-233-normal + 9 708 c.708A>G

A C rs73533478by1000genomesMG-233-tumorMG-233-normal + 2 929 c.896A>C

G T rs12568784byFrequency|by1000genomesMG-233-tumorMG-233-normal - 3 7202 c.7130C>A

G T rs149223222byFrequencyMG-233-tumorMG-233-normal - 2 161 c.121C>A

A G rs111305262by1000genomesMG-233-tumorMG-233-normal - 31 7187 c.7188T>C

G A rs7179364by1000genomesMG-233-tumorMG-233-normal + 1 520 c.85G>A

G A MG-233-tumorMG-233-normal - 1 198 c.147C>T

T C MG-233-tumorMG-233-normal - 10 4416 c.3828A>G

A C rs115945341|rs2267641byFrequency|by1000genomesMG-233-tumorMG-233-normal + 17 2594 c.2046A>C

C A MG-233-tumorMG-233-normal + 1 407 c.355C>A

G A rs11045859byFrequency|by1000genomesMG-233-tumorMG-233-normal + 10 1344 c.1248G>A

T C rs3755806byFrequency|by1000genomesMG-233-tumorMG-233-normal - 15 2117 c.2115A>G

G T rs6855837byFrequency|by1000genomesMG-233-tumorMG-233-normal - 14 1433 c.1183C>A

A C rs112610898byFrequencyMG-233-tumorMG-233-normal + 16 6070 c.5690A>C

C T rs2853346byFrequency|by1000genomesMG-233-tumorMG-233-normal - 13 5919 c.5544G>A

C T rs2071702byFrequency|by1000genomesMG-233-tumorMG-233-normal + 27 7277 c.7254C>T

C A rs6738031by1000genomesMG-233-tumorMG-233-normal - 18 3000 c.2874G>T

T C rs142304809byFrequencyMG-233-tumorMG-233-normal - 9 1291 c.1259A>G

A G rs9653483by1000genomesMG-233-tumorMG-233-normal - 21 5040 c.4953T>C

A G rs34357808byFrequency|by1000genomesMG-233-tumorMG-233-normal + 2 301 c.189A>G

T G rs10817033by1000genomesMG-233-tumorMG-233-normal - 8 2079 c.1743A>C

G C rs76882791by1000genomesMG-233-tumorMG-233-normal - 27 7921 c.7573C>G

G A rs73302197by1000genomesMG-233-tumorMG-233-normal - 31 6806 c.6807C>T

T C rs2251219byFrequency|by1000genomesMG-233-tumorMG-233-normal - 26 4397 c.4395A>G

G A rs61753697byFrequency|by1000genomesMG-233-tumorMG-233-normal + 1 376 c.99G>A

A G MG-233-tumorMG-233-normal - 25 4038 c.3753T>C

C T rs731790 byFrequency|by1000genomesMG-233-tumorMG-233-normal - 19 2526 c.2433G>A

T C MG-233-tumorMG-233-normal + 1 69 c.69T>C

A G MG-233-tumorMG-233-normal + 1 1723 c.1723A>G

T C MG-233-tumorMG-233-normal + 1 334 c.334T>C

T G rs552183 byFrequency|by1000genomesMG-233-tumorMG-233-normal - 40 6445 c.6247A>C

G A rs3827025by1000genomesMG-233-tumorMG-233-normal - 6 2094 c.2025C>T

G A MG-233-tumorMG-233-normal - 4 453 c.138C>T

C T rs45443899byFrequency|by1000genomesMG-233-tumorMG-233-normal + 2 304 c.217C>T

A G rs61831150byFrequency|by1000genomesMG-233-tumorMG-233-normal + 7 1855 c.1810A>G

C T MG-233-tumorMG-233-normal + 1 1353 c.1353C>T

T C MG-233-tumorMG-233-normal + 1 114 c.114T>C

T G rs111886835byFrequency|by1000genomesMG-233-tumorMG-233-normal + 2 630 c.249T>G

G A MG-233-tumorMG-233-normal + 15 4782 c.4588G>A

A G rs150594 byFrequency|by1000genomesMG-233-tumorMG-233-normal - 13 1559 c.1356T>C

C T MG-233-tumorMG-233-normal + 1 558 c.558C>T

G A rs9804992byFrequency|by1000genomesMG-233-tumorMG-233-normal + 11 3172 c.2529G>A



C T rs2271422byFrequency|by1000genomesMG-233-tumorMG-233-normal - 27 4453 c.3897G>A

C T rs11931107by1000genomesMG-233-tumorMG-233-normal - 10 6953 c.6744G>A

C T MG-233-tumorMG-233-normal + 1 495 c.495C>T

A T MG-233-tumorMG-233-normal + 4 485 c.105A>T

G A rs2275527byFrequency|by1000genomesMG-233-tumorMG-233-normal - 39 5629 c.5553C>T

A G rs3822625by1000genomesMG-233-tumorMG-233-normal + 14 3084 c.3084A>G

G A rs147563169by1000genomesMG-233-tumorMG-233-normal + 12 1109 c.1011G>A

C T rs140581164by1000genomesMG-233-tumorMG-233-normal + 8 593 c.495C>T

G A rs6089925byFrequency|by1000genomesMG-233-tumorMG-233-normal - 4 729 c.660C>T

C G rs151057482by1000genomesMG-233-tumorMG-233-normal - 20 4291 c.4204G>C

C T rs11873462by1000genomesMG-233-tumorMG-233-normal - 1 47 c.48G>A

A T rs7095325byFrequency|by1000genomesMG-233-tumorMG-233-normal - 7 1087 c.712T>A

G A rs114130843by1000genomesMG-233-tumorMG-233-normal + 10 1917 c.1917G>A

G A rs7543643byFrequency|by1000genomesMG-233-tumorMG-233-normal - 20 3453 c.3234C>T

C G rs11016076byFrequency|by1000genomesMG-233-tumorMG-233-normal - 8 1866 c.1491G>C

C T MG-233-tumorMG-233-normal + 1 288 c.288C>T

T C rs12299012byFrequency|by1000genomesMG-233-tumorMG-233-normal + 13 1898 c.1679T>C

C A rs73241802by1000genomesMG-233-tumorMG-233-normal + 16 2307 c.2242C>A

C T rs6927965byFrequency|by1000genomesMG-233-tumorMG-233-normal + 9 1321 c.1122C>T

G A MG-233-tumorMG-233-normal + 1 123 c.123G>A

G A rs149039043by1000genomesMG-233-tumorMG-233-normal + 12 1417 c.556G>A

C T rs143147042 MG-233-tumorMG-233-normal - 3 7069 c.6994G>A

C T MG-233-tumorMG-233-normal - 8 1256 c.1038G>A

C T rs3856748byFrequency|by1000genomesMG-233-tumorMG-233-normal + 9 1796 c.1516C>T

G A MG-233-tumorMG-233-normal - 3 1505 c.973C>T

T C MG-233-tumorMG-233-normal + 1 1185 c.1185T>C

G A rs146546850byFrequencyMG-233-tumorMG-233-normal - 12 1889 c.453C>T

C A rs138908625byFrequency|by1000genomesMG-233-tumorMG-233-normal - 8 1357 c.1139G>T

G A rs147538692byFrequencyMG-233-tumorMG-233-normal + 15 1886 c.1609G>A

T C rs116507519byFrequency|by1000genomesMG-233-tumorMG-233-normal - 40 7691 c.7406A>G

A C rs34152221by1000genomesMG-233-tumorMG-233-normal - 34 7590 c.7515T>G

C T rs3796031byFrequency|by1000genomesMG-233-tumorMG-233-normal - 17 2399 c.1947G>A

A C rs80303640by1000genomesMG-233-tumorMG-233-normal - 16 1415 c.1416T>G

C A rs139947063byFrequency|by1000genomesMG-233-tumorMG-233-normal - 3 3098 c.3023G>T

C T rs4948 byFrequency|by1000genomesMG-233-tumorMG-233-normal + 25 2045 c.1859C>T

C G rs11848954byFrequency|by1000genomesMG-233-tumorMG-233-normal - 1 419 c.221G>C

T C MG-233-tumorMG-233-normal - 13 3052 c.2677A>G

T C MG-233-tumorMG-233-normal - 10 9557 c.8969A>G

G C rs142017909byFrequencyMG-233-tumorMG-233-normal - 12 1953 c.1743C>G

C T rs2229265byFrequency|by1000genomesMG-233-tumorMG-233-normal - 54 10788 c.10503G>A

A T rs34870395byFrequency|by1000genomesMG-233-tumorMG-233-normal + 18 4496 c.4495A>T

C T rs139664510byFrequencyMG-233-tumorMG-233-normal + 4 338 c.321C>T

C T rs57014690by1000genomesMG-233-tumorMG-233-normal - 6 1554 c.1232G>A

G A rs6089924byFrequency|by1000genomesMG-233-tumorMG-233-normal - 4 920 c.851C>T

T C rs16833974byFrequency|by1000genomesMG-233-tumorMG-233-normal - 3 3818 c.3746A>G

C T rs2273779byFrequency|by1000genomesMG-233-tumorMG-233-normal + 6 583 c.538C>T

C A rs12627379byFrequency|by1000genomesMG-233-tumorMG-233-normal - 23 1834



G A rs10964470byFrequency|by1000genomesMG-233-tumorMG-233-normal + 2 383 c.174G>A

T C rs16006 by1000genomesMG-233-tumorMG-233-normal - 6 875 c.876A>G

T C MG-233-tumorMG-233-normal - 4 1086 c.771A>G

T C rs143925513byFrequencyMG-233-tumorMG-233-normal - 57 9352 c.9108A>G

A G rs61741045byFrequency|by1000genomesMG-233-tumorMG-233-normal - 5 3145 c.2932T>C

A G rs61756316byFrequency|by1000genomesMG-233-tumorMG-233-normal + 19 5485 c.5114A>G

G A rs34830600byFrequency|by1000genomesMG-233-tumorMG-233-normal - 8 2874 c.2805C>T

C T rs71299249|rs77022425byFrequencyMG-233-tumorMG-233-normal + 1 3677 c.717C>T

T G rs9807633by1000genomesMG-233-tumorMG-233-normal - 1 88 c.89A>C

A G MG-233-tumorMG-233-normal + 16 1445 c.1445A>G

C T rs3784323byFrequency|by1000genomesMG-233-tumorMG-233-normal - 15 2343 c.2133G>A

A G rs41304577 MG-233-tumorMG-233-normal - 4 1006 c.691T>C

T G rs3208659 MG-233-tumorMG-233-normal - 7 871 c.778A>C

G A rs2127898byFrequency|by1000genomesMG-233-tumorMG-233-normal - 6 1130 c.920C>T

C T MG-233-tumorMG-233-normal - 10 2249 c.2250G>A

G A rs114231090byFrequency|by1000genomesMG-233-tumorMG-233-normal + 6 1011 c.454G>A

G A rs61737866byFrequency|by1000genomesMG-233-tumorMG-233-normal - 12 2231 c.2047C>T

C T MG-233-tumorMG-233-normal + 7 1293 c.1248C>T

C T MG-233-tumorMG-233-normal + 1 1314 c.1314C>T

A G rs1206038byFrequency|by1000genomesMG-233-tumorMG-233-normal + 29 5706 c.5071A>G

T C rs3733406by1000genomesMG-233-tumorMG-233-normal - 10 8361 c.8152A>G

G A rs114832250by1000genomesMG-233-tumorMG-233-normal - 2 139 c.64C>T

C A rs73672607byFrequency|by1000genomesMG-233-tumorMG-233-normal + 13 2349 c.1832C>A

G A MG-233-tumorMG-233-normal + 1 621 c.621G>A

C G MG-233-tumorMG-233-normal + 4 896 c.522C>G

G A MG-233-tumorMG-233-normal + 1 555 c.555G>A

G T rs146238849byFrequency|by1000genomesMG-233-tumorMG-233-normal - 8 1391 c.1173C>A

C A rs61742080byFrequency|by1000genomesMG-233-tumorMG-233-normal + 4 1004 c.891C>A

A G rs28635005by1000genomesMG-233-tumorMG-233-normal + 1 566 c.321A>G

G A rs13007735byFrequency|by1000genomesMG-233-tumorMG-233-normal - 16 3587 c.2616C>T

G A MG-233-tumorMG-233-normal - 3 919 c.849C>T

G A rs3818831byFrequency|by1000genomesMG-233-tumorMG-233-normal - 2 193 c.121C>T

G T rs6748626byFrequency|by1000genomesMG-233-tumorMG-233-normal - 20 4043 c.3072C>A

T A MG-233-tumorMG-233-normal + 1 39 c.39T>A

C T rs111938103 MG-233-tumorMG-233-normal + 1 398 c.382C>T

C T rs1035938by1000genomesMG-233-tumorMG-233-normal + 6 1538 c.1344C>T

A G MG-233-tumorMG-233-normal - 1 198 c.187T>C

C T rs117475463by1000genomesMG-233-tumorMG-233-normal - 6 1811 c.1475G>A

G A rs59573098byFrequency|by1000genomesMG-233-tumorMG-233-normal - 20 2918 c.2421C>T

G A MG-233-tumorMG-233-normal + 11 2633 c.2259G>A

A G MG-233-tumorMG-233-normal + 1 298 c.298A>G

T C rs2229263byFrequency|by1000genomesMG-233-tumorMG-233-normal - 3 533 c.248A>G

T C rs9646771by1000genomesMG-233-tumorMG-233-normal - 4 787 c.447A>G

G A rs34741608by1000genomesMG-233-tumorMG-233-normal + 43 5952 c.5787G>A

G C rs6771157byFrequency|by1000genomesMG-233-tumorMG-233-normal - 19 3392 c.3393C>G

C T rs34752687byFrequencyMG-233-tumorMG-233-normal + 7 594 c.462C>T

G A rs78995047byFrequency|by1000genomesMG-233-tumorMG-233-normal - 23 5085 c.4875C>T



G A rs61731510byFrequency|by1000genomesMG-233-tumorMG-233-normal + 12 1637 c.1120G>A

A G rs3211362byFrequency|by1000genomesMG-233-tumorMG-233-normal - 9 1020 c.846T>C

G A MG-233-tumorMG-233-normal - 12 1441 c.900C>T

G C rs3088074byFrequency|by1000genomesMG-233-tumorMG-233-normal - 9 2999 c.2785C>G

T C rs7744765by1000genomesMG-233-tumorMG-233-normal + 14 1929 c.1730T>C

T C rs28621009byFrequency|by1000genomesMG-233-tumorMG-233-normal + 13 2864 c.2229T>C

T A rs61749580byFrequency|by1000genomesMG-233-tumorMG-233-normal - 3 576 c.504A>T

C T rs3749645by1000genomesMG-233-tumorMG-233-normal + 24 3194 c.3018C>T

C T rs7300444byFrequency|by1000genomesMG-233-tumorMG-233-normal + 19 5383 c.4740C>T

A G rs36031496byFrequency|by1000genomesMG-233-tumorMG-233-normal - 19 3740 c.3723T>C

G C rs35313454byFrequency|by1000genomesMG-233-tumorMG-233-normal + 5 973 c.858G>C

A G rs140209430by1000genomesMG-233-tumorMG-233-normal + 5 1098 c.1046A>G

G A rs114887570by1000genomesMG-233-tumorMG-233-normal - 33 6177 c.6102C>T

A G rs142153424byFrequency|by1000genomesMG-233-tumorMG-233-normal - 51 7682 c.7476T>C

T C MG-233-tumorMG-233-normal + 1 57 c.57T>C

C T rs11121691byFrequency|by1000genomesMG-233-tumorMG-233-normal - 49 6985 c.6909G>A

G A rs59505617by1000genomesMG-233-tumorMG-233-normal - 6 1756 c.1434C>T

G A rs76765512byFrequencyMG-233-tumorMG-233-normal + 5 787 c.343G>A

G A rs11045854byFrequency|by1000genomesMG-233-tumorMG-233-normal + 8 978 c.882G>A

G A rs2229973by1000genomesMG-233-tumorMG-233-normal - 31 5754 c.5679C>T

C T rs34870424byFrequency|by1000genomesMG-233-tumorMG-233-normal + 30 4052 c.3422C>T

T C rs61733672byFrequency|by1000genomesMG-233-tumorMG-233-normal - 11 3636 c.1902A>G

G C rs45469098by1000genomesMG-233-tumorMG-233-normal - 1 255 c.256C>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-233-tumorMG-233-normal + 6 830 c.282G>C

G A rs2003233 MG-233-tumorMG-233-normal - 17 1503 c.1504C>T

G A MG-233-tumorMG-233-normal + 1 22 c.22G>A

A G rs74064213byFrequency|by1000genomesMG-233-tumorMG-233-normal + 11 1591 c.1495A>G

G A MG-233-tumorMG-233-normal - 5 563 c.22C>T

A G rs35043160byFrequency|by1000genomesMG-233-tumorMG-233-normal + 16 8084 c.7704A>G

G A rs11177 byFrequency|by1000genomesMG-233-tumorMG-233-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-233-tumorMG-233-normal - 2 514 c.174G>A

A G rs11045852byFrequency|by1000genomesMG-233-tumorMG-233-normal + 8 829 c.733A>G

G A rs59275951byFrequency|by1000genomesMG-233-tumorMG-233-normal - 11 1797 c.1587C>T

C T MG-233-tumorMG-233-normal - 3 1048 c.516G>A

C A MG-233-tumorMG-233-normal + 1 351 c.351C>A

G C rs140972067by1000genomesMG-233-tumorMG-233-normal - 4 809 c.596C>G

G A rs11551373byFrequency|by1000genomesMG-233-tumorMG-233-normal + 33 4545 c.3915G>A

C A rs78225807byFrequency|by1000genomesMG-233-tumorMG-233-normal - 11 919 c.552G>T

C T rs872665 by1000genomesMG-233-tumorMG-233-normal - 7 1855 c.1519G>A

G A rs41315495by1000genomesMG-233-tumorMG-233-normal - 28 5041 c.4848C>T

T C rs111331725by1000genomesMG-233-tumorMG-233-normal + 6 643 c.263T>C

G A rs61759498byFrequency|by1000genomesMG-233-tumorMG-233-normal - 9 1738 c.1494C>T

A C MG-233-tumorMG-233-normal - 20 2962 c.2771T>G

G A rs151001106byFrequencyMG-233-tumorMG-233-normal + 1 192 c.140G>A

A G rs12321909by1000genomesMG-233-tumorMG-233-normal + 7 936 c.871A>G

G A rs116630802byFrequency|by1000genomesMG-233-tumorMG-233-normal + 30 5909 c.5274G>A

C A rs145208075byFrequencyMG-233-tumorMG-233-normal + 1 4094 c.1134C>A



G A rs145580583byFrequencyMG-233-tumorMG-233-normal + 4 1269 c.1182G>A

A G rs151306742by1000genomesMG-233-tumorMG-233-normal + 4 729 c.285A>G

T C rs78472618byFrequencyMG-233-tumorMG-233-normal - 3 159 c.115A>G

C T rs1049622|rs114303286byFrequency|by1000genomesMG-233-tumorMG-233-normal + 7 1073 c.525C>T

G T rs3745765byFrequency|by1000genomesMG-233-tumorMG-233-normal + 9 2360 c.719G>T

C T rs210498 by1000genomesMG-233-tumorMG-233-normal - 23 1885 c.1518G>A

T G rs115347439byFrequency|by1000genomesMG-233-tumorMG-233-normal - 9 838 c.568A>C

A G rs73233606byFrequency|by1000genomesMG-233-tumorMG-233-normal + 11 1719 c.1330A>G

G A MG-233-tumorMG-233-normal + 11 1634 c.1582G>A

G A rs12022217byFrequency|by1000genomesMG-233-tumorMG-233-normal - 3 4602 c.4530C>T

G C rs146249377byFrequencyMG-233-tumorMG-233-normal + 1 3447 c.487G>C

G A rs74034320byFrequency|by1000genomesMG-233-tumorMG-233-normal - 7 854 c.217C>T

G A rs7296694byFrequency|by1000genomesMG-233-tumorMG-233-normal + 15 3343 c.3171G>A

C T rs2078478by1000genomesMG-233-tumorMG-233-normal - 5 411 c.392G>A

T A MG-233-tumorMG-233-normal - 10 735 c.735A>T

T C rs8089144by1000genomesMG-233-tumorMG-233-normal - 7 1142 c.1143A>G

C T rs1800265byFrequency|by1000genomesMG-233-tumorMG-233-normal - 9 1043 c.837G>A

G A rs3744249byFrequency|by1000genomesMG-233-tumorMG-233-normal + 11 2561 c.2172G>A

C T rs61744481by1000genomesMG-233-tumorMG-233-normal + 5 1560 c.1362C>T

G A rs10425783byFrequency|by1000genomesMG-233-tumorMG-233-normal + 36 7010 c.6375G>A

C G rs2298258byFrequency|by1000genomesMG-233-tumorMG-233-normal + 12 1698 c.1260C>G

G T rs111486574byFrequency|by1000genomesMG-233-tumorMG-233-normal - 3 3014 c.2939C>A

C T rs55979329by1000genomesMG-233-tumorMG-233-normal - 3 1257 c.725G>A

C T rs146421017 MG-233-tumorMG-233-normal - 4 693 c.509G>A

G A rs111789308byFrequency|by1000genomesMG-233-tumorMG-233-normal - 19 4446 c.4236C>T

G A rs116531573byFrequency|by1000genomesMG-233-tumorMG-233-normal + 15 4664 c.4492G>A

T C rs7109090by1000genomesMG-233-tumorMG-233-normal - 2 3135 c.1851A>G

C T MG-233-tumorMG-233-normal - 1 103 c.104G>A

C T rs73302195by1000genomesMG-233-tumorMG-233-normal - 39 11609 c.11610G>A

C T rs61729109byFrequency|by1000genomesMG-233-tumorMG-233-normal + 4 715 c.567C>T

T C rs142470496byFrequencyMG-233-tumorMG-233-normal - 12 1890 c.454A>G

C T MG-233-tumorMG-233-normal + 17 1483 c.1483C>T

C T MG-233-tumorMG-233-normal + 1 1588 c.1588C>T

G A rs1713982byFrequency|by1000genomesMG-233-tumorMG-233-normal + 15 2261 c.1848G>A

A G rs13346368by1000genomesMG-233-tumorMG-233-normal + 10 3324 c.3130A>G

T C rs140856347by1000genomesMG-233-tumorMG-233-normal - 20 3525 c.3438A>G

A T rs3795696byFrequency|by1000genomesMG-233-tumorMG-233-normal - 6 1136 c.897T>A

G C rs77467652 MG-233-tumorMG-233-normal - 5 542 c.449C>G

C G rs144594832 MG-233-tumorMG-233-normal - 43 8462 c.8177G>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-233-tumorMG-233-normal + 1 3698 c.738G>A

G A rs3810490by1000genomesMG-233-tumorMG-233-normal - 6 2067 c.1998C>T

G A rs142618515 MG-233-tumorMG-233-normal - 13 5438 c.5063C>T

C T rs2282303byFrequency|by1000genomesMG-233-tumorMG-233-normal - 3 899 c.827G>A

A G MG-233-tumorMG-233-normal + 1 612 c.612A>G

G A rs116226864|rs35986185byFrequency|by1000genomesMG-233-tumorMG-233-normal + 18 2819 c.2271G>A

T C rs140432418byFrequencyMG-233-tumorMG-233-normal - 7 1185 c.967A>G

G A rs7108160by1000genomesMG-233-tumorMG-233-normal + 4 3839 c.3822G>A



T C rs147101613byFrequency|by1000genomesMG-233-tumorMG-233-normal - 6 2043 c.1866A>G

T C rs2450122byFrequency|by1000genomesMG-233-tumorMG-233-normal - 10 2089 c.2004A>G

A G MG-233-tumorMG-233-normal + 1 175 c.175A>G

T C rs7275 by1000genomesMG-233-tumorMG-233-normal + 35 5267 c.4983T>C

C T MG-233-tumorMG-233-normal - 1 95 c.96G>A

A G MG-233-tumorMG-233-normal + 1 340 c.340A>G

C T rs79706370byFrequency|by1000genomesMG-233-tumorMG-233-normal + 7 801 c.756C>T

T G MG-233-tumorMG-233-normal + 8 1687 c.831T>G

C T rs34488539by1000genomesMG-233-tumorMG-233-normal + 22 3555 c.3390C>T

G A rs55938102byFrequency|by1000genomesMG-233-tumorMG-233-normal + 48 8467 c.8358G>A

G A rs33956095byFrequency|by1000genomesMG-233-tumorMG-233-normal - 5 2088 c.2031C>T

A G rs2230698byFrequency|by1000genomesMG-233-tumorMG-233-normal + 14 1791 c.1281A>G

T C MG-233-tumorMG-233-normal - 20 2941 c.2854A>G

G A rs34941980byFrequency|by1000genomesMG-233-tumorMG-233-normal - 9 2608 c.2199C>T

T C rs2075252byFrequency|by1000genomesMG-233-tumorMG-233-normal - 66 12565 c.12280A>G

T C rs3856746byFrequency|by1000genomesMG-233-tumorMG-233-normal + 4 700 c.420T>C

C G MG-233-tumorMG-233-normal - 23 3855 c.3780G>C

A G MG-233-tumorMG-233-normal + 1 852 c.852A>G

T C rs151276908byFrequencyMG-233-tumorMG-233-normal - 12 3102 c.2918A>G

A G rs142490271byFrequency|by1000genomesMG-233-tumorMG-233-normal + 3 1942 c.1110A>G

C A MG-233-tumorMG-233-normal + 12 1060 c.962C>A

T C rs11570543byFrequency|by1000genomesMG-233-tumorMG-233-normal - 14 1839 c.1746A>G

T C rs1002519byFrequency|by1000genomesMG-233-tumorMG-233-normal + 1 196 c.196T>C

T C rs543304 byFrequency|by1000genomesMG-233-tumorMG-233-normal + 11 4034 c.3807T>C

G A rs146684823byFrequencyMG-233-tumorMG-233-normal + 4 739 c.505G>A

G A rs2248407byFrequency|by1000genomesMG-233-tumorMG-233-normal - 4 1003 c.918C>T

T C rs5927083byFrequency|by1000genomesMG-233-tumorMG-233-normal - 14 1841 c.1635A>G

G A rs2289247byFrequency|by1000genomesMG-233-tumorMG-233-normal + 11 1273 c.1063G>A

C G rs60738318byFrequency|by1000genomesMG-233-tumorMG-233-normal + 8 996 c.607C>G

T C rs2072736byFrequency|by1000genomesMG-233-tumorMG-233-normal - 8 1410 c.474A>G

T C rs41276710by1000genomesMG-233-tumorMG-233-normal + 36 4750 c.4485T>C

C T rs1050475byFrequency|by1000genomesMG-233-tumorMG-233-normal + 7 1534 c.975C>T

A G rs112206916byFrequencyMG-233-tumorMG-233-normal - 5 515 c.383T>C

A G rs4036683 MG-233-tumorMG-233-normal + 16 1433 c.1433A>G

T C rs137871677by1000genomesMG-233-tumorMG-233-normal + 5 529 c.149T>C

T C rs17123261byFrequency|by1000genomesMG-233-tumorMG-233-normal - 9 1307 c.1085A>G

A G MG-233-tumorMG-233-normal + 3 393 c.13A>G

G A rs1676211by1000genomesMG-233-tumorMG-233-normal + 13 2154 c.2154G>A

T A rs17264436byFrequency|by1000genomesMG-233-tumorMG-233-normal - 21 3503 c.3501A>T

G A rs2880956 MG-233-tumorMG-233-normal + 15 1268 c.1268G>A

C G rs3735156byFrequency|by1000genomesMG-233-tumorMG-233-normal - 11 1795 c.1577G>C

G T rs918558 byFrequency|by1000genomesMG-233-tumorMG-233-normal + 1 2142 c.2142G>T

C T rs74850270byFrequencyMG-233-tumorMG-233-normal - 12 2215 c.1683G>A

T C rs12731746byFrequency|by1000genomesMG-233-tumorMG-233-normal - 11 1394 c.897A>G

C T rs28483598byFrequency|by1000genomesMG-233-tumorMG-233-normal + 39 7487 c.6852C>T

C A rs35621453byFrequency|by1000genomesMG-233-tumorMG-233-normal - 2 1360 c.951G>T

C T rs3745764byFrequency|by1000genomesMG-234-tumorMG-234-normal + 9 2705 c.1064C>T



T C rs831043 byFrequency|by1000genomesMG-234-tumorMG-234-normal - 21 3354 c.3069A>G

G A rs41304253by1000genomesMG-234-tumorMG-234-normal + 20 3100 c.2935G>A

A G rs3737940byFrequency|by1000genomesMG-234-tumorMG-234-normal + 7 3183 c.3138A>G

A G MG-234-tumorMG-234-normal + 5 1140 c.1046A>G

C T rs2293347byFrequency|by1000genomesMG-234-tumorMG-234-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-234-tumorMG-234-normal - 85 14018 c.13047G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-234-tumorMG-234-normal + 7 1073 c.525C>T

G A rs147488144byFrequencyMG-234-tumorMG-234-normal - 12 1385 c.1383C>T

C T MG-234-tumorMG-234-normal + 3 423 c.43C>T

C A rs34400049byFrequency|by1000genomesMG-234-tumorMG-234-normal + 14 2474 c.2092C>A

G A MG-234-tumorMG-234-normal - 1 288 c.237C>T

G A MG-234-tumorMG-234-normal + 11 1634 c.1582G>A

G T rs2075249byFrequency|by1000genomesMG-234-tumorMG-234-normal - 21 3339 c.3054C>A

T A MG-234-tumorMG-234-normal - 3 291 c.254A>T

G A rs1128761byFrequency|by1000genomesMG-234-tumorMG-234-normal + 7 1219 c.966G>A

C G rs72474510byFrequency|by1000genomesMG-234-tumorMG-234-normal - 4 1198 c.1128G>C

T G rs12145941byFrequency|by1000genomesMG-234-tumorMG-234-normal - 3 1631 c.1556A>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-234-tumorMG-234-normal + 6 830 c.282G>C

C T rs62478357byFrequencyMG-234-tumorMG-234-normal - 8 1268 c.1050G>A

A G rs145678751byFrequencyMG-234-tumorMG-234-normal - 3 964 c.892T>C

T G rs3208659 MG-234-tumorMG-234-normal - 7 871 c.778A>C

C T rs77791636by1000genomesMG-234-tumorMG-234-normal + 6 1132 c.1080C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-234-tumorMG-234-normal + 17 2594 c.2046A>C

T A rs17264436byFrequency|by1000genomesMG-234-tumorMG-234-normal - 21 3503 c.3501A>T

G A MG-234-tumorMG-234-normal + 30 3039 c.2852G>A

G A rs77042968byFrequency|by1000genomesMG-234-tumorMG-234-normal + 6 1061 c.583G>A

T C rs3755806byFrequency|by1000genomesMG-234-tumorMG-234-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-234-tumorMG-234-normal + 36 5181 c.5016C>T

G C rs11611231by1000genomesMG-234-tumorMG-234-normal + 9 2190 c.2190G>C

T C MG-234-tumorMG-234-normal - 20 3938 c.3851A>G

C T rs2853346byFrequency|by1000genomesMG-234-tumorMG-234-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-234-tumorMG-234-normal + 14 1944 c.1699C>T

A C rs4625290byFrequency|by1000genomesMG-234-tumorMG-234-normal - 2 325 c.255T>G

G C rs12104021by1000genomesMG-234-tumorMG-234-normal - 3 790 c.258C>G

C T rs73241801by1000genomesMG-234-tumorMG-234-normal + 16 2273 c.2208C>T

G A MG-234-tumorMG-234-normal - 3 318 c.48C>T

G A rs7624750byFrequency|by1000genomesMG-234-tumorMG-234-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-234-tumorMG-234-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-234-tumorMG-234-normal - 16 2000 c.1503T>C

G C MG-234-tumorMG-234-normal - 5 1009 c.1010C>G

T C rs142304809byFrequencyMG-234-tumorMG-234-normal - 9 1291 c.1259A>G

C T rs140105230byFrequency|by1000genomesMG-234-tumorMG-234-normal - 4 1405 c.1335G>A

A G rs9653483by1000genomesMG-234-tumorMG-234-normal - 21 5040 c.4953T>C

T C rs62077265 MG-234-tumorMG-234-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-234-tumorMG-234-normal + 23 2508 c.2274T>C

G A rs3733415by1000genomesMG-234-tumorMG-234-normal - 2 601 c.392C>T

A G rs10853307by1000genomesMG-234-tumorMG-234-normal - 3 1368 c.836T>C



G A rs12104022by1000genomesMG-234-tumorMG-234-normal - 3 784 c.252C>T

C T rs2274550by1000genomesMG-234-tumorMG-234-normal + 54 8820 c.8286C>T

T G rs1889323by1000genomesMG-234-tumorMG-234-normal - 25 4582 c.4246A>C

C G rs148668463byFrequencyMG-234-tumorMG-234-normal - 5 1533 c.1419G>C

T G rs12963422byFrequency|by1000genomesMG-234-tumorMG-234-normal - 5 2988 c.2775A>C

T C rs4652678by1000genomesMG-234-tumorMG-234-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-234-tumorMG-234-normal - 26 4397 c.4395A>G

G A rs143309375 MG-234-tumorMG-234-normal - 13 8282 c.7907C>T

G A rs11549105byFrequency|by1000genomesMG-234-tumorMG-234-normal - 6 1228 c.1224C>T

G A rs61762608byFrequency|by1000genomesMG-234-tumorMG-234-normal - 13 2608 c.2052C>T

T C rs72676907byFrequency|by1000genomesMG-234-tumorMG-234-normal + 3 517 c.327T>C

T C MG-234-tumorMG-234-normal + 1 52 c.52T>C

C G rs9659529byFrequency|by1000genomesMG-234-tumorMG-234-normal + 2 302 c.215C>G

T C MG-234-tumorMG-234-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-234-tumorMG-234-normal + 2 2118 c.2085A>G

A G MG-234-tumorMG-234-normal - 3 1337 c.805T>C

G T rs6664276byFrequency|by1000genomesMG-234-tumorMG-234-normal + 6 1433 c.1320G>T

T A rs17337023byFrequency|by1000genomesMG-234-tumorMG-234-normal + 16 2064 c.1887T>A

G C MG-234-tumorMG-234-normal + 1 111 c.34G>C

G A rs1713982byFrequency|by1000genomesMG-234-tumorMG-234-normal + 15 2261 c.1848G>A

C G rs145987835byFrequencyMG-234-tumorMG-234-normal - 4 1432 c.1362G>C

G A rs141064323byFrequency|by1000genomesMG-234-tumorMG-234-normal + 3 3294 c.999G>A

A G MG-234-tumorMG-234-normal - 15 1346 c.1346T>C

A G rs1136159byFrequency|by1000genomesMG-234-tumorMG-234-normal - 10 1068 c.860T>C

T C rs2229263byFrequency|by1000genomesMG-234-tumorMG-234-normal - 3 533 c.248A>G

T C rs12990449byFrequency|by1000genomesMG-234-tumorMG-234-normal - 2 1114 c.143A>G

T C rs17019360by1000genomesMG-234-tumorMG-234-normal + 17 2524 c.1800T>C

G A rs34106261byFrequency|by1000genomesMG-234-tumorMG-234-normal - 7 1117 c.899C>T

T C rs9646771by1000genomesMG-234-tumorMG-234-normal - 4 787 c.447A>G

T G rs552183 byFrequency|by1000genomesMG-234-tumorMG-234-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-234-tumorMG-234-normal + 13 1856 c.1680A>G

G A rs3810490by1000genomesMG-234-tumorMG-234-normal - 6 2067 c.1998C>T

T C MG-234-tumorMG-234-normal - 4 1446 c.1376A>G

T A rs3740423byFrequency|by1000genomesMG-234-tumorMG-234-normal - 13 4583 c.4208A>T

T A rs41305611by1000genomesMG-234-tumorMG-234-normal - 3 1170 c.834A>T

T C rs1048500byFrequency|by1000genomesMG-234-tumorMG-234-normal + 2 1791 c.684T>C

A C rs7995564by1000genomesMG-234-tumorMG-234-normal + 10 2068 c.1534A>C

G A MG-234-tumorMG-234-normal - 4 453 c.138C>T

C G rs143879890by1000genomesMG-234-tumorMG-234-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-234-tumorMG-234-normal + 7 1855 c.1810A>G

G A rs6601 byFrequency|by1000genomesMG-234-tumorMG-234-normal + 25 3881 c.3672G>A

A G MG-234-tumorMG-234-normal + 1 81 c.81A>G

T C MG-234-tumorMG-234-normal + 1 92 c.92T>C

A T rs78455617byFrequency|by1000genomesMG-234-tumorMG-234-normal - 4 1208 c.1138T>A

G A rs56337365byFrequency|by1000genomesMG-234-tumorMG-234-normal - 6 908 c.690C>T

T C rs111245230by1000genomesMG-234-tumorMG-234-normal - 38 8441 c.8105A>G

C A rs145334570by1000genomesMG-234-tumorMG-234-normal + 5 554 c.335C>A



C T rs11547311byFrequency|by1000genomesMG-234-tumorMG-234-normal + 8 702 c.570C>T

T C MG-234-tumorMG-234-normal + 1 540 c.540T>C

T G rs62075657 MG-234-tumorMG-234-normal - 13 1770 c.1677A>C

A C rs76504934by1000genomesMG-234-tumorMG-234-normal - 4 464 c.427T>G

G A MG-234-tumorMG-234-normal + 18 2023

C T rs34488539by1000genomesMG-234-tumorMG-234-normal + 22 3555 c.3390C>T

T G rs1058201 MG-234-tumorMG-234-normal - 3 297 c.204A>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-234-tumorMG-234-normal + 7 1597 c.1215T>C

C G rs3817428by1000genomesMG-234-tumorMG-234-normal + 15 7493 c.7119C>G

C T rs79175852|rs3906245|rs67658094MG-234-tumorMG-234-normal - 1 701 c.540G>A

C T rs146330869byFrequency|by1000genomesMG-234-tumorMG-234-normal + 9 2565 c.924C>T

C T rs7300444byFrequency|by1000genomesMG-234-tumorMG-234-normal + 19 5383 c.4740C>T

C T rs55913776 MG-234-tumorMG-234-normal - 3 1207 c.675G>A

G A rs13007735byFrequency|by1000genomesMG-234-tumorMG-234-normal - 16 3587 c.2616C>T

G A rs11549106byFrequency|by1000genomesMG-234-tumorMG-234-normal - 4 895 c.891C>T

G A rs16885 byFrequency|by1000genomesMG-234-tumorMG-234-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-234-tumorMG-234-normal - 15 3032 c.2696A>G

C G MG-234-tumorMG-234-normal - 2 460 c.51G>C

T A rs112990250byFrequency|by1000genomesMG-234-tumorMG-234-normal - 3 303 c.270A>T

T C rs2229992byFrequency|by1000genomesMG-234-tumorMG-234-normal + 12 1838 c.1458T>C

G A rs2275527byFrequency|by1000genomesMG-234-tumorMG-234-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-234-tumorMG-234-normal - 17 2745 c.2460A>G

T A rs35737760by1000genomesMG-234-tumorMG-234-normal + 19 2685 c.2520T>A

C T rs144931466byFrequency|by1000genomesMG-234-tumorMG-234-normal + 9 2125 c.1906C>T

C A rs41303871by1000genomesMG-234-tumorMG-234-normal + 2 730 c.703C>A

T C rs142470496byFrequencyMG-234-tumorMG-234-normal - 12 1890 c.454A>G

A T rs10817021by1000genomesMG-234-tumorMG-234-normal - 24 4324 c.3988T>A

T G rs10817033by1000genomesMG-234-tumorMG-234-normal - 8 2079 c.1743A>C

C A MG-234-tumorMG-234-normal + 7 1043 c.819C>A

G A rs10817003by1000genomesMG-234-tumorMG-234-normal - 43 10512 c.10176C>T

A G rs826549 by1000genomesMG-234-tumorMG-234-normal + 18 2676 c.2550A>G

G A rs3827025by1000genomesMG-234-tumorMG-234-normal - 6 2094 c.2025C>T

G A rs6089925byFrequency|by1000genomesMG-234-tumorMG-234-normal - 4 729 c.660C>T

C T rs41268685byFrequency|by1000genomesMG-234-tumorMG-234-normal - 73 13535 c.13250G>A

G A rs116011482by1000genomesMG-234-tumorMG-234-normal - 8 4578 c.4509C>T

C T rs11121691byFrequency|by1000genomesMG-234-tumorMG-234-normal - 49 6985 c.6909G>A

C G rs11718329by1000genomesMG-234-tumorMG-234-normal + 4 719 c.647C>G

G A rs80198225 MG-234-tumorMG-234-normal + 8 527 c.527G>A

A G MG-234-tumorMG-234-normal + 1 174 c.174A>G

G A MG-234-tumorMG-234-normal + 1 529 c.529G>A

C T rs75838083byFrequency|by1000genomesMG-234-tumorMG-234-normal + 3 450 c.363C>T

T C rs2075252byFrequency|by1000genomesMG-234-tumorMG-234-normal - 66 12565 c.12280A>G

C T rs147091812byFrequency|by1000genomesMG-234-tumorMG-234-normal + 17 2762 c.2214C>T

T C rs112827102byFrequency|by1000genomesMG-234-tumorMG-234-normal - 19 3495 c.3285A>G

G A rs2229354byFrequency|by1000genomesMG-234-tumorMG-234-normal + 7 1131 c.924G>A

C T rs116682517byFrequency|by1000genomesMG-234-tumorMG-234-normal - 6 1043 c.552G>A

G A rs3795666byFrequency|by1000genomesMG-234-tumorMG-234-normal - 34 6640 c.6421C>T



G A rs35296183byFrequency|by1000genomesMG-234-tumorMG-234-normal - 55 9794 c.8823C>T

T C rs831042 byFrequency|by1000genomesMG-234-tumorMG-234-normal - 24 3945 c.3660A>G

T A rs61758378byFrequency|by1000genomesMG-234-tumorMG-234-normal + 2 300 c.264T>A

A G MG-234-tumorMG-234-normal + 11 1641 c.1589A>G

T C MG-234-tumorMG-234-normal + 1 492 c.492T>C

G A rs34830600byFrequency|by1000genomesMG-234-tumorMG-234-normal - 8 2874 c.2805C>T

C T rs4822790byFrequency|by1000genomesMG-234-tumorMG-234-normal + 15 2042 c.1683C>T

C T rs148653429by1000genomesMG-234-tumorMG-234-normal - 19 1804 c.1804G>A

G A rs2271189byFrequency|by1000genomesMG-234-tumorMG-234-normal + 27 3788 c.3348G>A

T G rs3204790byFrequency|by1000genomesMG-234-tumorMG-234-normal + 2 287 c.200T>G

C T rs141691551by1000genomesMG-234-tumorMG-234-normal - 18 1395 c.1351G>A

A G rs4444457byFrequency|by1000genomesMG-234-tumorMG-234-normal - 54 9497 c.8526T>C

G A rs6018623byFrequency|by1000genomesMG-234-tumorMG-234-normal + 20 3957 c.3741G>A

T C rs1002519byFrequency|by1000genomesMG-234-tumorMG-234-normal + 1 196 c.196T>C

C T rs2233602byFrequency|by1000genomesMG-234-tumorMG-234-normal + 1 792 c.792C>T

G A rs11177 byFrequency|by1000genomesMG-234-tumorMG-234-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-234-tumorMG-234-normal + 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-234-tumorMG-234-normal + 11 4034 c.3807T>C

C A rs79011039byFrequency|by1000genomesMG-234-tumorMG-234-normal + 6 1050 c.572C>A

C T rs61737951byFrequency|by1000genomesMG-234-tumorMG-234-normal - 10 1576 c.1392G>A

C T rs149364379byFrequency|by1000genomesMG-234-tumorMG-234-normal - 4 706 c.634G>A

C T MG-234-tumorMG-234-normal - 3 1048 c.516G>A

G A MG-234-tumorMG-234-normal - 3 1505 c.973C>T

C G rs80027487byFrequency|by1000genomesMG-234-tumorMG-234-normal + 3 451 c.364C>G

G A rs146546850byFrequencyMG-234-tumorMG-234-normal - 12 1889 c.453C>T

G T rs147825872 MG-234-tumorMG-234-normal + 20 4359 c.4282G>T

T C rs7716253by1000genomesMG-234-tumorMG-234-normal + 8 1121 c.945T>C

G A rs45463297by1000genomesMG-234-tumorMG-234-normal - 8 4311 c.4242C>T

C T rs3743398by1000genomesMG-234-tumorMG-234-normal + 12 2965 c.2591C>T

G C rs45469098by1000genomesMG-234-tumorMG-234-normal - 1 255 c.256C>G

G A rs2289247byFrequency|by1000genomesMG-234-tumorMG-234-normal + 11 1273 c.1063G>A

C T rs6432901by1000genomesMG-234-tumorMG-234-normal - 2 514 c.174G>A

G T rs918558 byFrequency|by1000genomesMG-234-tumorMG-234-normal + 1 2142 c.2142G>T

T G rs61757612byFrequency|by1000genomesMG-234-tumorMG-234-normal - 9 2110 c.1701A>C

C T rs151174 by1000genomesMG-234-tumorMG-234-normal + 2 1740 c.1707C>T

G A rs55855602by1000genomesMG-234-tumorMG-234-normal - 3 1030 c.498C>T

T C rs4149056byFrequency|by1000genomesMG-234-tumorMG-234-normal + 6 617 c.521T>C

T C rs62077266 MG-234-tumorMG-234-normal - 3 311 c.218A>G

C T rs9489143byFrequency|by1000genomesMG-234-tumorMG-234-normal - 13 2184 c.1986G>A

T C MG-234-tumorMG-234-normal + 1 510 c.510T>C

G A rs1718878byFrequency|by1000genomesMG-234-tumorMG-234-normal + 13 2003 c.1590G>A

A C rs10473959by1000genomesMG-234-tumorMG-234-normal + 6 999 c.823A>C

C T rs75417771byFrequency|by1000genomesMG-234-tumorMG-234-normal + 6 1265 c.409C>T

G C rs2240089byFrequency|by1000genomesMG-234-tumorMG-234-normal - 12 3187 c.3003C>G

C T MG-234-tumorMG-234-normal + 13 1783 c.1400C>T

C T MG-234-tumorMG-234-normal - 2 88

G A rs41294868by1000genomesMG-234-tumorMG-234-normal + 14 2132 c.1933G>A



C T rs2273779byFrequency|by1000genomesMG-234-tumorMG-234-normal + 6 583 c.538C>T

T A rs56279059by1000genomesMG-234-tumorMG-234-normal - 3 1034 c.502A>T

G A MG-234-tumorMG-234-normal - 7 889 c.796C>T

G C rs142017909byFrequencyMG-234-tumorMG-234-normal - 12 1953 c.1743C>G

A G rs3181247byFrequency|by1000genomesMG-234-tumorMG-234-normal - 3 522 c.304T>C

C T rs2229265byFrequency|by1000genomesMG-234-tumorMG-234-normal - 54 10788 c.10503G>A

G A rs9789047by1000genomesMG-234-tumorMG-234-normal + 10 998 c.998G>A

C A rs16942318by1000genomesMG-234-tumorMG-234-normal + 3 680 c.306C>A

A G rs149271 by1000genomesMG-234-tumorMG-234-normal + 2 543 c.510A>G

G C rs2227910byFrequency|by1000genomesMG-234-tumorMG-234-normal + 2 1911 c.804G>C

T C MG-234-tumorMG-234-normal + 8 505 c.505T>C

G C rs34822181byFrequency|by1000genomesMG-234-tumorMG-234-normal + 1 379 c.379G>C

C T rs1801187byFrequency|by1000genomesMG-234-tumorMG-234-normal - 37 5440 c.5234G>A

A G rs2074912byFrequency|by1000genomesMG-234-tumorMG-234-normal + 1 1709 c.1709A>G

G A MG-234-tumorMG-234-normal - 1 288 c.237C>T

A G rs17051895by1000genomesMG-234-tumorMG-234-normal + 23 4485 c.3951A>G

T C rs12731746byFrequency|by1000genomesMG-234-tumorMG-234-normal - 11 1394 c.897A>G

G A MG-234-tumorMG-234-normal - 43 10536 c.10200C>T

C T rs57014690by1000genomesMG-234-tumorMG-234-normal - 6 1554 c.1232G>A

G A rs6089924byFrequency|by1000genomesMG-234-tumorMG-234-normal - 4 920 c.851C>T

C T rs55979329by1000genomesMG-234-tumorMG-234-normal - 3 1257 c.725G>A

C G rs2509943byFrequency|by1000genomesMG-234-tumorMG-234-normal + 3 776 c.279C>G

A G rs151306742by1000genomesMG-234-tumorMG-234-normal + 4 729 c.285A>G

G A rs2127898byFrequency|by1000genomesMG-234-tumorMG-234-normal - 6 1130 c.920C>T

G A MG-234-tumorMG-234-normal + 20 2750 c.2367G>A

C T rs2229975by1000genomesMG-234-tumorMG-234-normal - 5 927 c.852G>A

C T MG-234-tumorMG-234-normal - 1 506 c.507G>A

C G rs180743 by1000genomesMG-234-tumorMG-234-normal + 2 1315 c.1282C>G

C G MG-234-tumorMG-234-normal + 1 189 c.189C>G

G A rs142702316byFrequencyMG-234-tumorMG-234-normal + 1 160 c.108G>A

C T rs3811444byFrequency|by1000genomesMG-24-tumorMG-24-normal + 6 1169 c.1121C>T

C G MG-24-tumorMG-24-normal + 14 2650 c.1582C>G

C G rs72474510byFrequency|by1000genomesMG-24-tumorMG-24-normal - 4 1198 c.1128G>C

C T MG-24-tumorMG-24-normal - 15 2425 c.1995G>A

T C MG-24-tumorMG-24-normal + 21 2856 c.2473T>C

A G rs3108200byFrequency|by1000genomesMG-24-tumorMG-24-normal + 3 2040 c.810A>G

C T rs199930 by1000genomesMG-24-tumorMG-24-normal + 36 5181 c.5016C>T

G C rs2114202|rs5859657byFrequencyMG-24-tumorMG-24-normal + 11 1624 c.1458G>C

C T rs149279834byFrequency|by1000genomesMG-24-tumorMG-24-normal + 26 5147 c.4512C>T

A G rs11538677by1000genomesMG-24-tumorMG-24-normal + 49 8035 c.7501A>G

G A rs41294868by1000genomesMG-24-tumorMG-24-normal + 14 2132 c.1933G>A

C T rs137854246|rs34012042byFrequency|by1000genomesMG-24-tumorMG-24-normal + 15 2208 c.1578C>T

A G rs10444632 MG-24-tumorMG-24-normal - 5 1519 c.579T>C

T G rs74842149byFrequencyMG-24-tumorMG-24-normal - 4 1217 c.1147A>C

C G rs3818764by1000genomesMG-24-tumorMG-24-normal - 4 1331 c.995G>C

T C rs4652678by1000genomesMG-24-tumorMG-24-normal + 28 4116 c.3951T>C

C T rs77440865by1000genomesMG-24-tumorMG-24-normal - 10 1226 c.1133G>A



A T MG-24-tumorMG-24-normal + 20 4045 c.3968A>T

A T MG-24-tumorMG-24-normal + 5 579 c.199A>T

C G MG-24-tumorMG-24-normal + 10 1982 c.1448C>G

A G MG-24-tumorMG-24-normal + 11 2272 c.1896A>G

G A rs3810485by1000genomesMG-24-tumorMG-24-normal - 8 6116 c.6047C>T

G A rs56145411byFrequency|by1000genomesMG-24-tumorMG-24-normal + 4 1211 c.1124G>A

T C MG-24-tumorMG-24-normal + 1 52 c.52T>C

G C rs5011295 MG-24-tumorMG-24-normal + 12 2239 c.1705G>C

A G rs40831 by1000genomesMG-24-tumorMG-24-normal + 2 2118 c.2085A>G

T C MG-24-tumorMG-24-normal - 3 5701 c.5629A>G

G A MG-24-tumorMG-24-normal + 21 3073 c.2690G>A

G A rs71299249|rs76723438byFrequency|by1000genomesMG-24-tumorMG-24-normal + 1 3698 c.738G>A

T A rs17337023byFrequency|by1000genomesMG-24-tumorMG-24-normal + 16 2064 c.1887T>A

T G MG-24-tumorMG-24-normal - 2 229 c.219A>C

A G rs2973568by1000genomesMG-24-tumorMG-24-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-24-tumorMG-24-normal - 20 4043 c.3072C>A

T A rs3740423byFrequency|by1000genomesMG-24-tumorMG-24-normal - 13 4583 c.4208A>T

A T rs3739451by1000genomesMG-24-tumorMG-24-normal - 39 9817 c.9481T>A

A T rs78455617byFrequency|by1000genomesMG-24-tumorMG-24-normal - 4 1208 c.1138T>A

C T rs149155949byFrequency|by1000genomesMG-24-tumorMG-24-normal + 19 3884 c.3249C>T

T C MG-24-tumorMG-24-normal + 1 540 c.540T>C

T G rs62075657 MG-24-tumorMG-24-normal - 13 1770 c.1677A>C

G T rs2075249byFrequency|by1000genomesMG-24-tumorMG-24-normal - 21 3339 c.3054C>A

C T rs150466362 MG-24-tumorMG-24-normal - 3 912 c.837G>A

A C rs79936417by1000genomesMG-24-tumorMG-24-normal - 5 505 c.412T>G

T C rs2241190byFrequency|by1000genomesMG-24-tumorMG-24-normal - 17 2745 c.2460A>G

G A rs35770993 MG-24-tumorMG-24-normal - 3 2601 c.2529C>T

A G rs826549 by1000genomesMG-24-tumorMG-24-normal + 18 2676 c.2550A>G

T G MG-24-tumorMG-24-normal + 16 2367 c.2241T>G

C T MG-24-tumorMG-24-normal - 9 1536 c.1485G>A

C T rs34922891by1000genomesMG-24-tumorMG-24-normal + 13 2223 c.2223C>T

C T rs2292556byFrequency|by1000genomesMG-24-tumorMG-24-normal - 19 1959 c.1689G>A

G A rs3810479byFrequency|by1000genomesMG-24-tumorMG-24-normal - 17 7692 c.7623C>T

G C MG-24-tumorMG-24-normal + 15 2169 c.2092G>C

C G rs11718329by1000genomesMG-24-tumorMG-24-normal + 4 719 c.647C>G

A G MG-24-tumorMG-24-normal + 25 3647 c.3264A>G

G A MG-24-tumorMG-24-normal + 2 1015 c.481G>A

T C rs5927083byFrequency|by1000genomesMG-24-tumorMG-24-normal - 14 1841 c.1635A>G

C A MG-24-tumorMG-24-normal - 23 4100 c.1346G>T

G A rs9789047by1000genomesMG-24-tumorMG-24-normal + 10 998 c.998G>A

C T rs4822790byFrequency|by1000genomesMG-24-tumorMG-24-normal + 15 2042 c.1683C>T

T A rs141688173 MG-24-tumorMG-24-normal - 12 1489 c.1286A>T

G A rs7853155by1000genomesMG-24-tumorMG-24-normal - 30 5337 c.5001C>T

A G rs3208627 MG-24-tumorMG-24-normal - 2 153 c.60T>C

T C MG-24-tumorMG-24-normal + 2 850 c.316T>C

A C rs62077264 MG-24-tumorMG-24-normal - 7 854 c.761T>G

C G rs45556841 MG-24-tumorMG-24-normal + 14 2816 c.2816C>G



T C rs831042 byFrequency|by1000genomesMG-24-tumorMG-24-normal - 24 3945 c.3660A>G

G A MG-24-tumorMG-24-normal + 11 2415 c.2233G>A

T C rs7716253by1000genomesMG-24-tumorMG-24-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-24-tumorMG-24-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-24-tumorMG-24-normal - 10 9441 c.8853T>C

A G MG-24-tumorMG-24-normal + 32 4690 c.4307A>G

A G rs1385600byFrequency|by1000genomesMG-24-tumorMG-24-normal - 5 1375 c.1290T>C

C G rs2509943byFrequency|by1000genomesMG-24-tumorMG-24-normal + 3 776 c.279C>G

C T rs468525 by1000genomesMG-24-tumorMG-24-normal - 6 478 c.111G>A

A G MG-24-tumorMG-24-normal + 10 809 c.711A>G

A C rs1410048by1000genomesMG-24-tumorMG-24-normal - 40 10053 c.9717T>G

A G rs13223756byFrequency|by1000genomesMG-24-tumorMG-24-normal + 7 2144 c.1944A>G

T A MG-24-tumorMG-24-normal + 11 1656 c.1604T>A

C T MG-24-tumorMG-24-normal - 5 546 c.414G>A

C G rs2282302byFrequency|by1000genomesMG-24-tumorMG-24-normal - 3 965 c.893G>C

A G rs1980131byFrequency|by1000genomesMG-24-tumorMG-24-normal + 2 2992 c.2880A>G

C T rs141691551by1000genomesMG-24-tumorMG-24-normal - 18 1395 c.1351G>A

T C rs28639589byFrequency|by1000genomesMG-24-tumorMG-24-normal - 12 1809 c.1611A>G

C G MG-24-tumorMG-24-normal - 13 930 c.886G>C

G T MG-24-tumorMG-24-normal + 6 1465 c.931G>T

T C rs62075623 MG-24-tumorMG-24-normal - 14 1825 c.1732A>G

T C rs831043 byFrequency|by1000genomesMG-24-tumorMG-24-normal - 21 3354 c.3069A>G

C T rs2286007byFrequency|by1000genomesMG-24-tumorMG-24-normal + 8 2637 c.1994C>T

A C rs1141701by1000genomesMG-24-tumorMG-24-normal - 10 1239 c.1146T>G

G A MG-24-tumorMG-24-normal - 3 1546 c.1471C>T

G A MG-24-tumorMG-24-normal + 1 130 c.78G>A

C T MG-24-tumorMG-24-normal - 3 687 c.688G>A

T C rs3755806byFrequency|by1000genomesMG-24-tumorMG-24-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-24-tumorMG-24-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-24-tumorMG-24-normal + 14 1944 c.1699C>T

A T rs7995564by1000genomesMG-24-tumorMG-24-normal + 10 2068 c.1534A>T

T G rs112631212byFrequency|by1000genomesMG-24-tumorMG-24-normal - 2 155 c.115A>C

A G rs11016073byFrequency|by1000genomesMG-24-tumorMG-24-normal - 13 6677 c.6302T>C

C T rs77791636by1000genomesMG-24-tumorMG-24-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-24-tumorMG-24-normal - 18 3000 c.2874G>T

A C rs74875648 MG-24-tumorMG-24-normal - 5 524 c.431T>G

C A rs146603731byFrequencyMG-24-tumorMG-24-normal + 22 2844 c.2334C>A

T C rs2251219byFrequency|by1000genomesMG-24-tumorMG-24-normal - 26 4397 c.4395A>G

C T rs61749258byFrequency|by1000genomesMG-24-tumorMG-24-normal + 7 1492 c.1104C>T

T C rs35734447byFrequencyMG-24-tumorMG-24-normal - 50 9898 c.9613A>G

T C rs79454290 MG-24-tumorMG-24-normal - 10 1195 c.1102A>G

T C rs1805129byFrequency|by1000genomesMG-24-tumorMG-24-normal - 2 327 c.252A>G

G A rs61753697byFrequency|by1000genomesMG-24-tumorMG-24-normal + 1 376 c.99G>A

A G rs144929567byFrequency|by1000genomesMG-24-tumorMG-24-normal - 3 2793 c.2718T>C

C G rs145987835byFrequencyMG-24-tumorMG-24-normal - 4 1432 c.1362G>C

A C rs77739281 MG-24-tumorMG-24-normal - 10 1194 c.1101T>G

C T rs2274550by1000genomesMG-24-tumorMG-24-normal + 54 8820 c.8286C>T



A C rs11552054byFrequency|by1000genomesMG-24-tumorMG-24-normal + 5 630 c.540A>C

G A MG-24-tumorMG-24-normal + 9 3759 c.3116G>A

C T MG-24-tumorMG-24-normal - 1 400 c.349G>A

C T rs55993306by1000genomesMG-24-tumorMG-24-normal - 20 3946 c.3859G>A

G A MG-24-tumorMG-24-normal - 1 402 c.309C>T

C G rs143879890by1000genomesMG-24-tumorMG-24-normal - 16 2320 c.2233G>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-24-tumorMG-24-normal + 7 1597 c.1215T>C

C G rs112835318by1000genomesMG-24-tumorMG-24-normal - 1 33 c.13G>C

T C rs61995685byFrequency|by1000genomesMG-24-tumorMG-24-normal + 22 4499 c.3864T>C

A G MG-24-tumorMG-24-normal + 1 115 c.63A>G

A G rs6679449by1000genomesMG-24-tumorMG-24-normal - 3 1923 c.1851T>C

A T MG-24-tumorMG-24-normal + 20 7019 c.6893A>T

C T rs3743398by1000genomesMG-24-tumorMG-24-normal + 12 2965 c.2591C>T

G A rs80198225 MG-24-tumorMG-24-normal + 8 527 c.527G>A

C T rs79175852|rs3906245|rs67658094MG-24-tumorMG-24-normal - 1 701 c.540G>A

G A rs2227983byFrequency|by1000genomesMG-24-tumorMG-24-normal + 13 1739 c.1562G>A

C G rs34693334byFrequency|by1000genomesMG-24-tumorMG-24-normal - 8 1060 c.775G>C

T C rs7714670by1000genomesMG-24-tumorMG-24-normal + 6 849 c.673T>C

A T rs7095325byFrequency|by1000genomesMG-24-tumorMG-24-normal - 7 1087 c.712T>A

T C rs2292561byFrequency|by1000genomesMG-24-tumorMG-24-normal - 15 1569 c.1299A>G

G A MG-24-tumorMG-24-normal + 4 356 c.263G>A

C G rs11016076byFrequency|by1000genomesMG-24-tumorMG-24-normal - 8 1866 c.1491G>C

A T rs61734287byFrequencyMG-24-tumorMG-24-normal + 16 3545 c.3165A>T

T C rs12990449byFrequency|by1000genomesMG-24-tumorMG-24-normal - 2 1114 c.143A>G

A G rs180744 by1000genomesMG-24-tumorMG-24-normal + 2 1719 c.1686A>G

T C MG-24-tumorMG-24-normal + 12 4580 c.4206T>C

C T MG-24-tumorMG-24-normal + 35 5055 c.4672C>T

T G MG-24-tumorMG-24-normal + 19 1964 c.1866T>G

G T MG-24-tumorMG-24-normal - 4 1428 c.1364C>A

C T rs3796031byFrequency|by1000genomesMG-24-tumorMG-24-normal - 17 2399 c.1947G>A

A G rs2229267byFrequency|by1000genomesMG-24-tumorMG-24-normal - 29 5160 c.4875T>C

C T MG-24-tumorMG-24-normal + 20 2757 c.2374C>T

C T rs151174 by1000genomesMG-24-tumorMG-24-normal + 2 1740 c.1707C>T

G A rs1718878byFrequency|by1000genomesMG-24-tumorMG-24-normal + 13 2003 c.1590G>A

C A MG-24-tumorMG-24-normal + 8 952 c.730C>A

A G MG-24-tumorMG-24-normal + 10 812 c.714A>G

G A MG-24-tumorMG-24-normal + 20 2750 c.2367G>A

C T rs2229265byFrequency|by1000genomesMG-24-tumorMG-24-normal - 54 10788 c.10503G>A

C T rs78425180byFrequency|by1000genomesMG-24-tumorMG-24-normal - 27 4709 c.4710G>A

G T rs147825872 MG-24-tumorMG-24-normal + 20 4359 c.4282G>T

T C MG-24-tumorMG-24-normal + 8 505 c.505T>C

G A rs142702316byFrequencyMG-24-tumorMG-24-normal + 1 160 c.108G>A

T G rs1998206byFrequency|by1000genomesMG-24-tumorMG-24-normal - 5 631 c.433A>C

C G rs180743 by1000genomesMG-24-tumorMG-24-normal + 2 1315 c.1282C>G

A C rs55912465 MG-24-tumorMG-24-normal + 14 3588 c.3588A>C

A G rs62077275 MG-24-tumorMG-24-normal - 2 173 c.80T>C

C T MG-24-tumorMG-24-normal - 3 300 c.263G>A



C T MG-24-tumorMG-24-normal + 20 3982 c.3905C>T

C T rs71299249|rs77022425byFrequencyMG-24-tumorMG-24-normal + 1 3677 c.717C>T

A G rs4143768byFrequency|by1000genomesMG-24-tumorMG-24-normal - 10 6783 c.6195T>C

T A MG-24-tumorMG-24-normal - 9 1265 c.1233A>T

T C MG-24-tumorMG-24-normal + 26 3708 c.3325T>C

C T rs62478357byFrequencyMG-24-tumorMG-24-normal - 8 1268 c.1050G>A

T G rs3208659 MG-24-tumorMG-24-normal - 7 871 c.778A>C

A G rs2229268byFrequency|by1000genomesMG-24-tumorMG-24-normal - 61 11886 c.11601T>C

G A rs2228000byFrequency|by1000genomesMG-24-tumorMG-24-normal - 9 1710 c.1496C>T

T C rs80268686 MG-24-tumorMG-24-normal - 14 2213 c.1995A>G

A G rs1206038byFrequency|by1000genomesMG-24-tumorMG-24-normal + 29 5706 c.5071A>G

A G rs62077276 MG-24-tumorMG-24-normal - 2 170 c.77T>C

C T rs140105230byFrequency|by1000genomesMG-24-tumorMG-24-normal - 4 1405 c.1335G>A

A T MG-24-tumorMG-24-normal + 6 1434 c.900A>T

T C rs62077265 MG-24-tumorMG-24-normal - 3 321 c.228A>G

T G rs12963422byFrequency|by1000genomesMG-24-tumorMG-24-normal - 5 2988 c.2775A>C

T C MG-24-tumorMG-24-normal - 3 305 c.270A>G

G A rs16825150byFrequency|by1000genomesMG-24-tumorMG-24-normal + 7 954 c.909G>A

C G rs4079329 MG-24-tumorMG-24-normal + 10 813 c.715C>G

T C rs9646771by1000genomesMG-24-tumorMG-24-normal - 4 787 c.447A>G

T C MG-24-tumorMG-24-normal + 21 3029 c.2646T>C

C T rs76844681 MG-24-tumorMG-24-normal - 16 2899 c.2681G>A

G A MG-24-tumorMG-24-normal + 6 1154 c.1102G>A

A G MG-24-tumorMG-24-normal + 1 81 c.81A>G

T C rs28621009byFrequency|by1000genomesMG-24-tumorMG-24-normal + 13 2864 c.2229T>C

A C rs76504934by1000genomesMG-24-tumorMG-24-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-24-tumorMG-24-normal + 24 3194 c.3018C>T

C G rs3817428by1000genomesMG-24-tumorMG-24-normal + 15 7493 c.7119C>G

G A rs34949187by1000genomesMG-24-tumorMG-24-normal + 6 1198 c.824G>A

C T rs7300444byFrequency|by1000genomesMG-24-tumorMG-24-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-24-tumorMG-24-normal + 17 1912 c.1092A>C

C G MG-24-tumorMG-24-normal + 7 410 c.410C>G

A G MG-24-tumorMG-24-normal - 23 3828 c.3610T>C

G C rs77467652 MG-24-tumorMG-24-normal - 5 542 c.449C>G

G A rs4514247byFrequency|by1000genomesMG-24-tumorMG-24-normal - 3 878 c.808C>T

G A rs3793379byFrequency|by1000genomesMG-24-tumorMG-24-normal + 32 4159 c.3882G>A

G A MG-24-tumorMG-24-normal + 1 529 c.529G>A

A G rs141480481by1000genomesMG-24-tumorMG-24-normal + 4 1425 c.1342A>G

C T rs62077268 MG-24-tumorMG-24-normal - 3 262 c.169G>A

G C rs45469098by1000genomesMG-24-tumorMG-24-normal - 1 255 c.256C>G

A G rs149271 by1000genomesMG-24-tumorMG-24-normal + 2 543 c.510A>G

T C MG-24-tumorMG-24-normal - 3 819 c.744A>G

G A rs116628547by1000genomesMG-24-tumorMG-24-normal - 24 12539 c.12330C>T

A G rs17078605byFrequency|by1000genomesMG-24-tumorMG-24-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-24-tumorMG-24-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-24-tumorMG-24-normal - 2 514 c.174G>A

C A rs79011039byFrequency|by1000genomesMG-24-tumorMG-24-normal + 6 1050 c.572C>A



A C rs76437836byFrequencyMG-24-tumorMG-24-normal - 3 142 c.98T>G

T C MG-24-tumorMG-24-normal - 5 540 c.408A>G

A G rs2737699byFrequency|by1000genomesMG-24-tumorMG-24-normal - 10 12892 c.12304T>C

T C MG-24-tumorMG-24-normal - 22 3673 c.3455A>G

A G MG-24-tumorMG-24-normal + 26 3727 c.3344A>G

T C MG-24-tumorMG-24-normal + 20 7916 c.7790T>C

T C rs33910491byFrequency|by1000genomesMG-24-tumorMG-24-normal - 5 4949 c.4736A>G

A G rs2693103byFrequencyMG-24-tumorMG-24-normal + 20 7600 c.7474A>G

C T rs75417771byFrequency|by1000genomesMG-24-tumorMG-24-normal + 6 1265 c.409C>T

C T MG-24-tumorMG-24-normal + 2 121 c.28C>T

A G rs151306742by1000genomesMG-24-tumorMG-24-normal + 4 729 c.285A>G

T C rs74356608 MG-24-tumorMG-24-normal + 15 1328 c.1328T>C

T C rs78472618byFrequencyMG-24-tumorMG-24-normal - 3 159 c.115A>G

T C MG-24-tumorMG-24-normal - 39 11640 c.11641A>G

C T rs1386356byFrequency|by1000genomesMG-24-tumorMG-24-normal - 85 14018 c.13047G>A

G A rs34395441by1000genomesMG-24-tumorMG-24-normal + 2 2563 c.2530G>A

C T rs210498 by1000genomesMG-24-tumorMG-24-normal - 23 1885 c.1518G>A

G T rs71238527by1000genomesMG-24-tumorMG-24-normal + 3 639 c.494G>T

C A MG-24-tumorMG-24-normal + 2 849 c.315C>A

G A MG-24-tumorMG-24-normal - 1 288 c.237C>T

G A MG-24-tumorMG-24-normal + 11 1634 c.1582G>A

G A MG-24-tumorMG-24-normal - 3 741 c.742C>T

G C rs146249377byFrequencyMG-24-tumorMG-24-normal + 1 3447 c.487G>C

G T MG-24-tumorMG-24-normal - 3 2639 c.2567C>A

A T MG-24-tumorMG-24-normal + 5 625 c.403A>T

T G rs12145941byFrequency|by1000genomesMG-24-tumorMG-24-normal - 3 1631 c.1556A>C

T C MG-24-tumorMG-24-normal + 21 3011 c.2628T>C

G A rs151217263 MG-24-tumorMG-24-normal - 3 1743 c.1671C>T

G A rs3744249byFrequency|by1000genomesMG-24-tumorMG-24-normal + 11 2561 c.2172G>A

G A rs7234999byFrequency|by1000genomesMG-24-tumorMG-24-normal - 5 5512 c.5299C>T

T C MG-24-tumorMG-24-normal + 18 2539 c.2156T>C

T C MG-24-tumorMG-24-normal + 28 4242 c.3859T>C

C T rs2292559byFrequency|by1000genomesMG-24-tumorMG-24-normal - 24 2661 c.2391G>A

C G rs147865267byFrequencyMG-24-tumorMG-24-normal - 4 1304 c.1234G>C

C T rs142336181 MG-24-tumorMG-24-normal - 3 2776 c.2701G>A

T C rs2450122byFrequency|by1000genomesMG-24-tumorMG-24-normal - 10 2089 c.2004A>G

C T rs146330869byFrequency|by1000genomesMG-24-tumorMG-24-normal + 9 2565 c.924C>T

A G MG-24-tumorMG-24-normal - 3 1747 c.1675T>C

C G rs145323424 MG-24-tumorMG-24-normal + 25 3636 c.3253C>G

C T rs1043141byFrequency|by1000genomesMG-24-tumorMG-24-normal + 4 2376 c.342C>T

C A rs1801270byFrequency|by1000genomesMG-24-tumorMG-24-normal + 2 328 c.93C>A

G A rs1713982byFrequency|by1000genomesMG-24-tumorMG-24-normal + 15 2261 c.1848G>A

G T MG-24-tumorMG-24-normal + 9 1833 c.1299G>T

G A rs77042968byFrequency|by1000genomesMG-24-tumorMG-24-normal + 6 1061 c.583G>A

C T rs16843864byFrequency|by1000genomesMG-24-tumorMG-24-normal - 69 11621 c.10650G>A

T G rs1058201 MG-24-tumorMG-24-normal - 3 297 c.204A>C

C T rs7240355byFrequency|by1000genomesMG-24-tumorMG-24-normal - 5 5238 c.5025G>A



C T rs12155677byFrequency|by1000genomesMG-24-tumorMG-24-normal - 32 5524 c.5280G>A

G A MG-24-tumorMG-24-normal + 22 3334 c.2951G>A

C T rs74817689byFrequency|by1000genomesMG-24-tumorMG-24-normal - 5 1326 c.1241G>A

A G MG-24-tumorMG-24-normal - 3 2165 c.2093T>C

T C rs61730221byFrequency|by1000genomesMG-24-tumorMG-24-normal - 13 4110 c.4000A>G

A G MG-24-tumorMG-24-normal - 20 3992 c.3905T>C

T C MG-24-tumorMG-24-normal + 6 645 c.463T>C

T C rs2229992byFrequency|by1000genomesMG-24-tumorMG-24-normal + 12 1838 c.1458T>C

T C rs7275 by1000genomesMG-24-tumorMG-24-normal + 35 5267 c.4983T>C

C T MG-24-tumorMG-24-normal - 8 1260 c.1042G>A

A G MG-24-tumorMG-24-normal + 1 340 c.340A>G

G A MG-24-tumorMG-24-normal - 3 1542 c.1467C>T

T C rs7935 byFrequency|by1000genomesMG-24-tumorMG-24-normal + 9 1808 c.1524T>C

A G MG-24-tumorMG-24-normal + 1 174 c.174A>G

T C rs2075252byFrequency|by1000genomesMG-24-tumorMG-24-normal - 66 12565 c.12280A>G

G A rs2229354byFrequency|by1000genomesMG-24-tumorMG-24-normal + 7 1131 c.924G>A

A G rs28624496 MG-24-tumorMG-24-normal - 1 626 c.196T>C

T C MG-24-tumorMG-24-normal + 1 492 c.492T>C

C T MG-24-tumorMG-24-normal - 20 3587 c.3500G>A

C G rs143710082 MG-24-tumorMG-24-normal - 3 809 c.734G>C

C A MG-24-tumorMG-24-normal + 12 1060 c.962C>A

C G rs11971880byFrequency|by1000genomesMG-24-tumorMG-24-normal + 3 1192 c.634C>G

C A rs6453022by1000genomesMG-24-tumorMG-24-normal + 7 1027 c.851C>A

G A rs34598663 MG-24-tumorMG-24-normal - 3 2568 c.2496C>T

G A rs2248407byFrequency|by1000genomesMG-24-tumorMG-24-normal - 4 1003 c.918C>T

A G rs150807064byFrequencyMG-24-tumorMG-24-normal + 13 1470 c.1236A>G

G A rs2289247byFrequency|by1000genomesMG-24-tumorMG-24-normal + 11 1273 c.1063G>A

G A MG-24-tumorMG-24-normal + 21 5103 c.5026G>A

T C rs4149056byFrequency|by1000genomesMG-24-tumorMG-24-normal + 6 617 c.521T>C

T C rs62077266 MG-24-tumorMG-24-normal - 3 311 c.218A>G

C T rs3814883byFrequency|by1000genomesMG-24-tumorMG-24-normal + 13 2402 c.1359C>T

G A rs1676211by1000genomesMG-24-tumorMG-24-normal + 13 2154 c.2154G>A

T A rs17264436byFrequency|by1000genomesMG-24-tumorMG-24-normal - 21 3503 c.3501A>T

T A rs2060198byFrequency|by1000genomesMG-24-tumorMG-24-normal + 27 5204 c.4914T>A

C T MG-24-tumorMG-24-normal - 1 506 c.507G>A

G A rs144383071byFrequencyMG-244-tumorMG-244-normal - 3 3345 c.3270C>T

T C rs831043 byFrequency|by1000genomesMG-244-tumorMG-244-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-244-tumorMG-244-normal + 14 2474 c.2092C>A

C T rs1386356byFrequency|by1000genomesMG-244-tumorMG-244-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-244-tumorMG-244-normal - 20 2134 c.1864G>A

G C rs34405980byFrequency|by1000genomesMG-244-tumorMG-244-normal - 1 502 c.342C>G

C T MG-244-tumorMG-244-normal + 3 423 c.43C>T

C T rs77376932byFrequencyMG-244-tumorMG-244-normal - 3 3235 c.3160G>A

A T MG-244-tumorMG-244-normal + 6 696 c.474A>T

G A rs12022217byFrequency|by1000genomesMG-244-tumorMG-244-normal - 3 4602 c.4530C>T

A G rs2229267byFrequency|by1000genomesMG-244-tumorMG-244-normal - 29 5160 c.4875T>C

C T MG-244-tumorMG-244-normal - 3 1546 c.1014G>A



C T rs2071702byFrequency|by1000genomesMG-244-tumorMG-244-normal + 27 7277 c.7254C>T

G T rs12568784byFrequency|by1000genomesMG-244-tumorMG-244-normal - 3 7202 c.7130C>A

G A MG-244-tumorMG-244-normal + 1 528 c.528G>A

G T rs2075249byFrequency|by1000genomesMG-244-tumorMG-244-normal - 21 3339 c.3054C>A

T G rs9807633by1000genomesMG-244-tumorMG-244-normal - 1 88 c.89A>C

C A rs12454500by1000genomesMG-244-tumorMG-244-normal - 1 497 c.498G>T

G A rs35678076byFrequency|by1000genomesMG-244-tumorMG-244-normal + 5 1417 c.1137G>A

C A rs3739298byFrequency|by1000genomesMG-244-tumorMG-244-normal - 9 2230 c.1821G>T

A G rs11016073byFrequency|by1000genomesMG-244-tumorMG-244-normal - 13 6677 c.6302T>C

G A rs2127898byFrequency|by1000genomesMG-244-tumorMG-244-normal - 6 1130 c.920C>T

T C rs2016607byFrequency|by1000genomesMG-244-tumorMG-244-normal + 10 2002 c.1722T>C

C T rs45517384|rs137854272byFrequencyMG-244-tumorMG-244-normal + 38 5589 c.4959C>T

A G rs2229268byFrequency|by1000genomesMG-244-tumorMG-244-normal - 61 11886 c.11601T>C

G A rs16825150byFrequency|by1000genomesMG-244-tumorMG-244-normal + 7 954 c.909G>A

T C rs3755806byFrequency|by1000genomesMG-244-tumorMG-244-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-244-tumorMG-244-normal + 36 5181 c.5016C>T

G A rs60571683byFrequency|by1000genomesMG-244-tumorMG-244-normal + 16 2196 c.1977G>A

T C rs17114803byFrequency|by1000genomesMG-244-tumorMG-244-normal + 11 1465 c.1299T>C

A C rs7995564by1000genomesMG-244-tumorMG-244-normal + 10 2068 c.1534A>C

G C rs12104021by1000genomesMG-244-tumorMG-244-normal - 3 790 c.258C>G

T C rs831042 byFrequency|by1000genomesMG-244-tumorMG-244-normal - 24 3945 c.3660A>G

C G rs2298258byFrequency|by1000genomesMG-244-tumorMG-244-normal + 12 1698 c.1260C>G

C T rs116355400byFrequency|by1000genomesMG-244-tumorMG-244-normal + 11 2618 c.2505C>T

G A rs7624750byFrequency|by1000genomesMG-244-tumorMG-244-normal + 4 707 c.473G>A

C T rs55979329by1000genomesMG-244-tumorMG-244-normal - 3 1257 c.725G>A

C A rs6738031by1000genomesMG-244-tumorMG-244-normal - 18 3000 c.2874G>T

A G rs74714907byFrequency|by1000genomesMG-244-tumorMG-244-normal + 16 2456 c.2330A>G

A C rs1208606byFrequency|by1000genomesMG-244-tumorMG-244-normal - 6 1571 c.1359T>G

G A rs41294868by1000genomesMG-244-tumorMG-244-normal + 14 2132 c.1933G>A

A G rs6679449by1000genomesMG-244-tumorMG-244-normal - 3 1923 c.1851T>C

G A rs12104022by1000genomesMG-244-tumorMG-244-normal - 3 784 c.252C>T

A G MG-244-tumorMG-244-normal + 16 1399 c.1399A>G

T C rs35676128by1000genomesMG-244-tumorMG-244-normal + 12 6383 c.6009T>C

T C rs4652678by1000genomesMG-244-tumorMG-244-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-244-tumorMG-244-normal - 26 4397 c.4395A>G

T C rs9851685byFrequency|by1000genomesMG-244-tumorMG-244-normal + 23 2508 c.2274T>C

G A rs13007735byFrequency|by1000genomesMG-244-tumorMG-244-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-244-tumorMG-244-normal + 14 2120 c.1921A>G

G A rs3818831byFrequency|by1000genomesMG-244-tumorMG-244-normal - 2 193 c.121C>T

C T rs3745762by1000genomesMG-244-tumorMG-244-normal + 6 2241 c.2047C>T

T G rs1889323by1000genomesMG-244-tumorMG-244-normal - 25 4582 c.4246A>C

G C rs2227910byFrequency|by1000genomesMG-244-tumorMG-244-normal + 2 1911 c.804G>C

A G rs17051895by1000genomesMG-244-tumorMG-244-normal + 23 4485 c.3951A>G

T A rs17337023byFrequency|by1000genomesMG-244-tumorMG-244-normal + 16 2064 c.1887T>A

G A MG-244-tumorMG-244-normal - 2 878 c.669C>T

A G rs13346368by1000genomesMG-244-tumorMG-244-normal + 10 3324 c.3130A>G

T C rs79940627 MG-244-tumorMG-244-normal - 3 6118 c.6043A>G



A G rs143934691byFrequencyMG-244-tumorMG-244-normal - 2 296 c.226T>C

T C rs9646771by1000genomesMG-244-tumorMG-244-normal - 4 787 c.447A>G

C T rs115460650by1000genomesMG-244-tumorMG-244-normal - 4 3806 c.3597G>A

A G rs2973568by1000genomesMG-244-tumorMG-244-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-244-tumorMG-244-normal - 20 4043 c.3072C>A

T G rs12963422byFrequency|by1000genomesMG-244-tumorMG-244-normal - 5 2988 c.2775A>C

C T rs9489143byFrequency|by1000genomesMG-244-tumorMG-244-normal - 13 2184 c.1986G>A

T A rs3740423byFrequency|by1000genomesMG-244-tumorMG-244-normal - 13 4583 c.4208A>T

T C rs1048500byFrequency|by1000genomesMG-244-tumorMG-244-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-244-tumorMG-244-normal - 69 11621 c.10650G>A

C T rs28997582byFrequency|by1000genomesMG-244-tumorMG-244-normal + 29 4337 c.4053C>T

A C rs45525440byFrequency|by1000genomesMG-244-tumorMG-244-normal - 7 875 c.855T>G

C T rs1779132byFrequency|by1000genomesMG-244-tumorMG-244-normal - 6 2113 c.1563G>A

C G rs143879890by1000genomesMG-244-tumorMG-244-normal - 16 2320 c.2233G>C

G C rs6771157byFrequency|by1000genomesMG-244-tumorMG-244-normal - 19 3392 c.3393C>G

G A rs2921563byFrequency|by1000genomesMG-244-tumorMG-244-normal + 9 2165 c.524G>A

T C rs7935 byFrequency|by1000genomesMG-244-tumorMG-244-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-244-tumorMG-244-normal - 2 514 c.174G>A

A G rs138997916byFrequency|by1000genomesMG-244-tumorMG-244-normal - 3 2832 c.2760T>C

G A rs16847812byFrequency|by1000genomesMG-244-tumorMG-244-normal + 4 978 c.865G>A

T C MG-244-tumorMG-244-normal + 1 200 c.200T>C

C T rs149155949byFrequency|by1000genomesMG-244-tumorMG-244-normal + 19 3884 c.3249C>T

T A rs41305611by1000genomesMG-244-tumorMG-244-normal - 3 1170 c.834A>T

G A rs16843826byFrequency|by1000genomesMG-244-tumorMG-244-normal - 77 12698 c.11727C>T

A G rs61739182byFrequency|by1000genomesMG-244-tumorMG-244-normal - 12 3076 c.2892T>C

G A rs3793379byFrequency|by1000genomesMG-244-tumorMG-244-normal + 32 4159 c.3882G>A

G A rs1676211by1000genomesMG-244-tumorMG-244-normal + 13 2154 c.2154G>A

C T rs7300444byFrequency|by1000genomesMG-244-tumorMG-244-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-244-tumorMG-244-normal + 17 1912 c.1092A>C

C T rs55913776 MG-244-tumorMG-244-normal - 3 1207 c.675G>A

G A rs16885 byFrequency|by1000genomesMG-244-tumorMG-244-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-244-tumorMG-244-normal - 15 3032 c.2696A>G

T C rs2229992byFrequency|by1000genomesMG-244-tumorMG-244-normal + 12 1838 c.1458T>C

C A rs138888836byFrequency|by1000genomesMG-244-tumorMG-244-normal - 13 4573 c.4198G>T

T C MG-244-tumorMG-244-normal - 1 189 c.190A>G

A G rs826549 by1000genomesMG-244-tumorMG-244-normal + 18 2676 c.2550A>G

C T rs2269654byFrequency|by1000genomesMG-244-tumorMG-244-normal + 11 2687 c.2574C>T

T A rs56279059by1000genomesMG-244-tumorMG-244-normal - 3 1034 c.502A>T

G A rs17656599byFrequency|by1000genomesMG-244-tumorMG-244-normal - 12 2007 c.1823C>T

G C rs61735455by1000genomesMG-244-tumorMG-244-normal + 12 2108 c.1884G>C

C T MG-244-tumorMG-244-normal - 1 16 c.17G>A

C T rs34922891by1000genomesMG-244-tumorMG-244-normal + 13 2223 c.2223C>T

C T rs140871032byFrequency|by1000genomesMG-244-tumorMG-244-normal + 4 664 c.220C>T

A T rs10817021by1000genomesMG-244-tumorMG-244-normal - 24 4324 c.3988T>A

C T rs142429183 MG-244-tumorMG-244-normal + 15 4163 c.3792C>T

A G rs2227985byFrequency|by1000genomesMG-244-tumorMG-244-normal + 9 1878 c.1497A>G

T C rs1050476byFrequency|by1000genomesMG-244-tumorMG-244-normal + 7 2254 c.1695T>C



C T rs3796032byFrequency|by1000genomesMG-244-tumorMG-244-normal - 17 2381 c.1929G>A

C T rs34488539by1000genomesMG-244-tumorMG-244-normal + 22 3555 c.3390C>T

G A rs4962081byFrequency|by1000genomesMG-244-tumorMG-244-normal - 22 3050 c.2829C>T

G T rs147825872 MG-244-tumorMG-244-normal + 20 4359 c.4282G>T

G A rs141761578byFrequencyMG-244-tumorMG-244-normal - 19 7968 c.7899C>T

T C rs766894 by1000genomesMG-244-tumorMG-244-normal + 25 2461 c.2295T>C

G A rs35296183byFrequency|by1000genomesMG-244-tumorMG-244-normal - 55 9794 c.8823C>T

C T rs11873462by1000genomesMG-244-tumorMG-244-normal - 1 47 c.48G>A

C A rs34651589by1000genomesMG-244-tumorMG-244-normal - 3 962 c.489G>T

T C rs2075252byFrequency|by1000genomesMG-244-tumorMG-244-normal - 66 12565 c.12280A>G

T C rs2241190byFrequency|by1000genomesMG-244-tumorMG-244-normal - 17 2745 c.2460A>G

C T rs62648096byFrequencyMG-244-tumorMG-244-normal + 31 6068 c.5433C>T

T C rs5927083byFrequency|by1000genomesMG-244-tumorMG-244-normal - 14 1841 c.1635A>G

G A MG-244-tumorMG-244-normal + 3 458 c.84G>A

T C rs112827102byFrequency|by1000genomesMG-244-tumorMG-244-normal - 19 3495 c.3285A>G

G A rs2229354byFrequency|by1000genomesMG-244-tumorMG-244-normal + 7 1131 c.924G>A

C T rs1208731byFrequency|by1000genomesMG-244-tumorMG-244-normal - 6 2191 c.1641G>A

A G rs149271 by1000genomesMG-244-tumorMG-244-normal + 2 543 c.510A>G

A G MG-244-tumorMG-244-normal + 10 1620 c.1253A>G

A G rs1211708byFrequency|by1000genomesMG-244-tumorMG-244-normal - 6 1888 c.1338T>C

T C rs16921260by1000genomesMG-244-tumorMG-244-normal + 1 1073 c.773T>C

G A rs12729662byFrequency|by1000genomesMG-244-tumorMG-244-normal - 3 8430 c.8355C>T

C T rs4822790byFrequency|by1000genomesMG-244-tumorMG-244-normal + 15 2042 c.1683C>T

C T rs61751437byFrequency|by1000genomesMG-244-tumorMG-244-normal - 3 895 c.363G>A

G A rs2271189byFrequency|by1000genomesMG-244-tumorMG-244-normal + 27 3788 c.3348G>A

A C rs9332801byFrequency|by1000genomesMG-244-tumorMG-244-normal + 10 4307 c.4284A>C

G A rs3733415by1000genomesMG-244-tumorMG-244-normal - 2 601 c.392C>T

C G rs2229070byFrequency|by1000genomesMG-244-tumorMG-244-normal + 11 2733 c.2352C>G

G A rs45505797by1000genomesMG-244-tumorMG-244-normal + 4 1054 c.1019G>A

A G rs1206038byFrequency|by1000genomesMG-244-tumorMG-244-normal + 29 5706 c.5071A>G

G A rs11177 byFrequency|by1000genomesMG-244-tumorMG-244-normal + 3 290 c.80G>A

C T rs17290169byFrequency|by1000genomesMG-244-tumorMG-244-normal + 15 2016 c.1839C>T

A G rs180744 by1000genomesMG-244-tumorMG-244-normal + 2 1719 c.1686A>G

A G rs7107305byFrequency|by1000genomesMG-244-tumorMG-244-normal + 21 5702 c.5679A>G

A C rs76437836byFrequencyMG-244-tumorMG-244-normal - 3 142 c.98T>G

G A rs62075712by1000genomesMG-244-tumorMG-244-normal - 3 984 c.452C>T

T C rs28621009byFrequency|by1000genomesMG-244-tumorMG-244-normal + 13 2864 c.2229T>C

C T rs1035938by1000genomesMG-244-tumorMG-244-normal + 6 1538 c.1344C>T

G A rs149651686|rs76723236by1000genomesMG-244-tumorMG-244-normal - 11 977 c.610C>T

C T rs1800265byFrequency|by1000genomesMG-244-tumorMG-244-normal - 9 1043 c.837G>A

A C rs76504934by1000genomesMG-244-tumorMG-244-normal - 4 464 c.427T>G

A G rs4444457byFrequency|by1000genomesMG-244-tumorMG-244-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-244-tumorMG-244-normal - 3 660 c.661T>C

G A rs17336988byFrequency|by1000genomesMG-244-tumorMG-244-normal + 16 2273 c.2028G>A

C T rs2285975byFrequency|by1000genomesMG-244-tumorMG-244-normal - 13 2445 c.2256G>A

G A rs34575560byFrequency|by1000genomesMG-244-tumorMG-244-normal - 2 488 c.79C>T

A G rs40831 by1000genomesMG-244-tumorMG-244-normal + 2 2118 c.2085A>G



A G rs4135384 MG-244-tumorMG-244-normal + 13 2342 c.2062A>G

C G rs2509943byFrequency|by1000genomesMG-244-tumorMG-244-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-244-tumorMG-244-normal + 11 1273 c.1063G>A

G A rs2306989by1000genomesMG-244-tumorMG-244-normal - 24 12542 c.12333C>T

C T rs3796031byFrequency|by1000genomesMG-244-tumorMG-244-normal - 17 2399 c.1947G>A

C A rs41264475byFrequency|by1000genomesMG-244-tumorMG-244-normal + 6 840 c.741C>A

T C rs12990449byFrequency|by1000genomesMG-244-tumorMG-244-normal - 2 1114 c.143A>G

C T rs151174 by1000genomesMG-244-tumorMG-244-normal + 2 1740 c.1707C>T

A G rs6694078byFrequency|by1000genomesMG-244-tumorMG-244-normal + 11 2688 c.2575A>G

G A rs55855602by1000genomesMG-244-tumorMG-244-normal - 3 1030 c.498C>T

C T rs3814883byFrequency|by1000genomesMG-244-tumorMG-244-normal + 13 2402 c.1359C>T

G A rs80198225 MG-244-tumorMG-244-normal + 8 527 c.527G>A

A G rs4659654byFrequency|by1000genomesMG-244-tumorMG-244-normal - 16 2000 c.1503T>C

C T rs1050475byFrequency|by1000genomesMG-244-tumorMG-244-normal + 7 1534 c.975C>T

C T rs468525 by1000genomesMG-244-tumorMG-244-normal - 6 478 c.111G>A

C T rs121434259 MG-244-tumorMG-244-normal + 2 610 c.169C>T

C T MG-244-tumorMG-244-normal - 2 88

T A rs35737760by1000genomesMG-244-tumorMG-244-normal + 19 2685 c.2520T>A

A G rs13223756byFrequency|by1000genomesMG-244-tumorMG-244-normal + 7 2144 c.1944A>G

C T rs2282303byFrequency|by1000genomesMG-244-tumorMG-244-normal - 3 899 c.827G>A

C A rs35769705byFrequencyMG-244-tumorMG-244-normal - 6 1762 c.1474G>T

T A rs17264436byFrequency|by1000genomesMG-244-tumorMG-244-normal - 21 3503 c.3501A>T

C G rs34693334byFrequency|by1000genomesMG-244-tumorMG-244-normal - 8 1060 c.775G>C

A C rs62534884by1000genomesMG-244-tumorMG-244-normal + 4 892 c.683A>C

C T rs4802382by1000genomesMG-244-tumorMG-244-normal + 6 554 c.360C>T

G A rs13054014byFrequency|by1000genomesMG-244-tumorMG-244-normal + 2 569 c.210G>A

G A rs112167630byFrequency|by1000genomesMG-244-tumorMG-244-normal + 39 7488 c.6853G>A

T C rs12731746byFrequency|by1000genomesMG-244-tumorMG-244-normal - 11 1394 c.897A>G

T A rs2060198byFrequency|by1000genomesMG-244-tumorMG-244-normal + 27 5204 c.4914T>A

T C rs61995685byFrequency|by1000genomesMG-244-tumorMG-244-normal + 22 4499 c.3864T>C

C T rs2853346byFrequency|by1000genomesMG-244-tumorMG-244-normal - 13 5919 c.5544G>A

C T rs2229975by1000genomesMG-244-tumorMG-244-normal - 5 927 c.852G>A

C G rs180743 by1000genomesMG-244-tumorMG-244-normal + 2 1315 c.1282C>G

C G rs3809975byFrequency|by1000genomesMG-244-tumorMG-244-normal - 5 3143 c.2930G>C

C T rs3745764byFrequency|by1000genomesMG-245-tumorMG-245-normal + 9 2705 c.1064C>T

G A rs33969768byFrequency|by1000genomesMG-245-tumorMG-245-normal - 8 5863 c.5650C>T

T C rs831043 byFrequency|by1000genomesMG-245-tumorMG-245-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-245-tumorMG-245-normal + 14 2474 c.2092C>A

C T rs34355135byFrequency|by1000genomesMG-245-tumorMG-245-normal - 57 11377 c.11092G>A

A G rs3737940byFrequency|by1000genomesMG-245-tumorMG-245-normal + 7 3183 c.3138A>G

C T rs1386356byFrequency|by1000genomesMG-245-tumorMG-245-normal - 85 14018 c.13047G>A

G A MG-245-tumorMG-245-normal + 7 2359 c.1800G>A

C T rs3811444byFrequency|by1000genomesMG-245-tumorMG-245-normal + 6 1169 c.1121C>T

C T MG-245-tumorMG-245-normal + 3 423 c.43C>T

T C MG-245-tumorMG-245-normal + 1 492 c.492T>C

A G rs146505774by1000genomesMG-245-tumorMG-245-normal + 11 2544 c.2362A>G

A G MG-245-tumorMG-245-normal + 10 1620 c.1253A>G



G A rs121965090 MG-245-tumorMG-245-normal - 9 1391 c.1177C>T

T A rs56279059by1000genomesMG-245-tumorMG-245-normal - 3 1034 c.502A>T

A G rs4143768byFrequency|by1000genomesMG-245-tumorMG-245-normal - 10 6783 c.6195T>C

A C rs61764072by1000genomesMG-245-tumorMG-245-normal + 11 3306 c.2917A>C

T G rs12145941byFrequency|by1000genomesMG-245-tumorMG-245-normal - 3 1631 c.1556A>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-245-tumorMG-245-normal + 6 830 c.282G>C

C T rs2078478by1000genomesMG-245-tumorMG-245-normal - 5 411 c.392G>A

G A rs2853344byFrequency|by1000genomesMG-245-tumorMG-245-normal - 13 2990 c.2615C>T

C A rs138908625byFrequency|by1000genomesMG-245-tumorMG-245-normal - 8 1357 c.1139G>T

G A rs80025449byFrequency|by1000genomesMG-245-tumorMG-245-normal - 19 7977 c.7908C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-245-tumorMG-245-normal + 17 2594 c.2046A>C

T C rs33910491byFrequency|by1000genomesMG-245-tumorMG-245-normal - 5 4949 c.4736A>G

C T rs72987361byFrequency|by1000genomesMG-245-tumorMG-245-normal - 3 898 c.558G>A

A G rs2229267byFrequency|by1000genomesMG-245-tumorMG-245-normal - 29 5160 c.4875T>C

A G rs3108200byFrequency|by1000genomesMG-245-tumorMG-245-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-245-tumorMG-245-normal - 15 2117 c.2115A>G

C G rs17386226byFrequency|by1000genomesMG-245-tumorMG-245-normal - 83 13761 c.12790G>C

C T rs199930 by1000genomesMG-245-tumorMG-245-normal + 36 5181 c.5016C>T

G A rs7234999byFrequency|by1000genomesMG-245-tumorMG-245-normal - 5 5512 c.5299C>T

G A rs2228000byFrequency|by1000genomesMG-245-tumorMG-245-normal - 9 1710 c.1496C>T

G C rs12104021by1000genomesMG-245-tumorMG-245-normal - 3 790 c.258C>G

C T rs3814883byFrequency|by1000genomesMG-245-tumorMG-245-normal + 13 2402 c.1359C>T

C A rs2973558by1000genomesMG-245-tumorMG-245-normal + 20 2514 c.2338C>A

C T rs55979329by1000genomesMG-245-tumorMG-245-normal - 3 1257 c.725G>A

C A rs6738031by1000genomesMG-245-tumorMG-245-normal - 18 3000 c.2874G>T

T C rs9851685byFrequency|by1000genomesMG-245-tumorMG-245-normal + 23 2508 c.2274T>C

G C rs2227910byFrequency|by1000genomesMG-245-tumorMG-245-normal + 2 1911 c.804G>C

C T rs137854246|rs34012042byFrequency|by1000genomesMG-245-tumorMG-245-normal + 15 2208 c.1578C>T

C A rs115251319byFrequency|by1000genomesMG-245-tumorMG-245-normal - 8 6032 c.5963G>T

T C rs9646771by1000genomesMG-245-tumorMG-245-normal - 4 787 c.447A>G

G A rs12104022by1000genomesMG-245-tumorMG-245-normal - 3 784 c.252C>T

T G rs10817033by1000genomesMG-245-tumorMG-245-normal - 8 2079 c.1743A>C

C T rs1130059byFrequency|by1000genomesMG-245-tumorMG-245-normal - 3 822 c.291G>A

G T rs146238849byFrequency|by1000genomesMG-245-tumorMG-245-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-245-tumorMG-245-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-245-tumorMG-245-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-245-tumorMG-245-normal + 1 144 c.57C>T

C T rs55736087byFrequencyMG-245-tumorMG-245-normal - 4 435 c.237G>A

G A rs2229266byFrequency|by1000genomesMG-245-tumorMG-245-normal - 6 924 c.639C>T

T C MG-245-tumorMG-245-normal - 14 2512 c.2294A>G

G A rs16912247byFrequency|by1000genomesMG-245-tumorMG-245-normal - 14 9973 c.9598C>T

T C MG-245-tumorMG-245-normal + 1 52 c.52T>C

C T rs151233 by1000genomesMG-245-tumorMG-245-normal + 2 99 c.66C>T

C G rs117420095byFrequency|by1000genomesMG-245-tumorMG-245-normal + 20 2466 c.2289C>G

T C MG-245-tumorMG-245-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-245-tumorMG-245-normal + 1 376 c.99G>A

G A rs1718878byFrequency|by1000genomesMG-245-tumorMG-245-normal + 13 2003 c.1590G>A



C G rs2509943byFrequency|by1000genomesMG-245-tumorMG-245-normal + 3 776 c.279C>G

A G rs11778209byFrequency|by1000genomesMG-245-tumorMG-245-normal - 39 6448 c.6204T>C

G A rs17001073byFrequency|by1000genomesMG-245-tumorMG-245-normal + 8 1697 c.1413G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-245-tumorMG-245-normal + 7 1073 c.525C>T

G A rs1713982byFrequency|by1000genomesMG-245-tumorMG-245-normal + 15 2261 c.1848G>A

A G MG-245-tumorMG-245-normal - 15 1346 c.1346T>C

C T rs2071702byFrequency|by1000genomesMG-245-tumorMG-245-normal + 27 7277 c.7254C>T

A G MG-245-tumorMG-245-normal + 1 1701 c.1701A>G

C T rs2274550by1000genomesMG-245-tumorMG-245-normal + 54 8820 c.8286C>T

T C rs2229263byFrequency|by1000genomesMG-245-tumorMG-245-normal - 3 533 c.248A>G

G A rs77042968byFrequency|by1000genomesMG-245-tumorMG-245-normal + 6 1061 c.583G>A

G C rs11611231by1000genomesMG-245-tumorMG-245-normal + 9 2190 c.2190G>C

A G rs11538677by1000genomesMG-245-tumorMG-245-normal + 49 8035 c.7501A>G

G A rs2880955by1000genomesMG-245-tumorMG-245-normal + 12 1031 c.1031G>A

T C rs41300566byFrequency|by1000genomesMG-245-tumorMG-245-normal - 13 3805 c.3430A>G

A G rs2973568by1000genomesMG-245-tumorMG-245-normal + 13 1856 c.1680A>G

G C rs139402847by1000genomesMG-245-tumorMG-245-normal + 10 2377 c.2034G>C

T C rs3026101by1000genomesMG-245-tumorMG-245-normal + 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-245-tumorMG-245-normal - 5 2988 c.2775A>C

C T rs16843864byFrequency|by1000genomesMG-245-tumorMG-245-normal - 69 11621 c.10650G>A

T C rs1048500byFrequency|by1000genomesMG-245-tumorMG-245-normal + 2 1791 c.684T>C

C G rs143879890by1000genomesMG-245-tumorMG-245-normal - 16 2320 c.2233G>C

G C rs6771157byFrequency|by1000genomesMG-245-tumorMG-245-normal - 19 3392 c.3393C>G

A G MG-245-tumorMG-245-normal + 1 81 c.81A>G

C T MG-245-tumorMG-245-normal + 1 606 c.606C>T

T C rs7935 byFrequency|by1000genomesMG-245-tumorMG-245-normal + 9 1808 c.1524T>C

C T rs7240355byFrequency|by1000genomesMG-245-tumorMG-245-normal - 5 5238 c.5025G>A

G A rs10817003by1000genomesMG-245-tumorMG-245-normal - 43 10512 c.10176C>T

C T rs140871032byFrequency|by1000genomesMG-245-tumorMG-245-normal + 4 664 c.220C>T

G A rs7624750byFrequency|by1000genomesMG-245-tumorMG-245-normal + 4 707 c.473G>A

G A rs16847812byFrequency|by1000genomesMG-245-tumorMG-245-normal + 4 978 c.865G>A

T C rs4652678by1000genomesMG-245-tumorMG-245-normal + 28 4116 c.3951T>C

A G rs17001075byFrequency|by1000genomesMG-245-tumorMG-245-normal + 9 1793 c.1509A>G

G C rs3088074byFrequency|by1000genomesMG-245-tumorMG-245-normal - 9 2999 c.2785C>G

T C rs111245230by1000genomesMG-245-tumorMG-245-normal - 38 8441 c.8105A>G

T A rs41305611by1000genomesMG-245-tumorMG-245-normal - 3 1170 c.834A>T

C T rs11547311byFrequency|by1000genomesMG-245-tumorMG-245-normal + 8 702 c.570C>T

A G rs61831150byFrequency|by1000genomesMG-245-tumorMG-245-normal + 7 1855 c.1810A>G

T C rs61925813byFrequency|by1000genomesMG-245-tumorMG-245-normal + 12 1696 c.1524T>C

A G rs61739182byFrequency|by1000genomesMG-245-tumorMG-245-normal - 12 3076 c.2892T>C

C A rs79011039byFrequency|by1000genomesMG-245-tumorMG-245-normal + 6 1050 c.572C>A

A C rs76504934by1000genomesMG-245-tumorMG-245-normal - 4 464 c.427T>G

C T rs2931423by1000genomesMG-245-tumorMG-245-normal + 19 2459 c.2283C>T

G A rs80198225 MG-245-tumorMG-245-normal + 8 527 c.527G>A

C G rs3817428by1000genomesMG-245-tumorMG-245-normal + 15 7493 c.7119C>G

C T rs7300444byFrequency|by1000genomesMG-245-tumorMG-245-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-245-tumorMG-245-normal + 17 1912 c.1092A>C



A G rs33954745byFrequency|by1000genomesMG-245-tumorMG-245-normal - 17 2661 c.2376T>C

C T rs55913776 MG-245-tumorMG-245-normal - 3 1207 c.675G>A

C T rs2973571by1000genomesMG-245-tumorMG-245-normal + 12 1807 c.1631C>T

T C rs146307712by1000genomesMG-245-tumorMG-245-normal + 16 1462 c.1462T>C

G T rs7206111byFrequency|by1000genomesMG-245-tumorMG-245-normal - 9 1041 c.404C>A

C T rs17336800byFrequency|by1000genomesMG-245-tumorMG-245-normal + 13 1686 c.1509C>T

T C rs2241190byFrequency|by1000genomesMG-245-tumorMG-245-normal - 17 2745 c.2460A>G

T C rs7275 by1000genomesMG-245-tumorMG-245-normal + 35 5267 c.4983T>C

C G rs112835318by1000genomesMG-245-tumorMG-245-normal - 1 33 c.13G>C

C T rs2269654byFrequency|by1000genomesMG-245-tumorMG-245-normal + 11 2687 c.2574C>T

G A rs17656599byFrequency|by1000genomesMG-245-tumorMG-245-normal - 12 2007 c.1823C>T

C T rs17802557byFrequency|by1000genomesMG-245-tumorMG-245-normal - 6 756 c.567G>A

G T rs139431164byFrequencyMG-245-tumorMG-245-normal + 3 1043 c.824G>T

G A rs20539 byFrequency|by1000genomesMG-245-tumorMG-245-normal + 20 3152 c.3111G>A

G T rs3135897byFrequency|by1000genomesMG-245-tumorMG-245-normal + 13 1909 c.1653G>T

G A rs4962081byFrequency|by1000genomesMG-245-tumorMG-245-normal - 22 3050 c.2829C>T

A T rs7095325byFrequency|by1000genomesMG-245-tumorMG-245-normal - 7 1087 c.712T>A

C G rs11718329by1000genomesMG-245-tumorMG-245-normal + 4 719 c.647C>G

G A rs59505617by1000genomesMG-245-tumorMG-245-normal - 6 1756 c.1434C>T

A G MG-245-tumorMG-245-normal + 1 174 c.174A>G

G A MG-245-tumorMG-245-normal + 1 529 c.529G>A

T C rs2075252byFrequency|by1000genomesMG-245-tumorMG-245-normal - 66 12565 c.12280A>G

G A rs2973566by1000genomesMG-245-tumorMG-245-normal + 14 1930 c.1754G>A

G C rs45469098by1000genomesMG-245-tumorMG-245-normal - 1 255 c.256C>G

G T rs3212254byFrequency|by1000genomesMG-245-tumorMG-245-normal - 10 1693 c.1475C>A

T G rs1800275byFrequency|by1000genomesMG-245-tumorMG-245-normal - 48 7302 c.7096A>C

T C rs831042 byFrequency|by1000genomesMG-245-tumorMG-245-normal - 24 3945 c.3660A>G

C A rs3739298byFrequency|by1000genomesMG-245-tumorMG-245-normal - 9 2230 c.1821G>T

A C rs9332801byFrequency|by1000genomesMG-245-tumorMG-245-normal + 10 4307 c.4284A>C

G A MG-245-tumorMG-245-normal + 1 799 c.799G>A

T G rs143234858by1000genomesMG-245-tumorMG-245-normal + 1 1519 c.1219T>G

C T rs3862792byFrequency|by1000genomesMG-245-tumorMG-245-normal + 4 896 c.669C>T

C A rs16829829byFrequency|by1000genomesMG-245-tumorMG-245-normal + 23 3457 c.2314C>A

G A rs2271189byFrequency|by1000genomesMG-245-tumorMG-245-normal + 27 3788 c.3348G>A

G A rs7853155by1000genomesMG-245-tumorMG-245-normal - 30 5337 c.5001C>T

G A rs3733415by1000genomesMG-245-tumorMG-245-normal - 2 601 c.392C>T

A G MG-245-tumorMG-245-normal + 1 1386 c.1386A>G

A C rs1052908 MG-245-tumorMG-245-normal + 4 1261 c.1158A>C

C G rs142775705byFrequencyMG-245-tumorMG-245-normal + 1 370 c.370C>G

G A rs3810479byFrequency|by1000genomesMG-245-tumorMG-245-normal - 17 7692 c.7623C>T

C A MG-245-tumorMG-245-normal + 1 1110 c.1110C>A

A G rs17078605byFrequency|by1000genomesMG-245-tumorMG-245-normal - 10 10694 c.10106T>C

A G rs9667 by1000genomesMG-245-tumorMG-245-normal + 3 354 c.168A>G

C T rs6432901by1000genomesMG-245-tumorMG-245-normal - 2 514 c.174G>A

A G rs7107305byFrequency|by1000genomesMG-245-tumorMG-245-normal + 21 5702 c.5679A>G

T C rs543304 byFrequency|by1000genomesMG-245-tumorMG-245-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-245-tumorMG-245-normal - 3 142 c.98T>G



C A rs144349020by1000genomesMG-245-tumorMG-245-normal + 3 1131 c.912C>A

G C MG-245-tumorMG-245-normal - 5 1009 c.1010C>G

G A MG-245-tumorMG-245-normal + 1 762 c.762G>A

C T MG-245-tumorMG-245-normal + 11 2513 c.2331C>T

C A rs41306015byFrequency|by1000genomesMG-245-tumorMG-245-normal - 13 4052 c.3677G>T

G T rs147825872 MG-245-tumorMG-245-normal + 20 4359 c.4282G>T

C T rs2273779byFrequency|by1000genomesMG-245-tumorMG-245-normal + 6 583 c.538C>T

G A rs2289247byFrequency|by1000genomesMG-245-tumorMG-245-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-245-tumorMG-245-normal + 2 372 c.159T>C

C G rs2298258byFrequency|by1000genomesMG-245-tumorMG-245-normal + 12 1698 c.1260C>G

C T rs1130233byFrequency|by1000genomesMG-245-tumorMG-245-normal - 8 2206 c.726G>A

T C MG-245-tumorMG-245-normal + 14 1761 c.746T>C

A G rs9552929byFrequency|by1000genomesMG-245-tumorMG-245-normal - 10 9441 c.8853T>C

C T rs3743398by1000genomesMG-245-tumorMG-245-normal + 12 2965 c.2591C>T

G A rs11177 byFrequency|by1000genomesMG-245-tumorMG-245-normal + 3 290 c.80G>A

C T rs146319957byFrequencyMG-245-tumorMG-245-normal - 3 714 c.537G>A

A G rs6694078byFrequency|by1000genomesMG-245-tumorMG-245-normal + 11 2688 c.2575A>G

G A rs55855602by1000genomesMG-245-tumorMG-245-normal - 3 1030 c.498C>T

A G rs4659654byFrequency|by1000genomesMG-245-tumorMG-245-normal - 16 2000 c.1503T>C

T C MG-245-tumorMG-245-normal + 1 510 c.510T>C

A G rs2737699byFrequency|by1000genomesMG-245-tumorMG-245-normal - 10 12892 c.12304T>C

C T MG-245-tumorMG-245-normal - 2 88

T C rs17019360by1000genomesMG-245-tumorMG-245-normal + 17 2524 c.1800T>C

C T MG-245-tumorMG-245-normal - 3 370 c.335G>A

G A rs141046144 MG-245-tumorMG-245-normal - 11 1800 c.1380C>T

C A rs146407996by1000genomesMG-245-tumorMG-245-normal - 3 1085 c.1086G>T

T C rs1800279byFrequency|by1000genomesMG-245-tumorMG-245-normal - 59 8968 c.8762A>G

G A rs61742152byFrequency|by1000genomesMG-245-tumorMG-245-normal + 11 2573 c.2460G>A

C T rs2229265byFrequency|by1000genomesMG-245-tumorMG-245-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-245-tumorMG-245-normal - 34 7560 c.7341T>A

T A rs17264436byFrequency|by1000genomesMG-245-tumorMG-245-normal - 21 3503 c.3501A>T

T C MG-245-tumorMG-245-normal + 1 540 c.540T>C

A G rs13288443byFrequency|by1000genomesMG-245-tumorMG-245-normal + 11 2036 c.1827A>G

T C MG-245-tumorMG-245-normal + 8 505 c.505T>C

G A MG-245-tumorMG-245-normal + 11 1735 c.1683G>A

A G rs1980131byFrequency|by1000genomesMG-245-tumorMG-245-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-245-tumorMG-245-normal - 37 5440 c.5234G>A

G A rs138040503byFrequency|by1000genomesMG-245-tumorMG-245-normal + 16 2282 c.1755G>A

T C rs12731746byFrequency|by1000genomesMG-245-tumorMG-245-normal - 11 1394 c.897A>G

C T rs57014690by1000genomesMG-245-tumorMG-245-normal - 6 1554 c.1232G>A

T A rs2060198byFrequency|by1000genomesMG-245-tumorMG-245-normal + 27 5204 c.4914T>A

T C rs61942218by1000genomesMG-245-tumorMG-245-normal - 38 10670 c.10671A>G

C T MG-245-tumorMG-245-normal - 1 506 c.507G>A

C T rs41299110byFrequency|by1000genomesMG-246-tumorMG-246-normal + 14 1944 c.1699C>T

A G rs3737940byFrequency|by1000genomesMG-246-tumorMG-246-normal + 7 3183 c.3138A>G

T C rs831043 byFrequency|by1000genomesMG-246-tumorMG-246-normal - 21 3354 c.3069A>G

C T rs1386356byFrequency|by1000genomesMG-246-tumorMG-246-normal - 85 14018 c.13047G>A



A G MG-246-tumorMG-246-normal - 15 1346 c.1346T>C

C A rs149207258by1000genomesMG-246-tumorMG-246-normal - 27 5155 c.4815G>T

G A rs3809974byFrequency|by1000genomesMG-246-tumorMG-246-normal - 5 2864 c.2651C>T

A G rs146505774by1000genomesMG-246-tumorMG-246-normal + 11 2544 c.2362A>G

G A rs2880956 MG-246-tumorMG-246-normal + 15 1268 c.1268G>A

G C rs146249377byFrequencyMG-246-tumorMG-246-normal + 1 3447 c.487G>C

A G MG-246-tumorMG-246-normal + 10 1620 c.1253A>G

C T rs71299249|rs77022425byFrequencyMG-246-tumorMG-246-normal + 1 3677 c.717C>T

C T rs2931423by1000genomesMG-246-tumorMG-246-normal + 19 2459 c.2283C>T

C T rs72987361byFrequency|by1000genomesMG-246-tumorMG-246-normal - 3 898 c.558G>A

A G rs4143768byFrequency|by1000genomesMG-246-tumorMG-246-normal - 10 6783 c.6195T>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-246-tumorMG-246-normal + 6 830 c.282G>C

A G rs4659654byFrequency|by1000genomesMG-246-tumorMG-246-normal - 16 2000 c.1503T>C

G A rs139799138byFrequencyMG-246-tumorMG-246-normal - 3 6574 c.6499C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-246-tumorMG-246-normal + 17 2594 c.2046A>C

A G rs4532127byFrequency|by1000genomesMG-246-tumorMG-246-normal + 13 1587 c.1377A>G

G A rs17052357byFrequency|by1000genomesMG-246-tumorMG-246-normal - 10 1187 c.1185C>T

C T rs16989352byFrequency|by1000genomesMG-246-tumorMG-246-normal - 34 4685 c.3645G>A

A G rs121913279 MG-246-tumorMG-246-normal + 21 3297 c.3140A>G

T C rs7716253by1000genomesMG-246-tumorMG-246-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-246-tumorMG-246-normal - 13 5919 c.5544G>A

C T rs61741759by1000genomesMG-246-tumorMG-246-normal + 22 2332 c.2145C>T

G A rs2228000byFrequency|by1000genomesMG-246-tumorMG-246-normal - 9 1710 c.1496C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-246-tumorMG-246-normal + 7 1073 c.525C>T

G C rs2240 byFrequency|by1000genomesMG-246-tumorMG-246-normal - 13 2935 c.2560C>G

A G rs11016073byFrequency|by1000genomesMG-246-tumorMG-246-normal - 13 6677 c.6302T>C

C T rs34919187byFrequencyMG-246-tumorMG-246-normal + 16 7201 c.6821C>T

C A rs6738031by1000genomesMG-246-tumorMG-246-normal - 18 3000 c.2874G>T

T C MG-246-tumorMG-246-normal + 1 873 c.873T>C

G A MG-246-tumorMG-246-normal + 13 1936 c.1680G>A

C T rs2229265byFrequency|by1000genomesMG-246-tumorMG-246-normal - 54 10788 c.10503G>A

G A rs41294868by1000genomesMG-246-tumorMG-246-normal + 14 2132 c.1933G>A

T C rs3733406by1000genomesMG-246-tumorMG-246-normal - 10 8361 c.8152A>G

A G rs2228980byFrequency|by1000genomesMG-246-tumorMG-246-normal + 16 3013 c.2723A>G

G A MG-246-tumorMG-246-normal + 35 5228 c.4944G>A

C T MG-246-tumorMG-246-normal + 1 307 c.307C>T

T G rs10817033by1000genomesMG-246-tumorMG-246-normal - 8 2079 c.1743A>C

G A rs3730349byFrequency|by1000genomesMG-246-tumorMG-246-normal + 2 215 c.87G>A

G A rs2973566by1000genomesMG-246-tumorMG-246-normal + 14 1930 c.1754G>A

G A rs2302694byFrequency|by1000genomesMG-246-tumorMG-246-normal - 31 5385 c.5100C>T

G A rs2229266byFrequency|by1000genomesMG-246-tumorMG-246-normal - 6 924 c.639C>T

T C rs1002519byFrequency|by1000genomesMG-246-tumorMG-246-normal + 1 196 c.196T>C

G A rs13007735byFrequency|by1000genomesMG-246-tumorMG-246-normal - 16 3587 c.2616C>T

C G rs3791251by1000genomesMG-246-tumorMG-246-normal - 25 4912 c.4786G>C

C G MG-246-tumorMG-246-normal - 6 293 c.249G>C

C G rs3817428by1000genomesMG-246-tumorMG-246-normal + 15 7493 c.7119C>G

T C rs17065127byFrequency|by1000genomesMG-246-tumorMG-246-normal - 5 5401 c.5188A>G



G A rs11549105byFrequency|by1000genomesMG-246-tumorMG-246-normal - 6 1228 c.1224C>T

A G rs33953730by1000genomesMG-246-tumorMG-246-normal - 25 4326 c.4200T>C

T C rs3026101by1000genomesMG-246-tumorMG-246-normal + 14 2279 c.2055T>C

C T MG-246-tumorMG-246-normal + 1 555 c.555C>T

T C MG-246-tumorMG-246-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-246-tumorMG-246-normal + 2 2118 c.2085A>G

G T rs11952292byFrequency|by1000genomesMG-246-tumorMG-246-normal + 1 2442 c.2442G>T

G A rs115378554byFrequency|by1000genomesMG-246-tumorMG-246-normal - 14 8667 c.8557C>T

A G MG-246-tumorMG-246-normal + 1 1328 c.1328A>G

C T MG-246-tumorMG-246-normal - 5 887 c.850G>A

G C rs2227910byFrequency|by1000genomesMG-246-tumorMG-246-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-246-tumorMG-246-normal + 16 2064 c.1887T>A

A G rs17051895by1000genomesMG-246-tumorMG-246-normal + 23 4485 c.3951A>G

G A rs1713982byFrequency|by1000genomesMG-246-tumorMG-246-normal + 15 2261 c.1848G>A

T G rs148624125byFrequencyMG-246-tumorMG-246-normal - 15 2433 c.1962A>C

T C rs79940627 MG-246-tumorMG-246-normal - 3 6118 c.6043A>G

C A rs114687140byFrequency|by1000genomesMG-246-tumorMG-246-normal - 13 9413 c.9038G>T

T G rs552183 byFrequency|by1000genomesMG-246-tumorMG-246-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-246-tumorMG-246-normal + 13 1856 c.1680A>G

T G rs12963422byFrequency|by1000genomesMG-246-tumorMG-246-normal - 5 2988 c.2775A>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-246-tumorMG-246-normal + 1 3698 c.738G>A

G A rs3810490by1000genomesMG-246-tumorMG-246-normal - 6 2067 c.1998C>T

C T rs9489143byFrequency|by1000genomesMG-246-tumorMG-246-normal - 13 2184 c.1986G>A

T C rs2229263byFrequency|by1000genomesMG-246-tumorMG-246-normal - 3 533 c.248A>G

G A rs3827025by1000genomesMG-246-tumorMG-246-normal - 6 2094 c.2025C>T

C A rs6453022by1000genomesMG-246-tumorMG-246-normal + 7 1027 c.851C>A

A C rs7995564by1000genomesMG-246-tumorMG-246-normal + 10 2068 c.1534A>C

G A rs10082432byFrequency|by1000genomesMG-246-tumorMG-246-normal - 13 8757 c.8382C>T

A G rs61831150byFrequency|by1000genomesMG-246-tumorMG-246-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-246-tumorMG-246-normal - 19 3392 c.3393C>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-246-tumorMG-246-normal + 7 1597 c.1215T>C

T C rs7935 byFrequency|by1000genomesMG-246-tumorMG-246-normal + 9 1808 c.1524T>C

C T rs7240355byFrequency|by1000genomesMG-246-tumorMG-246-normal - 5 5238 c.5025G>A

G A rs17065139byFrequency|by1000genomesMG-246-tumorMG-246-normal - 5 3795 c.3582C>T

T A rs79661992byFrequency|by1000genomesMG-246-tumorMG-246-normal - 13 8111 c.7736A>T

T C rs111245230by1000genomesMG-246-tumorMG-246-normal - 38 8441 c.8105A>G

T C rs11016071byFrequency|by1000genomesMG-246-tumorMG-246-normal - 13 9086 c.8711A>G

T A rs41305611by1000genomesMG-246-tumorMG-246-normal - 3 1170 c.834A>T

T C rs10082391byFrequency|by1000genomesMG-246-tumorMG-246-normal - 13 8654 c.8279A>G

T C rs1048500byFrequency|by1000genomesMG-246-tumorMG-246-normal + 2 1791 c.684T>C

C T rs11558834byFrequency|by1000genomesMG-246-tumorMG-246-normal + 11 3321 c.2940C>T

C T rs11931107by1000genomesMG-246-tumorMG-246-normal - 10 6953 c.6744G>A

G A rs11549106byFrequency|by1000genomesMG-246-tumorMG-246-normal - 4 895 c.891C>T

G A rs2227983byFrequency|by1000genomesMG-246-tumorMG-246-normal + 13 1739 c.1562G>A

C T rs2973571by1000genomesMG-246-tumorMG-246-normal + 12 1807 c.1631C>T

C T rs12777740byFrequency|by1000genomesMG-246-tumorMG-246-normal - 13 8321 c.7946G>A

C T MG-246-tumorMG-246-normal + 4 846 c.846C>T



T C rs2241190byFrequency|by1000genomesMG-246-tumorMG-246-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-246-tumorMG-246-normal - 13 6002 c.5627G>A

G A MG-246-tumorMG-246-normal - 31 7669 c.7670C>T

C T rs12236219byFrequency|by1000genomesMG-246-tumorMG-246-normal + 5 1231 c.1141C>T

T C rs7275 by1000genomesMG-246-tumorMG-246-normal + 35 5267 c.4983T>C

A T rs111657679byFrequency|by1000genomesMG-246-tumorMG-246-normal - 7 516 c.149T>A

C T MG-246-tumorMG-246-normal - 8 1260 c.1042G>A

G A rs116011482by1000genomesMG-246-tumorMG-246-normal - 8 4578 c.4509C>T

C T rs10082533byFrequency|by1000genomesMG-246-tumorMG-246-normal - 13 8753 c.8378G>A

T C rs7714670by1000genomesMG-246-tumorMG-246-normal + 6 849 c.673T>C

G A rs10817003by1000genomesMG-246-tumorMG-246-normal - 43 10512 c.10176C>T

G A MG-246-tumorMG-246-normal - 1 568 c.517C>T

A G rs826549 by1000genomesMG-246-tumorMG-246-normal + 18 2676 c.2550A>G

G A rs6089925byFrequency|by1000genomesMG-246-tumorMG-246-normal - 4 729 c.660C>T

C G MG-246-tumorMG-246-normal - 8 1611 c.675G>C

G A rs140837158byFrequency|by1000genomesMG-246-tumorMG-246-normal - 19 3150 c.2940C>T

A T rs7095325byFrequency|by1000genomesMG-246-tumorMG-246-normal - 7 1087 c.712T>A

T C rs2075252byFrequency|by1000genomesMG-246-tumorMG-246-normal - 66 12565 c.12280A>G

A G MG-246-tumorMG-246-normal + 1 54 c.54A>G

G A rs45463297by1000genomesMG-246-tumorMG-246-normal - 8 4311 c.4242C>T

C T rs2243380byFrequency|by1000genomesMG-246-tumorMG-246-normal - 6 698 c.500G>A

T C rs3856746byFrequency|by1000genomesMG-246-tumorMG-246-normal + 4 700 c.420T>C

G C rs45469098by1000genomesMG-246-tumorMG-246-normal - 1 255 c.256C>G

C G rs149605490by1000genomesMG-246-tumorMG-246-normal + 3 1000 c.781C>G

T G MG-246-tumorMG-246-normal - 39 11881 c.11882A>C

G A rs35296183byFrequency|by1000genomesMG-246-tumorMG-246-normal - 55 9794 c.8823C>T

T G rs1800275byFrequency|by1000genomesMG-246-tumorMG-246-normal - 48 7302 c.7096A>C

A G rs149271 by1000genomesMG-246-tumorMG-246-normal + 2 543 c.510A>G

A C rs62534884by1000genomesMG-246-tumorMG-246-normal + 4 892 c.683A>C

G A rs59505617by1000genomesMG-246-tumorMG-246-normal - 6 1756 c.1434C>T

T A MG-246-tumorMG-246-normal + 2 807 c.607T>A

C T rs12708402by1000genomesMG-246-tumorMG-246-normal - 16 3405 c.3178G>A

A G rs13223756byFrequency|by1000genomesMG-246-tumorMG-246-normal + 7 2144 c.1944A>G

G A rs34830600byFrequency|by1000genomesMG-246-tumorMG-246-normal - 8 2874 c.2805C>T

G A rs149181731byFrequencyMG-246-tumorMG-246-normal + 1 431 c.379G>A

C T rs4750936byFrequency|by1000genomesMG-246-tumorMG-246-normal - 13 4011 c.3636G>A

G A rs20539 byFrequency|by1000genomesMG-246-tumorMG-246-normal + 20 3152 c.3111G>A

C G rs11016076byFrequency|by1000genomesMG-246-tumorMG-246-normal - 8 1866 c.1491G>C

C T rs9105 byFrequency|by1000genomesMG-246-tumorMG-246-normal + 33 4964 c.4680C>T

A G rs41304446 MG-246-tumorMG-246-normal + 16 5307 c.5307A>G

G C rs62077263 MG-246-tumorMG-246-normal - 7 916 c.823C>G

A G rs2074912byFrequency|by1000genomesMG-246-tumorMG-246-normal + 1 1709 c.1709A>G

C G rs34915742byFrequency|by1000genomesMG-246-tumorMG-246-normal - 26 4521 c.4236G>C

C T rs144566549byFrequencyMG-246-tumorMG-246-normal - 7 885 c.248G>A

C T MG-246-tumorMG-246-normal - 3 452 c.317G>A

A G rs17078605byFrequency|by1000genomesMG-246-tumorMG-246-normal - 10 10694 c.10106T>C

T C rs17019360by1000genomesMG-246-tumorMG-246-normal + 17 2524 c.1800T>C



A G rs180744 by1000genomesMG-246-tumorMG-246-normal + 2 1719 c.1686A>G

G A rs150552608byFrequency|by1000genomesMG-246-tumorMG-246-normal - 23 3737 c.3452C>T

G A rs138840528byFrequencyMG-246-tumorMG-246-normal + 8 1229 c.846G>A

G C MG-246-tumorMG-246-normal - 5 1009 c.1010C>G

G A rs1128761byFrequency|by1000genomesMG-246-tumorMG-246-normal + 7 1219 c.966G>A

C T MG-246-tumorMG-246-normal + 11 2513 c.2331C>T

C T MG-246-tumorMG-246-normal + 19 2005 c.1873C>T

A C rs76504934by1000genomesMG-246-tumorMG-246-normal - 4 464 c.427T>G

A G rs4444457byFrequency|by1000genomesMG-246-tumorMG-246-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-246-tumorMG-246-normal - 10 9441 c.8853T>C

C T MG-246-tumorMG-246-normal - 10 1265 c.1059G>A

C T rs2078478by1000genomesMG-246-tumorMG-246-normal - 5 411 c.392G>A

G A MG-246-tumorMG-246-normal - 1 288 c.237C>T

C G rs2509943byFrequency|by1000genomesMG-246-tumorMG-246-normal + 3 776 c.279C>G

A G rs2229267byFrequency|by1000genomesMG-246-tumorMG-246-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-246-tumorMG-246-normal + 2 1740 c.1707C>T

T C MG-246-tumorMG-246-normal - 3 931 c.796A>G

G A rs1718878byFrequency|by1000genomesMG-246-tumorMG-246-normal + 13 2003 c.1590G>A

A G rs28897710byFrequencyMG-246-tumorMG-246-normal + 10 2019 c.1792A>G

G C rs2240089byFrequency|by1000genomesMG-246-tumorMG-246-normal - 12 3187 c.3003C>G

A G rs2737699byFrequency|by1000genomesMG-246-tumorMG-246-normal - 10 12892 c.12304T>C

G T rs3745765byFrequency|by1000genomesMG-246-tumorMG-246-normal + 9 2360 c.719G>T

C T rs2273779byFrequency|by1000genomesMG-246-tumorMG-246-normal + 6 583 c.538C>T

A G MG-246-tumorMG-246-normal - 7 827 c.734T>C

C T rs142934522byFrequencyMG-246-tumorMG-246-normal - 67 12665 c.12380G>A

G C rs142017909byFrequencyMG-246-tumorMG-246-normal - 12 1953 c.1743C>G

C T rs3856748byFrequency|by1000genomesMG-246-tumorMG-246-normal + 9 1796 c.1516C>T

A G rs34173244byFrequency|by1000genomesMG-246-tumorMG-246-normal - 10 1049 c.1047T>C

G T rs918558 byFrequency|by1000genomesMG-246-tumorMG-246-normal + 1 2142 c.2142G>T

T C rs33910491byFrequency|by1000genomesMG-246-tumorMG-246-normal - 5 4949 c.4736A>G

A G rs17443123by1000genomesMG-246-tumorMG-246-normal + 5 915 c.750A>G

T C MG-246-tumorMG-246-normal + 8 505 c.505T>C

C T rs7300444byFrequency|by1000genomesMG-246-tumorMG-246-normal + 19 5383 c.4740C>T

G A rs2289247byFrequency|by1000genomesMG-246-tumorMG-246-normal + 11 1273 c.1063G>A

A T rs35238720byFrequency|by1000genomesMG-246-tumorMG-246-normal + 4 1205 c.860A>T

G A rs7234999byFrequency|by1000genomesMG-246-tumorMG-246-normal - 5 5512 c.5299C>T

C T MG-246-tumorMG-246-normal + 3 423 c.43C>T

G A MG-246-tumorMG-246-normal - 1 288 c.237C>T

G A rs55656447byFrequency|by1000genomesMG-246-tumorMG-246-normal - 5 5162 c.4949C>T

G T rs138591330by1000genomesMG-246-tumorMG-246-normal - 27 8211 c.7863C>A

C T rs57014690by1000genomesMG-246-tumorMG-246-normal - 6 1554 c.1232G>A

G A rs6089924byFrequency|by1000genomesMG-246-tumorMG-246-normal - 4 920 c.851C>T

T G rs1050767byFrequency|by1000genomesMG-246-tumorMG-246-normal - 13 8533 c.8158A>C

G A rs2127898byFrequency|by1000genomesMG-246-tumorMG-246-normal - 6 1130 c.920C>T

C A rs2973558by1000genomesMG-246-tumorMG-246-normal + 20 2514 c.2338C>A

G T rs13231116byFrequency|by1000genomesMG-246-tumorMG-246-normal - 37 7452 c.7234C>A

T C rs78472618byFrequencyMG-246-tumorMG-246-normal - 3 159 c.115A>G



C G rs180743 by1000genomesMG-246-tumorMG-246-normal + 2 1315 c.1282C>G

A C rs76437836byFrequencyMG-246-tumorMG-246-normal - 3 142 c.98T>G

T C rs4989318by1000genomesMG-247-tumorMG-247-normal - 4 1325 c.1130A>G

A G rs3737940byFrequency|by1000genomesMG-247-tumorMG-247-normal + 7 3183 c.3138A>G

T C rs831043 byFrequency|by1000genomesMG-247-tumorMG-247-normal - 21 3354 c.3069A>G

C T rs1386356byFrequency|by1000genomesMG-247-tumorMG-247-normal - 85 14018 c.13047G>A

A G rs4659654byFrequency|by1000genomesMG-247-tumorMG-247-normal - 16 2000 c.1503T>C

C T rs1009668byFrequency|by1000genomesMG-247-tumorMG-247-normal - 20 2134 c.1864G>A

G T rs3745765byFrequency|by1000genomesMG-247-tumorMG-247-normal + 9 2360 c.719G>T

C T MG-247-tumorMG-247-normal + 3 423 c.43C>T

C T rs139351719by1000genomesMG-247-tumorMG-247-normal - 5 554 c.13G>A

C A MG-247-tumorMG-247-normal + 5 631 c.409C>A

C A rs2973558by1000genomesMG-247-tumorMG-247-normal + 20 2514 c.2338C>A

G A rs34916904byFrequency|by1000genomesMG-247-tumorMG-247-normal - 13 2869 c.2494C>T

G T rs2075249byFrequency|by1000genomesMG-247-tumorMG-247-normal - 21 3339 c.3054C>A

C T rs62478357byFrequencyMG-247-tumorMG-247-normal - 8 1268 c.1050G>A

C T rs2931423by1000genomesMG-247-tumorMG-247-normal + 19 2459 c.2283C>T

G A rs1128761byFrequency|by1000genomesMG-247-tumorMG-247-normal + 7 1219 c.966G>A

T A rs56279059by1000genomesMG-247-tumorMG-247-normal - 3 1034 c.502A>T

T C rs2241190byFrequency|by1000genomesMG-247-tumorMG-247-normal - 17 2745 c.2460A>G

A G rs141480481by1000genomesMG-247-tumorMG-247-normal + 4 1425 c.1342A>G

G T rs74942016byFrequency|by1000genomesMG-247-tumorMG-247-normal + 9 1322 c.805G>T

G A MG-247-tumorMG-247-normal + 1 294 c.294G>A

T C rs766894 by1000genomesMG-247-tumorMG-247-normal + 25 2461 c.2295T>C

C T rs2229265byFrequency|by1000genomesMG-247-tumorMG-247-normal - 54 10788 c.10503G>A

C T MG-247-tumorMG-247-normal - 3 1048 c.516G>A

G A rs2271189byFrequency|by1000genomesMG-247-tumorMG-247-normal + 27 3788 c.3348G>A

C T rs199930 by1000genomesMG-247-tumorMG-247-normal + 36 5181 c.5016C>T

T C rs7716253by1000genomesMG-247-tumorMG-247-normal + 8 1121 c.945T>C

C T rs41299110byFrequency|by1000genomesMG-247-tumorMG-247-normal + 14 1944 c.1699C>T

A C rs7995564by1000genomesMG-247-tumorMG-247-normal + 10 2068 c.1534A>C

G C rs12104021by1000genomesMG-247-tumorMG-247-normal - 3 790 c.258C>G

C A rs149207258by1000genomesMG-247-tumorMG-247-normal - 27 5155 c.4815G>T

G C rs2240 byFrequency|by1000genomesMG-247-tumorMG-247-normal - 13 2935 c.2560C>G

C G rs2298258byFrequency|by1000genomesMG-247-tumorMG-247-normal + 12 1698 c.1260C>G

C T rs55979329by1000genomesMG-247-tumorMG-247-normal - 3 1257 c.725G>A

C A rs6738031by1000genomesMG-247-tumorMG-247-normal - 18 3000 c.2874G>T

T C rs142304809byFrequencyMG-247-tumorMG-247-normal - 9 1291 c.1259A>G

C T MG-247-tumorMG-247-normal - 6 1281 c.1277G>A

T C rs9646771by1000genomesMG-247-tumorMG-247-normal - 4 787 c.447A>G

G A rs12104022by1000genomesMG-247-tumorMG-247-normal - 3 784 c.252C>T

T G rs74842149byFrequencyMG-247-tumorMG-247-normal - 4 1217 c.1147A>C

A G rs2227973byFrequency|by1000genomesMG-247-tumorMG-247-normal + 2 2571 c.2459A>G

C G rs3818764by1000genomesMG-247-tumorMG-247-normal - 4 1331 c.995G>C

C G rs147865267byFrequencyMG-247-tumorMG-247-normal - 4 1304 c.1234G>C

T C rs4652678by1000genomesMG-247-tumorMG-247-normal + 28 4116 c.3951T>C

G A rs2229266byFrequency|by1000genomesMG-247-tumorMG-247-normal - 6 924 c.639C>T



T C rs1002519byFrequency|by1000genomesMG-247-tumorMG-247-normal + 1 196 c.196T>C

G A rs13007735byFrequency|by1000genomesMG-247-tumorMG-247-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-247-tumorMG-247-normal + 14 2120 c.1921A>G

A G MG-247-tumorMG-247-normal - 1 480 c.481T>C

G T rs144792804by1000genomesMG-247-tumorMG-247-normal - 1 174 c.29C>A

G A rs56145411byFrequency|by1000genomesMG-247-tumorMG-247-normal + 4 1211 c.1124G>A

T C rs72676907byFrequency|by1000genomesMG-247-tumorMG-247-normal + 3 517 c.327T>C

T C rs1064545 MG-247-tumorMG-247-normal - 10 1261 c.1168A>G

C T rs55993306by1000genomesMG-247-tumorMG-247-normal - 20 3946 c.3859G>A

C T rs55669340byFrequencyMG-247-tumorMG-247-normal + 17 2224 c.2047C>T

C T rs151233 by1000genomesMG-247-tumorMG-247-normal + 2 99 c.66C>T

C T rs3796031byFrequency|by1000genomesMG-247-tumorMG-247-normal - 17 2399 c.1947G>A

G C rs2227910byFrequency|by1000genomesMG-247-tumorMG-247-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-247-tumorMG-247-normal + 16 2064 c.1887T>A

C T rs111505885 MG-247-tumorMG-247-normal + 1 340 c.324C>T

A G rs17051895by1000genomesMG-247-tumorMG-247-normal + 23 4485 c.3951A>G

A G rs77280820byFrequency|by1000genomesMG-247-tumorMG-247-normal - 3 3655 c.3446T>C

C A rs114687140byFrequency|by1000genomesMG-247-tumorMG-247-normal - 13 9413 c.9038G>T

G A rs2880955by1000genomesMG-247-tumorMG-247-normal + 12 1031 c.1031G>A

G A rs10964471byFrequency|by1000genomesMG-247-tumorMG-247-normal + 2 386 c.177G>A

A G rs2973568by1000genomesMG-247-tumorMG-247-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-247-tumorMG-247-normal - 20 4043 c.3072C>A

T A rs35737760by1000genomesMG-247-tumorMG-247-normal + 19 2685 c.2520T>A

T C rs17019360by1000genomesMG-247-tumorMG-247-normal + 17 2524 c.1800T>C

C A rs6453022by1000genomesMG-247-tumorMG-247-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-247-tumorMG-247-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-247-tumorMG-247-normal - 39 9817 c.9481T>A

C T rs139729752byFrequencyMG-247-tumorMG-247-normal - 3 398 c.328G>A

G A rs10082432byFrequency|by1000genomesMG-247-tumorMG-247-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-247-tumorMG-247-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-247-tumorMG-247-normal + 7 1855 c.1810A>G

T G rs62075657 MG-247-tumorMG-247-normal - 13 1770 c.1677A>C

G A rs6601 byFrequency|by1000genomesMG-247-tumorMG-247-normal + 25 3881 c.3672G>A

G C rs6771157byFrequency|by1000genomesMG-247-tumorMG-247-normal - 19 3392 c.3393C>G

G A MG-247-tumorMG-247-normal - 46 14435 c.14436C>T

T C rs7935 byFrequency|by1000genomesMG-247-tumorMG-247-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-247-tumorMG-247-normal - 2 514 c.174G>A

C T rs12155677byFrequency|by1000genomesMG-247-tumorMG-247-normal - 32 5524 c.5280G>A

C T rs1130233byFrequency|by1000genomesMG-247-tumorMG-247-normal - 8 2206 c.726G>A

C T rs3796032byFrequency|by1000genomesMG-247-tumorMG-247-normal - 17 2381 c.1929G>A

T A rs79661992byFrequency|by1000genomesMG-247-tumorMG-247-normal - 13 8111 c.7736A>T

G A rs1800269byFrequency|by1000genomesMG-247-tumorMG-247-normal - 27 3940 c.3734C>T

G A rs55855602by1000genomesMG-247-tumorMG-247-normal - 3 1030 c.498C>T

C T rs12708402by1000genomesMG-247-tumorMG-247-normal - 16 3405 c.3178G>A

C T rs26505 byFrequency|by1000genomesMG-247-tumorMG-247-normal + 1 144 c.57C>T

A C rs76504934by1000genomesMG-247-tumorMG-247-normal - 4 464 c.427T>G

T C rs10082391byFrequency|by1000genomesMG-247-tumorMG-247-normal - 13 8654 c.8279A>G



A G rs9667 by1000genomesMG-247-tumorMG-247-normal + 3 354 c.168A>G

C G rs3817428by1000genomesMG-247-tumorMG-247-normal + 15 7493 c.7119C>G

T C rs831042 byFrequency|by1000genomesMG-247-tumorMG-247-normal - 24 3945 c.3660A>G

T C rs2450122byFrequency|by1000genomesMG-247-tumorMG-247-normal - 10 2089 c.2004A>G

C T rs7300444byFrequency|by1000genomesMG-247-tumorMG-247-normal + 19 5383 c.4740C>T

C T rs55913776 MG-247-tumorMG-247-normal - 3 1207 c.675G>A

T A rs2060198byFrequency|by1000genomesMG-247-tumorMG-247-normal + 27 5204 c.4914T>A

T C rs10817025by1000genomesMG-247-tumorMG-247-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-247-tumorMG-247-normal + 12 1807 c.1631C>T

C T rs12777740byFrequency|by1000genomesMG-247-tumorMG-247-normal - 13 8321 c.7946G>A

T C rs2229992byFrequency|by1000genomesMG-247-tumorMG-247-normal + 12 1838 c.1458T>C

C T rs11591817byFrequency|by1000genomesMG-247-tumorMG-247-normal - 13 6002 c.5627G>A

A C rs1410048by1000genomesMG-247-tumorMG-247-normal - 40 10053 c.9717T>G

C T MG-247-tumorMG-247-normal - 8 1260 c.1042G>A

A G rs150594 byFrequency|by1000genomesMG-247-tumorMG-247-normal - 13 1559 c.1356T>C

G A rs4514247byFrequency|by1000genomesMG-247-tumorMG-247-normal - 3 878 c.808C>T

C T rs34488539by1000genomesMG-247-tumorMG-247-normal + 22 3555 c.3390C>T

T C rs150566482byFrequencyMG-247-tumorMG-247-normal - 13 3007 c.2897A>G

G C rs60140950byFrequency|by1000genomesMG-247-tumorMG-247-normal + 9 986 c.767G>C

A T rs7095325byFrequency|by1000genomesMG-247-tumorMG-247-normal - 7 1087 c.712T>A

C T rs10082533byFrequency|by1000genomesMG-247-tumorMG-247-normal - 13 8753 c.8378G>A

A T rs13180095byFrequency|by1000genomesMG-247-tumorMG-247-normal - 21 3570 c.3381T>A

G A rs2973566by1000genomesMG-247-tumorMG-247-normal + 14 1930 c.1754G>A

G A rs41304253by1000genomesMG-247-tumorMG-247-normal + 20 3100 c.2935G>A

T C rs13286541by1000genomesMG-247-tumorMG-247-normal - 9 2245 c.1909A>G

C T rs2078478by1000genomesMG-247-tumorMG-247-normal - 5 411 c.392G>A

G A rs4151025byFrequency|by1000genomesMG-247-tumorMG-247-normal + 2 415 c.303G>A

C T MG-247-tumorMG-247-normal - 27 8101 c.7753G>A

G A rs2003233 MG-247-tumorMG-247-normal - 17 1503 c.1504C>T

T G rs62075658 MG-247-tumorMG-247-normal - 13 1761 c.1668A>C

G A rs149181731byFrequencyMG-247-tumorMG-247-normal + 1 431 c.379G>A

G A rs2248407byFrequency|by1000genomesMG-247-tumorMG-247-normal - 4 1003 c.918C>T

C T rs4750936byFrequency|by1000genomesMG-247-tumorMG-247-normal - 13 4011 c.3636G>A

C T MG-247-tumorMG-247-normal - 10 1429 c.1430G>A

C G rs11016076byFrequency|by1000genomesMG-247-tumorMG-247-normal - 8 1866 c.1491G>C

T C rs11016071byFrequency|by1000genomesMG-247-tumorMG-247-normal - 13 9086 c.8711A>G

C A MG-247-tumorMG-247-normal - 2 239

C T MG-247-tumorMG-247-normal - 3 6053 c.5978G>A

A G MG-247-tumorMG-247-normal - 19 3733 c.3523T>C

C A MG-247-tumorMG-247-normal + 12 1060 c.962C>A

G C rs62077263 MG-247-tumorMG-247-normal - 7 916 c.823C>G

T C rs2075252byFrequency|by1000genomesMG-247-tumorMG-247-normal - 66 12565 c.12280A>G

C T rs28997580byFrequency|by1000genomesMG-247-tumorMG-247-normal + 16 2672 c.2388C>T

T C rs11373 byFrequency|by1000genomesMG-247-tumorMG-247-normal - 3 787 c.367A>G

C T MG-247-tumorMG-247-normal - 20 3562 c.3371G>A

G A MG-247-tumorMG-247-normal - 5 563 c.22C>T

C T MG-247-tumorMG-247-normal - 1 565 c.514G>A



T C rs543304 byFrequency|by1000genomesMG-247-tumorMG-247-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-247-tumorMG-247-normal - 3 142 c.98T>G

C A MG-247-tumorMG-247-normal + 5 585 c.205C>A

G A rs2127898byFrequency|by1000genomesMG-247-tumorMG-247-normal - 6 1130 c.920C>T

T C rs77652527byFrequency|by1000genomesMG-247-tumorMG-247-normal - 10 1583 c.1365A>G

G A MG-247-tumorMG-247-normal - 3 1505 c.973C>T

G C MG-247-tumorMG-247-normal - 5 1009 c.1010C>G

G A MG-247-tumorMG-247-normal - 1 276 c.225C>T

C T rs3812458byFrequency|by1000genomesMG-247-tumorMG-247-normal + 22 2662 c.2385C>T

A G rs11778209byFrequency|by1000genomesMG-247-tumorMG-247-normal - 39 6448 c.6204T>C

T C rs7714670by1000genomesMG-247-tumorMG-247-normal + 6 849 c.673T>C

A G rs4444457byFrequency|by1000genomesMG-247-tumorMG-247-normal - 54 9497 c.8526T>C

T C rs5927083byFrequency|by1000genomesMG-247-tumorMG-247-normal - 14 1841 c.1635A>G

A G rs1385600byFrequency|by1000genomesMG-247-tumorMG-247-normal - 5 1375 c.1290T>C

G C rs45469098by1000genomesMG-247-tumorMG-247-normal - 1 255 c.256C>G

C G rs2509943byFrequency|by1000genomesMG-247-tumorMG-247-normal + 3 776 c.279C>G

C T rs34996572byFrequency|by1000genomesMG-247-tumorMG-247-normal - 8 6006 c.5937G>A

T C MG-247-tumorMG-247-normal + 14 1761 c.746T>C

C T rs17290559byFrequency|by1000genomesMG-247-tumorMG-247-normal + 21 2685 c.2508C>T

G A rs61740940byFrequency|by1000genomesMG-247-tumorMG-247-normal - 4 662 c.165C>T

A G MG-247-tumorMG-247-normal + 22 5261 c.5184A>G

G A rs138660986byFrequencyMG-247-tumorMG-247-normal + 1 466 c.84G>A

C G MG-247-tumorMG-247-normal - 15 1439 c.1342G>C

G A rs80198225 MG-247-tumorMG-247-normal + 8 527 c.527G>A

C T rs872665 by1000genomesMG-247-tumorMG-247-normal - 7 1855 c.1519G>A

G A rs61814946byFrequency|by1000genomesMG-247-tumorMG-247-normal - 3 1785 c.1710C>T

C T rs2285975byFrequency|by1000genomesMG-247-tumorMG-247-normal - 13 2445 c.2256G>A

C T rs111482521byFrequency|by1000genomesMG-247-tumorMG-247-normal + 3 997 c.717C>T

T G rs1050767byFrequency|by1000genomesMG-247-tumorMG-247-normal - 13 8533 c.8158A>C

C T MG-247-tumorMG-247-normal - 2 88

G T rs918558 byFrequency|by1000genomesMG-247-tumorMG-247-normal + 1 2142 c.2142G>T

G T rs147825872 MG-247-tumorMG-247-normal + 20 4359 c.4282G>T

C T rs3743398by1000genomesMG-247-tumorMG-247-normal + 12 2965 c.2591C>T

A G rs17443123by1000genomesMG-247-tumorMG-247-normal + 5 915 c.750A>G

C G rs2282302byFrequency|by1000genomesMG-247-tumorMG-247-normal - 3 965 c.893G>C

T C MG-247-tumorMG-247-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-247-tumorMG-247-normal - 37 5440 c.5234G>A

C T rs75417771byFrequency|by1000genomesMG-247-tumorMG-247-normal + 6 1265 c.409C>T

C T rs3814883byFrequency|by1000genomesMG-247-tumorMG-247-normal + 13 2402 c.1359C>T

A G rs2074912byFrequency|by1000genomesMG-247-tumorMG-247-normal + 1 1709 c.1709A>G

A C rs881732 by1000genomesMG-247-tumorMG-247-normal + 17 1912 c.1092A>C

T C rs12731746byFrequency|by1000genomesMG-247-tumorMG-247-normal - 11 1394 c.897A>G

C T rs2273779byFrequency|by1000genomesMG-247-tumorMG-247-normal + 6 583 c.538C>T

T C rs78472618byFrequencyMG-247-tumorMG-247-normal - 3 159 c.115A>G

T C rs7275 by1000genomesMG-247-tumorMG-247-normal + 35 5267 c.4983T>C

G A rs3733415by1000genomesMG-247-tumorMG-247-normal - 2 601 c.392C>T

T C rs831043 byFrequency|by1000genomesMG-248-tumorMG-248-normal - 21 3354 c.3069A>G



G T rs75155858byFrequency|by1000genomesMG-248-tumorMG-248-normal + 13 2388 c.1871G>T

A G rs146505774by1000genomesMG-248-tumorMG-248-normal + 11 2544 c.2362A>G

C T rs2286007byFrequency|by1000genomesMG-248-tumorMG-248-normal + 8 2637 c.1994C>T

C T rs1386356byFrequency|by1000genomesMG-248-tumorMG-248-normal - 85 14018 c.13047G>A

A G MG-248-tumorMG-248-normal - 1 440 c.441T>C

G T rs3745765byFrequency|by1000genomesMG-248-tumorMG-248-normal + 9 2360 c.719G>T

G A rs62070401by1000genomesMG-248-tumorMG-248-normal - 12 2205 c.2162C>T

A G rs73233606byFrequency|by1000genomesMG-248-tumorMG-248-normal + 11 1719 c.1330A>G

A G MG-248-tumorMG-248-normal + 1 861 c.861A>G

G T rs2075249byFrequency|by1000genomesMG-248-tumorMG-248-normal - 21 3339 c.3054C>A

T C rs141049734byFrequencyMG-248-tumorMG-248-normal - 18 3186 c.2968A>G

A G rs62077275 MG-248-tumorMG-248-normal - 2 173 c.80T>C

A G MG-248-tumorMG-248-normal + 1 448 c.448A>G

G A rs4151025byFrequency|by1000genomesMG-248-tumorMG-248-normal + 2 415 c.303G>A

T C rs16921260by1000genomesMG-248-tumorMG-248-normal + 1 1073 c.773T>C

C T rs62478357byFrequencyMG-248-tumorMG-248-normal - 8 1268 c.1050G>A

A G rs11016073byFrequency|by1000genomesMG-248-tumorMG-248-normal - 13 6677 c.6302T>C

C G MG-248-tumorMG-248-normal - 40 6537 c.6293G>C

T C rs766894 by1000genomesMG-248-tumorMG-248-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-248-tumorMG-248-normal - 8 1357 c.1139G>T

T G rs3208659 MG-248-tumorMG-248-normal - 7 871 c.778A>C

G A rs11551685byFrequency|by1000genomesMG-248-tumorMG-248-normal - 16 7464 c.7395C>T

C T MG-248-tumorMG-248-normal - 3 1048 c.516G>A

G A rs3744249byFrequency|by1000genomesMG-248-tumorMG-248-normal + 11 2561 c.2172G>A

A G rs2229268byFrequency|by1000genomesMG-248-tumorMG-248-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-248-tumorMG-248-normal - 15 2117 c.2115A>G

G A rs60571683byFrequency|by1000genomesMG-248-tumorMG-248-normal + 16 2196 c.1977G>A

C T rs41299110byFrequency|by1000genomesMG-248-tumorMG-248-normal + 14 1944 c.1699C>T

G A rs3795308byFrequency|by1000genomesMG-248-tumorMG-248-normal - 4 928 c.792C>T

A G rs62077276 MG-248-tumorMG-248-normal - 2 170 c.77T>C

G A rs7624750byFrequency|by1000genomesMG-248-tumorMG-248-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-248-tumorMG-248-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-248-tumorMG-248-normal - 18 3000 c.2874G>T

T C rs62077265 MG-248-tumorMG-248-normal - 3 321 c.228A>G

C G MG-248-tumorMG-248-normal + 9 2591 c.950C>G

T C rs9851685byFrequency|by1000genomesMG-248-tumorMG-248-normal + 23 2508 c.2274T>C

G T rs146238849byFrequency|by1000genomesMG-248-tumorMG-248-normal - 8 1391 c.1173C>A

T C rs2251219byFrequency|by1000genomesMG-248-tumorMG-248-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-248-tumorMG-248-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-248-tumorMG-248-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-248-tumorMG-248-normal + 14 2120 c.1921A>G

C T MG-248-tumorMG-248-normal - 13 2323 c.1983G>A

C T rs55993306by1000genomesMG-248-tumorMG-248-normal - 20 3946 c.3859G>A

C A rs1801270byFrequency|by1000genomesMG-248-tumorMG-248-normal + 2 328 c.93C>A

T C MG-248-tumorMG-248-normal - 3 305 c.270A>G

T A rs17337023byFrequency|by1000genomesMG-248-tumorMG-248-normal + 16 2064 c.1887T>A

A G MG-248-tumorMG-248-normal + 1 492 c.492A>G



G C rs2240089byFrequency|by1000genomesMG-248-tumorMG-248-normal - 12 3187 c.3003C>G

A G MG-248-tumorMG-248-normal + 1 1114 c.1114A>G

A G MG-248-tumorMG-248-normal - 7 1139 c.921T>C

T C rs9646771by1000genomesMG-248-tumorMG-248-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-248-tumorMG-248-normal + 13 1856 c.1680A>G

G A MG-248-tumorMG-248-normal + 1 1032 c.1032G>A

T C rs1048500byFrequency|by1000genomesMG-248-tumorMG-248-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-248-tumorMG-248-normal - 39 9817 c.9481T>A

C T rs139729752byFrequencyMG-248-tumorMG-248-normal - 3 398 c.328G>A

G A MG-248-tumorMG-248-normal - 4 453 c.138C>T

C G rs143879890by1000genomesMG-248-tumorMG-248-normal - 16 2320 c.2233G>C

T G rs1058201 MG-248-tumorMG-248-normal - 3 297 c.204A>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-248-tumorMG-248-normal + 7 1597 c.1215T>C

C T rs6432901by1000genomesMG-248-tumorMG-248-normal - 2 514 c.174G>A

T C rs2385167byFrequency|by1000genomesMG-248-tumorMG-248-normal + 14 2088 c.1998T>C

A G rs1211708byFrequency|by1000genomesMG-248-tumorMG-248-normal - 6 1888 c.1338T>C

T C MG-248-tumorMG-248-normal + 1 910 c.910T>C

A C rs76504934by1000genomesMG-248-tumorMG-248-normal - 4 464 c.427T>G

A C rs881732 by1000genomesMG-248-tumorMG-248-normal + 17 1912 c.1092A>C

C T rs2293303byFrequency|by1000genomesMG-248-tumorMG-248-normal + 15 2620 c.2340C>T

G A rs2227983byFrequency|by1000genomesMG-248-tumorMG-248-normal + 13 1739 c.1562G>A

A G MG-248-tumorMG-248-normal + 1 1053 c.1053A>G

T C rs2229992byFrequency|by1000genomesMG-248-tumorMG-248-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-248-tumorMG-248-normal - 17 2745 c.2460A>G

G A rs16898013byFrequency|by1000genomesMG-248-tumorMG-248-normal + 13 1938 c.1848G>A

A G rs826549 by1000genomesMG-248-tumorMG-248-normal + 18 2676 c.2550A>G

C T MG-248-tumorMG-248-normal - 8 1260 c.1042G>A

G T rs139431164byFrequencyMG-248-tumorMG-248-normal + 3 1043 c.824G>T

T A rs17264436byFrequency|by1000genomesMG-248-tumorMG-248-normal - 21 3503 c.3501A>T

T C rs7935 byFrequency|by1000genomesMG-248-tumorMG-248-normal + 9 1808 c.1524T>C

G A rs3793379byFrequency|by1000genomesMG-248-tumorMG-248-normal + 32 4159 c.3882G>A

C T rs11121691byFrequency|by1000genomesMG-248-tumorMG-248-normal - 49 6985 c.6909G>A

T C rs2075252byFrequency|by1000genomesMG-248-tumorMG-248-normal - 66 12565 c.12280A>G

C A MG-248-tumorMG-248-normal + 1 706 c.706C>A

T C rs5927083byFrequency|by1000genomesMG-248-tumorMG-248-normal - 14 1841 c.1635A>G

G C rs45469098by1000genomesMG-248-tumorMG-248-normal - 1 255 c.256C>G

G A rs77288131byFrequency|by1000genomesMG-248-tumorMG-248-normal + 12 2707 c.2488G>A

C G rs149605490by1000genomesMG-248-tumorMG-248-normal + 3 1000 c.781C>G

C G MG-248-tumorMG-248-normal + 10 2047 c.1513C>G

G A MG-248-tumorMG-248-normal + 1 3 c.3G>A

T C rs831042 byFrequency|by1000genomesMG-248-tumorMG-248-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-248-tumorMG-248-normal + 2 543 c.510A>G

T C rs1150712byFrequency|by1000genomesMG-248-tumorMG-248-normal - 5 1536 c.1293A>G

C T MG-248-tumorMG-248-normal + 14 2141 c.1942C>T

T G MG-248-tumorMG-248-normal - 3 689 c.494A>C

C T rs7904627byFrequency|by1000genomesMG-248-tumorMG-248-normal - 5 1356 c.1242G>A

T C rs34174591by1000genomesMG-248-tumorMG-248-normal - 27 13403 c.13194A>G



G A rs2271189byFrequency|by1000genomesMG-248-tumorMG-248-normal + 27 3788 c.3348G>A

G A MG-248-tumorMG-248-normal - 20 3547 c.3460C>T

A G rs3208627 MG-248-tumorMG-248-normal - 2 153 c.60T>C

G A MG-248-tumorMG-248-normal + 1 159 c.159G>A

A G MG-248-tumorMG-248-normal - 45 12004 c.11786T>C

A C rs62077264 MG-248-tumorMG-248-normal - 7 854 c.761T>G

T C rs12990449byFrequency|by1000genomesMG-248-tumorMG-248-normal - 2 1114 c.143A>G

C A rs6453022by1000genomesMG-248-tumorMG-248-normal + 7 1027 c.851C>A

G A rs11177 byFrequency|by1000genomesMG-248-tumorMG-248-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-248-tumorMG-248-normal + 2 1719 c.1686A>G

C A rs144349020by1000genomesMG-248-tumorMG-248-normal + 3 1131 c.912C>A

C T rs62077268 MG-248-tumorMG-248-normal - 3 262 c.169G>A

G A MG-248-tumorMG-248-normal - 3 1505 c.973C>T

G C MG-248-tumorMG-248-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-248-tumorMG-248-normal + 22 2662 c.2385C>T

C A rs2233604byFrequency|by1000genomesMG-248-tumorMG-248-normal + 1 1077 c.1077C>A

C T rs3743398by1000genomesMG-248-tumorMG-248-normal + 12 2965 c.2591C>T

A G rs11778209byFrequency|by1000genomesMG-248-tumorMG-248-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-248-tumorMG-248-normal - 54 9497 c.8526T>C

G A rs2289247byFrequency|by1000genomesMG-248-tumorMG-248-normal + 11 1273 c.1063G>A

C G rs60738318byFrequency|by1000genomesMG-248-tumorMG-248-normal + 8 996 c.607C>G

A G rs40831 by1000genomesMG-248-tumorMG-248-normal + 2 2118 c.2085A>G

C G rs2509943byFrequency|by1000genomesMG-248-tumorMG-248-normal + 3 776 c.279C>G

T C rs61740142byFrequency|by1000genomesMG-248-tumorMG-248-normal - 6 1982 c.1495A>G

C T rs151174 by1000genomesMG-248-tumorMG-248-normal + 2 1740 c.1707C>T

T C rs4149056byFrequency|by1000genomesMG-248-tumorMG-248-normal + 6 617 c.521T>C

T C rs62077266 MG-248-tumorMG-248-normal - 3 311 c.218A>G

T C rs62070402by1000genomesMG-248-tumorMG-248-normal - 12 2105 c.2062A>G

C G rs3817428by1000genomesMG-248-tumorMG-248-normal + 15 7493 c.7119C>G

C G rs2282302byFrequency|by1000genomesMG-248-tumorMG-248-normal - 3 965 c.893G>C

C G rs34693334byFrequency|by1000genomesMG-248-tumorMG-248-normal - 8 1060 c.775G>C

G T rs147825872 MG-248-tumorMG-248-normal + 20 4359 c.4282G>T

T G rs1998206byFrequency|by1000genomesMG-248-tumorMG-248-normal - 5 631 c.433A>C

G A MG-248-tumorMG-248-normal + 1 171 c.171G>A

G C rs2227910byFrequency|by1000genomesMG-248-tumorMG-248-normal + 2 1911 c.804G>C

T C MG-248-tumorMG-248-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-248-tumorMG-248-normal - 37 5440 c.5234G>A

G C rs62077263 MG-248-tumorMG-248-normal - 7 916 c.823C>G

G A rs13054014byFrequency|by1000genomesMG-248-tumorMG-248-normal + 2 569 c.210G>A

T C rs28639589byFrequency|by1000genomesMG-248-tumorMG-248-normal - 12 1809 c.1611A>G

G T rs138591330by1000genomesMG-248-tumorMG-248-normal - 27 8211 c.7863C>A

G A MG-248-tumorMG-248-normal + 8 1514 c.1357G>A

C G rs180743 by1000genomesMG-248-tumorMG-248-normal + 2 1315 c.1282C>G

C A rs34400049byFrequency|by1000genomesMG-249-tumorMG-249-normal + 14 2474 c.2092C>A

C T MG-249-tumorMG-249-normal + 20 2053 c.1921C>T

A G rs3737940byFrequency|by1000genomesMG-249-tumorMG-249-normal + 7 3183 c.3138A>G

C T rs1386356byFrequency|by1000genomesMG-249-tumorMG-249-normal - 85 14018 c.13047G>A



C T rs3811444byFrequency|by1000genomesMG-249-tumorMG-249-normal + 6 1169 c.1121C>T

C T MG-249-tumorMG-249-normal - 20 3085 c.2998G>A

T A MG-249-tumorMG-249-normal - 15 2372 c.1962A>T

G A rs2275527byFrequency|by1000genomesMG-249-tumorMG-249-normal - 39 5629 c.5553C>T

T C rs141049734byFrequencyMG-249-tumorMG-249-normal - 18 3186 c.2968A>G

G A rs61730875byFrequency|by1000genomesMG-249-tumorMG-249-normal - 20 3374 c.2877C>T

C T rs62070884byFrequency|by1000genomesMG-249-tumorMG-249-normal - 13 2417 c.2341G>A

C T rs62478357byFrequencyMG-249-tumorMG-249-normal - 8 1268 c.1050G>A

G A rs147880041byFrequencyMG-249-tumorMG-249-normal - 4 1174 c.859C>T

C A rs138908625byFrequency|by1000genomesMG-249-tumorMG-249-normal - 8 1357 c.1139G>T

C T rs115572434byFrequency|by1000genomesMG-249-tumorMG-249-normal + 8 3730 c.2874C>T

C T MG-249-tumorMG-249-normal + 16 1545 c.1447C>T

T C rs3755806byFrequency|by1000genomesMG-249-tumorMG-249-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-249-tumorMG-249-normal + 36 5181 c.5016C>T

G C rs11611231by1000genomesMG-249-tumorMG-249-normal + 9 2190 c.2190G>C

G A rs62075712by1000genomesMG-249-tumorMG-249-normal - 3 984 c.452C>T

C T rs3814883byFrequency|by1000genomesMG-249-tumorMG-249-normal + 13 2402 c.1359C>T

C G rs180743 by1000genomesMG-249-tumorMG-249-normal + 2 1315 c.1282C>G

T C rs61747661byFrequency|by1000genomesMG-249-tumorMG-249-normal + 8 2512 c.1656T>C

C G rs2298258byFrequency|by1000genomesMG-249-tumorMG-249-normal + 12 1698 c.1260C>G

G T rs3745765byFrequency|by1000genomesMG-249-tumorMG-249-normal + 9 2360 c.719G>T

G A rs7624750byFrequency|by1000genomesMG-249-tumorMG-249-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-249-tumorMG-249-normal - 18 3000 c.2874G>T

T C rs9851685byFrequency|by1000genomesMG-249-tumorMG-249-normal + 23 2508 c.2274T>C

C T rs141750087by1000genomesMG-249-tumorMG-249-normal + 1 715 c.714C>T

C T rs2269654byFrequency|by1000genomesMG-249-tumorMG-249-normal + 11 2687 c.2574C>T

T A rs151133690byFrequencyMG-249-tumorMG-249-normal + 8 1708 c.852T>A

A G rs2227973byFrequency|by1000genomesMG-249-tumorMG-249-normal + 2 2571 c.2459A>G

C G rs3818764by1000genomesMG-249-tumorMG-249-normal - 4 1331 c.995G>C

G T rs146238849byFrequency|by1000genomesMG-249-tumorMG-249-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-249-tumorMG-249-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-249-tumorMG-249-normal - 26 4397 c.4395A>G

C T rs142336181 MG-249-tumorMG-249-normal - 3 2776 c.2701G>A

A G rs73233606byFrequency|by1000genomesMG-249-tumorMG-249-normal + 11 1719 c.1330A>G

A G rs7762830by1000genomesMG-249-tumorMG-249-normal + 14 2120 c.1921A>G

A G MG-249-tumorMG-249-normal - 3 441 c.362T>C

G A rs11549105byFrequency|by1000genomesMG-249-tumorMG-249-normal - 6 1228 c.1224C>T

T C rs56201064byFrequency|by1000genomesMG-249-tumorMG-249-normal + 8 1948 c.1092T>C

C A rs61747667byFrequency|by1000genomesMG-249-tumorMG-249-normal + 8 1615 c.759C>A

G C rs34897046byFrequency|by1000genomesMG-249-tumorMG-249-normal - 9 873 c.623C>G

T C MG-249-tumorMG-249-normal - 3 305 c.270A>G

G T rs61763420byFrequency|by1000genomesMG-249-tumorMG-249-normal - 21 3643 c.3087C>A

G A rs61753697byFrequency|by1000genomesMG-249-tumorMG-249-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-249-tumorMG-249-normal + 2 2118 c.2085A>G

T C rs147900250byFrequencyMG-249-tumorMG-249-normal - 22 4063 c.3566A>G

T C rs61839057byFrequencyMG-249-tumorMG-249-normal - 4 444 c.129A>G

G A rs1718878byFrequency|by1000genomesMG-249-tumorMG-249-normal + 13 2003 c.1590G>A



A T MG-249-tumorMG-249-normal - 7 1157 c.1081T>A

G C rs2227910byFrequency|by1000genomesMG-249-tumorMG-249-normal + 2 1911 c.804G>C

G A rs1713982byFrequency|by1000genomesMG-249-tumorMG-249-normal + 15 2261 c.1848G>A

A G MG-249-tumorMG-249-normal - 15 1346 c.1346T>C

A G rs13346368by1000genomesMG-249-tumorMG-249-normal + 10 3324 c.3130A>G

C T rs34307082byFrequency|by1000genomesMG-249-tumorMG-249-normal + 6 863 c.629C>T

T C rs2229263byFrequency|by1000genomesMG-249-tumorMG-249-normal - 3 533 c.248A>G

G T rs80359436|rs28897727byFrequencyMG-249-tumorMG-249-normal + 11 4485 c.4258G>T

C T rs116355400byFrequency|by1000genomesMG-249-tumorMG-249-normal + 11 2618 c.2505C>T

T C rs9646771by1000genomesMG-249-tumorMG-249-normal - 4 787 c.447A>G

T G rs552183 byFrequency|by1000genomesMG-249-tumorMG-249-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-249-tumorMG-249-normal + 13 1856 c.1680A>G

G C rs139402847by1000genomesMG-249-tumorMG-249-normal + 10 2377 c.2034G>C

T A rs3740423byFrequency|by1000genomesMG-249-tumorMG-249-normal - 13 4583 c.4208A>T

T C rs17019360by1000genomesMG-249-tumorMG-249-normal + 17 2524 c.1800T>C

A T rs3739451by1000genomesMG-249-tumorMG-249-normal - 39 9817 c.9481T>A

C G rs143879890by1000genomesMG-249-tumorMG-249-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-249-tumorMG-249-normal + 7 1855 c.1810A>G

T C rs7714670by1000genomesMG-249-tumorMG-249-normal + 6 849 c.673T>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-249-tumorMG-249-normal + 7 1597 c.1215T>C

C T rs6432901by1000genomesMG-249-tumorMG-249-normal - 2 514 c.174G>A

C T rs140871032byFrequency|by1000genomesMG-249-tumorMG-249-normal + 4 664 c.220C>T

C T MG-249-tumorMG-249-normal - 8 3619 c.3550G>A

G A rs16847812byFrequency|by1000genomesMG-249-tumorMG-249-normal + 4 978 c.865G>A

G A rs75120695byFrequency|by1000genomesMG-249-tumorMG-249-normal + 26 2455 c.2351G>A

T C rs7744765by1000genomesMG-249-tumorMG-249-normal + 14 1929 c.1730T>C

T C rs150952348 MG-249-tumorMG-249-normal - 32 3539 c.3160A>G

A C rs76504934by1000genomesMG-249-tumorMG-249-normal - 4 464 c.427T>G

C T rs71299249|rs77022425byFrequencyMG-249-tumorMG-249-normal + 1 3677 c.717C>T

C T rs3749645by1000genomesMG-249-tumorMG-249-normal + 24 3194 c.3018C>T

T C rs28489116by1000genomesMG-249-tumorMG-249-normal - 10 5194 c.4985A>G

A G rs61747663byFrequency|by1000genomesMG-249-tumorMG-249-normal + 8 2422 c.1566A>G

C G rs3817428by1000genomesMG-249-tumorMG-249-normal + 15 7493 c.7119C>G

T C rs2450122byFrequency|by1000genomesMG-249-tumorMG-249-normal - 10 2089 c.2004A>G

G A rs2124203byFrequency|by1000genomesMG-249-tumorMG-249-normal - 19 2832 c.2745C>T

A C rs881732 by1000genomesMG-249-tumorMG-249-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-249-tumorMG-249-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-249-tumorMG-249-normal - 15 3032 c.2696A>G

T C rs2229992byFrequency|by1000genomesMG-249-tumorMG-249-normal + 12 1838 c.1458T>C

C T rs2273779byFrequency|by1000genomesMG-249-tumorMG-249-normal + 6 583 c.538C>T

A T MG-249-tumorMG-249-normal + 18 1891 c.1791A>T

G T MG-249-tumorMG-249-normal - 20 3199 c.3001C>A

C T rs16921265by1000genomesMG-249-tumorMG-249-normal + 1 417 c.117C>T

C T rs17802557byFrequency|by1000genomesMG-249-tumorMG-249-normal - 6 756 c.567G>A

C T MG-249-tumorMG-249-normal - 8 1260 c.1042G>A

T G rs1889323by1000genomesMG-249-tumorMG-249-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-249-tumorMG-249-normal - 24 4324 c.3988T>A



T C rs34488772byFrequency|by1000genomesMG-249-tumorMG-249-normal - 59 10390 c.9419A>G

G A rs20539 byFrequency|by1000genomesMG-249-tumorMG-249-normal + 20 3152 c.3111G>A

C T MG-249-tumorMG-249-normal + 6 643 c.449C>T

C T rs11121691byFrequency|by1000genomesMG-249-tumorMG-249-normal - 49 6985 c.6909G>A

A T MG-249-tumorMG-249-normal + 8 2188 c.831A>T

G A rs35296183byFrequency|by1000genomesMG-249-tumorMG-249-normal - 55 9794 c.8823C>T

C A rs34651589by1000genomesMG-249-tumorMG-249-normal - 3 962 c.489G>T

T C rs2075252byFrequency|by1000genomesMG-249-tumorMG-249-normal - 66 12565 c.12280A>G

C T rs2243380byFrequency|by1000genomesMG-249-tumorMG-249-normal - 6 698 c.500G>A

C T rs114966751byFrequency|by1000genomesMG-249-tumorMG-249-normal + 1 3089 c.129C>T

G C rs45469098by1000genomesMG-249-tumorMG-249-normal - 1 255 c.256C>G

C T rs3745762by1000genomesMG-249-tumorMG-249-normal + 6 2241 c.2047C>T

G T rs3212254byFrequency|by1000genomesMG-249-tumorMG-249-normal - 10 1693 c.1475C>A

T G rs1800275byFrequency|by1000genomesMG-249-tumorMG-249-normal - 48 7302 c.7096A>C

G A rs9789047by1000genomesMG-249-tumorMG-249-normal + 10 998 c.998G>A

C A rs3739298byFrequency|by1000genomesMG-249-tumorMG-249-normal - 9 2230 c.1821G>T

G A rs3810485by1000genomesMG-249-tumorMG-249-normal - 8 6116 c.6047C>T

G A rs2271189byFrequency|by1000genomesMG-249-tumorMG-249-normal + 27 3788 c.3348G>A

C G rs11971880byFrequency|by1000genomesMG-249-tumorMG-249-normal + 3 1192 c.634C>G

C T rs17290559byFrequency|by1000genomesMG-249-tumorMG-249-normal + 21 2685 c.2508C>T

C A rs6453022by1000genomesMG-249-tumorMG-249-normal + 7 1027 c.851C>A

T C rs74789055byFrequency|by1000genomesMG-249-tumorMG-249-normal - 58 10196 c.9225A>G

G A rs11177 byFrequency|by1000genomesMG-249-tumorMG-249-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-249-tumorMG-249-normal + 2 1719 c.1686A>G

C T MG-249-tumorMG-249-normal - 8 1256 c.1038G>A

C G rs116238585byFrequency|by1000genomesMG-249-tumorMG-249-normal + 8 3701 c.2845C>G

C T rs1035938by1000genomesMG-249-tumorMG-249-normal + 6 1538 c.1344C>T

C T rs2229265byFrequency|by1000genomesMG-249-tumorMG-249-normal - 54 10788 c.10503G>A

G C MG-249-tumorMG-249-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-249-tumorMG-249-normal + 22 2662 c.2385C>T

G A rs2248407byFrequency|by1000genomesMG-249-tumorMG-249-normal - 4 1003 c.918C>T

T C rs7716253by1000genomesMG-249-tumorMG-249-normal + 8 1121 c.945T>C

A G rs61747665byFrequency|by1000genomesMG-249-tumorMG-249-normal + 8 5554 c.4698A>G

T G rs35793438byFrequency|by1000genomesMG-249-tumorMG-249-normal - 22 2698 c.2448A>C

A G rs28647489by1000genomesMG-249-tumorMG-249-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-249-tumorMG-249-normal - 54 9497 c.8526T>C

G A rs2289247byFrequency|by1000genomesMG-249-tumorMG-249-normal + 11 1273 c.1063G>A

C G rs60738318byFrequency|by1000genomesMG-249-tumorMG-249-normal + 8 996 c.607C>G

C T rs143758478byFrequency|by1000genomesMG-249-tumorMG-249-normal + 19 2612 c.2253C>T

C T rs1130233byFrequency|by1000genomesMG-249-tumorMG-249-normal - 8 2206 c.726G>A

C G rs2509943byFrequency|by1000genomesMG-249-tumorMG-249-normal + 3 776 c.279C>G

C T rs150268140byFrequencyMG-249-tumorMG-249-normal + 25 4194 c.3126C>T

G A rs3744249byFrequency|by1000genomesMG-249-tumorMG-249-normal + 11 2561 c.2172G>A

G A rs13054014byFrequency|by1000genomesMG-249-tumorMG-249-normal + 2 569 c.210G>A

A C rs78767626byFrequency|by1000genomesMG-249-tumorMG-249-normal + 19 2007 c.1773A>C

C T rs151174 by1000genomesMG-249-tumorMG-249-normal + 2 1740 c.1707C>T

G A rs80198225 MG-249-tumorMG-249-normal + 8 527 c.527G>A



A G rs4659654byFrequency|by1000genomesMG-249-tumorMG-249-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-249-tumorMG-249-normal - 7 1855 c.1519G>A

C A rs41264475byFrequency|by1000genomesMG-249-tumorMG-249-normal + 6 840 c.741C>A

C T rs2285975byFrequency|by1000genomesMG-249-tumorMG-249-normal - 13 2445 c.2256G>A

A G rs2929158by1000genomesMG-249-tumorMG-249-normal - 19 4373 c.4163T>C

C T rs61747664byFrequency|by1000genomesMG-249-tumorMG-249-normal + 8 2896 c.2040C>T

G A rs10964471byFrequency|by1000genomesMG-249-tumorMG-249-normal + 2 386 c.177G>A

A C rs1410048by1000genomesMG-249-tumorMG-249-normal - 40 10053 c.9717T>G

A G rs6694078byFrequency|by1000genomesMG-249-tumorMG-249-normal + 11 2688 c.2575A>G

A G rs1385600byFrequency|by1000genomesMG-249-tumorMG-249-normal - 5 1375 c.1290T>C

G A rs17350795byFrequency|by1000genomesMG-249-tumorMG-249-normal + 8 2205 c.1349G>A

G A rs139121187byFrequency|by1000genomesMG-249-tumorMG-249-normal - 10 759 c.715C>T

T A rs17264436byFrequency|by1000genomesMG-249-tumorMG-249-normal - 21 3503 c.3501A>T

G T rs147825872 MG-249-tumorMG-249-normal + 20 4359 c.4282G>T

C T rs3743398by1000genomesMG-249-tumorMG-249-normal + 12 2965 c.2591C>T

A G rs13288443byFrequency|by1000genomesMG-249-tumorMG-249-normal + 11 2036 c.1827A>G

A G rs149271 by1000genomesMG-249-tumorMG-249-normal + 2 543 c.510A>G

T C MG-249-tumorMG-249-normal + 8 505 c.505T>C

C T rs7300444byFrequency|by1000genomesMG-249-tumorMG-249-normal + 19 5383 c.4740C>T

C T rs1801187byFrequency|by1000genomesMG-249-tumorMG-249-normal - 37 5440 c.5234G>A

G A rs45468995byFrequency|by1000genomesMG-249-tumorMG-249-normal - 22 3086 c.2865C>T

C T rs4802382by1000genomesMG-249-tumorMG-249-normal + 6 554 c.360C>T

G A rs143974284byFrequency|by1000genomesMG-249-tumorMG-249-normal + 11 1160 c.915G>A

T C rs12731746byFrequency|by1000genomesMG-249-tumorMG-249-normal - 11 1394 c.897A>G

T A rs2060198byFrequency|by1000genomesMG-249-tumorMG-249-normal + 27 5204 c.4914T>A

C T rs2229975by1000genomesMG-249-tumorMG-249-normal - 5 927 c.852G>A

A C rs76437836byFrequencyMG-249-tumorMG-249-normal - 3 142 c.98T>G

G A rs16885 byFrequency|by1000genomesMG-25-tumorMG-25-normal - 9 3193 c.2257C>T

G A MG-25-tumorMG-25-normal + 6 1139 c.699G>A

C G MG-25-tumorMG-25-normal + 6 1913 c.556C>G

G C MG-25-tumorMG-25-normal - 3 2857 c.2782C>G

T C rs34133748|rs28690647MG-25-tumorMG-25-normal - 15 1649 c.1494A>G

T C MG-25-tumorMG-25-normal - 15 1646 c.1491A>G

A G rs3737940byFrequency|by1000genomesMG-25-tumorMG-25-normal + 7 3183 c.3138A>G

T C rs831043 byFrequency|by1000genomesMG-25-tumorMG-25-normal - 21 3354 c.3069A>G

T C rs62077280 MG-25-tumorMG-25-normal - 1 97 c.4A>G

C T rs1386356byFrequency|by1000genomesMG-25-tumorMG-25-normal - 85 14018 c.13047G>A

G A rs34395441by1000genomesMG-25-tumorMG-25-normal + 2 2563 c.2530G>A

T G MG-25-tumorMG-25-normal + 2 1055 c.521T>G

A G MG-25-tumorMG-25-normal + 7 2062 c.705A>G

C T MG-25-tumorMG-25-normal - 3 864 c.789G>A

A T MG-25-tumorMG-25-normal + 17 2790 c.2256A>T

G A MG-25-tumorMG-25-normal - 3 2852 c.2777C>T

G A MG-25-tumorMG-25-normal - 13 3758 c.3648C>T

T G MG-25-tumorMG-25-normal + 13 2534 c.2000T>G

G A rs149181731byFrequencyMG-25-tumorMG-25-normal + 1 431 c.379G>A

G A rs33954691byFrequency|by1000genomesMG-25-tumorMG-25-normal - 14 3096 c.3039C>T



G T rs2075249byFrequency|by1000genomesMG-25-tumorMG-25-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-25-tumorMG-25-normal + 19 2459 c.2283C>T

A T MG-25-tumorMG-25-normal + 5 625 c.403A>T

T C rs141049734byFrequencyMG-25-tumorMG-25-normal - 18 3186 c.2968A>G

A G rs62077275 MG-25-tumorMG-25-normal - 2 173 c.80T>C

T C rs2241190byFrequency|by1000genomesMG-25-tumorMG-25-normal - 17 2745 c.2460A>G

C T MG-25-tumorMG-25-normal + 13 1729 c.1635C>T

T G rs1998206byFrequency|by1000genomesMG-25-tumorMG-25-normal - 5 631 c.433A>C

A G rs1206038byFrequency|by1000genomesMG-25-tumorMG-25-normal + 29 5706 c.5071A>G

T A MG-25-tumorMG-25-normal - 9 1265 c.1233A>T

G A rs4151025byFrequency|by1000genomesMG-25-tumorMG-25-normal + 2 415 c.303G>A

C T rs62478357byFrequencyMG-25-tumorMG-25-normal - 8 1268 c.1050G>A

C T MG-25-tumorMG-25-normal + 2 979 c.445C>T

T G rs3208659 MG-25-tumorMG-25-normal - 7 871 c.778A>C

C T MG-25-tumorMG-25-normal - 15 2425 c.1995G>A

G A MG-25-tumorMG-25-normal - 3 2856 c.2781C>T

C T MG-25-tumorMG-25-normal + 1 1344 c.1344C>T

A G MG-25-tumorMG-25-normal - 3 2318 c.2243T>C

A G rs2229268byFrequency|by1000genomesMG-25-tumorMG-25-normal - 61 11886 c.11601T>C

G T MG-25-tumorMG-25-normal + 11 2115 c.1581G>T

A G rs3108200byFrequency|by1000genomesMG-25-tumorMG-25-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-25-tumorMG-25-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-25-tumorMG-25-normal + 36 5181 c.5016C>T

G A rs149784315by1000genomesMG-25-tumorMG-25-normal + 33 4715

C T rs2853346byFrequency|by1000genomesMG-25-tumorMG-25-normal - 13 5919 c.5544G>A

C G MG-25-tumorMG-25-normal + 21 5081 c.5004C>G

T A rs79348596 MG-25-tumorMG-25-normal - 4 360 c.267A>T

A T MG-25-tumorMG-25-normal - 15 2771 c.2754T>A

C A rs2973558by1000genomesMG-25-tumorMG-25-normal + 20 2514 c.2338C>A

C T MG-25-tumorMG-25-normal + 2 967 c.433C>T

T C rs80268686 MG-25-tumorMG-25-normal - 14 2213 c.1995A>G

G A MG-25-tumorMG-25-normal + 10 1434 c.1344G>A

C G rs2298258byFrequency|by1000genomesMG-25-tumorMG-25-normal + 12 1698 c.1260C>G

T C MG-25-tumorMG-25-normal + 18 2539 c.2156T>C

A G rs11016073byFrequency|by1000genomesMG-25-tumorMG-25-normal - 13 6677 c.6302T>C

G A rs7624750byFrequency|by1000genomesMG-25-tumorMG-25-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-25-tumorMG-25-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-25-tumorMG-25-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-25-tumorMG-25-normal - 16 2000 c.1503T>C

C A rs78806080byFrequency|by1000genomesMG-25-tumorMG-25-normal - 13 3029 c.2058G>T

T C rs62077265 MG-25-tumorMG-25-normal - 3 321 c.228A>G

A C rs74875648 MG-25-tumorMG-25-normal - 5 524 c.431T>G

C T rs137854246|rs34012042byFrequency|by1000genomesMG-25-tumorMG-25-normal + 15 2208 c.1578C>T

C T rs80127039byFrequency|by1000genomesMG-25-tumorMG-25-normal + 13 2174 c.1657C>T

T C rs10817025by1000genomesMG-25-tumorMG-25-normal - 15 3032 c.2696A>G

C T MG-25-tumorMG-25-normal + 3 423 c.43C>T

A G MG-25-tumorMG-25-normal + 16 1399 c.1399A>G



G A MG-25-tumorMG-25-normal - 4 836 c.837C>T

G T rs146238849byFrequency|by1000genomesMG-25-tumorMG-25-normal - 8 1391 c.1173C>A

A G MG-25-tumorMG-25-normal - 3 586 c.487T>C

T C rs4652678by1000genomesMG-25-tumorMG-25-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-25-tumorMG-25-normal - 26 4397 c.4395A>G

T C rs9851685byFrequency|by1000genomesMG-25-tumorMG-25-normal + 23 2508 c.2274T>C

G A rs2229266byFrequency|by1000genomesMG-25-tumorMG-25-normal - 6 924 c.639C>T

C T rs77440865by1000genomesMG-25-tumorMG-25-normal - 10 1226 c.1133G>A

G A rs13007735byFrequency|by1000genomesMG-25-tumorMG-25-normal - 16 3587 c.2616C>T

A T MG-25-tumorMG-25-normal + 20 4045 c.3968A>T

G A rs141223284byFrequencyMG-25-tumorMG-25-normal + 20 6735 c.6609G>A

A G rs7762830by1000genomesMG-25-tumorMG-25-normal + 14 2120 c.1921A>G

G T MG-25-tumorMG-25-normal - 3 6547 c.6472C>A

C A MG-25-tumorMG-25-normal - 22 3718

C T MG-25-tumorMG-25-normal - 3 2319 c.2244G>A

T C MG-25-tumorMG-25-normal - 14 2512 c.2294A>G

C G MG-25-tumorMG-25-normal + 16 1405 c.1405C>G

C T rs1043141byFrequency|by1000genomesMG-25-tumorMG-25-normal + 4 2376 c.342C>T

C T MG-25-tumorMG-25-normal - 23 3896 c.3678G>A

G A rs13054014byFrequency|by1000genomesMG-25-tumorMG-25-normal + 2 569 c.210G>A

T C MG-25-tumorMG-25-normal - 3 305 c.270A>G

T C MG-25-tumorMG-25-normal - 9 1441 c.1390A>G

G A MG-25-tumorMG-25-normal + 11 1634 c.1582G>A

C T MG-25-tumorMG-25-normal - 3 802 c.727G>A

T A MG-25-tumorMG-25-normal - 6 1145 c.700A>T

T C rs62075621 MG-25-tumorMG-25-normal - 14 1851 c.1758A>G

G A MG-25-tumorMG-25-normal + 21 3073 c.2690G>A

T G MG-25-tumorMG-25-normal + 2 173 c.80T>G

A G rs11778209byFrequency|by1000genomesMG-25-tumorMG-25-normal - 39 6448 c.6204T>C

T A rs17337023byFrequency|by1000genomesMG-25-tumorMG-25-normal + 16 2064 c.1887T>A

C T rs151182657byFrequencyMG-25-tumorMG-25-normal - 9 1295 c.1263G>A

A G rs75731161 MG-25-tumorMG-25-normal - 14 1942 c.1849T>C

A C rs77739281 MG-25-tumorMG-25-normal - 10 1194 c.1101T>G

C A MG-25-tumorMG-25-normal + 5 631 c.409C>A

T C rs79940627 MG-25-tumorMG-25-normal - 3 6118 c.6043A>G

C A MG-25-tumorMG-25-normal + 9 685 c.685C>A

C T MG-25-tumorMG-25-normal - 2 711 c.618G>A

C T MG-25-tumorMG-25-normal - 3 7132 c.7057G>A

G A MG-25-tumorMG-25-normal - 3 7170 c.7095C>T

T C rs78472618byFrequencyMG-25-tumorMG-25-normal - 3 159 c.115A>G

A G rs151306742by1000genomesMG-25-tumorMG-25-normal + 4 729 c.285A>G

G C rs11611231by1000genomesMG-25-tumorMG-25-normal + 9 2190 c.2190G>C

T C rs9646771by1000genomesMG-25-tumorMG-25-normal - 4 787 c.447A>G

A G rs62077276 MG-25-tumorMG-25-normal - 2 170 c.77T>C

C T rs5011296 MG-25-tumorMG-25-normal + 12 2245 c.1711C>T

A G rs2973568by1000genomesMG-25-tumorMG-25-normal + 13 1856 c.1680A>G

T C MG-25-tumorMG-25-normal - 22 3673 c.3455A>G



T C rs3026101by1000genomesMG-25-tumorMG-25-normal + 14 2279 c.2055T>C

C T rs55993306by1000genomesMG-25-tumorMG-25-normal - 20 3946 c.3859G>A

C T rs76844681 MG-25-tumorMG-25-normal - 16 2899 c.2681G>A

A C rs45525440byFrequency|by1000genomesMG-25-tumorMG-25-normal - 7 875 c.855T>G

C T rs1779132byFrequency|by1000genomesMG-25-tumorMG-25-normal - 6 2113 c.1563G>A

C G rs143879890by1000genomesMG-25-tumorMG-25-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-25-tumorMG-25-normal + 7 1855 c.1810A>G

T G rs62075657 MG-25-tumorMG-25-normal - 13 1770 c.1677A>C

T G rs1058201 MG-25-tumorMG-25-normal - 3 297 c.204A>C

T A MG-25-tumorMG-25-normal + 4 1057 c.675T>A

A C rs75239352 MG-25-tumorMG-25-normal - 4 372 c.279T>G

T G MG-25-tumorMG-25-normal + 20 6276 c.6150T>G

T G MG-25-tumorMG-25-normal + 2 943 c.409T>G

G A MG-25-tumorMG-25-normal - 1 360 c.309C>T

C T rs6432901by1000genomesMG-25-tumorMG-25-normal - 2 514 c.174G>A

C T rs74398156 MG-25-tumorMG-25-normal - 5 487 c.394G>A

C T MG-25-tumorMG-25-normal - 10 1429 c.1430G>A

A G rs1211708byFrequency|by1000genomesMG-25-tumorMG-25-normal - 6 1888 c.1338T>C

T A MG-25-tumorMG-25-normal + 29 4306 c.3923T>A

T C rs831042 byFrequency|by1000genomesMG-25-tumorMG-25-normal - 24 3945 c.3660A>G

A T MG-25-tumorMG-25-normal + 20 7019 c.6893A>T

A G rs77113847 MG-25-tumorMG-25-normal - 4 402 c.309T>C

G A MG-25-tumorMG-25-normal + 22 3334 c.2951G>A

A C rs76504934by1000genomesMG-25-tumorMG-25-normal - 4 464 c.427T>G

G A rs151187373by1000genomesMG-25-tumorMG-25-normal + 16 2477 c.2351G>A

G A MG-25-tumorMG-25-normal - 7 889 c.796C>T

C T rs34488539by1000genomesMG-25-tumorMG-25-normal + 22 3555 c.3390C>T

C T rs150466362 MG-25-tumorMG-25-normal - 3 912 c.837G>A

T G rs113206140 MG-25-tumorMG-25-normal - 7 883 c.790A>C

A G rs78253128 MG-25-tumorMG-25-normal + 1 364 c.363A>G

C T MG-25-tumorMG-25-normal + 3 2424 c.2401C>T

C T rs7300444byFrequency|by1000genomesMG-25-tumorMG-25-normal + 19 5383 c.4740C>T

G A rs2124203byFrequency|by1000genomesMG-25-tumorMG-25-normal - 19 2832 c.2745C>T

T C rs77232056byFrequency|by1000genomesMG-25-tumorMG-25-normal - 3 2236 c.2161A>G

A G MG-25-tumorMG-25-normal + 6 968 c.678A>G

A G MG-25-tumorMG-25-normal + 1 16 c.16A>G

A C rs79936417by1000genomesMG-25-tumorMG-25-normal - 5 505 c.412T>G

T G MG-25-tumorMG-25-normal - 4 385 c.292A>C

A G MG-25-tumorMG-25-normal - 20 3992 c.3905T>C

C G MG-25-tumorMG-25-normal - 71 11243 c.10999G>C

C T rs116517080byFrequency|by1000genomesMG-25-tumorMG-25-normal + 8 4498 c.3642C>T

G A MG-25-tumorMG-25-normal + 4 1369 c.1221G>A

C G MG-25-tumorMG-25-normal + 7 410 c.410C>G

C T rs2973571by1000genomesMG-25-tumorMG-25-normal + 12 1807 c.1631C>T

A G rs826549 by1000genomesMG-25-tumorMG-25-normal + 18 2676 c.2550A>G

T G MG-25-tumorMG-25-normal + 16 2367 c.2241T>G

A G rs80120716 MG-25-tumorMG-25-normal - 10 1214 c.1121T>C



T C MG-25-tumorMG-25-normal - 12 1942 c.506A>G

T C rs142470496byFrequencyMG-25-tumorMG-25-normal - 12 1890 c.454A>G

G A MG-25-tumorMG-25-normal + 20 4368 c.4291G>A

C T MG-25-tumorMG-25-normal - 8 1260 c.1042G>A

T C MG-25-tumorMG-25-normal + 4 610

T C rs34488772byFrequency|by1000genomesMG-25-tumorMG-25-normal - 59 10390 c.9419A>G

A G rs150594 byFrequency|by1000genomesMG-25-tumorMG-25-normal - 13 1559 c.1356T>C

G T rs147825872 MG-25-tumorMG-25-normal + 20 4359 c.4282G>T

G A MG-25-tumorMG-25-normal + 2 646 c.552G>A

G A MG-25-tumorMG-25-normal - 9 1467 c.1416C>T

C T MG-25-tumorMG-25-normal - 17 1517 c.1518G>A

T C MG-25-tumorMG-25-normal + 11 2117 c.1583T>C

C T rs11121691byFrequency|by1000genomesMG-25-tumorMG-25-normal - 49 6985 c.6909G>A

G A rs35296183byFrequency|by1000genomesMG-25-tumorMG-25-normal - 55 9794 c.8823C>T

A G MG-25-tumorMG-25-normal + 25 3647 c.3264A>G

G A rs34253418by1000genomesMG-25-tumorMG-25-normal + 28 2905 c.2718G>A

T C MG-25-tumorMG-25-normal - 3 819 c.744A>G

A G MG-25-tumorMG-25-normal - 27 5410 c.5070T>C

T C rs2075252byFrequency|by1000genomesMG-25-tumorMG-25-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-25-tumorMG-25-normal + 1 196 c.196T>C

G A MG-25-tumorMG-25-normal + 2 1015 c.481G>A

C T rs62077268 MG-25-tumorMG-25-normal - 3 262 c.169G>A

T C MG-25-tumorMG-25-normal + 12 4580 c.4206T>C

A G rs13223756byFrequency|by1000genomesMG-25-tumorMG-25-normal + 7 2144 c.1944A>G

C T MG-25-tumorMG-25-normal + 16 2148 c.1765C>T

G C rs45469098by1000genomesMG-25-tumorMG-25-normal - 1 255 c.256C>G

G A rs143665568by1000genomesMG-25-tumorMG-25-normal + 13 2373 c.1839G>A

C G rs145323424 MG-25-tumorMG-25-normal + 25 3636 c.3253C>G

G T rs3212254byFrequency|by1000genomesMG-25-tumorMG-25-normal - 10 1693 c.1475C>A

C T rs1208731byFrequency|by1000genomesMG-25-tumorMG-25-normal - 6 2191 c.1641G>A

C A rs3739298byFrequency|by1000genomesMG-25-tumorMG-25-normal - 9 2230 c.1821G>T

A G MG-25-tumorMG-25-normal - 3 2165 c.2093T>C

T G rs62075658 MG-25-tumorMG-25-normal - 13 1761 c.1668A>C

T G MG-25-tumorMG-25-normal + 1 1359 c.2T>G

T G MG-25-tumorMG-25-normal + 2 985 c.451T>G

A G MG-25-tumorMG-25-normal + 20 7795 c.7669A>G

C T MG-25-tumorMG-25-normal - 14 2032

G A rs2271189byFrequency|by1000genomesMG-25-tumorMG-25-normal + 27 3788 c.3348G>A

G A rs7853155by1000genomesMG-25-tumorMG-25-normal - 30 5337 c.5001C>T

T G rs62075620 MG-25-tumorMG-25-normal - 14 1855 c.1762A>C

G T rs140059935by1000genomesMG-25-tumorMG-25-normal + 16 1408 c.1408G>T

A G rs77145198byFrequency|by1000genomesMG-25-tumorMG-25-normal - 20 2943 c.2856T>C

A G MG-25-tumorMG-25-normal + 9 1927 c.1393A>G

A C rs1141701by1000genomesMG-25-tumorMG-25-normal - 10 1239 c.1146T>G

T C MG-25-tumorMG-25-normal + 2 850 c.316T>C

A G rs140946580byFrequencyMG-25-tumorMG-25-normal + 20 5707 c.5336A>G

A C rs62077264 MG-25-tumorMG-25-normal - 7 854 c.761T>G



T C MG-25-tumorMG-25-normal - 15 2759 c.2742A>G

C T rs2433707 MG-25-tumorMG-25-normal + 20 6956 c.6830C>T

G A rs76836956by1000genomesMG-25-tumorMG-25-normal - 10 1209 c.1116C>T

T C rs74789055byFrequency|by1000genomesMG-25-tumorMG-25-normal - 58 10196 c.9225A>G

G A rs11177 byFrequency|by1000genomesMG-25-tumorMG-25-normal + 3 290 c.80G>A

C A rs138908625byFrequency|by1000genomesMG-25-tumorMG-25-normal - 8 1357 c.1139G>T

G A MG-25-tumorMG-25-normal + 20 7342 c.7216G>A

C T MG-25-tumorMG-25-normal - 8 1256 c.1038G>A

T C rs543304 byFrequency|by1000genomesMG-25-tumorMG-25-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-25-tumorMG-25-normal - 3 142 c.98T>G

A G MG-25-tumorMG-25-normal + 2 79 c.79A>G

C A MG-25-tumorMG-25-normal + 5 585 c.205C>A

T G MG-25-tumorMG-25-normal - 9 1282 c.1250A>C

G A MG-25-tumorMG-25-normal - 11 1829 c.1049C>T

C T MG-25-tumorMG-25-normal - 4 304 c.172G>A

A G MG-25-tumorMG-25-normal + 1 276 c.276A>G

G C MG-25-tumorMG-25-normal - 5 1009 c.1010C>G

A T MG-25-tumorMG-25-normal + 2 81 c.81A>T

G C rs5011295 MG-25-tumorMG-25-normal + 12 2239 c.1705G>C

G A rs146546850byFrequencyMG-25-tumorMG-25-normal - 12 1889 c.453C>T

G A rs2248407byFrequency|by1000genomesMG-25-tumorMG-25-normal - 4 1003 c.918C>T

T G MG-25-tumorMG-25-normal + 6 1901 c.544T>G

C T rs148106725by1000genomesMG-25-tumorMG-25-normal + 13 2385 c.1851C>T

T C MG-25-tumorMG-25-normal - 3 7149 c.7074A>G

A G rs4444457byFrequency|by1000genomesMG-25-tumorMG-25-normal - 54 9497 c.8526T>C

A G rs138925978byFrequencyMG-25-tumorMG-25-normal - 14 1744 c.1742T>C

G C MG-25-tumorMG-25-normal + 10 700 c.700G>C

A G MG-25-tumorMG-25-normal + 32 4690 c.4307A>G

A G MG-25-tumorMG-25-normal - 8 1398 c.618T>C

G A MG-25-tumorMG-25-normal - 1 276 c.225C>T

C A MG-25-tumorMG-25-normal + 9 1952 c.1418C>A

C T rs2078478by1000genomesMG-25-tumorMG-25-normal - 5 411 c.392G>A

C G rs2509943byFrequency|by1000genomesMG-25-tumorMG-25-normal + 3 776 c.279C>G

G A MG-25-tumorMG-25-normal + 21 5103 c.5026G>A

G A rs2289247byFrequency|by1000genomesMG-25-tumorMG-25-normal + 11 1273 c.1063G>A

T C rs61740142byFrequency|by1000genomesMG-25-tumorMG-25-normal - 6 1982 c.1495A>G

A G rs2229267byFrequency|by1000genomesMG-25-tumorMG-25-normal - 29 5160 c.4875T>C

T G rs77320707 MG-25-tumorMG-25-normal - 5 520 c.427A>C

C A rs34400049byFrequency|by1000genomesMG-25-tumorMG-25-normal + 14 2474 c.2092C>A

C T MG-25-tumorMG-25-normal + 20 2757 c.2374C>T

T C rs62077266 MG-25-tumorMG-25-normal - 3 311 c.218A>G

C T rs3814883byFrequency|by1000genomesMG-25-tumorMG-25-normal + 13 2402 c.1359C>T

G A rs80198225 MG-25-tumorMG-25-normal + 8 527 c.527G>A

C T MG-25-tumorMG-25-normal + 1 126 c.126C>T

G A MG-25-tumorMG-25-normal + 8 1250 c.1198G>A

T C rs41277507byFrequency|by1000genomesMG-25-tumorMG-25-normal - 4 1514 c.652A>G

C T MG-25-tumorMG-25-normal + 21 2951 c.2568C>T



C T MG-25-tumorMG-25-normal - 18 1451 c.1084G>A

G A MG-25-tumorMG-25-normal + 15 2089 c.1995G>A

G A MG-25-tumorMG-25-normal - 9 601 c.601C>T

G T rs3745765byFrequency|by1000genomesMG-25-tumorMG-25-normal + 9 2360 c.719G>T

C A MG-25-tumorMG-25-normal + 2 849 c.315C>A

C T MG-25-tumorMG-25-normal - 3 370 c.335G>A

G A rs2973566by1000genomesMG-25-tumorMG-25-normal + 14 1930 c.1754G>A

T C MG-25-tumorMG-25-normal - 11 1830 c.1050A>G

G A rs146827496byFrequencyMG-25-tumorMG-25-normal + 3 528 c.249G>A

A G rs145215461by1000genomesMG-25-tumorMG-25-normal - 13 2063 c.627T>C

T G rs1800275byFrequency|by1000genomesMG-25-tumorMG-25-normal - 48 7302 c.7096A>C

A C MG-25-tumorMG-25-normal - 4 902 c.903T>G

G A rs2227983byFrequency|by1000genomesMG-25-tumorMG-25-normal + 13 1739 c.1562G>A

T C rs79454290 MG-25-tumorMG-25-normal - 10 1195 c.1102A>G

C T rs142342392 MG-25-tumorMG-25-normal - 3 2837 c.2762G>A

T A rs17264436byFrequency|by1000genomesMG-25-tumorMG-25-normal - 21 3503 c.3501A>T

T C rs17364812byFrequency|by1000genomesMG-25-tumorMG-25-normal + 13 1219 c.1110T>C

G T rs918558 byFrequency|by1000genomesMG-25-tumorMG-25-normal + 1 2142 c.2142G>T

A G MG-25-tumorMG-25-normal - 3 794 c.795T>C

C T MG-25-tumorMG-25-normal - 3 4460 c.4388G>A

C T rs1801187byFrequency|by1000genomesMG-25-tumorMG-25-normal - 37 5440 c.5234G>A

A G rs2074912byFrequency|by1000genomesMG-25-tumorMG-25-normal + 1 1709 c.1709A>G

C A MG-25-tumorMG-25-normal + 24 3573 c.3190C>A

T C MG-25-tumorMG-25-normal + 1 119 c.119T>C

T G MG-25-tumorMG-25-normal - 3 6357 c.6285A>C

T C rs62077279 MG-25-tumorMG-25-normal - 1 110 c.17A>G

T G MG-25-tumorMG-25-normal - 4 302 c.170A>C

T C rs28639589byFrequency|by1000genomesMG-25-tumorMG-25-normal - 12 1809 c.1611A>G

C T rs2273779byFrequency|by1000genomesMG-25-tumorMG-25-normal + 6 583 c.538C>T

C G MG-25-tumorMG-25-normal - 13 930 c.886G>C

G A MG-25-tumorMG-25-normal + 20 2750 c.2367G>A

T C MG-25-tumorMG-25-normal + 21 3140 c.2757T>C

C T rs2229975by1000genomesMG-25-tumorMG-25-normal - 5 927 c.852G>A

G A MG-25-tumorMG-25-normal + 11 1735 c.1683G>A

G A MG-25-tumorMG-25-normal + 6 935 c.645G>A

A G MG-25-tumorMG-25-normal + 1 8 c.8A>G

T C MG-25-tumorMG-25-normal - 6 843 c.684A>G

A G rs3737940byFrequency|by1000genomesMG-250-tumorMG-250-normal + 7 3183 c.3138A>G

C A MG-250-tumorMG-250-normal - 24 5233 c.5023G>T

C T rs1386356byFrequency|by1000genomesMG-250-tumorMG-250-normal - 85 14018 c.13047G>A

T C MG-250-tumorMG-250-normal + 22 4396 c.4218T>C

C T rs17094900byFrequency|by1000genomesMG-250-tumorMG-250-normal - 3 578 c.387G>A

A G MG-250-tumorMG-250-normal + 10 1620 c.1253A>G

C T rs115600896byFrequency|by1000genomesMG-250-tumorMG-250-normal - 7 748 c.478G>A

G A rs34916193byFrequencyMG-250-tumorMG-250-normal + 2 486 c.251G>A

C T rs2931423by1000genomesMG-250-tumorMG-250-normal + 19 2459 c.2283C>T

T C rs35790097byFrequency|by1000genomesMG-250-tumorMG-250-normal + 1 184 c.106T>C



A G rs4143768byFrequency|by1000genomesMG-250-tumorMG-250-normal - 10 6783 c.6195T>C

G T rs6748626byFrequency|by1000genomesMG-250-tumorMG-250-normal - 20 4043 c.3072C>A

G C rs2229933|rs116048761byFrequency|by1000genomesMG-250-tumorMG-250-normal + 6 830 c.282G>C

C T rs116517080byFrequency|by1000genomesMG-250-tumorMG-250-normal + 8 4498 c.3642C>T

C T rs9904366byFrequency|by1000genomesMG-250-tumorMG-250-normal - 3 554 c.175G>A

C T rs55979329by1000genomesMG-250-tumorMG-250-normal - 3 1257 c.725G>A

A G rs3108200byFrequency|by1000genomesMG-250-tumorMG-250-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-250-tumorMG-250-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-250-tumorMG-250-normal + 36 5181 c.5016C>T

C T rs2229882by1000genomesMG-250-tumorMG-250-normal + 9 1566 c.1566C>T

G A rs7234999byFrequency|by1000genomesMG-250-tumorMG-250-normal - 5 5512 c.5299C>T

T C rs7716253by1000genomesMG-250-tumorMG-250-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-250-tumorMG-250-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-250-tumorMG-250-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-250-tumorMG-250-normal - 9 1710 c.1496C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-250-tumorMG-250-normal + 7 1073 c.525C>T

C A rs2973558by1000genomesMG-250-tumorMG-250-normal + 20 2514 c.2338C>A

C G rs2298258byFrequency|by1000genomesMG-250-tumorMG-250-normal + 12 1698 c.1260C>G

C A rs6738031by1000genomesMG-250-tumorMG-250-normal - 18 3000 c.2874G>T

C A rs78806080byFrequency|by1000genomesMG-250-tumorMG-250-normal - 13 3029 c.2058G>T

A G MG-250-tumorMG-250-normal - 15 1346 c.1346T>C

A G rs9653483by1000genomesMG-250-tumorMG-250-normal - 21 5040 c.4953T>C

C T rs17325713byFrequency|by1000genomesMG-250-tumorMG-250-normal - 8 2668 c.2080G>A

A G rs10853307by1000genomesMG-250-tumorMG-250-normal - 3 1368 c.836T>C

A C rs143926631byFrequency|by1000genomesMG-250-tumorMG-250-normal + 20 3873 c.3785A>C

G A rs7179364by1000genomesMG-250-tumorMG-250-normal + 1 520 c.85G>A

C A rs12454500by1000genomesMG-250-tumorMG-250-normal - 1 497 c.498G>T

C T rs2273779byFrequency|by1000genomesMG-250-tumorMG-250-normal + 6 583 c.538C>T

A G rs2227973byFrequency|by1000genomesMG-250-tumorMG-250-normal + 2 2571 c.2459A>G

G C rs76882791by1000genomesMG-250-tumorMG-250-normal - 27 7921 c.7573C>G

G A MG-250-tumorMG-250-normal - 4 836 c.837C>T

G A rs2302694byFrequency|by1000genomesMG-250-tumorMG-250-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-250-tumorMG-250-normal - 26 4397 c.4395A>G

T C rs9851685byFrequency|by1000genomesMG-250-tumorMG-250-normal + 23 2508 c.2274T>C

G A rs2229266byFrequency|by1000genomesMG-250-tumorMG-250-normal - 6 924 c.639C>T

T C rs2450122byFrequency|by1000genomesMG-250-tumorMG-250-normal - 10 2089 c.2004A>G

G A rs13007735byFrequency|by1000genomesMG-250-tumorMG-250-normal - 16 3587 c.2616C>T

G A rs11549105byFrequency|by1000genomesMG-250-tumorMG-250-normal - 6 1228 c.1224C>T

C A rs6453022by1000genomesMG-250-tumorMG-250-normal + 7 1027 c.851C>A

C T rs1043141byFrequency|by1000genomesMG-250-tumorMG-250-normal + 4 2376 c.342C>T

C T MG-250-tumorMG-250-normal - 49 15796 c.15797G>A

G C rs34897046byFrequency|by1000genomesMG-250-tumorMG-250-normal - 9 873 c.623C>G

G A rs17336988byFrequency|by1000genomesMG-250-tumorMG-250-normal + 16 2273 c.2028G>A

T C MG-250-tumorMG-250-normal - 3 305 c.270A>G

C A rs34400049byFrequency|by1000genomesMG-250-tumorMG-250-normal + 14 2474 c.2092C>A

G A rs61753697byFrequency|by1000genomesMG-250-tumorMG-250-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-250-tumorMG-250-normal + 2 2118 c.2085A>G



C T rs113708906byFrequency|by1000genomesMG-250-tumorMG-250-normal + 4 1103 c.1000C>T

G C rs2227910byFrequency|by1000genomesMG-250-tumorMG-250-normal + 2 1911 c.804G>C

C T rs138450657byFrequencyMG-250-tumorMG-250-normal - 3 6907 c.6835G>A

T C rs2229263byFrequency|by1000genomesMG-250-tumorMG-250-normal - 3 533 c.248A>G

T C rs140856347by1000genomesMG-250-tumorMG-250-normal - 20 3525 c.3438A>G

T C rs9646771by1000genomesMG-250-tumorMG-250-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-250-tumorMG-250-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-250-tumorMG-250-normal + 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-250-tumorMG-250-normal - 5 2988 c.2775A>C

T C rs1048500byFrequency|by1000genomesMG-250-tumorMG-250-normal + 2 1791 c.684T>C

C T rs2227999byFrequency|by1000genomesMG-250-tumorMG-250-normal - 9 1689 c.1475G>A

C G rs143879890by1000genomesMG-250-tumorMG-250-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-250-tumorMG-250-normal + 7 1855 c.1810A>G

G A rs6601 byFrequency|by1000genomesMG-250-tumorMG-250-normal + 25 3881 c.3672G>A

G C rs6771157byFrequency|by1000genomesMG-250-tumorMG-250-normal - 19 3392 c.3393C>G

A T MG-250-tumorMG-250-normal + 15 2073 c.2021A>T

C T MG-250-tumorMG-250-normal - 3 370 c.335G>A

T C rs7935 byFrequency|by1000genomesMG-250-tumorMG-250-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-250-tumorMG-250-normal - 2 514 c.174G>A

C T rs7240355byFrequency|by1000genomesMG-250-tumorMG-250-normal - 5 5238 c.5025G>A

C T rs140871032byFrequency|by1000genomesMG-250-tumorMG-250-normal + 4 664 c.220C>T

G A rs7624750byFrequency|by1000genomesMG-250-tumorMG-250-normal + 4 707 c.473G>A

G A rs16847812byFrequency|by1000genomesMG-250-tumorMG-250-normal + 4 978 c.865G>A

T C rs4652678by1000genomesMG-250-tumorMG-250-normal + 28 4116 c.3951T>C

G A rs61751545by1000genomesMG-250-tumorMG-250-normal - 21 3408 c.3333C>T

G T rs2075249byFrequency|by1000genomesMG-250-tumorMG-250-normal - 21 3339 c.3054C>A

C T rs34315566byFrequency|by1000genomesMG-250-tumorMG-250-normal + 35 5595 c.4527C>T

A C rs76504934by1000genomesMG-250-tumorMG-250-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-250-tumorMG-250-normal + 24 3194 c.3018C>T

G A MG-250-tumorMG-250-normal + 25 4622 c.4142G>A

C T rs7300444byFrequency|by1000genomesMG-250-tumorMG-250-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-250-tumorMG-250-normal + 17 1912 c.1092A>C

G A rs140194137byFrequencyMG-250-tumorMG-250-normal + 19 3884 c.3594G>A

G A rs11549106byFrequency|by1000genomesMG-250-tumorMG-250-normal - 4 895 c.891C>T

G A rs16885 byFrequency|by1000genomesMG-250-tumorMG-250-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-250-tumorMG-250-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-250-tumorMG-250-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-250-tumorMG-250-normal + 12 1838 c.1458T>C

A G rs3822625by1000genomesMG-250-tumorMG-250-normal + 14 3084 c.3084A>G

T C rs77652527byFrequency|by1000genomesMG-250-tumorMG-250-normal - 10 1583 c.1365A>G

T C rs7275 by1000genomesMG-250-tumorMG-250-normal + 35 5267 c.4983T>C

A T rs111657679byFrequency|by1000genomesMG-250-tumorMG-250-normal - 7 516 c.149T>A

G A rs79435376byFrequency|by1000genomesMG-250-tumorMG-250-normal - 7 1864 c.1673C>T

C T rs2269654byFrequency|by1000genomesMG-250-tumorMG-250-normal + 11 2687 c.2574C>T

G A MG-250-tumorMG-250-normal + 1 1372 c.1372G>A

C T rs17094777byFrequency|by1000genomesMG-250-tumorMG-250-normal - 7 1491 c.1300G>A

C T rs17802557byFrequency|by1000genomesMG-250-tumorMG-250-normal - 6 756 c.567G>A



T G rs9807633by1000genomesMG-250-tumorMG-250-normal - 1 88 c.89A>C

T G rs1889323by1000genomesMG-250-tumorMG-250-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-250-tumorMG-250-normal - 24 4324 c.3988T>A

T C rs9807555by1000genomesMG-250-tumorMG-250-normal - 1 196 c.197A>G

G A rs61742152byFrequency|by1000genomesMG-250-tumorMG-250-normal + 11 2573 c.2460G>A

T C MG-250-tumorMG-250-normal + 4 1325 c.1106T>C

C T rs34488539by1000genomesMG-250-tumorMG-250-normal + 22 3555 c.3390C>T

A G rs826549 by1000genomesMG-250-tumorMG-250-normal + 18 2676 c.2550A>G

T C rs7714670by1000genomesMG-250-tumorMG-250-normal + 6 849 c.673T>C

G A rs4962081byFrequency|by1000genomesMG-250-tumorMG-250-normal - 22 3050 c.2829C>T

T C MG-250-tumorMG-250-normal - 4 796 c.481A>G

A G rs2737699byFrequency|by1000genomesMG-250-tumorMG-250-normal - 10 12892 c.12304T>C

C G rs11718329by1000genomesMG-250-tumorMG-250-normal + 4 719 c.647C>G

G A rs35296183byFrequency|by1000genomesMG-250-tumorMG-250-normal - 55 9794 c.8823C>T

C T rs11873462by1000genomesMG-250-tumorMG-250-normal - 1 47 c.48G>A

G A rs3744007byFrequency|by1000genomesMG-250-tumorMG-250-normal - 4 658 c.279C>T

A G rs151306742by1000genomesMG-250-tumorMG-250-normal + 4 729 c.285A>G

G A MG-250-tumorMG-250-normal + 1 220 c.220G>A

G C rs144110632byFrequencyMG-250-tumorMG-250-normal + 33 4908 c.4699G>C

G A rs9789047by1000genomesMG-250-tumorMG-250-normal + 10 998 c.998G>A

A G rs149271 by1000genomesMG-250-tumorMG-250-normal + 2 543 c.510A>G

C A rs3739298byFrequency|by1000genomesMG-250-tumorMG-250-normal - 9 2230 c.1821G>T

G A rs3810485by1000genomesMG-250-tumorMG-250-normal - 8 6116 c.6047C>T

C T rs17755373byFrequency|by1000genomesMG-250-tumorMG-250-normal + 22 6891 c.6248C>T

G A rs2248407byFrequency|by1000genomesMG-250-tumorMG-250-normal - 4 1003 c.918C>T

G A rs2271189byFrequency|by1000genomesMG-250-tumorMG-250-normal + 27 3788 c.3348G>A

G A rs2973566by1000genomesMG-250-tumorMG-250-normal + 14 1930 c.1754G>A

C T rs1129262byFrequency|by1000genomesMG-250-tumorMG-250-normal - 14 3955 c.3771G>A

T G rs35793438byFrequency|by1000genomesMG-250-tumorMG-250-normal - 22 2698 c.2448A>C

G A rs13054014byFrequency|by1000genomesMG-250-tumorMG-250-normal + 2 569 c.210G>A

A G rs17078605byFrequency|by1000genomesMG-250-tumorMG-250-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-250-tumorMG-250-normal + 3 290 c.80G>A

C T rs17290169byFrequency|by1000genomesMG-250-tumorMG-250-normal + 15 2016 c.1839C>T

A G rs180744 by1000genomesMG-250-tumorMG-250-normal + 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-250-tumorMG-250-normal + 11 4034 c.3807T>C

G A rs12366766 MG-250-tumorMG-250-normal + 48 8392 c.8283G>A

T C MG-250-tumorMG-250-normal + 1 1038 c.1038T>C

G T rs34104660byFrequency|by1000genomesMG-250-tumorMG-250-normal - 4 687 c.402C>A

G C MG-250-tumorMG-250-normal - 5 1009 c.1010C>G

C T MG-250-tumorMG-250-normal - 15 2425 c.1995G>A

C T rs45554841by1000genomesMG-250-tumorMG-250-normal - 1 214 c.215G>A

C T rs4667596byFrequency|by1000genomesMG-250-tumorMG-250-normal - 36 6320 c.6035G>A

C A rs35430524by1000genomesMG-250-tumorMG-250-normal + 12 3111 c.2737C>A

A G rs11778209byFrequency|by1000genomesMG-250-tumorMG-250-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-250-tumorMG-250-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-250-tumorMG-250-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-250-tumorMG-250-normal - 3 660 c.661T>C



T A rs2060198byFrequency|by1000genomesMG-250-tumorMG-250-normal + 27 5204 c.4914T>A

C T MG-250-tumorMG-250-normal - 19 4474 c.4264G>A

C T rs1130233byFrequency|by1000genomesMG-250-tumorMG-250-normal - 8 2206 c.726G>A

A G rs1385600byFrequency|by1000genomesMG-250-tumorMG-250-normal - 5 1375 c.1290T>C

C T rs139344711byFrequencyMG-250-tumorMG-250-normal - 2 144 c.72G>A

G C rs60140950byFrequency|by1000genomesMG-250-tumorMG-250-normal + 9 986 c.767G>C

C G rs2509943byFrequency|by1000genomesMG-250-tumorMG-250-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-250-tumorMG-250-normal + 11 1273 c.1063G>A

G C rs45469098by1000genomesMG-250-tumorMG-250-normal - 1 255 c.256C>G

C T rs151174 by1000genomesMG-250-tumorMG-250-normal + 2 1740 c.1707C>T

A G rs6694078byFrequency|by1000genomesMG-250-tumorMG-250-normal + 11 2688 c.2575A>G

G A rs10964525byFrequency|by1000genomesMG-250-tumorMG-250-normal + 4 926 c.717G>A

G A rs80198225 MG-250-tumorMG-250-normal + 8 527 c.527G>A

A G rs4659654byFrequency|by1000genomesMG-250-tumorMG-250-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-250-tumorMG-250-normal - 7 1855 c.1519G>A

A G rs2929158by1000genomesMG-250-tumorMG-250-normal - 19 4373 c.4163T>C

A G MG-250-tumorMG-250-normal + 1 199 c.199A>G

G T rs3745765byFrequency|by1000genomesMG-250-tumorMG-250-normal + 9 2360 c.719G>T

T A rs35737760by1000genomesMG-250-tumorMG-250-normal + 19 2685 c.2520T>A

T G rs1800266byFrequencyMG-250-tumorMG-250-normal - 10 1301 c.1095A>C

C T rs146326084 MG-250-tumorMG-250-normal - 10 1741 c.1531G>A

G C rs142017909byFrequencyMG-250-tumorMG-250-normal - 12 1953 c.1743C>G

C G rs2282302byFrequency|by1000genomesMG-250-tumorMG-250-normal - 3 965 c.893G>C

T A rs17264436byFrequency|by1000genomesMG-250-tumorMG-250-normal - 21 3503 c.3501A>T

A G MG-250-tumorMG-250-normal - 3 1337 c.805T>C

T C rs17364812byFrequency|by1000genomesMG-250-tumorMG-250-normal + 13 1219 c.1110T>C

G T rs147825872 MG-250-tumorMG-250-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-250-tumorMG-250-normal - 5 4949 c.4736A>G

T C MG-250-tumorMG-250-normal + 8 505 c.505T>C

G A MG-250-tumorMG-250-normal + 1 104 c.104G>A

T C rs12731746byFrequency|by1000genomesMG-250-tumorMG-250-normal - 11 1394 c.897A>G

T C rs111331725by1000genomesMG-250-tumorMG-250-normal + 6 643 c.263T>C

T A rs17337023byFrequency|by1000genomesMG-250-tumorMG-250-normal + 16 2064 c.1887T>A

C G rs180743 by1000genomesMG-250-tumorMG-250-normal + 2 1315 c.1282C>G

T C rs11373 byFrequency|by1000genomesMG-250-tumorMG-250-normal - 3 787 c.367A>G

C T rs72987361byFrequency|by1000genomesMG-250-tumorMG-250-normal - 3 898 c.558G>A

T C rs62075623 MG-251-tumorMG-251-normal - 14 1825 c.1732A>G

A T rs150289150byFrequency|by1000genomesMG-251-tumorMG-251-normal - 4 1377 c.1307T>A

T C rs831043 byFrequency|by1000genomesMG-251-tumorMG-251-normal - 21 3354 c.3069A>G

C T rs75212846byFrequency|by1000genomesMG-251-tumorMG-251-normal - 35 6033 c.5697G>A

A G rs62077275 MG-251-tumorMG-251-normal - 2 173 c.80T>C

C T rs1386356byFrequency|by1000genomesMG-251-tumorMG-251-normal - 85 14018 c.13047G>A

A C rs77739281 MG-251-tumorMG-251-normal - 10 1194 c.1101T>G

C A rs34400049byFrequency|by1000genomesMG-251-tumorMG-251-normal + 14 2474 c.2092C>A

G A rs62070401by1000genomesMG-251-tumorMG-251-normal - 12 2205 c.2162C>T

C T rs139351719by1000genomesMG-251-tumorMG-251-normal - 5 554 c.13G>A

G A rs11168830by1000genomesMG-251-tumorMG-251-normal - 41 13688 c.13689C>T



G A rs12022217byFrequency|by1000genomesMG-251-tumorMG-251-normal - 3 4602 c.4530C>T

T A rs61756301byFrequency|by1000genomesMG-251-tumorMG-251-normal + 33 5287 c.4219T>A

G T rs2075249byFrequency|by1000genomesMG-251-tumorMG-251-normal - 21 3339 c.3054C>A

G T rs41268673by1000genomesMG-251-tumorMG-251-normal - 12 2171 c.1831C>A

G A rs16898013byFrequency|by1000genomesMG-251-tumorMG-251-normal + 13 1938 c.1848G>A

C G rs72474510byFrequency|by1000genomesMG-251-tumorMG-251-normal - 4 1198 c.1128G>C

C T rs62478357byFrequencyMG-251-tumorMG-251-normal - 8 1268 c.1050G>A

C T rs9105 byFrequency|by1000genomesMG-251-tumorMG-251-normal + 33 4964 c.4680C>T

T C rs62070402by1000genomesMG-251-tumorMG-251-normal - 12 2105 c.2062A>G

T G rs3208659 MG-251-tumorMG-251-normal - 7 871 c.778A>C

A C rs80303640by1000genomesMG-251-tumorMG-251-normal - 16 1415 c.1416T>G

G A rs3744249byFrequency|by1000genomesMG-251-tumorMG-251-normal + 11 2561 c.2172G>A

A G rs2229268byFrequency|by1000genomesMG-251-tumorMG-251-normal - 61 11886 c.11601T>C

G A rs62075712by1000genomesMG-251-tumorMG-251-normal - 3 984 c.452C>T

C T rs2853346byFrequency|by1000genomesMG-251-tumorMG-251-normal - 13 5919 c.5544G>A

T C rs61734875by1000genomesMG-251-tumorMG-251-normal + 25 3470 c.3294T>C

T C rs142304809byFrequencyMG-251-tumorMG-251-normal - 9 1291 c.1259A>G

G A rs7179364by1000genomesMG-251-tumorMG-251-normal + 1 520 c.85G>A

A G rs62077276 MG-251-tumorMG-251-normal - 2 170 c.77T>C

A G rs11016073byFrequency|by1000genomesMG-251-tumorMG-251-normal - 13 6677 c.6302T>C

G A rs7624750byFrequency|by1000genomesMG-251-tumorMG-251-normal + 4 707 c.473G>A

T C MG-251-tumorMG-251-normal + 1 873 c.873T>C

A C rs1208606byFrequency|by1000genomesMG-251-tumorMG-251-normal - 6 1571 c.1359T>G

C A rs78806080byFrequency|by1000genomesMG-251-tumorMG-251-normal - 13 3029 c.2058G>T

C T rs140105230byFrequency|by1000genomesMG-251-tumorMG-251-normal - 4 1405 c.1335G>A

T C rs8089144by1000genomesMG-251-tumorMG-251-normal - 7 1142 c.1143A>G

T C rs11373 byFrequency|by1000genomesMG-251-tumorMG-251-normal - 3 787 c.367A>G

T C rs9851685byFrequency|by1000genomesMG-251-tumorMG-251-normal + 23 2508 c.2274T>C

T A MG-251-tumorMG-251-normal - 43 10460 c.10124A>T

G A MG-251-tumorMG-251-normal - 4 836 c.837C>T

G A rs16847812byFrequency|by1000genomesMG-251-tumorMG-251-normal + 4 978 c.865G>A

G A MG-251-tumorMG-251-normal - 4 653 c.338C>T

G T MG-251-tumorMG-251-normal - 1 487 c.488C>A

G A rs13007735byFrequency|by1000genomesMG-251-tumorMG-251-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-251-tumorMG-251-normal + 14 2120 c.1921A>G

G A rs3818831byFrequency|by1000genomesMG-251-tumorMG-251-normal - 2 193 c.121C>T

G A rs11549105byFrequency|by1000genomesMG-251-tumorMG-251-normal - 6 1228 c.1224C>T

C T rs1043141byFrequency|by1000genomesMG-251-tumorMG-251-normal + 4 2376 c.342C>T

C T MG-251-tumorMG-251-normal - 1 16 c.17G>A

A G rs41278435by1000genomesMG-251-tumorMG-251-normal - 38 9715 c.9379T>C

T C rs79454290 MG-251-tumorMG-251-normal - 10 1195 c.1102A>G

T C MG-251-tumorMG-251-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-251-tumorMG-251-normal + 2 2118 c.2085A>G

G A rs1718878byFrequency|by1000genomesMG-251-tumorMG-251-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-251-tumorMG-251-normal + 16 2064 c.1887T>A

T G rs79385100by1000genomesMG-251-tumorMG-251-normal - 11 1929 c.1930A>C

G A rs1713982byFrequency|by1000genomesMG-251-tumorMG-251-normal + 15 2261 c.1848G>A



T G rs41279045byFrequency|by1000genomesMG-251-tumorMG-251-normal - 36 6228 c.5892A>C

T G MG-251-tumorMG-251-normal + 16 2367 c.2241T>G

T C rs831042 byFrequency|by1000genomesMG-251-tumorMG-251-normal - 24 3945 c.3660A>G

T C rs9646771by1000genomesMG-251-tumorMG-251-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-251-tumorMG-251-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-251-tumorMG-251-normal + 14 2279 c.2055T>C

G A rs80359350|rs28897716MG-251-tumorMG-251-normal + 11 3030 c.2803G>A

G A rs71299249|rs76723438byFrequency|by1000genomesMG-251-tumorMG-251-normal + 1 3698 c.738G>A

G A rs76469101byFrequency|by1000genomesMG-251-tumorMG-251-normal - 35 5969 c.5633C>T

C T rs9489143byFrequency|by1000genomesMG-251-tumorMG-251-normal - 13 2184 c.1986G>A

T A rs3740423byFrequency|by1000genomesMG-251-tumorMG-251-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-251-tumorMG-251-normal - 3 533 c.248A>G

T C rs1048500byFrequency|by1000genomesMG-251-tumorMG-251-normal + 2 1791 c.684T>C

G T rs12568784byFrequency|by1000genomesMG-251-tumorMG-251-normal - 3 7202 c.7130C>A

A C rs45525440byFrequency|by1000genomesMG-251-tumorMG-251-normal - 7 875 c.855T>G

G A MG-251-tumorMG-251-normal - 4 1021 c.951C>T

C T rs1779132byFrequency|by1000genomesMG-251-tumorMG-251-normal - 6 2113 c.1563G>A

C G rs143879890by1000genomesMG-251-tumorMG-251-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-251-tumorMG-251-normal + 7 1855 c.1810A>G

T G rs62075657 MG-251-tumorMG-251-normal - 13 1770 c.1677A>C

G A rs6601 byFrequency|by1000genomesMG-251-tumorMG-251-normal + 25 3881 c.3672G>A

T G rs1058201 MG-251-tumorMG-251-normal - 3 297 c.204A>C

T C rs114554412byFrequency|by1000genomesMG-251-tumorMG-251-normal - 3 748 c.408A>G

A G rs138997916byFrequency|by1000genomesMG-251-tumorMG-251-normal - 3 2832 c.2760T>C

T C rs2385167byFrequency|by1000genomesMG-251-tumorMG-251-normal + 14 2088 c.1998T>C

A T rs78455617byFrequency|by1000genomesMG-251-tumorMG-251-normal - 4 1208 c.1138T>A

A G rs62177519 MG-251-tumorMG-251-normal + 4 919 c.825A>G

A G rs6679449by1000genomesMG-251-tumorMG-251-normal - 3 1923 c.1851T>C

A G rs1211708byFrequency|by1000genomesMG-251-tumorMG-251-normal - 6 1888 c.1338T>C

G C rs3088074byFrequency|by1000genomesMG-251-tumorMG-251-normal - 9 2999 c.2785C>G

C T MG-251-tumorMG-251-normal - 10 1429 c.1430G>A

C G rs145987835byFrequencyMG-251-tumorMG-251-normal - 4 1432 c.1362G>C

G C MG-251-tumorMG-251-normal + 9 744 c.646G>C

A T MG-251-tumorMG-251-normal + 20 7019 c.6893A>T

A G rs61739182byFrequency|by1000genomesMG-251-tumorMG-251-normal - 12 3076 c.2892T>C

A C rs76504934by1000genomesMG-251-tumorMG-251-normal - 4 464 c.427T>G

G T rs41296069by1000genomesMG-251-tumorMG-251-normal - 11 2415 c.2079C>A

G A rs80198225 MG-251-tumorMG-251-normal + 8 527 c.527G>A

C T rs11558834byFrequency|by1000genomesMG-251-tumorMG-251-normal + 11 3321 c.2940C>T

T C MG-251-tumorMG-251-normal - 11 1208

A G rs17443123by1000genomesMG-251-tumorMG-251-normal + 5 915 c.750A>G

C T rs7300444byFrequency|by1000genomesMG-251-tumorMG-251-normal + 19 5383 c.4740C>T

G A rs79376890byFrequency|by1000genomesMG-251-tumorMG-251-normal - 4 924 c.714C>T

T C rs10817025by1000genomesMG-251-tumorMG-251-normal - 15 3032 c.2696A>G

A C MG-251-tumorMG-251-normal + 20 3398 c.3321A>C

C A MG-251-tumorMG-251-normal - 24 5233 c.5023G>T

G A rs2275527byFrequency|by1000genomesMG-251-tumorMG-251-normal - 39 5629 c.5553C>T



G A rs61736899byFrequency|by1000genomesMG-251-tumorMG-251-normal + 33 4926 c.4717G>A

A T MG-251-tumorMG-251-normal + 5 625 c.403A>T

T C rs7714670by1000genomesMG-251-tumorMG-251-normal + 6 849 c.673T>C

C G MG-251-tumorMG-251-normal + 4 823 c.230C>G

A T rs111657679byFrequency|by1000genomesMG-251-tumorMG-251-normal - 7 516 c.149T>A

C T rs144931466byFrequency|by1000genomesMG-251-tumorMG-251-normal + 9 2125 c.1906C>T

C T rs2269654byFrequency|by1000genomesMG-251-tumorMG-251-normal + 11 2687 c.2574C>T

T C rs41286961byFrequency|by1000genomesMG-251-tumorMG-251-normal + 14 1440 c.1340T>C

G A rs17656599byFrequency|by1000genomesMG-251-tumorMG-251-normal - 12 2007 c.1823C>T

C T rs17802557byFrequency|by1000genomesMG-251-tumorMG-251-normal - 6 756 c.567G>A

G C rs77467652 MG-251-tumorMG-251-normal - 5 542 c.449C>G

T C rs62077265 MG-251-tumorMG-251-normal - 3 321 c.228A>G

T C rs7935 byFrequency|by1000genomesMG-251-tumorMG-251-normal + 9 1808 c.1524T>C

T C MG-251-tumorMG-251-normal + 1 818 c.818T>C

G C rs60140950byFrequency|by1000genomesMG-251-tumorMG-251-normal + 9 986 c.767G>C

G A rs141761578byFrequencyMG-251-tumorMG-251-normal - 19 7968 c.7899C>T

C T rs11121691byFrequency|by1000genomesMG-251-tumorMG-251-normal - 49 6985 c.6909G>A

C T rs11873462by1000genomesMG-251-tumorMG-251-normal - 1 47 c.48G>A

C T rs62077268 MG-251-tumorMG-251-normal - 3 262 c.169G>A

T C rs2241190byFrequency|by1000genomesMG-251-tumorMG-251-normal - 17 2745 c.2460A>G

G C rs45469098by1000genomesMG-251-tumorMG-251-normal - 1 255 c.256C>G

C G rs149605490by1000genomesMG-251-tumorMG-251-normal + 3 1000 c.781C>G

C G rs11718329by1000genomesMG-251-tumorMG-251-normal + 4 719 c.647C>G

T C rs72676907byFrequency|by1000genomesMG-251-tumorMG-251-normal + 3 517 c.327T>C

C T MG-251-tumorMG-251-normal - 20 3573 c.3382G>A

T G rs1800275byFrequency|by1000genomesMG-251-tumorMG-251-normal - 48 7302 c.7096A>C

C T rs1208731byFrequency|by1000genomesMG-251-tumorMG-251-normal - 6 2191 c.1641G>A

A G rs149271 by1000genomesMG-251-tumorMG-251-normal + 2 543 c.510A>G

C T rs2292559byFrequency|by1000genomesMG-251-tumorMG-251-normal - 24 2661 c.2391G>A

G A rs2003233 MG-251-tumorMG-251-normal - 17 1503 c.1504C>T

T G rs62075658 MG-251-tumorMG-251-normal - 13 1761 c.1668A>C

A G MG-251-tumorMG-251-normal + 11 1641 c.1589A>G

T C rs2292561byFrequency|by1000genomesMG-251-tumorMG-251-normal - 15 1569 c.1299A>G

T G rs74612656 MG-251-tumorMG-251-normal - 11 1320 c.1227A>C

G A rs2271189byFrequency|by1000genomesMG-251-tumorMG-251-normal + 27 3788 c.3348G>A

A G rs41304446 MG-251-tumorMG-251-normal + 16 5307 c.5307A>G

T A MG-251-tumorMG-251-normal + 4 833 c.240T>A

A G rs3208627 MG-251-tumorMG-251-normal - 2 153 c.60T>C

A C MG-251-tumorMG-251-normal + 4 830 c.237A>C

G C rs62077263 MG-251-tumorMG-251-normal - 7 916 c.823C>G

T C rs2075252byFrequency|by1000genomesMG-251-tumorMG-251-normal - 66 12565 c.12280A>G

T C MG-251-tumorMG-251-normal + 2 850 c.316T>C

A C rs62077264 MG-251-tumorMG-251-normal - 7 854 c.761T>G

G A rs76836956by1000genomesMG-251-tumorMG-251-normal - 10 1209 c.1116C>T

T C MG-251-tumorMG-251-normal + 8 661 c.563T>C

G A rs6018623byFrequency|by1000genomesMG-251-tumorMG-251-normal + 20 3957 c.3741G>A

C A rs6453022by1000genomesMG-251-tumorMG-251-normal + 7 1027 c.851C>A



C T rs2233602byFrequency|by1000genomesMG-251-tumorMG-251-normal + 1 792 c.792C>T

G A MG-251-tumorMG-251-normal + 12 918 c.918G>A

A G rs180744 by1000genomesMG-251-tumorMG-251-normal + 2 1719 c.1686A>G

G A MG-251-tumorMG-251-normal - 5 563 c.22C>T

G A rs74351250byFrequency|by1000genomesMG-251-tumorMG-251-normal - 9 1013 c.1014C>T

T C MG-251-tumorMG-251-normal + 12 981 c.883T>C

C T rs2229265byFrequency|by1000genomesMG-251-tumorMG-251-normal - 54 10788 c.10503G>A

T C MG-251-tumorMG-251-normal - 4 1446 c.1376A>G

G C MG-251-tumorMG-251-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-251-tumorMG-251-normal + 22 2662 c.2385C>T

C T rs45554841by1000genomesMG-251-tumorMG-251-normal - 1 214 c.215G>A

C A rs35430524by1000genomesMG-251-tumorMG-251-normal + 12 3111 c.2737C>A

G T rs147825872 MG-251-tumorMG-251-normal + 20 4359 c.4282G>T

T C rs7716253by1000genomesMG-251-tumorMG-251-normal + 8 1121 c.945T>C

A G rs7505568by1000genomesMG-251-tumorMG-251-normal - 3 660 c.661T>C

G A rs35821928byFrequency|by1000genomesMG-251-tumorMG-251-normal - 52 9293 c.8322C>T

G C MG-251-tumorMG-251-normal + 8 662 c.564G>C

C G rs2509943byFrequency|by1000genomesMG-251-tumorMG-251-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-251-tumorMG-251-normal - 2 514 c.174G>A

A C rs111227623 MG-251-tumorMG-251-normal - 13 1740 c.1647T>G

A G rs2229267byFrequency|by1000genomesMG-251-tumorMG-251-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-251-tumorMG-251-normal + 2 1740 c.1707C>T

T C rs62077266 MG-251-tumorMG-251-normal - 3 311 c.218A>G

C T rs3814883byFrequency|by1000genomesMG-251-tumorMG-251-normal + 13 2402 c.1359C>T

A G rs4659654byFrequency|by1000genomesMG-251-tumorMG-251-normal - 16 2000 c.1503T>C

C A rs3817753 MG-251-tumorMG-251-normal - 8 1575 c.639G>T

G A MG-251-tumorMG-251-normal - 1 309 c.310C>T

G A MG-251-tumorMG-251-normal - 0 210

A G rs6694078byFrequency|by1000genomesMG-251-tumorMG-251-normal + 11 2688 c.2575A>G

C T rs2282303byFrequency|by1000genomesMG-251-tumorMG-251-normal - 3 899 c.827G>A

C T rs72474509byFrequency|by1000genomesMG-251-tumorMG-251-normal - 4 1337 c.1267G>A

A G rs76836152 MG-251-tumorMG-251-normal - 13 1730 c.1637T>C

C A rs2230018byFrequency|by1000genomesMG-251-tumorMG-251-normal + 17 2218 c.2177C>A

C G rs2282302byFrequency|by1000genomesMG-251-tumorMG-251-normal - 3 965 c.893G>C

G A rs9789047by1000genomesMG-251-tumorMG-251-normal + 10 998 c.998G>A

T C MG-251-tumorMG-251-normal + 8 505 c.505T>C

A G rs112129664|rs67218125|rs112826888|rs28529067|rs1132443byFrequency|by1000genomesMG-251-tumorMG-251-normal + 20 3996 c.3780A>G

C T rs1801187byFrequency|by1000genomesMG-251-tumorMG-251-normal - 37 5440 c.5234G>A

C T rs151182657byFrequencyMG-251-tumorMG-251-normal - 9 1295 c.1263G>A

G A rs13054014byFrequency|by1000genomesMG-251-tumorMG-251-normal + 2 569 c.210G>A

T C rs12731746byFrequency|by1000genomesMG-251-tumorMG-251-normal - 11 1394 c.897A>G

T C rs74727415 MG-251-tumorMG-251-normal - 11 1316 c.1223A>G

C T MG-251-tumorMG-251-normal + 12 980 c.882C>T

C T rs2273779byFrequency|by1000genomesMG-251-tumorMG-251-normal + 6 583 c.538C>T

C G rs180743 by1000genomesMG-251-tumorMG-251-normal + 2 1315 c.1282C>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-252-tumorMG-252-normal + 7 1597 c.1215T>C

T C rs831043 byFrequency|by1000genomesMG-252-tumorMG-252-normal - 21 3354 c.3069A>G



C T rs41306648byFrequency|by1000genomesMG-252-tumorMG-252-normal - 7 1022 c.647G>A

C T rs1386356byFrequency|by1000genomesMG-252-tumorMG-252-normal - 85 14018 c.13047G>A

C T MG-252-tumorMG-252-normal - 3 300 c.263G>A

C A rs34400049byFrequency|by1000genomesMG-252-tumorMG-252-normal + 14 2474 c.2092C>A

G A rs45492196byFrequency|by1000genomesMG-252-tumorMG-252-normal - 4 1499 c.943C>T

A G MG-252-tumorMG-252-normal + 1 861 c.861A>G

G T rs2075249byFrequency|by1000genomesMG-252-tumorMG-252-normal - 21 3339 c.3054C>A

A T MG-252-tumorMG-252-normal + 5 625 c.403A>T

A G MG-252-tumorMG-252-normal + 1 448 c.448A>G

C T rs62070884byFrequency|by1000genomesMG-252-tumorMG-252-normal - 13 2417 c.2341G>A

T C rs1800278byFrequency|by1000genomesMG-252-tumorMG-252-normal - 59 8940 c.8734A>G

C T rs62478357byFrequencyMG-252-tumorMG-252-normal - 8 1268 c.1050G>A

T C rs766894 by1000genomesMG-252-tumorMG-252-normal + 25 2461 c.2295T>C

T G rs3208659 MG-252-tumorMG-252-normal - 7 871 c.778A>C

C T rs55979329by1000genomesMG-252-tumorMG-252-normal - 3 1257 c.725G>A

C T rs16942341by1000genomesMG-252-tumorMG-252-normal + 7 1595 c.1221C>T

G C MG-252-tumorMG-252-normal - 8 2959 c.2890C>G

T A rs41305353byFrequency|by1000genomesMG-252-tumorMG-252-normal - 59 8935 c.8729A>T

A G MG-252-tumorMG-252-normal - 1 440 c.441T>C

C T MG-252-tumorMG-252-normal + 4 1011 c.975C>T

T C rs3755806byFrequency|by1000genomesMG-252-tumorMG-252-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-252-tumorMG-252-normal + 36 5181 c.5016C>T

C T rs28897711byFrequencyMG-252-tumorMG-252-normal + 11 2165 c.1938C>T

C T rs2853346byFrequency|by1000genomesMG-252-tumorMG-252-normal - 13 5919 c.5544G>A

T C rs17114803byFrequency|by1000genomesMG-252-tumorMG-252-normal + 11 1465 c.1299T>C

A C rs7995564by1000genomesMG-252-tumorMG-252-normal + 10 2068 c.1534A>C

G C rs12104021by1000genomesMG-252-tumorMG-252-normal - 3 790 c.258C>G

C A rs2973558by1000genomesMG-252-tumorMG-252-normal + 20 2514 c.2338C>A

T G MG-252-tumorMG-252-normal + 16 2367 c.2241T>G

G A rs7624750byFrequency|by1000genomesMG-252-tumorMG-252-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-252-tumorMG-252-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-252-tumorMG-252-normal - 18 3000 c.2874G>T

C A rs78806080byFrequency|by1000genomesMG-252-tumorMG-252-normal - 13 3029 c.2058G>T

C G rs2509943byFrequency|by1000genomesMG-252-tumorMG-252-normal + 3 776 c.279C>G

T C rs9851685byFrequency|by1000genomesMG-252-tumorMG-252-normal + 23 2508 c.2274T>C

G T rs145450406by1000genomesMG-252-tumorMG-252-normal + 28 4197 c.4032G>T

T C rs9646771by1000genomesMG-252-tumorMG-252-normal - 4 787 c.447A>G

T C MG-252-tumorMG-252-normal + 1 1119 c.1119T>C

T C rs4652678by1000genomesMG-252-tumorMG-252-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-252-tumorMG-252-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-252-tumorMG-252-normal - 6 924 c.639C>T

A G rs7762830by1000genomesMG-252-tumorMG-252-normal + 14 2120 c.1921A>G

C G rs3791251by1000genomesMG-252-tumorMG-252-normal - 25 4912 c.4786G>C

G C rs2227910byFrequency|by1000genomesMG-252-tumorMG-252-normal + 2 1911 c.804G>C

G A MG-252-tumorMG-252-normal + 1 1032 c.1032G>A

G A rs114420009byFrequency|by1000genomesMG-252-tumorMG-252-normal - 13 2667 c.2557C>T

G A rs145963832by1000genomesMG-252-tumorMG-252-normal + 6 1427 c.1233G>A



G A rs11549105byFrequency|by1000genomesMG-252-tumorMG-252-normal - 6 1228 c.1224C>T

A G MG-252-tumorMG-252-normal + 2 435 c.317A>G

T C MG-252-tumorMG-252-normal + 8 505 c.505T>C

G A rs3810485by1000genomesMG-252-tumorMG-252-normal - 8 6116 c.6047C>T

A G rs33953730by1000genomesMG-252-tumorMG-252-normal - 25 4326 c.4200T>C

G A rs61753697byFrequency|by1000genomesMG-252-tumorMG-252-normal + 1 376 c.99G>A

G A rs1718878byFrequency|by1000genomesMG-252-tumorMG-252-normal + 13 2003 c.1590G>A

A G MG-252-tumorMG-252-normal + 1 492 c.492A>G

A G rs17051895by1000genomesMG-252-tumorMG-252-normal + 23 4485 c.3951A>G

G A rs1713982byFrequency|by1000genomesMG-252-tumorMG-252-normal + 15 2261 c.1848G>A

G T rs11054277 MG-252-tumorMG-252-normal - 3 652 c.617C>A

C T rs9489143byFrequency|by1000genomesMG-252-tumorMG-252-normal - 13 2184 c.1986G>A

T C rs2229263byFrequency|by1000genomesMG-252-tumorMG-252-normal - 3 533 c.248A>G

T C rs12990449byFrequency|by1000genomesMG-252-tumorMG-252-normal - 2 1114 c.143A>G

A G rs2973568by1000genomesMG-252-tumorMG-252-normal + 13 1856 c.1680A>G

T C MG-252-tumorMG-252-normal - 3 305 c.270A>G

T C rs3026101by1000genomesMG-252-tumorMG-252-normal + 14 2279 c.2055T>C

T A rs35737760by1000genomesMG-252-tumorMG-252-normal + 19 2685 c.2520T>A

C T rs76844681 MG-252-tumorMG-252-normal - 16 2899 c.2681G>A

T C rs1048500byFrequency|by1000genomesMG-252-tumorMG-252-normal + 2 1791 c.684T>C

C T rs28997582byFrequency|by1000genomesMG-252-tumorMG-252-normal + 29 4337 c.4053C>T

C G rs143879890by1000genomesMG-252-tumorMG-252-normal - 16 2320 c.2233G>C

G A rs11177 byFrequency|by1000genomesMG-252-tumorMG-252-normal + 3 290 c.80G>A

T G rs1058201 MG-252-tumorMG-252-normal - 3 297 c.204A>C

T C rs7935 byFrequency|by1000genomesMG-252-tumorMG-252-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-252-tumorMG-252-normal - 2 514 c.174G>A

C T MG-252-tumorMG-252-normal - 10 1429 c.1430G>A

T C MG-252-tumorMG-252-normal + 1 910 c.910T>C

C T rs26505 byFrequency|by1000genomesMG-252-tumorMG-252-normal + 1 144 c.57C>T

A C rs76504934by1000genomesMG-252-tumorMG-252-normal - 4 464 c.427T>G

C T rs56351141byFrequency|by1000genomesMG-252-tumorMG-252-normal + 9 1137 c.699C>T

G A rs9804992byFrequency|by1000genomesMG-252-tumorMG-252-normal + 11 3172 c.2529G>A

C T rs2931423by1000genomesMG-252-tumorMG-252-normal + 19 2459 c.2283C>T

G C MG-252-tumorMG-252-normal - 3 2144 c.2069C>G

T A MG-252-tumorMG-252-normal + 4 1057 c.675T>A

A C rs881732 by1000genomesMG-252-tumorMG-252-normal + 17 1912 c.1092A>C

A G MG-252-tumorMG-252-normal + 1 1053 c.1053A>G

C T rs2973571by1000genomesMG-252-tumorMG-252-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-252-tumorMG-252-normal + 12 1838 c.1458T>C

C T rs16921265by1000genomesMG-252-tumorMG-252-normal + 1 417 c.117C>T

T C MG-252-tumorMG-252-normal + 1 1629 c.1629T>C

A G rs826549 by1000genomesMG-252-tumorMG-252-normal + 18 2676 c.2550A>G

C T rs144931466byFrequency|by1000genomesMG-252-tumorMG-252-normal + 9 2125 c.1906C>T

T A rs56279059by1000genomesMG-252-tumorMG-252-normal - 3 1034 c.502A>T

C T MG-252-tumorMG-252-normal - 8 1260 c.1042G>A

G T rs139431164byFrequencyMG-252-tumorMG-252-normal + 3 1043 c.824G>T

T C rs1050476byFrequency|by1000genomesMG-252-tumorMG-252-normal + 7 2254 c.1695T>C



A G rs148241641 MG-252-tumorMG-252-normal + 30 2498 c.2312A>G

G T rs147825872 MG-252-tumorMG-252-normal + 20 4359 c.4282G>T

C T rs34488539by1000genomesMG-252-tumorMG-252-normal + 22 3555 c.3390C>T

G A rs3793379byFrequency|by1000genomesMG-252-tumorMG-252-normal + 32 4159 c.3882G>A

T C rs7714670by1000genomesMG-252-tumorMG-252-normal + 6 849 c.673T>C

G A rs146765449byFrequencyMG-252-tumorMG-252-normal - 28 2749 c.2719C>T

C T rs72987361byFrequency|by1000genomesMG-252-tumorMG-252-normal - 3 898 c.558G>A

T C rs17848169byFrequency|by1000genomesMG-252-tumorMG-252-normal - 42 8179 c.7894A>G

T C rs2075252byFrequency|by1000genomesMG-252-tumorMG-252-normal - 66 12565 c.12280A>G

T C rs2241190byFrequency|by1000genomesMG-252-tumorMG-252-normal - 17 2745 c.2460A>G

T C rs61995915byFrequency|by1000genomesMG-252-tumorMG-252-normal - 39 7538 c.7253A>G

G A rs35296183byFrequency|by1000genomesMG-252-tumorMG-252-normal - 55 9794 c.8823C>T

T C rs148944271 MG-252-tumorMG-252-normal - 16 9137 c.9027A>G

T C rs831042 byFrequency|by1000genomesMG-252-tumorMG-252-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-252-tumorMG-252-normal + 2 543 c.510A>G

G A rs17608189byFrequency|by1000genomesMG-252-tumorMG-252-normal - 3 754 c.510C>T

C T MG-252-tumorMG-252-normal - 1 103 c.104G>A

G A rs79863383byFrequency|by1000genomesMG-252-tumorMG-252-normal - 4 1403 c.1190C>T

G A rs7853155by1000genomesMG-252-tumorMG-252-normal - 30 5337 c.5001C>T

T C rs7744765by1000genomesMG-252-tumorMG-252-normal + 14 1929 c.1730T>C

G A rs41441645byFrequency|by1000genomesMG-252-tumorMG-252-normal - 24 2526 c.2256C>T

G A rs1062348byFrequency|by1000genomesMG-252-tumorMG-252-normal - 7 1005 c.846C>T

G A MG-252-tumorMG-252-normal + 1 159 c.159G>A

G C rs62077263 MG-252-tumorMG-252-normal - 7 916 c.823C>G

G C rs13397109byFrequency|by1000genomesMG-252-tumorMG-252-normal - 41 7911 c.7626C>G

A G rs28407189by1000genomesMG-252-tumorMG-252-normal + 12 5238 c.4864A>G

G A rs6018623byFrequency|by1000genomesMG-252-tumorMG-252-normal + 20 3957 c.3741G>A

A G rs9667 by1000genomesMG-252-tumorMG-252-normal + 3 354 c.168A>G

A G rs180744 by1000genomesMG-252-tumorMG-252-normal + 2 1719 c.1686A>G

A C rs76437836byFrequencyMG-252-tumorMG-252-normal - 3 142 c.98T>G

C A rs144349020by1000genomesMG-252-tumorMG-252-normal + 3 1131 c.912C>A

C T rs1035938by1000genomesMG-252-tumorMG-252-normal + 6 1538 c.1344C>T

G C MG-252-tumorMG-252-normal - 5 1009 c.1010C>G

C T MG-252-tumorMG-252-normal - 10 6075 c.5866G>A

C A MG-252-tumorMG-252-normal + 1 706 c.706C>A

G A MG-252-tumorMG-252-normal + 1 414 c.398G>A

G A rs12104022by1000genomesMG-252-tumorMG-252-normal - 3 784 c.252C>T

T C rs7716253by1000genomesMG-252-tumorMG-252-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-252-tumorMG-252-normal - 54 9497 c.8526T>C

C T rs35468447byFrequency|by1000genomesMG-252-tumorMG-252-normal + 27 5276 c.4641C>T

A G rs40831 by1000genomesMG-252-tumorMG-252-normal + 2 2118 c.2085A>G

G A rs2289247byFrequency|by1000genomesMG-252-tumorMG-252-normal + 11 1273 c.1063G>A

G A rs41304253by1000genomesMG-252-tumorMG-252-normal + 20 3100 c.2935G>A

C T rs3796031byFrequency|by1000genomesMG-252-tumorMG-252-normal - 17 2399 c.1947G>A

C T MG-252-tumorMG-252-normal + 11 2314 c.1925C>T

G C rs76352345byFrequency|by1000genomesMG-252-tumorMG-252-normal + 7 942 c.816G>C

G C rs45469098by1000genomesMG-252-tumorMG-252-normal - 1 255 c.256C>G



C T rs151174 by1000genomesMG-252-tumorMG-252-normal + 2 1740 c.1707C>T

G A rs55855602by1000genomesMG-252-tumorMG-252-normal - 3 1030 c.498C>T

C T rs45504599byFrequency|by1000genomesMG-252-tumorMG-252-normal + 1 610 c.381C>T

G A rs80198225 MG-252-tumorMG-252-normal + 8 527 c.527G>A

A G rs4659654byFrequency|by1000genomesMG-252-tumorMG-252-normal - 16 2000 c.1503T>C

C T rs1050475byFrequency|by1000genomesMG-252-tumorMG-252-normal + 7 1534 c.975C>T

A G rs151306742by1000genomesMG-252-tumorMG-252-normal + 4 729 c.285A>G

A G rs11016073byFrequency|by1000genomesMG-252-tumorMG-252-normal - 13 6677 c.6302T>C

T C rs17019360by1000genomesMG-252-tumorMG-252-normal + 17 2524 c.1800T>C

G C rs2240089byFrequency|by1000genomesMG-252-tumorMG-252-normal - 12 3187 c.3003C>G

A G rs74362890by1000genomesMG-252-tumorMG-252-normal + 10 701 c.701A>G

C T MG-252-tumorMG-252-normal - 2 88

C T MG-252-tumorMG-252-normal - 3 370 c.335G>A

G A rs2973566by1000genomesMG-252-tumorMG-252-normal + 14 1930 c.1754G>A

C A rs146407996by1000genomesMG-252-tumorMG-252-normal - 3 1085 c.1086G>T

C G rs2282302byFrequency|by1000genomesMG-252-tumorMG-252-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-252-tumorMG-252-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-252-tumorMG-252-normal - 21 3503 c.3501A>T

G A rs11551685byFrequency|by1000genomesMG-252-tumorMG-252-normal - 16 7464 c.7395C>T

G A MG-252-tumorMG-252-normal - 2 1596 c.1539C>T

A G rs13288443byFrequency|by1000genomesMG-252-tumorMG-252-normal + 11 2036 c.1827A>G

G A MG-252-tumorMG-252-normal + 1 171 c.171G>A

G A rs61738759by1000genomesMG-252-tumorMG-252-normal + 3 3096 c.3063G>A

C T rs1801187byFrequency|by1000genomesMG-252-tumorMG-252-normal - 37 5440 c.5234G>A

A G MG-252-tumorMG-252-normal + 1 807 c.807A>G

G A rs151060280byFrequencyMG-252-tumorMG-252-normal + 20 3990 c.3774G>A

T C rs12731746byFrequency|by1000genomesMG-252-tumorMG-252-normal - 11 1394 c.897A>G

G A rs13054014byFrequency|by1000genomesMG-252-tumorMG-252-normal + 2 569 c.210G>A

G A rs11549106byFrequency|by1000genomesMG-252-tumorMG-252-normal - 4 895 c.891C>T

C A rs6453022by1000genomesMG-252-tumorMG-252-normal + 7 1027 c.851C>A

G A rs142702316byFrequencyMG-252-tumorMG-252-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-252-tumorMG-252-normal - 3 159 c.115A>G

C T rs2229975by1000genomesMG-252-tumorMG-252-normal - 5 927 c.852G>A

C G rs180743 by1000genomesMG-252-tumorMG-252-normal + 2 1315 c.1282C>G

C T MG-252-tumorMG-252-normal + 1 154 c.154C>T

T C rs62075623 MG-254-tumorMG-254-normal - 14 1825 c.1732A>G

T C rs1048500byFrequency|by1000genomesMG-254-tumorMG-254-normal + 2 1791 c.684T>C

T C rs831043 byFrequency|by1000genomesMG-254-tumorMG-254-normal - 21 3354 c.3069A>G

G A MG-254-tumorMG-254-normal + 46 6509 c.6344G>A

T C rs73873657by1000genomesMG-254-tumorMG-254-normal - 16 10350 c.10141A>G

C T rs1386356byFrequency|by1000genomesMG-254-tumorMG-254-normal - 85 14018 c.13047G>A

A G rs112206916byFrequencyMG-254-tumorMG-254-normal - 5 515 c.383T>C

C T rs140164326by1000genomesMG-254-tumorMG-254-normal - 15 2043 c.1950G>A

T G rs115347439byFrequency|by1000genomesMG-254-tumorMG-254-normal - 9 838 c.568A>C

C T MG-254-tumorMG-254-normal + 3 423 c.43C>T

G A rs116651274by1000genomesMG-254-tumorMG-254-normal - 2 1449 c.593C>T

G A rs74034320byFrequency|by1000genomesMG-254-tumorMG-254-normal - 7 854 c.217C>T



G A rs3809974byFrequency|by1000genomesMG-254-tumorMG-254-normal - 5 2864 c.2651C>T

C A MG-254-tumorMG-254-normal + 5 631 c.409C>A

C T rs2233602byFrequency|by1000genomesMG-254-tumorMG-254-normal + 1 792 c.792C>T

G C rs35738915byFrequency|by1000genomesMG-254-tumorMG-254-normal - 9 1847 c.1633C>G

G A rs2921563byFrequency|by1000genomesMG-254-tumorMG-254-normal + 9 2165 c.524G>A

T G MG-254-tumorMG-254-normal - 6 276 c.232A>C

G C rs11611231by1000genomesMG-254-tumorMG-254-normal + 9 2190 c.2190G>C

C T rs2931423by1000genomesMG-254-tumorMG-254-normal + 19 2459 c.2283C>T

C T rs145207636byFrequencyMG-254-tumorMG-254-normal - 18 3086 c.2842G>A

G A rs61743864byFrequency|by1000genomesMG-254-tumorMG-254-normal + 2 318 c.278G>A

A G rs62077275 MG-254-tumorMG-254-normal - 2 173 c.80T>C

A G rs4143768byFrequency|by1000genomesMG-254-tumorMG-254-normal - 10 6783 c.6195T>C

C T rs34291900byFrequency|by1000genomesMG-254-tumorMG-254-normal - 15 2291 c.2006G>A

A G rs3181247byFrequency|by1000genomesMG-254-tumorMG-254-normal - 3 522 c.304T>C

C T rs74401238byFrequency|by1000genomesMG-254-tumorMG-254-normal - 18 3705 c.3365G>A

T C MG-254-tumorMG-254-normal - 13 2369 c.2326A>G

A G rs1206038byFrequency|by1000genomesMG-254-tumorMG-254-normal + 29 5706 c.5071A>G

C T rs2078478by1000genomesMG-254-tumorMG-254-normal - 5 411 c.392G>A

T C rs1800278byFrequency|by1000genomesMG-254-tumorMG-254-normal - 59 8940 c.8734A>G

T C rs17848169byFrequency|by1000genomesMG-254-tumorMG-254-normal - 42 8179 c.7894A>G

C T rs62478357byFrequencyMG-254-tumorMG-254-normal - 8 1268 c.1050G>A

G A rs1062348byFrequency|by1000genomesMG-254-tumorMG-254-normal - 7 1005 c.846C>T

T G rs3208659 MG-254-tumorMG-254-normal - 7 871 c.778A>C

G A rs2127898byFrequency|by1000genomesMG-254-tumorMG-254-normal - 6 1130 c.920C>T

C T rs1800265byFrequency|by1000genomesMG-254-tumorMG-254-normal - 9 1043 c.837G>A

G A rs73989841byFrequency|by1000genomesMG-254-tumorMG-254-normal - 4 519 c.447C>T

C G rs145356095by1000genomesMG-254-tumorMG-254-normal + 1 577 c.483C>G

A G rs2229268byFrequency|by1000genomesMG-254-tumorMG-254-normal - 61 11886 c.11601T>C

T C rs17065127byFrequency|by1000genomesMG-254-tumorMG-254-normal - 5 5401 c.5188A>G

A G rs3108200byFrequency|by1000genomesMG-254-tumorMG-254-normal + 3 2040 c.810A>G

T C rs114581956by1000genomesMG-254-tumorMG-254-normal - 42 10349 c.10013A>G

C T rs199930 by1000genomesMG-254-tumorMG-254-normal + 36 5181 c.5016C>T

G T rs6855837byFrequency|by1000genomesMG-254-tumorMG-254-normal - 14 1433 c.1183C>A

G A rs62075712by1000genomesMG-254-tumorMG-254-normal - 3 984 c.452C>T

G C rs147363182byFrequency|by1000genomesMG-254-tumorMG-254-normal - 13 6938 c.6563C>G

G A rs2228000byFrequency|by1000genomesMG-254-tumorMG-254-normal - 9 1710 c.1496C>T

C A rs2973558by1000genomesMG-254-tumorMG-254-normal + 20 2514 c.2338C>A

G A rs10425783byFrequency|by1000genomesMG-254-tumorMG-254-normal + 36 7010 c.6375G>A

T C rs831042 byFrequency|by1000genomesMG-254-tumorMG-254-normal - 24 3945 c.3660A>G

G C rs2240 byFrequency|by1000genomesMG-254-tumorMG-254-normal - 13 2935 c.2560C>G

T C rs141758280byFrequencyMG-254-tumorMG-254-normal - 53 14193 c.13975A>G

A G MG-254-tumorMG-254-normal + 20 5997 c.5871A>G

A G rs62077276 MG-254-tumorMG-254-normal - 2 170 c.77T>C

G A rs7624750byFrequency|by1000genomesMG-254-tumorMG-254-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-254-tumorMG-254-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-254-tumorMG-254-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-254-tumorMG-254-normal - 7 1855 c.1519G>A



T C rs142304809byFrequencyMG-254-tumorMG-254-normal - 9 1291 c.1259A>G

T C MG-254-tumorMG-254-normal + 9 1727 c.1503T>C

T C rs62077265 MG-254-tumorMG-254-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-254-tumorMG-254-normal + 23 2508 c.2274T>C

C T rs210498 by1000genomesMG-254-tumorMG-254-normal - 23 1885 c.1518G>A

G T rs73873662by1000genomesMG-254-tumorMG-254-normal - 10 6263 c.6054C>A

T C rs4652678by1000genomesMG-254-tumorMG-254-normal + 28 4116 c.3951T>C

G A rs113994916byFrequency|by1000genomesMG-254-tumorMG-254-normal - 20 2150 c.1880C>T

G A rs140971558byFrequencyMG-254-tumorMG-254-normal - 6 1438 c.1353C>T

A G rs7762830by1000genomesMG-254-tumorMG-254-normal + 14 2120 c.1921A>G

C T rs114201726byFrequency|by1000genomesMG-254-tumorMG-254-normal + 8 2420 c.2419C>T

G A rs3818831byFrequency|by1000genomesMG-254-tumorMG-254-normal - 2 193 c.121C>T

C T rs2230851byFrequency|by1000genomesMG-254-tumorMG-254-normal + 18 2405 c.2022C>T

G A rs142388523byFrequency|by1000genomesMG-254-tumorMG-254-normal + 7 2819 c.2774G>A

G A rs56337365byFrequency|by1000genomesMG-254-tumorMG-254-normal - 6 908 c.690C>T

G A rs141395131byFrequency|by1000genomesMG-254-tumorMG-254-normal - 3 402 c.330C>T

C T rs55993306by1000genomesMG-254-tumorMG-254-normal - 20 3946 c.3859G>A

T C rs79454290 MG-254-tumorMG-254-normal - 10 1195 c.1102A>G

G A rs143745437byFrequencyMG-254-tumorMG-254-normal - 84 13919 c.12948C>T

A G rs144470824byFrequencyMG-254-tumorMG-254-normal - 13 7326 c.6951T>C

T C rs143637783byFrequencyMG-254-tumorMG-254-normal + 6 1119 c.1067T>C

G C rs2227910byFrequency|by1000genomesMG-254-tumorMG-254-normal + 2 1911 c.804G>C

C T rs3740424byFrequency|by1000genomesMG-254-tumorMG-254-normal - 13 3576 c.3201G>A

T G rs79385100by1000genomesMG-254-tumorMG-254-normal - 11 1929 c.1930A>C

A G rs10516781by1000genomesMG-254-tumorMG-254-normal + 18 3258 c.2778A>G

A G rs77921116byFrequency|by1000genomesMG-254-tumorMG-254-normal + 3 182 c.182A>G

A C rs77739281 MG-254-tumorMG-254-normal - 10 1194 c.1101T>G

G C MG-254-tumorMG-254-normal + 15 2065 c.1971G>C

G A rs34106261byFrequency|by1000genomesMG-254-tumorMG-254-normal - 7 1117 c.899C>T

A T rs3795696byFrequency|by1000genomesMG-254-tumorMG-254-normal - 6 1136 c.897T>A

T C rs9646771by1000genomesMG-254-tumorMG-254-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-254-tumorMG-254-normal + 13 1856 c.1680A>G

G A rs45549235byFrequency|by1000genomesMG-254-tumorMG-254-normal - 13 6887 c.6512C>T

G A rs147532628byFrequencyMG-254-tumorMG-254-normal + 5 1714 c.1160G>A

C A rs6453022by1000genomesMG-254-tumorMG-254-normal + 7 1027 c.851C>A

C T rs28997582byFrequency|by1000genomesMG-254-tumorMG-254-normal + 29 4337 c.4053C>T

G A rs10082432byFrequency|by1000genomesMG-254-tumorMG-254-normal - 13 8757 c.8382C>T

G A rs2229354byFrequency|by1000genomesMG-254-tumorMG-254-normal + 7 1131 c.924G>A

T G rs62075657 MG-254-tumorMG-254-normal - 13 1770 c.1677A>C

T G rs1058201 MG-254-tumorMG-254-normal - 3 297 c.204A>C

G A rs2035819by1000genomesMG-254-tumorMG-254-normal - 5 3965 c.3756C>T

G A rs17065139byFrequency|by1000genomesMG-254-tumorMG-254-normal - 5 3795 c.3582C>T

G A rs17883704byFrequency|by1000genomesMG-254-tumorMG-254-normal + 21 2927 c.2544G>A

A G rs6679449by1000genomesMG-254-tumorMG-254-normal - 3 1923 c.1851T>C

A C rs61729297byFrequency|by1000genomesMG-254-tumorMG-254-normal + 16 2512 c.1369A>C

G C rs3088074byFrequency|by1000genomesMG-254-tumorMG-254-normal - 9 2999 c.2785C>G

G A rs7296694byFrequency|by1000genomesMG-254-tumorMG-254-normal + 15 3343 c.3171G>A



A G rs34106103byFrequencyMG-254-tumorMG-254-normal - 7 923 c.903T>C

T C rs10082391byFrequency|by1000genomesMG-254-tumorMG-254-normal - 13 8654 c.8279A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-254-tumorMG-254-normal + 7 1597 c.1215T>C

A G rs74380081byFrequency|by1000genomesMG-254-tumorMG-254-normal + 16 4112 c.3732A>G

C T rs2271422byFrequency|by1000genomesMG-254-tumorMG-254-normal - 27 4453 c.3897G>A

A C rs881732 by1000genomesMG-254-tumorMG-254-normal + 17 1912 c.1092A>C

T C rs10817025by1000genomesMG-254-tumorMG-254-normal - 15 3032 c.2696A>G

A C rs79936417by1000genomesMG-254-tumorMG-254-normal - 5 505 c.412T>G

C T rs9489124byFrequency|by1000genomesMG-254-tumorMG-254-normal - 35 5902 c.5704G>A

A T rs7095325byFrequency|by1000genomesMG-254-tumorMG-254-normal - 7 1087 c.712T>A

A G MG-254-tumorMG-254-normal - 2 706 c.655T>C

T C rs2229992byFrequency|by1000genomesMG-254-tumorMG-254-normal + 12 1838 c.1458T>C

A T MG-254-tumorMG-254-normal + 4 485 c.105A>T

G T rs113648306byFrequency|by1000genomesMG-254-tumorMG-254-normal + 7 1631 c.1157G>T

T C rs2241190byFrequency|by1000genomesMG-254-tumorMG-254-normal - 17 2745 c.2460A>G

T C rs77232056byFrequency|by1000genomesMG-254-tumorMG-254-normal - 3 2236 c.2161A>G

T C rs6865460byFrequency|by1000genomesMG-254-tumorMG-254-normal + 10 1960 c.1578T>C

A G rs826549 by1000genomesMG-254-tumorMG-254-normal + 18 2676 c.2550A>G

C T rs146562116by1000genomesMG-254-tumorMG-254-normal + 29 3929 c.3753C>T

A G rs2227985byFrequency|by1000genomesMG-254-tumorMG-254-normal + 9 1878 c.1497A>G

A G rs10120982by1000genomesMG-254-tumorMG-254-normal - 6 1689 c.1353T>C

C T rs3856748byFrequency|by1000genomesMG-254-tumorMG-254-normal + 9 1796 c.1516C>T

T C rs7935 byFrequency|by1000genomesMG-254-tumorMG-254-normal + 9 1808 c.1524T>C

C T rs34488539by1000genomesMG-254-tumorMG-254-normal + 22 3555 c.3390C>T

T C rs7714670by1000genomesMG-254-tumorMG-254-normal + 6 849 c.673T>C

T C rs73301427by1000genomesMG-254-tumorMG-254-normal + 5 564 c.539T>C

C T rs72987361byFrequency|by1000genomesMG-254-tumorMG-254-normal - 3 898 c.558G>A

A G rs16831887byFrequency|by1000genomesMG-254-tumorMG-254-normal + 9 2111 c.2023A>G

T C rs61314345byFrequency|by1000genomesMG-254-tumorMG-254-normal - 3 8531 c.8456A>G

T C rs2075252byFrequency|by1000genomesMG-254-tumorMG-254-normal - 66 12565 c.12280A>G

T C rs62075619 MG-254-tumorMG-254-normal - 14 1980 c.1887A>G

C A rs16829829byFrequency|by1000genomesMG-254-tumorMG-254-normal + 23 3457 c.2314C>A

T C rs3856746byFrequency|by1000genomesMG-254-tumorMG-254-normal + 4 700 c.420T>C

T C rs5927083byFrequency|by1000genomesMG-254-tumorMG-254-normal - 14 1841 c.1635A>G

T C rs10512435byFrequency|by1000genomesMG-254-tumorMG-254-normal + 37 5265 c.4882T>C

T C rs13286541by1000genomesMG-254-tumorMG-254-normal - 9 2245 c.1909A>G

G A rs7543643byFrequency|by1000genomesMG-254-tumorMG-254-normal - 20 3453 c.3234C>T

C T rs10082533byFrequency|by1000genomesMG-254-tumorMG-254-normal - 13 8753 c.8378G>A

T G rs1800275byFrequency|by1000genomesMG-254-tumorMG-254-normal - 48 7302 c.7096A>C

A G rs145492863byFrequencyMG-254-tumorMG-254-normal - 25 4826 c.4335T>C

A G rs149271 by1000genomesMG-254-tumorMG-254-normal + 2 543 c.510A>G

C T rs16829795byFrequency|by1000genomesMG-254-tumorMG-254-normal + 17 2532 c.1389C>T

G A rs1128761byFrequency|by1000genomesMG-254-tumorMG-254-normal + 7 1219 c.966G>A

C T rs7904627byFrequency|by1000genomesMG-254-tumorMG-254-normal - 5 1356 c.1242G>A

T G rs55695893by1000genomesMG-254-tumorMG-254-normal + 11 1652 c.1575T>G

C T rs4750936byFrequency|by1000genomesMG-254-tumorMG-254-normal - 13 4011 c.3636G>A

G A rs2271189byFrequency|by1000genomesMG-254-tumorMG-254-normal + 27 3788 c.3348G>A



C G rs11016076byFrequency|by1000genomesMG-254-tumorMG-254-normal - 8 1866 c.1491G>C

G A rs1566622byFrequency|by1000genomesMG-254-tumorMG-254-normal - 22 3705 c.3516C>T

G A rs3733415by1000genomesMG-254-tumorMG-254-normal - 2 601 c.392C>T

G A rs74034321by1000genomesMG-254-tumorMG-254-normal - 6 604 c.585C>T

T C rs6836935by1000genomesMG-254-tumorMG-254-normal - 10 5022 c.4813A>G

A G rs3208627 MG-254-tumorMG-254-normal - 2 153 c.60T>C

C T rs141691551by1000genomesMG-254-tumorMG-254-normal - 18 1395 c.1351G>A

T C rs11016071byFrequency|by1000genomesMG-254-tumorMG-254-normal - 13 9086 c.8711A>G

G C rs62077263 MG-254-tumorMG-254-normal - 7 916 c.823C>G

G C rs13397109byFrequency|by1000genomesMG-254-tumorMG-254-normal - 41 7911 c.7626C>G

A G rs80084846by1000genomesMG-254-tumorMG-254-normal + 26 3527 c.3351A>G

T G rs77320707 MG-254-tumorMG-254-normal - 5 520 c.427A>C

G C rs7864351byFrequency|by1000genomesMG-254-tumorMG-254-normal + 5 1183 c.618G>C

A G rs17078605byFrequency|by1000genomesMG-254-tumorMG-254-normal - 10 10694 c.10106T>C

A G rs180744 by1000genomesMG-254-tumorMG-254-normal + 2 1719 c.1686A>G

C A MG-254-tumorMG-254-normal + 5 585 c.205C>A

C T rs1035938by1000genomesMG-254-tumorMG-254-normal + 6 1538 c.1344C>T

C T rs2229265byFrequency|by1000genomesMG-254-tumorMG-254-normal - 54 10788 c.10503G>A

C T rs62077268 MG-254-tumorMG-254-normal - 3 262 c.169G>A

A G rs150594 byFrequency|by1000genomesMG-254-tumorMG-254-normal - 13 1559 c.1356T>C

T C rs7716253by1000genomesMG-254-tumorMG-254-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-254-tumorMG-254-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-254-tumorMG-254-normal - 10 9441 c.8853T>C

A G rs115392624byFrequency|by1000genomesMG-254-tumorMG-254-normal - 1 44 c.11T>C

C T rs28483598byFrequency|by1000genomesMG-254-tumorMG-254-normal + 39 7487 c.6852C>T

C G rs2509943byFrequency|by1000genomesMG-254-tumorMG-254-normal + 3 776 c.279C>G

A G rs146948893byFrequencyMG-254-tumorMG-254-normal - 3 6512 c.6440T>C

G A rs2306989by1000genomesMG-254-tumorMG-254-normal - 24 12542 c.12333C>T

C T rs6432901by1000genomesMG-254-tumorMG-254-normal - 2 514 c.174G>A

T C rs3026101by1000genomesMG-254-tumorMG-254-normal + 14 2279 c.2055T>C

G A rs145963832by1000genomesMG-254-tumorMG-254-normal + 6 1427 c.1233G>A

G A MG-254-tumorMG-254-normal + 30 3073 c.2907G>A

T C rs61740142byFrequency|by1000genomesMG-254-tumorMG-254-normal - 6 1982 c.1495A>G

A G rs115135395byFrequency|by1000genomesMG-254-tumorMG-254-normal - 68 10918 c.10674T>C

T A rs115286894byFrequency|by1000genomesMG-254-tumorMG-254-normal - 21 3482 c.3284A>T

T C rs62077266 MG-254-tumorMG-254-normal - 3 311 c.218A>G

A G rs74714907byFrequency|by1000genomesMG-254-tumorMG-254-normal + 16 2456 c.2330A>G

A C rs62077264 MG-254-tumorMG-254-normal - 7 854 c.761T>G

C T rs468525 by1000genomesMG-254-tumorMG-254-normal - 6 478 c.111G>A

A G rs2737699byFrequency|by1000genomesMG-254-tumorMG-254-normal - 10 12892 c.12304T>C

A G rs13223756byFrequency|by1000genomesMG-254-tumorMG-254-normal + 7 2144 c.1944A>G

A T MG-254-tumorMG-254-normal + 4 898

C T rs2282303byFrequency|by1000genomesMG-254-tumorMG-254-normal - 3 899 c.827G>A

A C rs76437836byFrequencyMG-254-tumorMG-254-normal - 3 142 c.98T>G

C T rs61733571by1000genomesMG-254-tumorMG-254-normal - 2 2244 c.2035G>A

G A rs1676211by1000genomesMG-254-tumorMG-254-normal + 13 2154 c.2154G>A

T C rs74477529byFrequency|by1000genomesMG-254-tumorMG-254-normal + 12 6295 c.5921T>C



C A rs16942318by1000genomesMG-254-tumorMG-254-normal + 3 680 c.306C>A

A G rs13288443byFrequency|by1000genomesMG-254-tumorMG-254-normal + 11 2036 c.1827A>G

G A rs41302123byFrequency|by1000genomesMG-254-tumorMG-254-normal - 24 4000 c.3444C>T

G A rs34563188byFrequency|by1000genomesMG-254-tumorMG-254-normal - 17 2203 c.1997C>T

T C rs12731746byFrequency|by1000genomesMG-254-tumorMG-254-normal - 11 1394 c.897A>G

C T rs2274550by1000genomesMG-254-tumorMG-254-normal + 54 8820 c.8286C>T

T A rs41305353byFrequency|by1000genomesMG-254-tumorMG-254-normal - 59 8935 c.8729A>T

C A MG-254-tumorMG-254-normal + 32 5969 c.5435C>A

T A rs2060198byFrequency|by1000genomesMG-254-tumorMG-254-normal + 27 5204 c.4914T>A

A G rs34977388byFrequency|by1000genomesMG-254-tumorMG-254-normal - 1 1354 c.1194T>C

T C rs78472618byFrequencyMG-254-tumorMG-254-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-254-tumorMG-254-normal + 2 1315 c.1282C>G

C T rs145221577byFrequencyMG-254-tumorMG-254-normal - 3 3892 c.3820G>A

T G rs79285536 MG-255-tumorMG-255-normal - 14 1932 c.1839A>C

A G rs62077275 MG-255-tumorMG-255-normal - 2 173 c.80T>C

A G MG-255-tumorMG-255-normal + 9 1927 c.1393A>G

T G MG-255-tumorMG-255-normal + 2 1055 c.521T>G

C A MG-255-tumorMG-255-normal + 2 927 c.539C>A

A G MG-255-tumorMG-255-normal - 3 794 c.795T>C

G T MG-255-tumorMG-255-normal - 7 495 c.128C>A

C T rs74398156 MG-255-tumorMG-255-normal - 5 487 c.394G>A

A T MG-255-tumorMG-255-normal + 16 2192 c.1809A>T

G A MG-255-tumorMG-255-normal + 2 909 c.375G>A

C T MG-255-tumorMG-255-normal - 3 687 c.688G>A

T C MG-255-tumorMG-255-normal + 23 3448 c.3065T>C

G A rs151138158 MG-255-tumorMG-255-normal + 17 2359 c.1976G>A

T G rs3208659 MG-255-tumorMG-255-normal - 7 871 c.778A>C

A G MG-255-tumorMG-255-normal + 36 5175 c.4792A>G

C T MG-255-tumorMG-255-normal + 2 629 c.535C>T

G T MG-255-tumorMG-255-normal + 11 2115 c.1581G>T

A C rs74496366 MG-255-tumorMG-255-normal - 12 1499 c.1406T>G

C A MG-255-tumorMG-255-normal + 24 3573 c.3190C>A

T G MG-255-tumorMG-255-normal - 3 694 c.695A>C

A G rs62077276 MG-255-tumorMG-255-normal - 2 170 c.77T>C

G T MG-255-tumorMG-255-normal + 24 3506 c.3123G>T

A G rs137854557 MG-255-tumorMG-255-normal + 13 1849 c.1466A>G

A T MG-255-tumorMG-255-normal + 6 1434 c.900A>T

T C rs62077265 MG-255-tumorMG-255-normal - 3 321 c.228A>G

A C rs74875648 MG-255-tumorMG-255-normal - 5 524 c.431T>G

T G MG-255-tumorMG-255-normal + 2 943 c.409T>G

T C MG-255-tumorMG-255-normal + 27 3943 c.3560T>C

C G MG-255-tumorMG-255-normal + 10 1982 c.1448C>G

G A MG-255-tumorMG-255-normal + 2 646 c.552G>A

A C MG-255-tumorMG-255-normal + 9 1970 c.1436A>C

A G MG-255-tumorMG-255-normal + 22 3269 c.2886A>G

C T MG-255-tumorMG-255-normal + 26 3795 c.3412C>T

A G MG-255-tumorMG-255-normal + 27 3935 c.3552A>G



G C rs5011295 MG-255-tumorMG-255-normal + 12 2239 c.1705G>C

A G MG-255-tumorMG-255-normal - 3 664 c.665T>C

G A MG-255-tumorMG-255-normal + 10 2027 c.1493G>A

G T MG-255-tumorMG-255-normal + 9 1833 c.1299G>T

C A rs147542198 MG-255-tumorMG-255-normal + 20 7639 c.7513C>A

G C MG-255-tumorMG-255-normal + 16 2356 c.2230G>C

G C MG-255-tumorMG-255-normal + 10 2026 c.1492G>C

C T rs4012040 MG-255-tumorMG-255-normal + 20 6186 c.6060C>T

A G rs2557924 MG-255-tumorMG-255-normal + 5 732 c.606A>G

T C MG-255-tumorMG-255-normal + 21 3029 c.2646T>C

C T MG-255-tumorMG-255-normal + 21 3225 c.2842C>T

G A MG-255-tumorMG-255-normal + 6 1154 c.1102G>A

T G rs1058201 MG-255-tumorMG-255-normal - 3 297 c.204A>C

G A MG-255-tumorMG-255-normal - 15 1183 c.816C>T

T C MG-255-tumorMG-255-normal + 1 695 c.695T>C

A G rs80120716 MG-255-tumorMG-255-normal - 10 1214 c.1121T>C

A T MG-255-tumorMG-255-normal + 20 7019 c.6893A>T

T G rs62075657 MG-255-tumorMG-255-normal - 13 1770 c.1677A>C

G A MG-255-tumorMG-255-normal + 22 3334 c.2951G>A

A G MG-255-tumorMG-255-normal + 16 2951 c.2661A>G

T G rs113206140 MG-255-tumorMG-255-normal - 7 883 c.790A>C

G A MG-255-tumorMG-255-normal + 9 1795 c.1261G>A

A C rs79936417by1000genomesMG-255-tumorMG-255-normal - 5 505 c.412T>G

T G MG-255-tumorMG-255-normal - 4 385 c.292A>C

C A MG-255-tumorMG-255-normal + 2 849 c.315C>A

T C MG-255-tumorMG-255-normal + 6 1448 c.914T>C

A G rs62077260 MG-255-tumorMG-255-normal - 13 1686 c.1593T>C

C G MG-255-tumorMG-255-normal + 7 410 c.410C>G

A C MG-255-tumorMG-255-normal + 20 2775 c.2392A>C

T G MG-255-tumorMG-255-normal + 16 2367 c.2241T>G

T A MG-255-tumorMG-255-normal + 21 3133 c.2750T>A

G A MG-255-tumorMG-255-normal + 2 712 c.618G>A

G A MG-255-tumorMG-255-normal + 20 2709 c.2326G>A

T C rs62075619 MG-255-tumorMG-255-normal - 14 1980 c.1887A>G

G A MG-255-tumorMG-255-normal + 2 1015 c.481G>A

C T rs62077268 MG-255-tumorMG-255-normal - 3 262 c.169G>A

G A rs143665568by1000genomesMG-255-tumorMG-255-normal + 13 2373 c.1839G>A

T C rs76715333 MG-255-tumorMG-255-normal - 13 1671 c.1578A>G

C T MG-255-tumorMG-255-normal + 14 2141 c.1942C>T

C T MG-255-tumorMG-255-normal + 16 2148 c.1765C>T

T G MG-255-tumorMG-255-normal + 2 985 c.451T>G

C T MG-255-tumorMG-255-normal - 15 2113 c.2111G>A

T C MG-255-tumorMG-255-normal + 21 3140 c.2757T>C

T G MG-255-tumorMG-255-normal + 17 2558 c.2432T>G

C A MG-255-tumorMG-255-normal + 12 1060 c.962C>A

T C MG-255-tumorMG-255-normal + 2 850 c.316T>C

G A MG-255-tumorMG-255-normal + 7 1040 c.914G>A



A C rs62077264 MG-255-tumorMG-255-normal - 7 854 c.761T>G

G A rs76836956by1000genomesMG-255-tumorMG-255-normal - 10 1209 c.1116C>T

C T MG-255-tumorMG-255-normal + 27 3934 c.3551C>T

A G MG-255-tumorMG-255-normal + 15 1958 c.1906A>G

C T MG-255-tumorMG-255-normal + 4 579 c.11C>T

C T rs148106725by1000genomesMG-255-tumorMG-255-normal + 13 2385 c.1851C>T

C T MG-255-tumorMG-255-normal + 4 922 c.870C>T

G A MG-255-tumorMG-255-normal + 17 2270 c.1887G>A

G A rs112589561 MG-255-tumorMG-255-normal + 26 3758 c.3375G>A

T G rs77320707 MG-255-tumorMG-255-normal - 5 520 c.427A>C

C A MG-255-tumorMG-255-normal + 9 1952 c.1418C>A

T C rs76995821 MG-255-tumorMG-255-normal - 12 1580 c.1487A>G

C T MG-255-tumorMG-255-normal + 20 2757 c.2374C>T

T C rs62077266 MG-255-tumorMG-255-normal - 3 311 c.218A>G

A T MG-255-tumorMG-255-normal - 23 3769 c.3551T>A

C T MG-255-tumorMG-255-normal + 13 1783 c.1400C>T

G A MG-255-tumorMG-255-normal + 16 2185 c.1802G>A

A C rs80029043 MG-255-tumorMG-255-normal - 12 1622 c.1529T>G

C A MG-255-tumorMG-255-normal + 8 952 c.730C>A

A C MG-255-tumorMG-255-normal - 4 902 c.903T>G

A C MG-255-tumorMG-255-normal + 7 1228 c.1176A>C

T C MG-255-tumorMG-255-normal - 4 845 c.846A>G

C T MG-255-tumorMG-255-normal + 17 2267 c.1884C>T

G A MG-255-tumorMG-255-normal + 20 2750 c.2367G>A

G A rs144383071byFrequencyMG-257-tumorMG-257-normal - 3 3345 c.3270C>T

T C rs831043 byFrequency|by1000genomesMG-257-tumorMG-257-normal - 21 3354 c.3069A>G

T C rs4989318by1000genomesMG-257-tumorMG-257-normal - 4 1325 c.1130A>G

A G rs3737940byFrequency|by1000genomesMG-257-tumorMG-257-normal + 7 3183 c.3138A>G

A G MG-257-tumorMG-257-normal + 5 1140 c.1046A>G

C T rs144029481byFrequencyMG-257-tumorMG-257-normal + 6 1332 c.476C>T

C T rs1386356byFrequency|by1000genomesMG-257-tumorMG-257-normal - 85 14018 c.13047G>A

C T rs3811444byFrequency|by1000genomesMG-257-tumorMG-257-normal + 6 1169 c.1121C>T

C A rs34400049byFrequency|by1000genomesMG-257-tumorMG-257-normal + 14 2474 c.2092C>A

C T rs77376932byFrequencyMG-257-tumorMG-257-normal - 3 3235 c.3160G>A

C T rs1800268byFrequency|by1000genomesMG-257-tumorMG-257-normal - 23 3227 c.3021G>A

G A rs12022217byFrequency|by1000genomesMG-257-tumorMG-257-normal - 3 4602 c.4530C>T

G T rs12568784byFrequency|by1000genomesMG-257-tumorMG-257-normal - 3 7202 c.7130C>A

G A rs33954691byFrequency|by1000genomesMG-257-tumorMG-257-normal - 14 3096 c.3039C>T

A G rs2229267byFrequency|by1000genomesMG-257-tumorMG-257-normal - 29 5160 c.4875T>C

G T rs2075249byFrequency|by1000genomesMG-257-tumorMG-257-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-257-tumorMG-257-normal + 19 2459 c.2283C>T

A T MG-257-tumorMG-257-normal + 5 625 c.403A>T

T C rs141049734byFrequencyMG-257-tumorMG-257-normal - 18 3186 c.2968A>G

C T rs2229975by1000genomesMG-257-tumorMG-257-normal - 5 927 c.852G>A

G A rs138160103by1000genomesMG-257-tumorMG-257-normal + 18 1692 c.1526G>A

G T rs74942016byFrequency|by1000genomesMG-257-tumorMG-257-normal + 9 1322 c.805G>T

C T rs9105 byFrequency|by1000genomesMG-257-tumorMG-257-normal + 33 4964 c.4680C>T



C T MG-257-tumorMG-257-normal + 3 818 c.444C>T

C A rs138908625byFrequency|by1000genomesMG-257-tumorMG-257-normal - 8 1357 c.1139G>T

G A rs80025449byFrequency|by1000genomesMG-257-tumorMG-257-normal - 19 7977 c.7908C>T

C A rs148811550 MG-257-tumorMG-257-normal - 55 14429 c.14211G>T

G A rs118049905byFrequency|by1000genomesMG-257-tumorMG-257-normal - 30 3275 c.2896C>T

G A rs3744249byFrequency|by1000genomesMG-257-tumorMG-257-normal + 11 2561 c.2172G>A

C G rs148703212 MG-257-tumorMG-257-normal - 26 5649 c.5632G>C

C G MG-257-tumorMG-257-normal + 7 1487 c.1113C>G

C T rs2853346byFrequency|by1000genomesMG-257-tumorMG-257-normal - 13 5919 c.5544G>A

G A rs60571683byFrequency|by1000genomesMG-257-tumorMG-257-normal + 16 2196 c.1977G>A

G A rs2228000byFrequency|by1000genomesMG-257-tumorMG-257-normal - 9 1710 c.1496C>T

C A rs2973558by1000genomesMG-257-tumorMG-257-normal + 20 2514 c.2338C>A

A G MG-257-tumorMG-257-normal + 1 472 c.472A>G

G A MG-257-tumorMG-257-normal + 1 271 c.271G>A

A G rs11016073byFrequency|by1000genomesMG-257-tumorMG-257-normal - 13 6677 c.6302T>C

G A rs7624750byFrequency|by1000genomesMG-257-tumorMG-257-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-257-tumorMG-257-normal - 18 3000 c.2874G>T

C A rs115251319byFrequency|by1000genomesMG-257-tumorMG-257-normal - 8 6032 c.5963G>T

T C rs9646771by1000genomesMG-257-tumorMG-257-normal - 4 787 c.447A>G

C T rs26505 byFrequency|by1000genomesMG-257-tumorMG-257-normal + 1 144 c.57C>T

T C rs9851685byFrequency|by1000genomesMG-257-tumorMG-257-normal + 23 2508 c.2274T>C

G A rs2229266byFrequency|by1000genomesMG-257-tumorMG-257-normal - 6 924 c.639C>T

A C rs141582205byFrequency|by1000genomesMG-257-tumorMG-257-normal + 2 660 c.572A>C

C G rs3791251by1000genomesMG-257-tumorMG-257-normal - 25 4912 c.4786G>C

A G rs2973568by1000genomesMG-257-tumorMG-257-normal + 13 1856 c.1680A>G

G A rs3818831byFrequency|by1000genomesMG-257-tumorMG-257-normal - 2 193 c.121C>T

G A MG-257-tumorMG-257-normal + 2 646 c.552G>A

G C rs12350212byFrequency|by1000genomesMG-257-tumorMG-257-normal + 5 1878 c.1788G>C

A G rs33953730by1000genomesMG-257-tumorMG-257-normal - 25 4326 c.4200T>C

C T rs140397506byFrequency|by1000genomesMG-257-tumorMG-257-normal - 5 474 c.396G>A

T C MG-257-tumorMG-257-normal - 14 2512 c.2294A>G

C T rs1043141byFrequency|by1000genomesMG-257-tumorMG-257-normal + 4 2376 c.342C>T

T C rs11373 byFrequency|by1000genomesMG-257-tumorMG-257-normal - 3 787 c.367A>G

C T rs45554841by1000genomesMG-257-tumorMG-257-normal - 1 214 c.215G>A

G A rs61753697byFrequency|by1000genomesMG-257-tumorMG-257-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-257-tumorMG-257-normal + 2 2118 c.2085A>G

C T rs147898842byFrequencyMG-257-tumorMG-257-normal + 5 1303 c.1188C>T

A G MG-257-tumorMG-257-normal - 15 1346 c.1346T>C

G A rs2880955by1000genomesMG-257-tumorMG-257-normal + 12 1031 c.1031G>A

T G rs552183 byFrequency|by1000genomesMG-257-tumorMG-257-normal - 40 6445 c.6247A>C

C A rs6453022by1000genomesMG-257-tumorMG-257-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-257-tumorMG-257-normal + 2 1791 c.684T>C

C T rs139729752byFrequencyMG-257-tumorMG-257-normal - 3 398 c.328G>A

A G rs61831150byFrequency|by1000genomesMG-257-tumorMG-257-normal + 7 1855 c.1810A>G

G A rs6601 byFrequency|by1000genomesMG-257-tumorMG-257-normal + 25 3881 c.3672G>A

A T rs3739451by1000genomesMG-257-tumorMG-257-normal - 39 9817 c.9481T>A

G A rs1566622byFrequency|by1000genomesMG-257-tumorMG-257-normal - 22 3705 c.3516C>T



T C rs7935 byFrequency|by1000genomesMG-257-tumorMG-257-normal + 9 1808 c.1524T>C

A C rs45525440byFrequency|by1000genomesMG-257-tumorMG-257-normal - 7 875 c.855T>G

C T rs6432901by1000genomesMG-257-tumorMG-257-normal - 2 514 c.174G>A

C T rs12155677byFrequency|by1000genomesMG-257-tumorMG-257-normal - 32 5524 c.5280G>A

A G rs138997916byFrequency|by1000genomesMG-257-tumorMG-257-normal - 3 2832 c.2760T>C

C T rs3796032byFrequency|by1000genomesMG-257-tumorMG-257-normal - 17 2381 c.1929G>A

A G rs6679449by1000genomesMG-257-tumorMG-257-normal - 3 1923 c.1851T>C

G C rs3088074byFrequency|by1000genomesMG-257-tumorMG-257-normal - 9 2999 c.2785C>G

C T MG-257-tumorMG-257-normal - 10 1429 c.1430G>A

C T rs34315566byFrequency|by1000genomesMG-257-tumorMG-257-normal + 35 5595 c.4527C>T

A C rs76437836byFrequencyMG-257-tumorMG-257-normal - 3 142 c.98T>G

A G rs9667 by1000genomesMG-257-tumorMG-257-normal + 3 354 c.168A>G

C G rs3817428by1000genomesMG-257-tumorMG-257-normal + 15 7493 c.7119C>G

G A rs34949187by1000genomesMG-257-tumorMG-257-normal + 6 1198 c.824G>A

A G rs17443123by1000genomesMG-257-tumorMG-257-normal + 5 915 c.750A>G

C T rs7300444byFrequency|by1000genomesMG-257-tumorMG-257-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-257-tumorMG-257-normal + 17 1912 c.1092A>C

C T rs2973571by1000genomesMG-257-tumorMG-257-normal + 12 1807 c.1631C>T

C A MG-257-tumorMG-257-normal - 1 266 c.36G>T

T G rs78697077byFrequency|by1000genomesMG-257-tumorMG-257-normal - 34 5286 c.5068A>C

T C rs2229992byFrequency|by1000genomesMG-257-tumorMG-257-normal + 12 1838 c.1458T>C

G A rs2275527byFrequency|by1000genomesMG-257-tumorMG-257-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-257-tumorMG-257-normal - 17 2745 c.2460A>G

G A rs6070697byFrequency|by1000genomesMG-257-tumorMG-257-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-257-tumorMG-257-normal + 35 5267 c.4983T>C

A G rs826549 by1000genomesMG-257-tumorMG-257-normal + 18 2676 c.2550A>G

C T rs144931466byFrequency|by1000genomesMG-257-tumorMG-257-normal + 9 2125 c.1906C>T

C A rs41265137byFrequency|by1000genomesMG-257-tumorMG-257-normal - 28 6075 c.5584G>T

T G rs9807633by1000genomesMG-257-tumorMG-257-normal - 1 88 c.89A>C

C T rs140871032byFrequency|by1000genomesMG-257-tumorMG-257-normal + 4 664 c.220C>T

C G rs34693334byFrequency|by1000genomesMG-257-tumorMG-257-normal - 8 1060 c.775G>C

T C MG-257-tumorMG-257-normal + 1 1281 c.1281T>C

T C rs9807555by1000genomesMG-257-tumorMG-257-normal - 1 196 c.197A>G

T C rs7714670by1000genomesMG-257-tumorMG-257-normal + 6 849 c.673T>C

C T rs11121691byFrequency|by1000genomesMG-257-tumorMG-257-normal - 49 6985 c.6909G>A

G C MG-257-tumorMG-257-normal - 5 1009 c.1010C>G

C T rs11873462by1000genomesMG-257-tumorMG-257-normal - 1 47 c.48G>A

G C rs17078601byFrequency|by1000genomesMG-257-tumorMG-257-normal - 10 11620 c.11032C>G

T C rs2075252byFrequency|by1000genomesMG-257-tumorMG-257-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-257-tumorMG-257-normal + 1 196 c.196T>C

C T rs2243380byFrequency|by1000genomesMG-257-tumorMG-257-normal - 6 698 c.500G>A

G A rs2973566by1000genomesMG-257-tumorMG-257-normal + 14 1930 c.1754G>A

T C rs5927083byFrequency|by1000genomesMG-257-tumorMG-257-normal - 14 1841 c.1635A>G

G C rs45469098by1000genomesMG-257-tumorMG-257-normal - 1 255 c.256C>G

T G rs1800275byFrequency|by1000genomesMG-257-tumorMG-257-normal - 48 7302 c.7096A>C

T C rs831042 byFrequency|by1000genomesMG-257-tumorMG-257-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-257-tumorMG-257-normal + 2 543 c.510A>G



A G rs17001075byFrequency|by1000genomesMG-257-tumorMG-257-normal + 9 1793 c.1509A>G

C T rs148653429by1000genomesMG-257-tumorMG-257-normal - 19 1804 c.1804G>A

G A rs2271189byFrequency|by1000genomesMG-257-tumorMG-257-normal + 27 3788 c.3348G>A

G A rs17591320byFrequency|by1000genomesMG-257-tumorMG-257-normal - 3 657 c.466C>T

A T rs142508835by1000genomesMG-257-tumorMG-257-normal - 34 5872 c.5536T>A

T C rs12990449byFrequency|by1000genomesMG-257-tumorMG-257-normal - 2 1114 c.143A>G

A G MG-257-tumorMG-257-normal + 1 47 c.47A>G

A G rs180744 by1000genomesMG-257-tumorMG-257-normal + 2 1719 c.1686A>G

G T rs117772184by1000genomesMG-257-tumorMG-257-normal - 7 1703 c.1419C>A

G A rs12729662byFrequency|by1000genomesMG-257-tumorMG-257-normal - 3 8430 c.8355C>T

T G MG-257-tumorMG-257-normal + 22 3492 c.2958T>G

G A rs4151031byFrequency|by1000genomesMG-257-tumorMG-257-normal + 2 1458 c.1346G>A

C T rs3812458byFrequency|by1000genomesMG-257-tumorMG-257-normal + 22 2662 c.2385C>T

T C rs7716253by1000genomesMG-257-tumorMG-257-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-257-tumorMG-257-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-257-tumorMG-257-normal - 3 660 c.661T>C

T C MG-257-tumorMG-257-normal + 14 1761 c.746T>C

C G rs2509943byFrequency|by1000genomesMG-257-tumorMG-257-normal + 3 776 c.279C>G

C T rs3796031byFrequency|by1000genomesMG-257-tumorMG-257-normal - 17 2399 c.1947G>A

T C MG-257-tumorMG-257-normal + 1 1026 c.1026T>C

A G rs7220394byFrequency|by1000genomesMG-257-tumorMG-257-normal - 12 1509 c.1416T>C

C T rs61744481by1000genomesMG-257-tumorMG-257-normal + 5 1560 c.1362C>T

C T rs151174 by1000genomesMG-257-tumorMG-257-normal + 2 1740 c.1707C>T

T C rs62077266 MG-257-tumorMG-257-normal - 3 311 c.218A>G

C T rs872665 by1000genomesMG-257-tumorMG-257-normal - 7 1855 c.1519G>A

A G rs150196149by1000genomesMG-257-tumorMG-257-normal - 9 1008 c.989T>C

T C MG-257-tumorMG-257-normal - 2 3123 c.1839A>G

C T MG-257-tumorMG-257-normal - 2 88

A C rs1410048by1000genomesMG-257-tumorMG-257-normal - 40 10053 c.9717T>G

C T rs2282303byFrequency|by1000genomesMG-257-tumorMG-257-normal - 3 899 c.827G>A

G A rs17001073byFrequency|by1000genomesMG-257-tumorMG-257-normal + 8 1697 c.1413G>A

C A rs2230018byFrequency|by1000genomesMG-257-tumorMG-257-normal + 17 2218 c.2177C>A

C T rs2229265byFrequency|by1000genomesMG-257-tumorMG-257-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-257-tumorMG-257-normal - 34 7560 c.7341T>A

G T rs147825872 MG-257-tumorMG-257-normal + 20 4359 c.4282G>T

A G rs13288443byFrequency|by1000genomesMG-257-tumorMG-257-normal + 11 2036 c.1827A>G

G A rs1800281byFrequencyMG-257-tumorMG-257-normal - 75 10995 c.10789C>T

G A rs13054014byFrequency|by1000genomesMG-257-tumorMG-257-normal + 2 569 c.210G>A

C T rs2273779byFrequency|by1000genomesMG-257-tumorMG-257-normal + 6 583 c.538C>T

T C rs78472618byFrequencyMG-257-tumorMG-257-normal - 3 159 c.115A>G

A G rs75639578 MG-257-tumorMG-257-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-257-tumorMG-257-normal + 2 1315 c.1282C>G

C T rs72987361byFrequency|by1000genomesMG-257-tumorMG-257-normal - 3 898 c.558G>A

C T rs3745764byFrequency|by1000genomesMG-258-tumorMG-258-normal + 9 2705 c.1064C>T

G A rs33969768byFrequency|by1000genomesMG-258-tumorMG-258-normal - 8 5863 c.5650C>T

T C rs831043 byFrequency|by1000genomesMG-258-tumorMG-258-normal - 21 3354 c.3069A>G

C T rs75212846byFrequency|by1000genomesMG-258-tumorMG-258-normal - 35 6033 c.5697G>A



C A rs34400049byFrequency|by1000genomesMG-258-tumorMG-258-normal + 14 2474 c.2092C>A

A G rs62077275 MG-258-tumorMG-258-normal - 2 173 c.80T>C

A G MG-258-tumorMG-258-normal + 5 1140 c.1046A>G

C T rs2293347byFrequency|by1000genomesMG-258-tumorMG-258-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-258-tumorMG-258-normal - 85 14018 c.13047G>A

G A rs34395441by1000genomesMG-258-tumorMG-258-normal + 2 2563 c.2530G>A

C T MG-258-tumorMG-258-normal + 3 423 c.43C>T

G C rs149373512byFrequency|by1000genomesMG-258-tumorMG-258-normal - 38 8175 c.7957C>G

T C rs142304809byFrequencyMG-258-tumorMG-258-normal - 9 1291 c.1259A>G

T C rs41300566byFrequency|by1000genomesMG-258-tumorMG-258-normal - 13 3805 c.3430A>G

G A rs33954691byFrequency|by1000genomesMG-258-tumorMG-258-normal - 14 3096 c.3039C>T

A G rs4143768byFrequency|by1000genomesMG-258-tumorMG-258-normal - 10 6783 c.6195T>C

T C rs2241190byFrequency|by1000genomesMG-258-tumorMG-258-normal - 17 2745 c.2460A>G

A G rs1206038byFrequency|by1000genomesMG-258-tumorMG-258-normal + 29 5706 c.5071A>G

C T rs2078478by1000genomesMG-258-tumorMG-258-normal - 5 411 c.392G>A

C T rs62478357byFrequencyMG-258-tumorMG-258-normal - 8 1268 c.1050G>A

G A rs2853344byFrequency|by1000genomesMG-258-tumorMG-258-normal - 13 2990 c.2615C>T

C T rs9105 byFrequency|by1000genomesMG-258-tumorMG-258-normal + 33 4964 c.4680C>T

G A rs7624750byFrequency|by1000genomesMG-258-tumorMG-258-normal + 4 707 c.473G>A

T G rs3208659 MG-258-tumorMG-258-normal - 7 871 c.778A>C

G A rs117187677byFrequency|by1000genomesMG-258-tumorMG-258-normal - 38 7709 c.7491C>T

C T rs139746768byFrequency|by1000genomesMG-258-tumorMG-258-normal + 4 1168 c.1152C>T

G A rs61753643byFrequency|by1000genomesMG-258-tumorMG-258-normal - 19 1908 c.1638C>T

T C rs3755806byFrequency|by1000genomesMG-258-tumorMG-258-normal - 15 2117 c.2115A>G

G A rs61737954byFrequency|by1000genomesMG-258-tumorMG-258-normal - 13 3908 c.3724C>T

G A rs7234999byFrequency|by1000genomesMG-258-tumorMG-258-normal - 5 5512 c.5299C>T

C T rs41299110byFrequency|by1000genomesMG-258-tumorMG-258-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-258-tumorMG-258-normal - 9 1710 c.1496C>T

C A rs2973558by1000genomesMG-258-tumorMG-258-normal + 20 2514 c.2338C>A

G A rs7179364by1000genomesMG-258-tumorMG-258-normal + 1 520 c.85G>A

C A rs6738031by1000genomesMG-258-tumorMG-258-normal - 18 3000 c.2874G>T

C A rs147957197byFrequencyMG-258-tumorMG-258-normal - 50 12833 c.12615G>T

G A rs41294868by1000genomesMG-258-tumorMG-258-normal + 14 2132 c.1933G>A

T C rs8089144by1000genomesMG-258-tumorMG-258-normal - 7 1142 c.1143A>G

A G rs9653483by1000genomesMG-258-tumorMG-258-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-258-tumorMG-258-normal + 23 2508 c.2274T>C

T G rs12963422byFrequency|by1000genomesMG-258-tumorMG-258-normal - 5 2988 c.2775A>C

T C rs61995685byFrequency|by1000genomesMG-258-tumorMG-258-normal + 22 4499 c.3864T>C

T C rs2251219byFrequency|by1000genomesMG-258-tumorMG-258-normal - 26 4397 c.4395A>G

C T rs142336181 MG-258-tumorMG-258-normal - 3 2776 c.2701G>A

G A rs2229266byFrequency|by1000genomesMG-258-tumorMG-258-normal - 6 924 c.639C>T

G A rs1713982byFrequency|by1000genomesMG-258-tumorMG-258-normal + 15 2261 c.1848G>A

A G rs7762830by1000genomesMG-258-tumorMG-258-normal + 14 2120 c.1921A>G

G A MG-258-tumorMG-258-normal - 1 457 c.458C>T

C A rs3739298byFrequency|by1000genomesMG-258-tumorMG-258-normal - 9 2230 c.1821G>T

G A rs11549105byFrequency|by1000genomesMG-258-tumorMG-258-normal - 6 1228 c.1224C>T

T G rs1998206byFrequency|by1000genomesMG-258-tumorMG-258-normal - 5 631 c.433A>C



C T rs1043141byFrequency|by1000genomesMG-258-tumorMG-258-normal + 4 2376 c.342C>T

G A rs16912247byFrequency|by1000genomesMG-258-tumorMG-258-normal - 14 9973 c.9598C>T

A G rs41278435by1000genomesMG-258-tumorMG-258-normal - 38 9715 c.9379T>C

T C MG-258-tumorMG-258-normal - 3 305 c.270A>G

C T MG-258-tumorMG-258-normal - 8 1260 c.1042G>A

A G rs40831 by1000genomesMG-258-tumorMG-258-normal + 2 2118 c.2085A>G

C T MG-258-tumorMG-258-normal - 3 802 c.727G>A

G A rs1718878byFrequency|by1000genomesMG-258-tumorMG-258-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-258-tumorMG-258-normal + 16 2064 c.1887T>A

G A rs16825150byFrequency|by1000genomesMG-258-tumorMG-258-normal + 7 954 c.909G>A

T C rs140856347by1000genomesMG-258-tumorMG-258-normal - 20 3525 c.3438A>G

T C rs9646771by1000genomesMG-258-tumorMG-258-normal - 4 787 c.447A>G

C T MG-258-tumorMG-258-normal - 9 1451 c.1267G>A

A G rs2973568by1000genomesMG-258-tumorMG-258-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-258-tumorMG-258-normal + 14 2279 c.2055T>C

G A rs11177 byFrequency|by1000genomesMG-258-tumorMG-258-normal + 3 290 c.80G>A

G A rs76469101byFrequency|by1000genomesMG-258-tumorMG-258-normal - 35 5969 c.5633C>T

C A rs6453022by1000genomesMG-258-tumorMG-258-normal + 7 1027 c.851C>A

C T rs2227999byFrequency|by1000genomesMG-258-tumorMG-258-normal - 9 1689 c.1475G>A

C G rs143879890by1000genomesMG-258-tumorMG-258-normal - 16 2320 c.2233G>C

T G rs62075657 MG-258-tumorMG-258-normal - 13 1770 c.1677A>C

G A rs34916904byFrequency|by1000genomesMG-258-tumorMG-258-normal - 13 2869 c.2494C>T

T G rs1058201 MG-258-tumorMG-258-normal - 3 297 c.204A>C

C T rs147982337by1000genomesMG-258-tumorMG-258-normal + 8 711 c.545C>T

T C rs7935 byFrequency|by1000genomesMG-258-tumorMG-258-normal + 9 1808 c.1524T>C

C T rs7240355byFrequency|by1000genomesMG-258-tumorMG-258-normal - 5 5238 c.5025G>A

G A rs41266078|rs34171717byFrequency|by1000genomesMG-258-tumorMG-258-normal + 2 385 c.272G>A

G C rs3088074byFrequency|by1000genomesMG-258-tumorMG-258-normal - 9 2999 c.2785C>G

A G rs61739182byFrequency|by1000genomesMG-258-tumorMG-258-normal - 12 3076 c.2892T>C

C T rs3743398by1000genomesMG-258-tumorMG-258-normal + 12 2965 c.2591C>T

A C rs76504934by1000genomesMG-258-tumorMG-258-normal - 4 464 c.427T>G

G A rs9804992byFrequency|by1000genomesMG-258-tumorMG-258-normal + 11 3172 c.2529G>A

A G MG-258-tumorMG-258-normal + 1 387 c.387A>G

C T rs2931423by1000genomesMG-258-tumorMG-258-normal + 19 2459 c.2283C>T

C G rs3817428by1000genomesMG-258-tumorMG-258-normal + 15 7493 c.7119C>G

G A rs2229079byFrequency|by1000genomesMG-258-tumorMG-258-normal - 21 3524 c.3326C>T

G A rs1676211by1000genomesMG-258-tumorMG-258-normal + 13 2154 c.2154G>A

C T MG-258-tumorMG-258-normal - 9 1468 c.1417G>A

C T rs7300444byFrequency|by1000genomesMG-258-tumorMG-258-normal + 19 5383 c.4740C>T

G A rs11549106byFrequency|by1000genomesMG-258-tumorMG-258-normal - 4 895 c.891C>T

G A rs2227983byFrequency|by1000genomesMG-258-tumorMG-258-normal + 13 1739 c.1562G>A

G A rs16885 byFrequency|by1000genomesMG-258-tumorMG-258-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-258-tumorMG-258-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-258-tumorMG-258-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-258-tumorMG-258-normal + 12 1838 c.1458T>C

G A rs4981349byFrequency|by1000genomesMG-258-tumorMG-258-normal - 14 1813 c.873C>T

T C rs41286961byFrequency|by1000genomesMG-258-tumorMG-258-normal + 14 1440 c.1340T>C



G A rs17656599byFrequency|by1000genomesMG-258-tumorMG-258-normal - 12 2007 c.1823C>T

C T rs17024517byFrequencyMG-258-tumorMG-258-normal - 27 5218 c.4999G>A

T G rs9807633by1000genomesMG-258-tumorMG-258-normal - 1 88 c.89A>C

T C MG-258-tumorMG-258-normal + 1 360 c.360T>C

G C MG-258-tumorMG-258-normal - 13 2564 c.2008C>G

T C rs62077265 MG-258-tumorMG-258-normal - 3 321 c.228A>G

C T rs150329747byFrequencyMG-258-tumorMG-258-normal + 11 2390 c.2171C>T

T C rs41290900byFrequency|by1000genomesMG-258-tumorMG-258-normal - 8 3374 c.804A>G

G C rs60140950byFrequency|by1000genomesMG-258-tumorMG-258-normal + 9 986 c.767G>C

T C rs7714670by1000genomesMG-258-tumorMG-258-normal + 6 849 c.673T>C

T C rs33910491byFrequency|by1000genomesMG-258-tumorMG-258-normal - 5 4949 c.4736A>G

A T rs7095325byFrequency|by1000genomesMG-258-tumorMG-258-normal - 7 1087 c.712T>A

T G rs41279045byFrequency|by1000genomesMG-258-tumorMG-258-normal - 36 6228 c.5892A>C

C T rs11873462by1000genomesMG-258-tumorMG-258-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-258-tumorMG-258-normal - 66 12565 c.12280A>G

G C MG-258-tumorMG-258-normal + 4 410 c.317G>C

C A MG-258-tumorMG-258-normal + 2 131 c.38C>A

G C rs45469098by1000genomesMG-258-tumorMG-258-normal - 1 255 c.256C>G

T G rs1800275byFrequency|by1000genomesMG-258-tumorMG-258-normal - 48 7302 c.7096A>C

T C rs831042 byFrequency|by1000genomesMG-258-tumorMG-258-normal - 24 3945 c.3660A>G

T C rs77652527byFrequency|by1000genomesMG-258-tumorMG-258-normal - 10 1583 c.1365A>G

C T MG-258-tumorMG-258-normal + 1 27 c.27C>T

T G rs143234858by1000genomesMG-258-tumorMG-258-normal + 1 1519 c.1219T>G

G A rs2271189byFrequency|by1000genomesMG-258-tumorMG-258-normal + 27 3788 c.3348G>A

A G rs3208627 MG-258-tumorMG-258-normal - 2 153 c.60T>C

G C rs13397109byFrequency|by1000genomesMG-258-tumorMG-258-normal - 41 7911 c.7626C>G

A C rs62077264 MG-258-tumorMG-258-normal - 7 854 c.761T>G

C A rs41306015byFrequency|by1000genomesMG-258-tumorMG-258-normal - 13 4052 c.3677G>T

T C rs11373 byFrequency|by1000genomesMG-258-tumorMG-258-normal - 3 787 c.367A>G

G A rs6018623byFrequency|by1000genomesMG-258-tumorMG-258-normal + 20 3957 c.3741G>A

A G rs17078605byFrequency|by1000genomesMG-258-tumorMG-258-normal - 10 10694 c.10106T>C

A G rs9667 by1000genomesMG-258-tumorMG-258-normal + 3 354 c.168A>G

A G rs180744 by1000genomesMG-258-tumorMG-258-normal + 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-258-tumorMG-258-normal + 11 4034 c.3807T>C

T C rs28621009byFrequency|by1000genomesMG-258-tumorMG-258-normal + 13 2864 c.2229T>C

G C MG-258-tumorMG-258-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-258-tumorMG-258-normal + 22 2662 c.2385C>T

G C MG-258-tumorMG-258-normal - 1 375 c.282C>G

A T MG-258-tumorMG-258-normal + 6 1153 c.1101A>T

C A MG-258-tumorMG-258-normal - 3 243 c.208G>T

T C rs7716253by1000genomesMG-258-tumorMG-258-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-258-tumorMG-258-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-258-tumorMG-258-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-258-tumorMG-258-normal - 3 660 c.661T>C

C A MG-258-tumorMG-258-normal - 1 6 c.7G>T

G A rs2289247byFrequency|by1000genomesMG-258-tumorMG-258-normal + 11 1273 c.1063G>A

G A MG-258-tumorMG-258-normal - 40 13569 c.13570C>T



G T rs41296069by1000genomesMG-258-tumorMG-258-normal - 11 2415 c.2079C>A

C G rs2509943byFrequency|by1000genomesMG-258-tumorMG-258-normal + 3 776 c.279C>G

C G MG-258-tumorMG-258-normal + 4 1162 c.882C>G

C T rs6432901by1000genomesMG-258-tumorMG-258-normal - 2 514 c.174G>A

A G rs4659654byFrequency|by1000genomesMG-258-tumorMG-258-normal - 16 2000 c.1503T>C

C T rs151174 by1000genomesMG-258-tumorMG-258-normal + 2 1740 c.1707C>T

G A rs10964525byFrequency|by1000genomesMG-258-tumorMG-258-normal + 4 926 c.717G>A

T C rs62077266 MG-258-tumorMG-258-normal - 3 311 c.218A>G

C T rs3814883byFrequency|by1000genomesMG-258-tumorMG-258-normal + 13 2402 c.1359C>T

G A rs80198225 MG-258-tumorMG-258-normal + 8 527 c.527G>A

T C rs111331725by1000genomesMG-258-tumorMG-258-normal + 6 643 c.263T>C

A G rs2737699byFrequency|by1000genomesMG-258-tumorMG-258-normal - 10 12892 c.12304T>C

G A rs141180155byFrequency|by1000genomesMG-258-tumorMG-258-normal - 16 2460 c.2175C>T

C T MG-258-tumorMG-258-normal - 3 370 c.335G>A

C G MG-258-tumorMG-258-normal - 13 930 c.886G>C

G A rs2973566by1000genomesMG-258-tumorMG-258-normal + 14 1930 c.1754G>A

T A rs17264436byFrequency|by1000genomesMG-258-tumorMG-258-normal - 21 3503 c.3501A>T

T C rs17364812byFrequency|by1000genomesMG-258-tumorMG-258-normal + 13 1219 c.1110T>C

G T rs147825872 MG-258-tumorMG-258-normal + 20 4359 c.4282G>T

A G rs149271 by1000genomesMG-258-tumorMG-258-normal + 2 543 c.510A>G

T C MG-258-tumorMG-258-normal + 8 505 c.505T>C

A G rs112129664|rs67218125|rs112826888|rs28529067|rs1132443byFrequency|by1000genomesMG-258-tumorMG-258-normal + 20 3996 c.3780A>G

C T rs58287721 MG-258-tumorMG-258-normal - 2 2356 c.1500G>A

G C rs62077263 MG-258-tumorMG-258-normal - 7 916 c.823C>G

T C rs12731746byFrequency|by1000genomesMG-258-tumorMG-258-normal - 11 1394 c.897A>G

T C rs61747978byFrequency|by1000genomesMG-258-tumorMG-258-normal + 9 2081 c.1968T>C

G A rs61754527byFrequency|by1000genomesMG-258-tumorMG-258-normal - 31 5430 c.5186C>T

A G MG-258-tumorMG-258-normal + 15 1958 c.1906A>G

T A rs2060198byFrequency|by1000genomesMG-258-tumorMG-258-normal + 27 5204 c.4914T>A

G A MG-258-tumorMG-258-normal + 20 2750 c.2367G>A

C G rs180743 by1000genomesMG-258-tumorMG-258-normal + 2 1315 c.1282C>G

C T rs142364075 MG-258-tumorMG-258-normal - 3 2798 c.2723G>A

C T rs3745764byFrequency|by1000genomesMG-259-tumorMG-259-normal + 9 2705 c.1064C>T

G A MG-259-tumorMG-259-normal + 1 174 c.174G>A

T C rs831043 byFrequency|by1000genomesMG-259-tumorMG-259-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-259-tumorMG-259-normal + 7 3183 c.3138A>G

A G MG-259-tumorMG-259-normal + 1 861 c.861A>G

G C rs2240089byFrequency|by1000genomesMG-259-tumorMG-259-normal - 12 3187 c.3003C>G

C T rs1386356byFrequency|by1000genomesMG-259-tumorMG-259-normal - 85 14018 c.13047G>A

A G MG-259-tumorMG-259-normal - 1 440 c.441T>C

C T rs1049622|rs114303286byFrequency|by1000genomesMG-259-tumorMG-259-normal + 7 1073 c.525C>T

A G MG-259-tumorMG-259-normal - 15 1346 c.1346T>C

A C rs1141701by1000genomesMG-259-tumorMG-259-normal - 10 1239 c.1146T>G

C T MG-259-tumorMG-259-normal - 3 300 c.263G>A

C T MG-259-tumorMG-259-normal + 3 423 c.43C>T

G A rs2229079byFrequency|by1000genomesMG-259-tumorMG-259-normal - 21 3524 c.3326C>T

A G rs146505774by1000genomesMG-259-tumorMG-259-normal + 11 2544 c.2362A>G



G A rs33954691byFrequency|by1000genomesMG-259-tumorMG-259-normal - 14 3096 c.3039C>T

G T rs2075249byFrequency|by1000genomesMG-259-tumorMG-259-normal - 21 3339 c.3054C>A

A G MG-259-tumorMG-259-normal + 2 498 c.341A>G

T C rs35753072by1000genomesMG-259-tumorMG-259-normal - 10 5213 c.5004A>G

T A rs56279059by1000genomesMG-259-tumorMG-259-normal - 3 1034 c.502A>T

A G MG-259-tumorMG-259-normal + 1 448 c.448A>G

A G MG-259-tumorMG-259-normal + 16 2128 c.1952A>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-259-tumorMG-259-normal + 6 830 c.282G>C

G A rs115378554byFrequency|by1000genomesMG-259-tumorMG-259-normal - 14 8667 c.8557C>T

C T rs62478357byFrequencyMG-259-tumorMG-259-normal - 8 1268 c.1050G>A

G A rs2853344byFrequency|by1000genomesMG-259-tumorMG-259-normal - 13 2990 c.2615C>T

G A rs1062348byFrequency|by1000genomesMG-259-tumorMG-259-normal - 7 1005 c.846C>T

G A rs139799138byFrequencyMG-259-tumorMG-259-normal - 3 6574 c.6499C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-259-tumorMG-259-normal + 17 2594 c.2046A>C

G A rs3744249byFrequency|by1000genomesMG-259-tumorMG-259-normal + 11 2561 c.2172G>A

T C rs3755806byFrequency|by1000genomesMG-259-tumorMG-259-normal - 15 2117 c.2115A>G

G A rs1800281byFrequencyMG-259-tumorMG-259-normal - 75 10995 c.10789C>T

G A rs60571683byFrequency|by1000genomesMG-259-tumorMG-259-normal + 16 2196 c.1977G>A

G C rs12104021by1000genomesMG-259-tumorMG-259-normal - 3 790 c.258C>G

T C rs831042 byFrequency|by1000genomesMG-259-tumorMG-259-normal - 24 3945 c.3660A>G

C T rs2304867byFrequency|by1000genomesMG-259-tumorMG-259-normal - 9 4899 c.4690G>A

G A rs7624750byFrequency|by1000genomesMG-259-tumorMG-259-normal + 4 707 c.473G>A

C T rs55979329by1000genomesMG-259-tumorMG-259-normal - 3 1257 c.725G>A

C A rs6738031by1000genomesMG-259-tumorMG-259-normal - 18 3000 c.2874G>T

A C rs1208606byFrequency|by1000genomesMG-259-tumorMG-259-normal - 6 1571 c.1359T>G

A G MG-259-tumorMG-259-normal - 2 706 c.655T>C

G C MG-259-tumorMG-259-normal - 5 1009 c.1010C>G

T C rs62077265 MG-259-tumorMG-259-normal - 3 321 c.228A>G

G A rs12104022by1000genomesMG-259-tumorMG-259-normal - 3 784 c.252C>T

T C rs35996821byFrequency|by1000genomesMG-259-tumorMG-259-normal - 13 2183 c.2088A>G

T G rs12963422byFrequency|by1000genomesMG-259-tumorMG-259-normal - 5 2988 c.2775A>C

T C rs74597491byFrequency|by1000genomesMG-259-tumorMG-259-normal - 9 2185 c.1849A>G

T C rs2251219byFrequency|by1000genomesMG-259-tumorMG-259-normal - 26 4397 c.4395A>G

T C rs9851685byFrequency|by1000genomesMG-259-tumorMG-259-normal + 23 2508 c.2274T>C

G A rs13007735byFrequency|by1000genomesMG-259-tumorMG-259-normal - 16 3587 c.2616C>T

G A rs1713982byFrequency|by1000genomesMG-259-tumorMG-259-normal + 15 2261 c.1848G>A

A G rs7762830by1000genomesMG-259-tumorMG-259-normal + 14 2120 c.1921A>G

A G rs112400142byFrequency|by1000genomesMG-259-tumorMG-259-normal - 17 2298 c.2211T>C

G A rs11549105byFrequency|by1000genomesMG-259-tumorMG-259-normal - 6 1228 c.1224C>T

G A rs3810485by1000genomesMG-259-tumorMG-259-normal - 8 6116 c.6047C>T

C T rs1043141byFrequency|by1000genomesMG-259-tumorMG-259-normal + 4 2376 c.342C>T

G A rs16912247byFrequency|by1000genomesMG-259-tumorMG-259-normal - 14 9973 c.9598C>T

G A rs3733407by1000genomesMG-259-tumorMG-259-normal - 10 6188 c.5979C>T

T C MG-259-tumorMG-259-normal - 3 305 c.270A>G

T C rs11571707byFrequency|by1000genomesMG-259-tumorMG-259-normal + 15 7696 c.7469T>C

G A rs1718878byFrequency|by1000genomesMG-259-tumorMG-259-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-259-tumorMG-259-normal + 16 2064 c.1887T>A



A G MG-259-tumorMG-259-normal + 1 492 c.492A>G

C T rs150472234by1000genomesMG-259-tumorMG-259-normal + 33 3397 c.3231C>T

A G rs13346368by1000genomesMG-259-tumorMG-259-normal + 10 3324 c.3130A>G

T C rs9646771by1000genomesMG-259-tumorMG-259-normal - 4 787 c.447A>G

T C rs41300566byFrequency|by1000genomesMG-259-tumorMG-259-normal - 13 3805 c.3430A>G

G A MG-259-tumorMG-259-normal + 1 1032 c.1032G>A

G A rs11177 byFrequency|by1000genomesMG-259-tumorMG-259-normal + 3 290 c.80G>A

T A rs3740423byFrequency|by1000genomesMG-259-tumorMG-259-normal - 13 4583 c.4208A>T

C T rs16843864byFrequency|by1000genomesMG-259-tumorMG-259-normal - 69 11621 c.10650G>A

C T rs1779132byFrequency|by1000genomesMG-259-tumorMG-259-normal - 6 2113 c.1563G>A

C G rs143879890by1000genomesMG-259-tumorMG-259-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-259-tumorMG-259-normal + 7 1855 c.1810A>G

C T rs140581164by1000genomesMG-259-tumorMG-259-normal + 8 593 c.495C>T

T C rs61995685byFrequency|by1000genomesMG-259-tumorMG-259-normal + 22 4499 c.3864T>C

A G rs180744 by1000genomesMG-259-tumorMG-259-normal + 2 1719 c.1686A>G

T G rs77834784by1000genomesMG-259-tumorMG-259-normal - 10 7314 c.7105A>C

G A rs3775307by1000genomesMG-259-tumorMG-259-normal - 27 13442 c.13233C>T

G C rs3088074byFrequency|by1000genomesMG-259-tumorMG-259-normal - 9 2999 c.2785C>G

T C MG-259-tumorMG-259-normal + 1 910 c.910T>C

A G MG-259-tumorMG-259-normal - 18 3779 c.2808T>C

A G rs61739182byFrequency|by1000genomesMG-259-tumorMG-259-normal - 12 3076 c.2892T>C

A C rs76504934by1000genomesMG-259-tumorMG-259-normal - 4 464 c.427T>G

C T rs56351141byFrequency|by1000genomesMG-259-tumorMG-259-normal + 9 1137 c.699C>T

A G rs9667 by1000genomesMG-259-tumorMG-259-normal + 3 354 c.168A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-259-tumorMG-259-normal + 7 1597 c.1215T>C

G A rs34949187by1000genomesMG-259-tumorMG-259-normal + 6 1198 c.824G>A

C T rs7300444byFrequency|by1000genomesMG-259-tumorMG-259-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-259-tumorMG-259-normal + 17 1912 c.1092A>C

C T rs55913776 MG-259-tumorMG-259-normal - 3 1207 c.675G>A

C T MG-259-tumorMG-259-normal - 20 3562 c.3371G>A

G A rs11549106byFrequency|by1000genomesMG-259-tumorMG-259-normal - 4 895 c.891C>T

A G MG-259-tumorMG-259-normal + 1 1053 c.1053A>G

T C rs2229992byFrequency|by1000genomesMG-259-tumorMG-259-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-259-tumorMG-259-normal - 17 2745 c.2460A>G

T A rs3796647by1000genomesMG-259-tumorMG-259-normal - 10 7295 c.7086A>T

C T rs4082360byFrequencyMG-259-tumorMG-259-normal - 19 3307 c.3097G>A

G A rs115243197by1000genomesMG-259-tumorMG-259-normal + 15 2038 c.1862G>A

G A rs17656599byFrequency|by1000genomesMG-259-tumorMG-259-normal - 12 2007 c.1823C>T

G C rs61735455by1000genomesMG-259-tumorMG-259-normal + 12 2108 c.1884G>C

C T MG-259-tumorMG-259-normal - 8 1260 c.1042G>A

C T rs34922891by1000genomesMG-259-tumorMG-259-normal + 13 2223 c.2223C>T

A G MG-259-tumorMG-259-normal + 15 1958 c.1906A>G

T C MG-259-tumorMG-259-normal - 25 12993 c.12784A>G

G A MG-259-tumorMG-259-normal - 1 288 c.237C>T

G A rs3793379byFrequency|by1000genomesMG-259-tumorMG-259-normal + 32 4159 c.3882G>A

G A rs3822060byFrequency|by1000genomesMG-259-tumorMG-259-normal - 25 13145 c.12936C>T

G T rs918558 byFrequency|by1000genomesMG-259-tumorMG-259-normal + 1 2142 c.2142G>T



C T rs2289550byFrequency|by1000genomesMG-259-tumorMG-259-normal - 21 11744 c.11535G>A

A T rs7095325byFrequency|by1000genomesMG-259-tumorMG-259-normal - 7 1087 c.712T>A

G A rs35296183byFrequency|by1000genomesMG-259-tumorMG-259-normal - 55 9794 c.8823C>T

T C rs2075252byFrequency|by1000genomesMG-259-tumorMG-259-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-259-tumorMG-259-normal + 1 196 c.196T>C

T A MG-259-tumorMG-259-normal - 4 982 c.931A>T

G C rs45469098by1000genomesMG-259-tumorMG-259-normal - 1 255 c.256C>G

G A rs77288131byFrequency|by1000genomesMG-259-tumorMG-259-normal + 12 2707 c.2488G>A

C T rs1208731byFrequency|by1000genomesMG-259-tumorMG-259-normal - 6 2191 c.1641G>A

G A MG-259-tumorMG-259-normal + 1 678 c.678G>A

G A rs9789047by1000genomesMG-259-tumorMG-259-normal + 10 998 c.998G>A

A G rs149271 by1000genomesMG-259-tumorMG-259-normal + 2 543 c.510A>G

C T MG-259-tumorMG-259-normal + 1 686 c.686C>T

G A rs17608189byFrequency|by1000genomesMG-259-tumorMG-259-normal - 3 754 c.510C>T

T C rs140839485byFrequencyMG-259-tumorMG-259-normal - 4 1357 c.818A>G

A G rs1211708byFrequency|by1000genomesMG-259-tumorMG-259-normal - 6 1888 c.1338T>C

T G rs62075658 MG-259-tumorMG-259-normal - 13 1761 c.1668A>C

C T rs7904627byFrequency|by1000genomesMG-259-tumorMG-259-normal - 5 1356 c.1242G>A

T C MG-259-tumorMG-259-normal + 1 390 c.390T>C

G A rs2271189byFrequency|by1000genomesMG-259-tumorMG-259-normal + 27 3788 c.3348G>A

G A MG-259-tumorMG-259-normal + 1 159 c.159G>A

T G MG-259-tumorMG-259-normal + 13 1700 c.1606T>G

A C rs79723119byFrequency|by1000genomesMG-259-tumorMG-259-normal - 64 12281 c.11996T>G

C A MG-259-tumorMG-259-normal + 1 706 c.706C>A

G A rs146273614byFrequency|by1000genomesMG-259-tumorMG-259-normal - 13 6193 c.5818C>T

T C rs12990449byFrequency|by1000genomesMG-259-tumorMG-259-normal - 2 1114 c.143A>G

G A rs13054014byFrequency|by1000genomesMG-259-tumorMG-259-normal + 2 569 c.210G>A

T C rs1064545 MG-259-tumorMG-259-normal - 10 1261 c.1168A>G

A C rs76437836byFrequencyMG-259-tumorMG-259-normal - 3 142 c.98T>G

G C rs62077263 MG-259-tumorMG-259-normal - 7 916 c.823C>G

G A rs2127898byFrequency|by1000genomesMG-259-tumorMG-259-normal - 6 1130 c.920C>T

G T MG-259-tumorMG-259-normal + 3 1249 c.1030G>T

C T rs1035938by1000genomesMG-259-tumorMG-259-normal + 6 1538 c.1344C>T

A G rs141854102byFrequency|by1000genomesMG-259-tumorMG-259-normal - 3 1491 c.1314T>C

G A rs1128761byFrequency|by1000genomesMG-259-tumorMG-259-normal + 7 1219 c.966G>A

C T MG-259-tumorMG-259-normal + 11 2513 c.2331C>T

C A rs41306015byFrequency|by1000genomesMG-259-tumorMG-259-normal - 13 4052 c.3677G>T

G A rs149651686|rs76723236by1000genomesMG-259-tumorMG-259-normal - 11 977 c.610C>T

A G rs11778209byFrequency|by1000genomesMG-259-tumorMG-259-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-259-tumorMG-259-normal - 54 9497 c.8526T>C

G A rs2289247byFrequency|by1000genomesMG-259-tumorMG-259-normal + 11 1273 c.1063G>A

T C rs12731746byFrequency|by1000genomesMG-259-tumorMG-259-normal - 11 1394 c.897A>G

C T rs1130233byFrequency|by1000genomesMG-259-tumorMG-259-normal - 8 2206 c.726G>A

A G rs40831 by1000genomesMG-259-tumorMG-259-normal + 2 2118 c.2085A>G

G A rs9804992byFrequency|by1000genomesMG-259-tumorMG-259-normal + 11 3172 c.2529G>A

C G rs2509943byFrequency|by1000genomesMG-259-tumorMG-259-normal + 3 776 c.279C>G

T C rs2099854by1000genomesMG-259-tumorMG-259-normal - 10 5633 c.5424A>G



C T rs3796031byFrequency|by1000genomesMG-259-tumorMG-259-normal - 17 2399 c.1947G>A

G A MG-259-tumorMG-259-normal - 3 230 c.195C>T

C T rs151174 by1000genomesMG-259-tumorMG-259-normal + 2 1740 c.1707C>T

A G MG-259-tumorMG-259-normal + 1 48 c.48A>G

T C rs62077266 MG-259-tumorMG-259-normal - 3 311 c.218A>G

G A rs61738955byFrequency|by1000genomesMG-259-tumorMG-259-normal + 18 4633 c.4632G>A

A G rs4659654byFrequency|by1000genomesMG-259-tumorMG-259-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-259-tumorMG-259-normal - 7 1855 c.1519G>A

G A rs55855602by1000genomesMG-259-tumorMG-259-normal - 3 1030 c.498C>T

T G MG-259-tumorMG-259-normal - 15 2839 c.2499A>C

T C MG-259-tumorMG-259-normal + 1 92 c.92T>C

C G MG-259-tumorMG-259-normal - 1 124 c.31G>C

G A MG-259-tumorMG-259-normal - 7 889 c.796C>T

G C rs3796648by1000genomesMG-259-tumorMG-259-normal - 10 7031 c.6822C>G

G T MG-259-tumorMG-259-normal + 8 1284 c.1232G>T

C T rs2229265byFrequency|by1000genomesMG-259-tumorMG-259-normal - 54 10788 c.10503G>A

G A rs1676211by1000genomesMG-259-tumorMG-259-normal + 13 2154 c.2154G>A

T A rs17264436byFrequency|by1000genomesMG-259-tumorMG-259-normal - 21 3503 c.3501A>T

T C MG-259-tumorMG-259-normal + 1 437 c.437T>C

G T rs147825872 MG-259-tumorMG-259-normal + 20 4359 c.4282G>T

T G rs1998206byFrequency|by1000genomesMG-259-tumorMG-259-normal - 5 631 c.433A>C

G A MG-259-tumorMG-259-normal + 1 171 c.171G>A

T C MG-259-tumorMG-259-normal + 8 505 c.505T>C

A G rs1980131byFrequency|by1000genomesMG-259-tumorMG-259-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-259-tumorMG-259-normal - 37 5440 c.5234G>A

A G rs2074912byFrequency|by1000genomesMG-259-tumorMG-259-normal + 1 1709 c.1709A>G

C G rs71057717|rs71057716MG-259-tumorMG-259-normal - 3 721 c.586G>C

G A rs112167630byFrequency|by1000genomesMG-259-tumorMG-259-normal + 39 7488 c.6853G>A

T A rs2060198byFrequency|by1000genomesMG-259-tumorMG-259-normal + 27 5204 c.4914T>A

C T rs2273779byFrequency|by1000genomesMG-259-tumorMG-259-normal + 6 583 c.538C>T

T C rs78472618byFrequencyMG-259-tumorMG-259-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-259-tumorMG-259-normal + 2 1315 c.1282C>G

T G rs3208659 MG-26-tumorMG-26-normal - 7 871 c.778A>C

A G rs35873108|rs111782215byFrequencyMG-26-tumorMG-26-normal + 48 8443 c.8334A>G

C T rs3745764byFrequency|by1000genomesMG-260-tumorMG-260-normal + 9 2705 c.1064C>T

C T rs150608260by1000genomesMG-260-tumorMG-260-normal - 4 1318 c.888G>A

T C rs61736905byFrequency|by1000genomesMG-260-tumorMG-260-normal + 8 2724 c.2081T>C

C T MG-260-tumorMG-260-normal + 1 369 c.369C>T

A G rs3737940byFrequency|by1000genomesMG-260-tumorMG-260-normal + 7 3183 c.3138A>G

T G rs997983 byFrequency|by1000genomesMG-260-tumorMG-260-normal - 9 2266 c.1891A>C

T C rs831043 byFrequency|by1000genomesMG-260-tumorMG-260-normal - 21 3354 c.3069A>G

C T rs1386356byFrequency|by1000genomesMG-260-tumorMG-260-normal - 85 14018 c.13047G>A

G C rs147769045byFrequency|by1000genomesMG-260-tumorMG-260-normal + 6 910 c.654G>C

C T rs1049622|rs114303286byFrequency|by1000genomesMG-260-tumorMG-260-normal + 7 1073 c.525C>T

C T rs76525703byFrequency|by1000genomesMG-260-tumorMG-260-normal - 21 3871 c.3339G>A

G A rs12022217byFrequency|by1000genomesMG-260-tumorMG-260-normal - 3 4602 c.4530C>T

A T rs2074930byFrequency|by1000genomesMG-260-tumorMG-260-normal + 9 1056 c.1016A>T



A G rs150594 byFrequency|by1000genomesMG-260-tumorMG-260-normal - 13 1559 c.1356T>C

G T rs12568784byFrequency|by1000genomesMG-260-tumorMG-260-normal - 3 7202 c.7130C>A

G A rs115378554byFrequency|by1000genomesMG-260-tumorMG-260-normal - 14 8667 c.8557C>T

C T rs169758 by1000genomesMG-260-tumorMG-260-normal - 23 1959 c.1592G>A

T G rs41292149byFrequencyMG-260-tumorMG-260-normal - 3 525 c.181A>C

C T MG-260-tumorMG-260-normal + 12 1874 c.1244C>T

G C rs2229933|rs116048761byFrequency|by1000genomesMG-260-tumorMG-260-normal + 6 830 c.282G>C

G A rs116686402by1000genomesMG-260-tumorMG-260-normal - 32 8090 c.8091C>T

C T MG-260-tumorMG-260-normal + 5 927 c.483C>T

C A rs138908625byFrequency|by1000genomesMG-260-tumorMG-260-normal - 8 1357 c.1139G>T

A G MG-260-tumorMG-260-normal + 1 60 c.60A>G

A C rs115945341|rs2267641byFrequency|by1000genomesMG-260-tumorMG-260-normal + 17 2594 c.2046A>C

C T rs16942341by1000genomesMG-260-tumorMG-260-normal + 7 1595 c.1221C>T

C G MG-260-tumorMG-260-normal - 18 3195

C T rs61741940byFrequency|by1000genomesMG-260-tumorMG-260-normal + 15 4514 c.4342C>T

G A rs55855602by1000genomesMG-260-tumorMG-260-normal - 3 1030 c.498C>T

A G rs3108200byFrequency|by1000genomesMG-260-tumorMG-260-normal + 3 2040 c.810A>G

C T rs210498 by1000genomesMG-260-tumorMG-260-normal - 23 1885 c.1518G>A

C T rs199930 by1000genomesMG-260-tumorMG-260-normal + 36 5181 c.5016C>T

A G rs56325964byFrequency|by1000genomesMG-260-tumorMG-260-normal + 6 2155 c.1512A>G

T C rs77829878byFrequency|by1000genomesMG-260-tumorMG-260-normal - 11 2055 c.1953A>G

A C rs7995564by1000genomesMG-260-tumorMG-260-normal + 10 2068 c.1534A>C

G C rs12104021by1000genomesMG-260-tumorMG-260-normal - 3 790 c.258C>G

G C rs2240 byFrequency|by1000genomesMG-260-tumorMG-260-normal - 13 2935 c.2560C>G

G A rs55970400byFrequency|by1000genomesMG-260-tumorMG-260-normal - 18 9341 c.9231C>T

C G rs2298258byFrequency|by1000genomesMG-260-tumorMG-260-normal + 12 1698 c.1260C>G

C T rs73241801by1000genomesMG-260-tumorMG-260-normal + 16 2273 c.2208C>T

T C rs34728563byFrequency|by1000genomesMG-260-tumorMG-260-normal + 6 2169 c.1526T>C

G A rs7624750byFrequency|by1000genomesMG-260-tumorMG-260-normal + 4 707 c.473G>A

C T rs55979329by1000genomesMG-260-tumorMG-260-normal - 3 1257 c.725G>A

C T rs2229265byFrequency|by1000genomesMG-260-tumorMG-260-normal - 54 10788 c.10503G>A

G A MG-260-tumorMG-260-normal + 1 123 c.123G>A

A G rs10853307by1000genomesMG-260-tumorMG-260-normal - 3 1368 c.836T>C

A G rs57669733by1000genomesMG-260-tumorMG-260-normal + 9 2093 c.1719A>G

G C rs13397109byFrequency|by1000genomesMG-260-tumorMG-260-normal - 41 7911 c.7626C>G

G A rs2072737byFrequency|by1000genomesMG-260-tumorMG-260-normal - 9 3078 c.2142C>T

G A rs12104022by1000genomesMG-260-tumorMG-260-normal - 3 784 c.252C>T

G A MG-260-tumorMG-260-normal + 1 555 c.555G>A

T G rs10817033by1000genomesMG-260-tumorMG-260-normal - 8 2079 c.1743A>C

T C rs9851685byFrequency|by1000genomesMG-260-tumorMG-260-normal + 23 2508 c.2274T>C

G A rs13007735byFrequency|by1000genomesMG-260-tumorMG-260-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-260-tumorMG-260-normal + 14 2120 c.1921A>G

G A rs34546634by1000genomesMG-260-tumorMG-260-normal + 12 6372 c.5998G>A

G A rs61738284byFrequency|by1000genomesMG-260-tumorMG-260-normal - 13 6005 c.5630C>T

G A rs3818831byFrequency|by1000genomesMG-260-tumorMG-260-normal - 2 193 c.121C>T

C T rs35652696by1000genomesMG-260-tumorMG-260-normal + 10 2240 c.1866C>T

A G rs17174296byFrequency|by1000genomesMG-260-tumorMG-260-normal + 6 906 c.717A>G



G A rs11549105byFrequency|by1000genomesMG-260-tumorMG-260-normal - 6 1228 c.1224C>T

G C rs12350212byFrequency|by1000genomesMG-260-tumorMG-260-normal + 5 1878 c.1788G>C

G C rs148865068 MG-260-tumorMG-260-normal + 2 260 c.51G>C

T C MG-260-tumorMG-260-normal - 14 2512 c.2294A>G

T C rs1805129byFrequency|by1000genomesMG-260-tumorMG-260-normal - 2 327 c.252A>G

A G rs40831 by1000genomesMG-260-tumorMG-260-normal + 2 2118 c.2085A>G

A T MG-260-tumorMG-260-normal - 24 3944 c.3746T>A

G A rs1718878byFrequency|by1000genomesMG-260-tumorMG-260-normal + 13 2003 c.1590G>A

G A rs76096365byFrequency|by1000genomesMG-260-tumorMG-260-normal - 28 6350 c.5859C>T

T A rs17337023byFrequency|by1000genomesMG-260-tumorMG-260-normal + 16 2064 c.1887T>A

A G rs17051895by1000genomesMG-260-tumorMG-260-normal + 23 4485 c.3951A>G

G A rs1713982byFrequency|by1000genomesMG-260-tumorMG-260-normal + 15 2261 c.1848G>A

C T rs141683908 MG-260-tumorMG-260-normal - 11 1658 c.1238G>A

T C rs9646771by1000genomesMG-260-tumorMG-260-normal - 4 787 c.447A>G

G A rs2229695byFrequency|by1000genomesMG-260-tumorMG-260-normal - 4 1628 c.766C>T

G A rs143628111byFrequency|by1000genomesMG-260-tumorMG-260-normal - 27 3911 c.3705C>T

A G rs2973568by1000genomesMG-260-tumorMG-260-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-260-tumorMG-260-normal - 20 4043 c.3072C>A

A G rs61753940by1000genomesMG-260-tumorMG-260-normal + 2 2084 c.2051A>G

G A rs3810490by1000genomesMG-260-tumorMG-260-normal - 6 2067 c.1998C>T

C T rs4822790byFrequency|by1000genomesMG-260-tumorMG-260-normal + 15 2042 c.1683C>T

G A rs3827025by1000genomesMG-260-tumorMG-260-normal - 6 2094 c.2025C>T

T A rs41305611by1000genomesMG-260-tumorMG-260-normal - 3 1170 c.834A>T

G A rs10082432byFrequency|by1000genomesMG-260-tumorMG-260-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-260-tumorMG-260-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-260-tumorMG-260-normal + 7 1855 c.1810A>G

T C MG-260-tumorMG-260-normal - 1 461 c.462A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-260-tumorMG-260-normal + 7 1597 c.1215T>C

T C rs61995685byFrequency|by1000genomesMG-260-tumorMG-260-normal + 22 4499 c.3864T>C

C T rs6432901by1000genomesMG-260-tumorMG-260-normal - 2 514 c.174G>A

G A rs10817003by1000genomesMG-260-tumorMG-260-normal - 43 10512 c.10176C>T

C A rs58465962by1000genomesMG-260-tumorMG-260-normal - 10 1498 c.1158G>T

T C MG-260-tumorMG-260-normal + 1 114 c.114T>C

G A rs1800273byFrequency|by1000genomesMG-260-tumorMG-260-normal - 45 6669 c.6463C>T

A G rs4444457byFrequency|by1000genomesMG-260-tumorMG-260-normal - 54 9497 c.8526T>C

T C rs4652678by1000genomesMG-260-tumorMG-260-normal + 28 4116 c.3951T>C

G A rs116226864|rs35986185byFrequency|by1000genomesMG-260-tumorMG-260-normal + 18 2819 c.2271G>A

A G rs6679449by1000genomesMG-260-tumorMG-260-normal - 3 1923 c.1851T>C

C G rs45438392byFrequency|by1000genomesMG-260-tumorMG-260-normal - 13 5825 c.5450G>C

T C rs141049734byFrequencyMG-260-tumorMG-260-normal - 18 3186 c.2968A>G

G C rs3088074byFrequency|by1000genomesMG-260-tumorMG-260-normal - 9 2999 c.2785C>G

T C rs28621009byFrequency|by1000genomesMG-260-tumorMG-260-normal + 13 2864 c.2229T>C

T C rs74553878byFrequency|by1000genomesMG-260-tumorMG-260-normal - 14 1128 c.761A>G

G A rs61748805byFrequency|by1000genomesMG-260-tumorMG-260-normal - 29 4747 c.4191C>T

G A rs73007787byFrequency|by1000genomesMG-260-tumorMG-260-normal - 3 4878 c.4806C>T

A T rs146352451by1000genomesMG-260-tumorMG-260-normal + 10 797 c.699A>T

T C MG-260-tumorMG-260-normal + 1 334 c.334T>C



T C rs10082391byFrequency|by1000genomesMG-260-tumorMG-260-normal - 13 8654 c.8279A>G

T C rs2450122byFrequency|by1000genomesMG-260-tumorMG-260-normal - 10 2089 c.2004A>G

C T rs58022607by1000genomesMG-260-tumorMG-260-normal - 11 1812 c.1472G>A

C A rs1801270byFrequency|by1000genomesMG-260-tumorMG-260-normal + 2 328 c.93C>A

C T rs55913776 MG-260-tumorMG-260-normal - 3 1207 c.675G>A

C T MG-260-tumorMG-260-normal - 15 2385 c.1955G>A

G A rs11549106byFrequency|by1000genomesMG-260-tumorMG-260-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-260-tumorMG-260-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-260-tumorMG-260-normal + 12 1807 c.1631C>T

C T rs12777740byFrequency|by1000genomesMG-260-tumorMG-260-normal - 13 8321 c.7946G>A

G A rs6089925byFrequency|by1000genomesMG-260-tumorMG-260-normal - 4 729 c.660C>T

T A rs142124826 MG-260-tumorMG-260-normal + 15 1553 c.1453T>A

T C rs2241190byFrequency|by1000genomesMG-260-tumorMG-260-normal - 17 2745 c.2460A>G

A G MG-260-tumorMG-260-normal + 1 175 c.175A>G

T A rs56279059by1000genomesMG-260-tumorMG-260-normal - 3 1034 c.502A>T

C G MG-260-tumorMG-260-normal + 1 742 c.726C>G

C T rs34298574byFrequency|by1000genomesMG-260-tumorMG-260-normal + 9 1118 c.900C>T

G C rs61735455by1000genomesMG-260-tumorMG-260-normal + 12 2108 c.1884G>C

G A rs34217050by1000genomesMG-260-tumorMG-260-normal + 25 2497 c.2331G>A

C T rs1064210by1000genomesMG-260-tumorMG-260-normal - 10 1425 c.1426G>A

T G rs1889323by1000genomesMG-260-tumorMG-260-normal - 25 4582 c.4246A>C

A C rs28460286by1000genomesMG-260-tumorMG-260-normal + 2 215 c.182A>C

A T rs10817021by1000genomesMG-260-tumorMG-260-normal - 24 4324 c.3988T>A

A G rs1801426byFrequency|by1000genomesMG-260-tumorMG-260-normal + 27 10461 c.10234A>G

A G rs826549 by1000genomesMG-260-tumorMG-260-normal + 18 2676 c.2550A>G

G A rs62637611byFrequency|by1000genomesMG-260-tumorMG-260-normal - 6 1637 c.1349C>T

T C rs7714670by1000genomesMG-260-tumorMG-260-normal + 6 849 c.673T>C

C T rs16903575byFrequency|by1000genomesMG-260-tumorMG-260-normal - 32 3917 c.3714G>A

G A rs62075712by1000genomesMG-260-tumorMG-260-normal - 3 984 c.452C>T

A G rs141200193 MG-260-tumorMG-260-normal - 18 3113 c.2895T>C

T G rs34591797byFrequency|by1000genomesMG-260-tumorMG-260-normal - 2 1369 c.960A>C

G A rs76765512byFrequencyMG-260-tumorMG-260-normal + 5 787 c.343G>A

A T rs7095325byFrequency|by1000genomesMG-260-tumorMG-260-normal - 7 1087 c.712T>A

T C rs2075252byFrequency|by1000genomesMG-260-tumorMG-260-normal - 66 12565 c.12280A>G

A G rs13288443byFrequency|by1000genomesMG-260-tumorMG-260-normal + 11 2036 c.1827A>G

C T rs114845154byFrequency|by1000genomesMG-260-tumorMG-260-normal - 3 1131 c.1056G>A

T A MG-260-tumorMG-260-normal - 4 982 c.931A>T

G A rs79983774byFrequency|by1000genomesMG-260-tumorMG-260-normal - 3 5937 c.5865C>T

G C rs45469098by1000genomesMG-260-tumorMG-260-normal - 1 255 c.256C>G

C T rs10082533byFrequency|by1000genomesMG-260-tumorMG-260-normal - 13 8753 c.8378G>A

A G rs28576169by1000genomesMG-260-tumorMG-260-normal + 2 553 c.520A>G

A G rs25641 byFrequency|by1000genomesMG-260-tumorMG-260-normal - 16 4873 c.4659T>C

A C rs148651545byFrequency|by1000genomesMG-260-tumorMG-260-normal - 17 1368 c.1001T>G

T C rs831042 byFrequency|by1000genomesMG-260-tumorMG-260-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-260-tumorMG-260-normal + 2 543 c.510A>G

C T rs138595924byFrequency|by1000genomesMG-260-tumorMG-260-normal - 5 698 c.678G>A

G A rs2003233 MG-260-tumorMG-260-normal - 17 1503 c.1504C>T



G A rs7533978byFrequency|by1000genomesMG-260-tumorMG-260-normal - 6 1158 c.939C>T

C T rs7904627byFrequency|by1000genomesMG-260-tumorMG-260-normal - 5 1356 c.1242G>A

A G rs13223756byFrequency|by1000genomesMG-260-tumorMG-260-normal + 7 2144 c.1944A>G

G A rs149181731byFrequencyMG-260-tumorMG-260-normal + 1 431 c.379G>A

T G rs55695893by1000genomesMG-260-tumorMG-260-normal + 11 1652 c.1575T>G

C T rs4750936byFrequency|by1000genomesMG-260-tumorMG-260-normal - 13 4011 c.3636G>A

C T rs78557784byFrequency|by1000genomesMG-260-tumorMG-260-normal - 12 1531 c.1372G>A

C G rs11016076byFrequency|by1000genomesMG-260-tumorMG-260-normal - 8 1866 c.1491G>C

T C rs17114803byFrequency|by1000genomesMG-260-tumorMG-260-normal + 11 1465 c.1299T>C

G A rs3733415by1000genomesMG-260-tumorMG-260-normal - 2 601 c.392C>T

C T rs138123155byFrequency|by1000genomesMG-260-tumorMG-260-normal + 27 5616 c.5326C>T

G A MG-260-tumorMG-260-normal + 1 159 c.159G>A

C T rs34922891by1000genomesMG-260-tumorMG-260-normal + 13 2223 c.2223C>T

A G rs28407189by1000genomesMG-260-tumorMG-260-normal + 12 5238 c.4864A>G

C T rs62639974byFrequency|by1000genomesMG-260-tumorMG-260-normal + 4 1188 c.919C>T

C A rs113038433byFrequency|by1000genomesMG-260-tumorMG-260-normal - 7 998 c.839G>T

T C rs12990449byFrequency|by1000genomesMG-260-tumorMG-260-normal - 2 1114 c.143A>G

G A rs13054014byFrequency|by1000genomesMG-260-tumorMG-260-normal + 2 569 c.210G>A

A G MG-260-tumorMG-260-normal + 1 47 c.47A>G

A G rs180744 by1000genomesMG-260-tumorMG-260-normal + 2 1719 c.1686A>G

T C MG-260-tumorMG-260-normal + 1 510 c.510T>C

T C MG-260-tumorMG-260-normal + 1 354 c.354T>C

T C rs543304 byFrequency|by1000genomesMG-260-tumorMG-260-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-260-tumorMG-260-normal - 3 142 c.98T>G

T C rs79054985byFrequency|by1000genomesMG-260-tumorMG-260-normal - 27 5363 c.4392A>G

C A MG-260-tumorMG-260-normal + 5 585 c.205C>A

G C MG-260-tumorMG-260-normal - 5 1009 c.1010C>G

G A rs1128761byFrequency|by1000genomesMG-260-tumorMG-260-normal + 7 1219 c.966G>A

C T rs3812458byFrequency|by1000genomesMG-260-tumorMG-260-normal + 22 2662 c.2385C>T

A G rs118185238by1000genomesMG-260-tumorMG-260-normal - 38 8597 c.8261T>C

C T rs34594998by1000genomesMG-260-tumorMG-260-normal + 9 1733 c.1509C>T

G A rs2248407byFrequency|by1000genomesMG-260-tumorMG-260-normal - 4 1003 c.918C>T

C G rs113462555by1000genomesMG-260-tumorMG-260-normal + 2 677 c.644C>G

C T rs1800265byFrequency|by1000genomesMG-260-tumorMG-260-normal - 9 1043 c.837G>A

T C rs7716253by1000genomesMG-260-tumorMG-260-normal + 8 1121 c.945T>C

T C rs11886219byFrequency|by1000genomesMG-260-tumorMG-260-normal - 36 6144 c.5859A>G

T A rs61749580byFrequency|by1000genomesMG-260-tumorMG-260-normal - 3 576 c.504A>T

T C rs5927083byFrequency|by1000genomesMG-260-tumorMG-260-normal - 14 1841 c.1635A>G

C T rs2273779byFrequency|by1000genomesMG-260-tumorMG-260-normal + 6 583 c.538C>T

C T MG-260-tumorMG-260-normal + 4 397 c.215C>T

T C rs11016071byFrequency|by1000genomesMG-260-tumorMG-260-normal - 13 9086 c.8711A>G

A G rs1385600byFrequency|by1000genomesMG-260-tumorMG-260-normal - 5 1375 c.1290T>C

T C rs77817142byFrequency|by1000genomesMG-260-tumorMG-260-normal + 12 3203 c.2984T>C

T C rs2072736byFrequency|by1000genomesMG-260-tumorMG-260-normal - 8 1410 c.474A>G

T C MG-260-tumorMG-260-normal - 1 65 c.45A>G

C G rs2509943byFrequency|by1000genomesMG-260-tumorMG-260-normal + 3 776 c.279C>G

A T rs1063536byFrequency|by1000genomesMG-260-tumorMG-260-normal - 4 612 c.237T>A



C T rs3796031byFrequency|by1000genomesMG-260-tumorMG-260-normal - 17 2399 c.1947G>A

A G rs2229267byFrequency|by1000genomesMG-260-tumorMG-260-normal - 29 5160 c.4875T>C

A G MG-260-tumorMG-260-normal - 2 706 c.655T>C

A G rs115135395byFrequency|by1000genomesMG-260-tumorMG-260-normal - 68 10918 c.10674T>C

G A rs4750685byFrequency|by1000genomesMG-260-tumorMG-260-normal - 13 4115 c.3740C>T

G A rs41269803byFrequency|by1000genomesMG-260-tumorMG-260-normal + 8 1857 c.1001G>A

A G rs4659654byFrequency|by1000genomesMG-260-tumorMG-260-normal - 16 2000 c.1503T>C

C T rs10082504byFrequency|by1000genomesMG-260-tumorMG-260-normal - 14 10059 c.9684G>A

C T rs468525 by1000genomesMG-260-tumorMG-260-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-260-tumorMG-260-normal - 12 2105 c.2062A>G

A G rs151306742by1000genomesMG-260-tumorMG-260-normal + 4 729 c.285A>G

A G MG-260-tumorMG-260-normal + 1 769 c.769A>G

G A rs1676211by1000genomesMG-260-tumorMG-260-normal + 13 2154 c.2154G>A

T C rs111331725by1000genomesMG-260-tumorMG-260-normal + 6 643 c.263T>C

T C rs11839380byFrequency|by1000genomesMG-260-tumorMG-260-normal - 10 9461 c.8873A>G

T C rs137871677by1000genomesMG-260-tumorMG-260-normal + 5 529 c.149T>C

G T rs34124958by1000genomesMG-260-tumorMG-260-normal + 12 5920 c.5546G>T

A G rs143254940byFrequencyMG-260-tumorMG-260-normal - 5 832 c.546T>C

A G rs61739659byFrequency|by1000genomesMG-260-tumorMG-260-normal + 9 2150 c.2037A>G

C T rs115350205byFrequency|by1000genomesMG-260-tumorMG-260-normal + 15 2007 c.1830C>T

G A rs148848913byFrequency|by1000genomesMG-260-tumorMG-260-normal + 7 1369 c.513G>A

T C rs11571642byFrequencyMG-260-tumorMG-260-normal + 10 2015 c.1788T>C

G A rs9789047by1000genomesMG-260-tumorMG-260-normal + 10 998 c.998G>A

G T rs147825872 MG-260-tumorMG-260-normal + 20 4359 c.4282G>T

T C rs78047545byFrequency|by1000genomesMG-260-tumorMG-260-normal - 4 670 c.457A>G

C G rs3735156byFrequency|by1000genomesMG-260-tumorMG-260-normal - 11 1795 c.1577G>C

T C MG-260-tumorMG-260-normal + 8 505 c.505T>C

A G rs1980131byFrequency|by1000genomesMG-260-tumorMG-260-normal + 2 2992 c.2880A>G

G A MG-260-tumorMG-260-normal + 6 1014 c.573G>A

T C rs12731746byFrequency|by1000genomesMG-260-tumorMG-260-normal - 11 1394 c.897A>G

G A rs111924728by1000genomesMG-260-tumorMG-260-normal - 22 5216 c.5217C>T

T C rs148571616byFrequencyMG-260-tumorMG-260-normal - 30 5172 c.4928A>G

G A rs6089924byFrequency|by1000genomesMG-260-tumorMG-260-normal - 4 920 c.851C>T

T C rs16833974byFrequency|by1000genomesMG-260-tumorMG-260-normal - 3 3818 c.3746A>G

T C rs28639589byFrequency|by1000genomesMG-260-tumorMG-260-normal - 12 1809 c.1611A>G

C A rs6453022by1000genomesMG-260-tumorMG-260-normal + 7 1027 c.851C>A

T G rs1050767byFrequency|by1000genomesMG-260-tumorMG-260-normal - 13 8533 c.8158A>C

T G rs79385100by1000genomesMG-260-tumorMG-260-normal - 11 1929 c.1930A>C

C G rs180743 by1000genomesMG-260-tumorMG-260-normal + 2 1315 c.1282C>G

C T rs2282303byFrequency|by1000genomesMG-260-tumorMG-260-normal - 3 899 c.827G>A

T C rs62075623 MG-262-tumorMG-262-normal - 14 1825 c.1732A>G

T C rs831043 byFrequency|by1000genomesMG-262-tumorMG-262-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-262-tumorMG-262-normal + 7 3183 c.3138A>G

T G rs997983 byFrequency|by1000genomesMG-262-tumorMG-262-normal - 9 2266 c.1891A>C

A G rs62077275 MG-262-tumorMG-262-normal - 2 173 c.80T>C

C T rs1386356byFrequency|by1000genomesMG-262-tumorMG-262-normal - 85 14018 c.13047G>A

G C rs2240 byFrequency|by1000genomesMG-262-tumorMG-262-normal - 13 2935 c.2560C>G



A T rs140918583byFrequencyMG-262-tumorMG-262-normal - 39 7143 c.6858T>A

C A MG-262-tumorMG-262-normal + 31 4220 c.4044C>A

G C MG-262-tumorMG-262-normal - 2 625 c.532C>G

C T MG-262-tumorMG-262-normal + 3 423 c.43C>T

G A MG-262-tumorMG-262-normal + 11 1634 c.1582G>A

G A rs45492196byFrequency|by1000genomesMG-262-tumorMG-262-normal - 4 1499 c.943C>T

T C rs61729207byFrequency|by1000genomesMG-262-tumorMG-262-normal - 13 4278 c.3903A>G

G A rs34916904byFrequency|by1000genomesMG-262-tumorMG-262-normal - 13 2869 c.2494C>T

A G rs150043755byFrequencyMG-262-tumorMG-262-normal - 2 193 c.153T>C

T G rs9807633by1000genomesMG-262-tumorMG-262-normal - 1 88 c.89A>C

T C rs141049734byFrequencyMG-262-tumorMG-262-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-262-tumorMG-262-normal - 10 6783 c.6195T>C

C T rs145201961byFrequencyMG-262-tumorMG-262-normal - 42 8032 c.7747G>A

C T rs62478357byFrequencyMG-262-tumorMG-262-normal - 8 1268 c.1050G>A

C A rs138908625byFrequency|by1000genomesMG-262-tumorMG-262-normal - 8 1357 c.1139G>T

T G rs3208659 MG-262-tumorMG-262-normal - 7 871 c.778A>C

G A rs2127898byFrequency|by1000genomesMG-262-tumorMG-262-normal - 6 1130 c.920C>T

T C rs3755806byFrequency|by1000genomesMG-262-tumorMG-262-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-262-tumorMG-262-normal + 36 5181 c.5016C>T

C T rs41299110byFrequency|by1000genomesMG-262-tumorMG-262-normal + 14 1944 c.1699C>T

G C MG-262-tumorMG-262-normal + 4 313 c.220G>C

A T rs7995564by1000genomesMG-262-tumorMG-262-normal + 10 2068 c.1534A>T

C A rs2973558by1000genomesMG-262-tumorMG-262-normal + 20 2514 c.2338C>A

C A rs78806080byFrequency|by1000genomesMG-262-tumorMG-262-normal - 13 3029 c.2058G>T

T C rs80268686 MG-262-tumorMG-262-normal - 14 2213 c.1995A>G

A G rs62077276 MG-262-tumorMG-262-normal - 2 170 c.77T>C

C A rs6738031by1000genomesMG-262-tumorMG-262-normal - 18 3000 c.2874G>T

G A rs41294868by1000genomesMG-262-tumorMG-262-normal + 14 2132 c.1933G>A

T C rs62077265 MG-262-tumorMG-262-normal - 3 321 c.228A>G

C A rs12454500by1000genomesMG-262-tumorMG-262-normal - 1 497 c.498G>T

G T MG-262-tumorMG-262-normal - 1 487 c.488C>A

T C rs4652678by1000genomesMG-262-tumorMG-262-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-262-tumorMG-262-normal - 26 4397 c.4395A>G

G A rs13007735byFrequency|by1000genomesMG-262-tumorMG-262-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-262-tumorMG-262-normal + 14 2120 c.1921A>G

T C MG-262-tumorMG-262-normal - 2 215 c.203A>G

G C rs62077263 MG-262-tumorMG-262-normal - 7 916 c.823C>G

C T MG-262-tumorMG-262-normal - 8 1260 c.1042G>A

G A rs1718878byFrequency|by1000genomesMG-262-tumorMG-262-normal + 13 2003 c.1590G>A

T C rs62075621 MG-262-tumorMG-262-normal - 14 1851 c.1758A>G

T G MG-262-tumorMG-262-normal + 2 173 c.80T>G

T A rs17337023byFrequency|by1000genomesMG-262-tumorMG-262-normal + 16 2064 c.1887T>A

G A rs1713982byFrequency|by1000genomesMG-262-tumorMG-262-normal + 15 2261 c.1848G>A

A C rs11552054byFrequency|by1000genomesMG-262-tumorMG-262-normal + 5 630 c.540A>C

G A rs77042968byFrequency|by1000genomesMG-262-tumorMG-262-normal + 6 1061 c.583G>A

G C rs11611231by1000genomesMG-262-tumorMG-262-normal + 9 2190 c.2190G>C

G T rs80359436|rs28897727byFrequencyMG-262-tumorMG-262-normal + 11 4485 c.4258G>T



C G rs114279527by1000genomesMG-262-tumorMG-262-normal - 2 3137 c.2928G>C

T C rs831042 byFrequency|by1000genomesMG-262-tumorMG-262-normal - 24 3945 c.3660A>G

T C rs9646771by1000genomesMG-262-tumorMG-262-normal - 4 787 c.447A>G

T C rs78239740byFrequency|by1000genomesMG-262-tumorMG-262-normal - 24 4391 c.4055A>G

T C rs34324423byFrequency|by1000genomesMG-262-tumorMG-262-normal - 9 2967 c.2031A>G

T G rs552183 byFrequency|by1000genomesMG-262-tumorMG-262-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-262-tumorMG-262-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-262-tumorMG-262-normal + 14 2279 c.2055T>C

T C rs2229263byFrequency|by1000genomesMG-262-tumorMG-262-normal - 3 533 c.248A>G

T C rs1048500byFrequency|by1000genomesMG-262-tumorMG-262-normal + 2 1791 c.684T>C

G A rs10082432byFrequency|by1000genomesMG-262-tumorMG-262-normal - 13 8757 c.8382C>T

T G rs146012937by1000genomesMG-262-tumorMG-262-normal + 4 295

G A MG-262-tumorMG-262-normal + 6 1154 c.1102G>A

T G rs1058201 MG-262-tumorMG-262-normal - 3 297 c.204A>C

G A rs2074852byFrequency|by1000genomesMG-262-tumorMG-262-normal - 6 702 c.372C>T

T C rs7935 byFrequency|by1000genomesMG-262-tumorMG-262-normal + 9 1808 c.1524T>C

G T rs146238849byFrequency|by1000genomesMG-262-tumorMG-262-normal - 8 1391 c.1173C>A

T G rs146246499|rs6933271byFrequency|by1000genomesMG-262-tumorMG-262-normal + 12 1492 c.1297T>G

A G rs1211708byFrequency|by1000genomesMG-262-tumorMG-262-normal - 6 1888 c.1338T>C

C T MG-262-tumorMG-262-normal - 10 1429 c.1430G>A

C T rs45554841by1000genomesMG-262-tumorMG-262-normal - 1 214 c.215G>A

G T rs2075249byFrequency|by1000genomesMG-262-tumorMG-262-normal - 21 3339 c.3054C>A

T C rs10082391byFrequency|by1000genomesMG-262-tumorMG-262-normal - 13 8654 c.8279A>G

A G rs62617142by1000genomesMG-262-tumorMG-262-normal + 1 560 c.260A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-262-tumorMG-262-normal + 7 1597 c.1215T>C

G T rs34116632byFrequency|by1000genomesMG-262-tumorMG-262-normal - 13 6226 c.5851C>A

T C rs61751603byFrequency|by1000genomesMG-262-tumorMG-262-normal - 9 1894 c.1672A>G

C T MG-262-tumorMG-262-normal - 22 12079 c.11870G>A

A C rs881732 by1000genomesMG-262-tumorMG-262-normal + 17 1912 c.1092A>C

A G rs138654175byFrequencyMG-262-tumorMG-262-normal + 8 1215 c.1125A>G

A G rs13223756byFrequency|by1000genomesMG-262-tumorMG-262-normal + 7 2144 c.1944A>G

C T rs2973571by1000genomesMG-262-tumorMG-262-normal + 12 1807 c.1631C>T

C T MG-262-tumorMG-262-normal + 2 620 c.238C>T

T C rs34750407byFrequency|by1000genomesMG-262-tumorMG-262-normal - 14 9680 c.9305A>G

T C rs2229992byFrequency|by1000genomesMG-262-tumorMG-262-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-262-tumorMG-262-normal - 17 2745 c.2460A>G

T C rs6865460byFrequency|by1000genomesMG-262-tumorMG-262-normal + 10 1960 c.1578T>C

C G rs2282302byFrequency|by1000genomesMG-262-tumorMG-262-normal - 3 965 c.893G>C

T C rs9807555by1000genomesMG-262-tumorMG-262-normal - 1 196 c.197A>G

T G MG-262-tumorMG-262-normal - 9 1019 c.1020A>C

G A rs3793379byFrequency|by1000genomesMG-262-tumorMG-262-normal + 32 4159 c.3882G>A

T C MG-262-tumorMG-262-normal - 9 1481 c.1430A>G

G C rs60140950byFrequency|by1000genomesMG-262-tumorMG-262-normal + 9 986 c.767G>C

A T rs7095325byFrequency|by1000genomesMG-262-tumorMG-262-normal - 7 1087 c.712T>A

C T rs10082533byFrequency|by1000genomesMG-262-tumorMG-262-normal - 13 8753 c.8378G>A

G A rs35296183byFrequency|by1000genomesMG-262-tumorMG-262-normal - 55 9794 c.8823C>T

C T rs11873462by1000genomesMG-262-tumorMG-262-normal - 1 47 c.48G>A



T C rs2075252byFrequency|by1000genomesMG-262-tumorMG-262-normal - 66 12565 c.12280A>G

G C MG-262-tumorMG-262-normal + 4 410 c.317G>C

G A rs2973566by1000genomesMG-262-tumorMG-262-normal + 14 1930 c.1754G>A

G C rs45469098by1000genomesMG-262-tumorMG-262-normal - 1 255 c.256C>G

C T MG-262-tumorMG-262-normal - 3 2964 c.2889G>A

G A rs3795666byFrequency|by1000genomesMG-262-tumorMG-262-normal - 34 6640 c.6421C>T

A C MG-262-tumorMG-262-normal + 4 337 c.244A>C

A G rs149271 by1000genomesMG-262-tumorMG-262-normal + 2 543 c.510A>G

C A MG-262-tumorMG-262-normal - 10 6729 c.6520G>T

G A rs2248407byFrequency|by1000genomesMG-262-tumorMG-262-normal - 4 1003 c.918C>T

C G rs41278611by1000genomesMG-262-tumorMG-262-normal - 2 594 c.385G>C

C T rs4750936byFrequency|by1000genomesMG-262-tumorMG-262-normal - 13 4011 c.3636G>A

A G rs34961678byFrequency|by1000genomesMG-262-tumorMG-262-normal - 3 514 c.429T>C

G C MG-262-tumorMG-262-normal - 1 399 c.348C>G

C G rs11016076byFrequency|by1000genomesMG-262-tumorMG-262-normal - 8 1866 c.1491G>C

G A rs7853155by1000genomesMG-262-tumorMG-262-normal - 30 5337 c.5001C>T

T G rs62075620 MG-262-tumorMG-262-normal - 14 1855 c.1762A>C

G A rs17591320byFrequency|by1000genomesMG-262-tumorMG-262-normal - 3 657 c.466C>T

T C MG-262-tumorMG-262-normal + 21 3140 c.2757T>C

A G rs3208627 MG-262-tumorMG-262-normal - 2 153 c.60T>C

A C rs62077264 MG-262-tumorMG-262-normal - 7 854 c.761T>G

A G rs17078605byFrequency|by1000genomesMG-262-tumorMG-262-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-262-tumorMG-262-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-262-tumorMG-262-normal + 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-262-tumorMG-262-normal + 11 4034 c.3807T>C

C A rs79011039byFrequency|by1000genomesMG-262-tumorMG-262-normal + 6 1050 c.572C>A

T C MG-262-tumorMG-262-normal - 5 540 c.408A>G

C T MG-262-tumorMG-262-normal + 1 153 c.153C>T

G C MG-262-tumorMG-262-normal - 5 1009 c.1010C>G

G A rs1128761byFrequency|by1000genomesMG-262-tumorMG-262-normal + 7 1219 c.966G>A

T C rs79454290 MG-262-tumorMG-262-normal - 10 1195 c.1102A>G

A G rs150594 byFrequency|by1000genomesMG-262-tumorMG-262-normal - 13 1559 c.1356T>C

A G rs11778209byFrequency|by1000genomesMG-262-tumorMG-262-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-262-tumorMG-262-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-262-tumorMG-262-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-262-tumorMG-262-normal - 3 660 c.661T>C

G C MG-262-tumorMG-262-normal + 10 700 c.700G>C

G A rs2289247byFrequency|by1000genomesMG-262-tumorMG-262-normal + 11 1273 c.1063G>A

C T rs2285975byFrequency|by1000genomesMG-262-tumorMG-262-normal - 13 2445 c.2256G>A

G A rs34575560byFrequency|by1000genomesMG-262-tumorMG-262-normal - 2 488 c.79C>T

C A rs35674179byFrequency|by1000genomesMG-262-tumorMG-262-normal - 13 5263 c.5153G>T

C G rs2509943byFrequency|by1000genomesMG-262-tumorMG-262-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-262-tumorMG-262-normal - 2 514 c.174G>A

T C rs61740142byFrequency|by1000genomesMG-262-tumorMG-262-normal - 6 1982 c.1495A>G

C T MG-262-tumorMG-262-normal + 20 2757 c.2374C>T

C T rs151174 by1000genomesMG-262-tumorMG-262-normal + 2 1740 c.1707C>T

T C rs62077266 MG-262-tumorMG-262-normal - 3 311 c.218A>G



A G rs4659654byFrequency|by1000genomesMG-262-tumorMG-262-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-262-tumorMG-262-normal - 7 1855 c.1519G>A

C T rs35678179byFrequency|by1000genomesMG-262-tumorMG-262-normal - 9 1320 c.1098G>A

T C rs11016071byFrequency|by1000genomesMG-262-tumorMG-262-normal - 13 9086 c.8711A>G

C T MG-262-tumorMG-262-normal - 3 897 c.365G>A

A G rs2737699byFrequency|by1000genomesMG-262-tumorMG-262-normal - 10 12892 c.12304T>C

T C MG-262-tumorMG-262-normal - 22 3673 c.3455A>G

A G rs1385600byFrequency|by1000genomesMG-262-tumorMG-262-normal - 5 1375 c.1290T>C

G A rs2227983byFrequency|by1000genomesMG-262-tumorMG-262-normal + 13 1739 c.1562G>A

C T MG-262-tumorMG-262-normal - 5 546 c.414G>A

C T rs2229265byFrequency|by1000genomesMG-262-tumorMG-262-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-262-tumorMG-262-normal - 21 3503 c.3501A>T

G A MG-262-tumorMG-262-normal - 45 14252 c.14253C>T

C T rs7300444byFrequency|by1000genomesMG-262-tumorMG-262-normal + 19 5383 c.4740C>T

A G rs112129664|rs67218125|rs112826888|rs28529067|rs1132443byFrequency|by1000genomesMG-262-tumorMG-262-normal + 20 3996 c.3780A>G

C T rs1801187byFrequency|by1000genomesMG-262-tumorMG-262-normal - 37 5440 c.5234G>A

C T rs58287721 MG-262-tumorMG-262-normal - 2 2356 c.1500G>A

A C rs62534884by1000genomesMG-262-tumorMG-262-normal + 4 892 c.683A>C

G A MG-262-tumorMG-262-normal - 9 1026 c.1027C>T

G A rs13054014byFrequency|by1000genomesMG-262-tumorMG-262-normal + 2 569 c.210G>A

A C MG-262-tumorMG-262-normal - 9 1020 c.1021T>G

A G rs11915822byFrequency|by1000genomesMG-262-tumorMG-262-normal - 13 6588 c.6478T>C

T C rs12731746byFrequency|by1000genomesMG-262-tumorMG-262-normal - 11 1394 c.897A>G

G A rs9789047by1000genomesMG-262-tumorMG-262-normal + 10 998 c.998G>A

A G rs151306742by1000genomesMG-262-tumorMG-262-normal + 4 729 c.285A>G

C T rs2273779byFrequency|by1000genomesMG-262-tumorMG-262-normal + 6 583 c.538C>T

C T MG-262-tumorMG-262-normal + 1 468 c.468C>T

T C rs62075623 MG-263-tumorMG-263-normal - 14 1825 c.1732A>G

T C rs41315020byFrequency|by1000genomesMG-263-tumorMG-263-normal - 8 1497 c.909A>G

T C rs831043 byFrequency|by1000genomesMG-263-tumorMG-263-normal - 21 3354 c.3069A>G

A G rs62077275 MG-263-tumorMG-263-normal - 2 173 c.80T>C

C T rs1386356byFrequency|by1000genomesMG-263-tumorMG-263-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-263-tumorMG-263-normal - 20 2134 c.1864G>A

G T rs9661554byFrequency|by1000genomesMG-263-tumorMG-263-normal + 2 186 c.99G>T

C T MG-263-tumorMG-263-normal + 3 423 c.43C>T

A G MG-263-tumorMG-263-normal + 1 1630 c.1630A>G

A G MG-263-tumorMG-263-normal - 2 797 c.588T>C

C T rs104893829 MG-263-tumorMG-263-normal + 1 1081 c.241C>T

G A rs34722354byFrequency|by1000genomesMG-263-tumorMG-263-normal + 13 1761 c.1323G>A

G T rs2075249byFrequency|by1000genomesMG-263-tumorMG-263-normal - 21 3339 c.3054C>A

A G MG-263-tumorMG-263-normal + 1 61 c.61A>G

A C rs55776396byFrequency|by1000genomesMG-263-tumorMG-263-normal - 50 15977 c.15978T>G

T C rs141049734byFrequencyMG-263-tumorMG-263-normal - 18 3186 c.2968A>G

C G rs72474510byFrequency|by1000genomesMG-263-tumorMG-263-normal - 4 1198 c.1128G>C

A G MG-263-tumorMG-263-normal + 1 387 c.387A>G

A G rs56069227by1000genomesMG-263-tumorMG-263-normal + 3 764 c.764A>G

C T MG-263-tumorMG-263-normal - 20 3573 c.3382G>A



T C rs766894 by1000genomesMG-263-tumorMG-263-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-263-tumorMG-263-normal - 8 1357 c.1139G>T

T G rs3208659 MG-263-tumorMG-263-normal - 7 871 c.778A>C

C T rs115572434byFrequency|by1000genomesMG-263-tumorMG-263-normal + 8 3730 c.2874C>T

G A rs3744249byFrequency|by1000genomesMG-263-tumorMG-263-normal + 11 2561 c.2172G>A

A G rs2229268byFrequency|by1000genomesMG-263-tumorMG-263-normal - 61 11886 c.11601T>C

G A rs55855602by1000genomesMG-263-tumorMG-263-normal - 3 1030 c.498C>T

G A rs34823643byFrequency|by1000genomesMG-263-tumorMG-263-normal - 9 5950 c.5737C>T

T C rs3755806byFrequency|by1000genomesMG-263-tumorMG-263-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-263-tumorMG-263-normal - 13 5919 c.5544G>A

C T rs61741759by1000genomesMG-263-tumorMG-263-normal + 22 2332 c.2145C>T

C T rs41299110byFrequency|by1000genomesMG-263-tumorMG-263-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-263-tumorMG-263-normal - 9 1710 c.1496C>T

A C rs4625290byFrequency|by1000genomesMG-263-tumorMG-263-normal - 2 325 c.255T>G

G C rs12104021by1000genomesMG-263-tumorMG-263-normal - 3 790 c.258C>G

A G rs62077276 MG-263-tumorMG-263-normal - 2 170 c.77T>C

G A rs7624750byFrequency|by1000genomesMG-263-tumorMG-263-normal + 4 707 c.473G>A

C T rs55979329by1000genomesMG-263-tumorMG-263-normal - 3 1257 c.725G>A

C A rs6738031by1000genomesMG-263-tumorMG-263-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-263-tumorMG-263-normal - 16 2000 c.1503T>C

A G rs33954745byFrequency|by1000genomesMG-263-tumorMG-263-normal - 17 2661 c.2376T>C

T C rs142304809byFrequencyMG-263-tumorMG-263-normal - 9 1291 c.1259A>G

C T rs140105230byFrequency|by1000genomesMG-263-tumorMG-263-normal - 4 1405 c.1335G>A

T C rs62077265 MG-263-tumorMG-263-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-263-tumorMG-263-normal + 23 2508 c.2274T>C

G A rs12104022by1000genomesMG-263-tumorMG-263-normal - 3 784 c.252C>T

T G rs10817033by1000genomesMG-263-tumorMG-263-normal - 8 2079 c.1743A>C

A G rs2227973byFrequency|by1000genomesMG-263-tumorMG-263-normal + 2 2571 c.2459A>G

G A rs34949187by1000genomesMG-263-tumorMG-263-normal + 6 1198 c.824G>A

G T rs146238849byFrequency|by1000genomesMG-263-tumorMG-263-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-263-tumorMG-263-normal - 31 5385 c.5100C>T

G A rs2229266byFrequency|by1000genomesMG-263-tumorMG-263-normal - 6 924 c.639C>T

T C rs28489116by1000genomesMG-263-tumorMG-263-normal - 10 5194 c.4985A>G

A G rs7762830by1000genomesMG-263-tumorMG-263-normal + 14 2120 c.1921A>G

T C MG-263-tumorMG-263-normal + 1 318 c.318T>C

G A rs17350795byFrequency|by1000genomesMG-263-tumorMG-263-normal + 8 2205 c.1349G>A

T C rs56201064byFrequency|by1000genomesMG-263-tumorMG-263-normal + 8 1948 c.1092T>C

C A rs61747667byFrequency|by1000genomesMG-263-tumorMG-263-normal + 8 1615 c.759C>A

T C rs1064545 MG-263-tumorMG-263-normal - 10 1261 c.1168A>G

A G rs40831 by1000genomesMG-263-tumorMG-263-normal + 2 2118 c.2085A>G

T C MG-263-tumorMG-263-normal + 1 56 c.56T>C

G A rs1718878byFrequency|by1000genomesMG-263-tumorMG-263-normal + 13 2003 c.1590G>A

A G rs1206038byFrequency|by1000genomesMG-263-tumorMG-263-normal + 29 5706 c.5071A>G

G A rs1713982byFrequency|by1000genomesMG-263-tumorMG-263-normal + 15 2261 c.1848G>A

C G rs145987835byFrequencyMG-263-tumorMG-263-normal - 4 1432 c.1362G>C

A G MG-263-tumorMG-263-normal - 15 1346 c.1346T>C

T C MG-263-tumorMG-263-normal + 1 777 c.777T>C



T C rs9646771by1000genomesMG-263-tumorMG-263-normal - 4 787 c.447A>G

G A MG-263-tumorMG-263-normal + 2 555 c.528G>A

A G rs2973568by1000genomesMG-263-tumorMG-263-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-263-tumorMG-263-normal - 20 3946 c.3859G>A

T C MG-263-tumorMG-263-normal - 4 1446 c.1376A>G

G A rs140323754byFrequency|by1000genomesMG-263-tumorMG-263-normal + 16 2408 c.1265G>A

T C rs1048500byFrequency|by1000genomesMG-263-tumorMG-263-normal + 2 1791 c.684T>C

C T rs28997582byFrequency|by1000genomesMG-263-tumorMG-263-normal + 29 4337 c.4053C>T

T G rs146012937by1000genomesMG-263-tumorMG-263-normal + 4 295

C G rs143879890by1000genomesMG-263-tumorMG-263-normal - 16 2320 c.2233G>C

T G rs1058201 MG-263-tumorMG-263-normal - 3 297 c.204A>C

T C rs7935 byFrequency|by1000genomesMG-263-tumorMG-263-normal + 9 1808 c.1524T>C

T C MG-263-tumorMG-263-normal + 1 246 c.246T>C

A G rs4444457byFrequency|by1000genomesMG-263-tumorMG-263-normal - 54 9497 c.8526T>C

T C rs4652678by1000genomesMG-263-tumorMG-263-normal + 28 4116 c.3951T>C

C T rs149155949byFrequency|by1000genomesMG-263-tumorMG-263-normal + 19 3884 c.3249C>T

A G rs150594 byFrequency|by1000genomesMG-263-tumorMG-263-normal - 13 1559 c.1356T>C

A C rs76504934by1000genomesMG-263-tumorMG-263-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-263-tumorMG-263-normal + 24 3194 c.3018C>T

C T rs34996572byFrequency|by1000genomesMG-263-tumorMG-263-normal - 8 6006 c.5937G>A

G T rs6748626byFrequency|by1000genomesMG-263-tumorMG-263-normal - 20 4043 c.3072C>A

G A rs80198225 MG-263-tumorMG-263-normal + 8 527 c.527G>A

A G rs61747663byFrequency|by1000genomesMG-263-tumorMG-263-normal + 8 2422 c.1566A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-263-tumorMG-263-normal + 7 1597 c.1215T>C

T G rs113206140 MG-263-tumorMG-263-normal - 7 883 c.790A>C

C G rs116238585byFrequency|by1000genomesMG-263-tumorMG-263-normal + 8 3701 c.2845C>G

T C rs2450122byFrequency|by1000genomesMG-263-tumorMG-263-normal - 10 2089 c.2004A>G

A C rs881732 by1000genomesMG-263-tumorMG-263-normal + 17 1912 c.1092A>C

C T rs55913776 MG-263-tumorMG-263-normal - 3 1207 c.675G>A

C T MG-263-tumorMG-263-normal + 1 468 c.468C>T

G A rs16885 byFrequency|by1000genomesMG-263-tumorMG-263-normal - 9 3193 c.2257C>T

A G MG-263-tumorMG-263-normal + 1 57 c.57A>G

T C rs2229992byFrequency|by1000genomesMG-263-tumorMG-263-normal + 12 1838 c.1458T>C

A G MG-263-tumorMG-263-normal + 1 1396 c.1396A>G

T C rs2241190byFrequency|by1000genomesMG-263-tumorMG-263-normal - 17 2745 c.2460A>G

G A rs145379616 MG-263-tumorMG-263-normal - 43 11459 c.11241C>T

C T rs138457194 MG-263-tumorMG-263-normal - 9 1351 c.1352G>A

T G MG-263-tumorMG-263-normal + 16 2367 c.2241T>G

C T rs2269654byFrequency|by1000genomesMG-263-tumorMG-263-normal + 11 2687 c.2574C>T

T A rs56279059by1000genomesMG-263-tumorMG-263-normal - 3 1034 c.502A>T

G C rs142674139byFrequency|by1000genomesMG-263-tumorMG-263-normal - 1 333 c.94C>G

T C rs2229263byFrequency|by1000genomesMG-263-tumorMG-263-normal - 3 533 c.248A>G

A G rs826549 by1000genomesMG-263-tumorMG-263-normal + 18 2676 c.2550A>G

C T rs72987361byFrequency|by1000genomesMG-263-tumorMG-263-normal - 3 898 c.558G>A

G A rs35296183byFrequency|by1000genomesMG-263-tumorMG-263-normal - 55 9794 c.8823C>T

A T rs78455617byFrequency|by1000genomesMG-263-tumorMG-263-normal - 4 1208 c.1138T>A

T C rs1002519byFrequency|by1000genomesMG-263-tumorMG-263-normal + 1 196 c.196T>C



G C rs77467652 MG-263-tumorMG-263-normal - 5 542 c.449C>G

G A rs79863383byFrequency|by1000genomesMG-263-tumorMG-263-normal - 4 1403 c.1190C>T

G A rs2271189byFrequency|by1000genomesMG-263-tumorMG-263-normal + 27 3788 c.3348G>A

G A rs7853155by1000genomesMG-263-tumorMG-263-normal - 30 5337 c.5001C>T

A G rs3208627 MG-263-tumorMG-263-normal - 2 153 c.60T>C

T C rs2075252byFrequency|by1000genomesMG-263-tumorMG-263-normal - 66 12565 c.12280A>G

A C rs62077264 MG-263-tumorMG-263-normal - 7 854 c.761T>G

T C rs11373 byFrequency|by1000genomesMG-263-tumorMG-263-normal - 3 787 c.367A>G

G A rs11177 byFrequency|by1000genomesMG-263-tumorMG-263-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-263-tumorMG-263-normal - 2 514 c.174G>A

C A rs144349020by1000genomesMG-263-tumorMG-263-normal + 3 1131 c.912C>A

T C rs831042 byFrequency|by1000genomesMG-263-tumorMG-263-normal - 24 3945 c.3660A>G

C T rs34594998by1000genomesMG-263-tumorMG-263-normal + 9 1733 c.1509C>T

C T MG-263-tumorMG-263-normal + 1 369 c.369C>T

T C rs11886219byFrequency|by1000genomesMG-263-tumorMG-263-normal - 36 6144 c.5859A>G

A G rs28647489by1000genomesMG-263-tumorMG-263-normal - 15 10210 c.10001T>C

G A rs2289247byFrequency|by1000genomesMG-263-tumorMG-263-normal + 11 1273 c.1063G>A

A G rs1385600byFrequency|by1000genomesMG-263-tumorMG-263-normal - 5 1375 c.1290T>C

G A MG-263-tumorMG-263-normal - 55 10929 c.10644C>T

C T rs3743398by1000genomesMG-263-tumorMG-263-normal + 12 2965 c.2591C>T

C A MG-263-tumorMG-263-normal + 11 4136 c.3493C>A

C G rs2509943byFrequency|by1000genomesMG-263-tumorMG-263-normal + 3 776 c.279C>G

A G rs2229267byFrequency|by1000genomesMG-263-tumorMG-263-normal - 29 5160 c.4875T>C

C T rs146330869byFrequency|by1000genomesMG-263-tumorMG-263-normal + 9 2565 c.924C>T

G T rs140059935by1000genomesMG-263-tumorMG-263-normal + 16 1408 c.1408G>T

T C rs62077266 MG-263-tumorMG-263-normal - 3 311 c.218A>G

G T rs139431164byFrequencyMG-263-tumorMG-263-normal + 3 1043 c.824G>T

C T rs872665 by1000genomesMG-263-tumorMG-263-normal - 7 1855 c.1519G>A

A G rs150196149by1000genomesMG-263-tumorMG-263-normal - 9 1008 c.989T>C

C T rs61747664byFrequency|by1000genomesMG-263-tumorMG-263-normal + 8 2896 c.2040C>T

C T rs55865069byFrequency|by1000genomesMG-263-tumorMG-263-normal - 3 247 c.248G>A

T C MG-263-tumorMG-263-normal - 1 203 c.204A>G

C T rs144143469 MG-263-tumorMG-263-normal + 4 318 c.99C>T

T C MG-263-tumorMG-263-normal - 22 3673 c.3455A>G

A G rs6694078byFrequency|by1000genomesMG-263-tumorMG-263-normal + 11 2688 c.2575A>G

C T MG-263-tumorMG-263-normal - 3 370 c.335G>A

T C MG-263-tumorMG-263-normal - 1 171 c.172A>G

G A MG-263-tumorMG-263-normal - 1 42 c.43C>T

T G rs1800275byFrequency|by1000genomesMG-263-tumorMG-263-normal - 48 7302 c.7096A>C

A G rs80132640by1000genomesMG-263-tumorMG-263-normal - 39 12027 c.12028T>C

C A rs2230018byFrequency|by1000genomesMG-263-tumorMG-263-normal + 17 2218 c.2177C>A

C G rs2282302byFrequency|by1000genomesMG-263-tumorMG-263-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-263-tumorMG-263-normal - 54 10788 c.10503G>A

G A rs1676211by1000genomesMG-263-tumorMG-263-normal + 13 2154 c.2154G>A

T A rs17264436byFrequency|by1000genomesMG-263-tumorMG-263-normal - 21 3503 c.3501A>T

G T rs147825872 MG-263-tumorMG-263-normal + 20 4359 c.4282G>T

T C MG-263-tumorMG-263-normal - 7 1179 c.961A>G



A C rs11552054byFrequency|by1000genomesMG-263-tumorMG-263-normal + 5 630 c.540A>C

T A MG-263-tumorMG-263-normal - 7 1524 c.88A>T

T C MG-263-tumorMG-263-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-263-tumorMG-263-normal - 37 5440 c.5234G>A

C T rs4802382by1000genomesMG-263-tumorMG-263-normal + 6 554 c.360C>T

T C rs61747661byFrequency|by1000genomesMG-263-tumorMG-263-normal + 8 2512 c.1656T>C

G A rs13054014byFrequency|by1000genomesMG-263-tumorMG-263-normal + 2 569 c.210G>A

A G rs61747665byFrequency|by1000genomesMG-263-tumorMG-263-normal + 8 5554 c.4698A>G

T C rs12731746byFrequency|by1000genomesMG-263-tumorMG-263-normal - 11 1394 c.897A>G

G A MG-263-tumorMG-263-normal + 1 601 c.601G>A

T C rs61995685byFrequency|by1000genomesMG-263-tumorMG-263-normal + 22 4499 c.3864T>C

C G rs180743 by1000genomesMG-263-tumorMG-263-normal + 2 1315 c.1282C>G

G A rs114929272by1000genomesMG-263-tumorMG-263-normal + 37 5273 c.5097G>A

G A MG-263-tumorMG-263-normal - 22 5223 c.5136C>T

C T rs3745764byFrequency|by1000genomesMG-264-tumorMG-264-normal + 9 2705 c.1064C>T

T C rs831043 byFrequency|by1000genomesMG-264-tumorMG-264-normal - 21 3354 c.3069A>G

C G rs145987835byFrequencyMG-264-tumorMG-264-normal - 4 1432 c.1362G>C

C T rs2293347byFrequency|by1000genomesMG-264-tumorMG-264-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-264-tumorMG-264-normal - 85 14018 c.13047G>A

G A MG-264-tumorMG-264-normal + 11 1634 c.1582G>A

C A rs148983031byFrequencyMG-264-tumorMG-264-normal - 16 2940 c.2722G>T

G A MG-264-tumorMG-264-normal - 28 5873 c.5874C>T

A G rs2229267byFrequency|by1000genomesMG-264-tumorMG-264-normal - 29 5160 c.4875T>C

G A rs45492196byFrequency|by1000genomesMG-264-tumorMG-264-normal - 4 1499 c.943C>T

C T rs12134934byFrequency|by1000genomesMG-264-tumorMG-264-normal + 11 3932 c.3887C>T

G T rs2075249byFrequency|by1000genomesMG-264-tumorMG-264-normal - 21 3339 c.3054C>A

G A rs2275527byFrequency|by1000genomesMG-264-tumorMG-264-normal - 39 5629 c.5553C>T

A T MG-264-tumorMG-264-normal + 5 625 c.403A>T

T C rs141049734byFrequencyMG-264-tumorMG-264-normal - 18 3186 c.2968A>G

C G rs72474510byFrequency|by1000genomesMG-264-tumorMG-264-normal - 4 1198 c.1128G>C

T C rs2241190byFrequency|by1000genomesMG-264-tumorMG-264-normal - 17 2745 c.2460A>G

C T rs17094900byFrequency|by1000genomesMG-264-tumorMG-264-normal - 3 578 c.387G>A

G C rs2229933|rs116048761byFrequency|by1000genomesMG-264-tumorMG-264-normal + 6 830 c.282G>C

G A rs16885 byFrequency|by1000genomesMG-264-tumorMG-264-normal - 9 3193 c.2257C>T

C T rs62478357byFrequencyMG-264-tumorMG-264-normal - 8 1268 c.1050G>A

G A rs147105244 MG-264-tumorMG-264-normal - 20 1668 c.1301C>T

A G rs11016073byFrequency|by1000genomesMG-264-tumorMG-264-normal - 13 6677 c.6302T>C

T C rs766894 by1000genomesMG-264-tumorMG-264-normal + 25 2461 c.2295T>C

T G rs3208659 MG-264-tumorMG-264-normal - 7 871 c.778A>C

A G rs180744 by1000genomesMG-264-tumorMG-264-normal + 2 1719 c.1686A>G

C A rs16829829byFrequency|by1000genomesMG-264-tumorMG-264-normal + 23 3457 c.2314C>A

T C rs3755806byFrequency|by1000genomesMG-264-tumorMG-264-normal - 15 2117 c.2115A>G

A G MG-264-tumorMG-264-normal + 11 1641 c.1589A>G

A G MG-264-tumorMG-264-normal + 1 324 c.324A>G

C T rs2853346byFrequency|by1000genomesMG-264-tumorMG-264-normal - 13 5919 c.5544G>A

G A rs2228000byFrequency|by1000genomesMG-264-tumorMG-264-normal - 9 1710 c.1496C>T

A C rs4625290byFrequency|by1000genomesMG-264-tumorMG-264-normal - 2 325 c.255T>G



C T rs1049622|rs114303286byFrequency|by1000genomesMG-264-tumorMG-264-normal + 7 1073 c.525C>T

G C rs12104021by1000genomesMG-264-tumorMG-264-normal - 3 790 c.258C>G

C T rs3814883byFrequency|by1000genomesMG-264-tumorMG-264-normal + 13 2402 c.1359C>T

C T rs140105230byFrequency|by1000genomesMG-264-tumorMG-264-normal - 4 1405 c.1335G>A

A G rs62077276 MG-264-tumorMG-264-normal - 2 170 c.77T>C

C T rs55979329by1000genomesMG-264-tumorMG-264-normal - 3 1257 c.725G>A

A G rs4659654byFrequency|by1000genomesMG-264-tumorMG-264-normal - 16 2000 c.1503T>C

A G rs33954745byFrequency|by1000genomesMG-264-tumorMG-264-normal - 17 2661 c.2376T>C

T C rs62077265 MG-264-tumorMG-264-normal - 3 321 c.228A>G

A G rs9332840byFrequency|by1000genomesMG-264-tumorMG-264-normal + 27 7712 c.7689A>G

G A rs2072737byFrequency|by1000genomesMG-264-tumorMG-264-normal - 9 3078 c.2142C>T

G A rs3026098by1000genomesMG-264-tumorMG-264-normal + 13 2111 c.1887G>A

G A MG-264-tumorMG-264-normal + 3 1155 c.87G>A

A G rs2227973byFrequency|by1000genomesMG-264-tumorMG-264-normal + 2 2571 c.2459A>G

C G rs3818764by1000genomesMG-264-tumorMG-264-normal - 4 1331 c.995G>C

G A rs2302694byFrequency|by1000genomesMG-264-tumorMG-264-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-264-tumorMG-264-normal - 26 4397 c.4395A>G

G T rs144792804by1000genomesMG-264-tumorMG-264-normal - 1 174 c.29C>A

C T rs1043141byFrequency|by1000genomesMG-264-tumorMG-264-normal + 4 2376 c.342C>T

C A rs1801270byFrequency|by1000genomesMG-264-tumorMG-264-normal + 2 328 c.93C>A

T C rs142904621byFrequency|by1000genomesMG-264-tumorMG-264-normal + 12 2969 c.2750T>C

A G rs1801439byFrequency|by1000genomesMG-264-tumorMG-264-normal + 10 1592 c.1365A>G

G A rs9332843byFrequency|by1000genomesMG-264-tumorMG-264-normal + 27 10232 c.10209G>A

C T rs3796031byFrequency|by1000genomesMG-264-tumorMG-264-normal - 17 2399 c.1947G>A

G C rs2227910byFrequency|by1000genomesMG-264-tumorMG-264-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-264-tumorMG-264-normal + 16 2064 c.1887T>A

C G rs2282302byFrequency|by1000genomesMG-264-tumorMG-264-normal - 3 965 c.893G>C

C T rs150472234by1000genomesMG-264-tumorMG-264-normal + 33 3397 c.3231C>T

A G MG-264-tumorMG-264-normal - 15 1346 c.1346T>C

C T rs2071702byFrequency|by1000genomesMG-264-tumorMG-264-normal + 27 7277 c.7254C>T

A G rs151306742by1000genomesMG-264-tumorMG-264-normal + 4 729 c.285A>G

G C rs11611231by1000genomesMG-264-tumorMG-264-normal + 9 2190 c.2190G>C

G A MG-264-tumorMG-264-normal + 1 1372 c.1372G>A

T C rs9646771by1000genomesMG-264-tumorMG-264-normal - 4 787 c.447A>G

C T rs1893177byFrequency|by1000genomesMG-264-tumorMG-264-normal + 16 2968 c.2592C>T

A G rs2973568by1000genomesMG-264-tumorMG-264-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-264-tumorMG-264-normal + 14 2279 c.2055T>C

G A rs148667396byFrequencyMG-264-tumorMG-264-normal - 31 5418 c.5220C>T

T G rs12963422byFrequency|by1000genomesMG-264-tumorMG-264-normal - 5 2988 c.2775A>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-264-tumorMG-264-normal + 1 3698 c.738G>A

C T rs9489143byFrequency|by1000genomesMG-264-tumorMG-264-normal - 13 2184 c.1986G>A

T A rs3740423byFrequency|by1000genomesMG-264-tumorMG-264-normal - 13 4583 c.4208A>T

G A rs113449703 MG-264-tumorMG-264-normal - 45 7315 c.7071C>T

T C rs1048500byFrequency|by1000genomesMG-264-tumorMG-264-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-264-tumorMG-264-normal - 39 9817 c.9481T>A

G A rs11177 byFrequency|by1000genomesMG-264-tumorMG-264-normal + 3 290 c.80G>A

G C rs6771157byFrequency|by1000genomesMG-264-tumorMG-264-normal - 19 3392 c.3393C>G



T G rs1058201 MG-264-tumorMG-264-normal - 3 297 c.204A>C

T C rs7716253by1000genomesMG-264-tumorMG-264-normal + 8 1121 c.945T>C

T C rs7935 byFrequency|by1000genomesMG-264-tumorMG-264-normal + 9 1808 c.1524T>C

G T rs146238849byFrequency|by1000genomesMG-264-tumorMG-264-normal - 8 1391 c.1173C>A

A T rs78455617byFrequency|by1000genomesMG-264-tumorMG-264-normal - 4 1208 c.1138T>A

G C rs3088074byFrequency|by1000genomesMG-264-tumorMG-264-normal - 9 2999 c.2785C>G

A G rs150594 byFrequency|by1000genomesMG-264-tumorMG-264-normal - 13 1559 c.1356T>C

C T rs71299249|rs77022425byFrequencyMG-264-tumorMG-264-normal + 1 3677 c.717C>T

G A rs9804992byFrequency|by1000genomesMG-264-tumorMG-264-normal + 11 3172 c.2529G>A

C T rs3749645by1000genomesMG-264-tumorMG-264-normal + 24 3194 c.3018C>T

A C rs76437836byFrequencyMG-264-tumorMG-264-normal - 3 142 c.98T>G

T C MG-264-tumorMG-264-normal + 19 1954 c.1856T>C

T C rs831042 byFrequency|by1000genomesMG-264-tumorMG-264-normal - 24 3945 c.3660A>G

T C rs2450122byFrequency|by1000genomesMG-264-tumorMG-264-normal - 10 2089 c.2004A>G

C T rs7300444byFrequency|by1000genomesMG-264-tumorMG-264-normal + 19 5383 c.4740C>T

A G rs11915822byFrequency|by1000genomesMG-264-tumorMG-264-normal - 13 6588 c.6478T>C

C T rs147473159byFrequencyMG-264-tumorMG-264-normal - 13 8626 c.8251G>A

G A rs6070697byFrequency|by1000genomesMG-264-tumorMG-264-normal + 4 1189 c.920G>A

A T rs111657679byFrequency|by1000genomesMG-264-tumorMG-264-normal - 7 516 c.149T>A

C T rs144931466byFrequency|by1000genomesMG-264-tumorMG-264-normal + 9 2125 c.1906C>T

C T rs2269654byFrequency|by1000genomesMG-264-tumorMG-264-normal + 11 2687 c.2574C>T

C T rs17094777byFrequency|by1000genomesMG-264-tumorMG-264-normal - 7 1491 c.1300G>A

C T MG-264-tumorMG-264-normal - 3 1482 c.1407G>A

T C rs1801499byFrequency|by1000genomesMG-264-tumorMG-264-normal + 11 2456 c.2229T>C

C T MG-264-tumorMG-264-normal - 8 1260 c.1042G>A

A G rs4143768byFrequency|by1000genomesMG-264-tumorMG-264-normal - 10 6783 c.6195T>C

C T rs3796032byFrequency|by1000genomesMG-264-tumorMG-264-normal - 17 2381 c.1929G>A

G A rs20539 byFrequency|by1000genomesMG-264-tumorMG-264-normal + 20 3152 c.3111G>A

A C rs10104558byFrequency|by1000genomesMG-264-tumorMG-264-normal + 3 1104 c.950A>C

T C MG-264-tumorMG-264-normal + 1 437 c.437T>C

T C rs7714670by1000genomesMG-264-tumorMG-264-normal + 6 849 c.673T>C

C T MG-264-tumorMG-264-normal + 1 879 c.879C>T

A G rs17318151byFrequency|by1000genomesMG-264-tumorMG-264-normal + 2 1679 c.1678A>G

A G rs41292197by1000genomesMG-264-tumorMG-264-normal + 27 5038 c.4504A>G

C T rs11121691byFrequency|by1000genomesMG-264-tumorMG-264-normal - 49 6985 c.6909G>A

C T rs12128607byFrequency|by1000genomesMG-264-tumorMG-264-normal + 7 758 c.713C>T

G A rs35296183byFrequency|by1000genomesMG-264-tumorMG-264-normal - 55 9794 c.8823C>T

T C rs2075252byFrequency|by1000genomesMG-264-tumorMG-264-normal - 66 12565 c.12280A>G

G C rs45469098by1000genomesMG-264-tumorMG-264-normal - 1 255 c.256C>G

C G rs11718329by1000genomesMG-264-tumorMG-264-normal + 4 719 c.647C>G

G A rs4151025byFrequency|by1000genomesMG-264-tumorMG-264-normal + 2 415 c.303G>A

A G rs149271 by1000genomesMG-264-tumorMG-264-normal + 2 543 c.510A>G

C A rs3739298byFrequency|by1000genomesMG-264-tumorMG-264-normal - 9 2230 c.1821G>T

A G rs1799944byFrequency|by1000genomesMG-264-tumorMG-264-normal + 11 3198 c.2971A>G

C T rs12708402by1000genomesMG-264-tumorMG-264-normal - 16 3405 c.3178G>A

C T rs61751437byFrequency|by1000genomesMG-264-tumorMG-264-normal - 3 895 c.363G>A

A T rs142508835by1000genomesMG-264-tumorMG-264-normal - 34 5872 c.5536T>A



A G rs3208627 MG-264-tumorMG-264-normal - 2 153 c.60T>C

T C rs148036681by1000genomesMG-264-tumorMG-264-normal - 3 3194 c.3122A>G

A G rs28407189by1000genomesMG-264-tumorMG-264-normal + 12 5238 c.4864A>G

A C rs62077264 MG-264-tumorMG-264-normal - 7 854 c.761T>G

C A rs6453022by1000genomesMG-264-tumorMG-264-normal + 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-264-tumorMG-264-normal - 10 10694 c.10106T>C

A T rs78101420byFrequency|by1000genomesMG-264-tumorMG-264-normal + 32 4169 c.3892A>T

G A rs61737954byFrequency|by1000genomesMG-264-tumorMG-264-normal - 13 3908 c.3724C>T

G A rs79435376byFrequency|by1000genomesMG-264-tumorMG-264-normal - 7 1864 c.1673C>T

C T MG-264-tumorMG-264-normal + 3 423 c.43C>T

G C MG-264-tumorMG-264-normal - 5 1009 c.1010C>G

G A MG-264-tumorMG-264-normal + 1 268 c.268G>A

C T rs3812458byFrequency|by1000genomesMG-264-tumorMG-264-normal + 22 2662 c.2385C>T

A C rs766173 byFrequency|by1000genomesMG-264-tumorMG-264-normal + 10 1092 c.865A>C

G A rs3810479byFrequency|by1000genomesMG-264-tumorMG-264-normal - 17 7692 c.7623C>T

C A rs138908625byFrequency|by1000genomesMG-264-tumorMG-264-normal - 8 1357 c.1139G>T

A G MG-264-tumorMG-264-normal - 10 1822 c.1578T>C

G A rs12104022by1000genomesMG-264-tumorMG-264-normal - 3 784 c.252C>T

C T rs16942341by1000genomesMG-264-tumorMG-264-normal + 7 1595 c.1221C>T

A G rs150807064byFrequencyMG-264-tumorMG-264-normal + 13 1470 c.1236A>G

A G rs11778209byFrequency|by1000genomesMG-264-tumorMG-264-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-264-tumorMG-264-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-264-tumorMG-264-normal - 10 9441 c.8853T>C

G A rs2289247byFrequency|by1000genomesMG-264-tumorMG-264-normal + 11 1273 c.1063G>A

T C MG-264-tumorMG-264-normal - 8 1557 c.1514A>G

C A rs35674179byFrequency|by1000genomesMG-264-tumorMG-264-normal - 13 5263 c.5153G>T

A G rs40831 by1000genomesMG-264-tumorMG-264-normal + 2 2118 c.2085A>G

G A rs139856989 MG-264-tumorMG-264-normal - 4 1057 c.987C>T

T C rs61763058byFrequency|by1000genomesMG-264-tumorMG-264-normal - 23 2265 c.2235A>G

G A rs13054014byFrequency|by1000genomesMG-264-tumorMG-264-normal + 2 569 c.210G>A

C G rs2509943byFrequency|by1000genomesMG-264-tumorMG-264-normal + 3 776 c.279C>G

C T MG-264-tumorMG-264-normal + 4 956 c.582C>T

T C rs12990449byFrequency|by1000genomesMG-264-tumorMG-264-normal - 2 1114 c.143A>G

C T rs151174 by1000genomesMG-264-tumorMG-264-normal + 2 1740 c.1707C>T

A G rs6694078byFrequency|by1000genomesMG-264-tumorMG-264-normal + 11 2688 c.2575A>G

G A rs55855602by1000genomesMG-264-tumorMG-264-normal - 3 1030 c.498C>T

T C rs4149056byFrequency|by1000genomesMG-264-tumorMG-264-normal + 6 617 c.521T>C

G A rs61746143byFrequency|by1000genomesMG-264-tumorMG-264-normal + 2 783 c.503G>A

T C rs62077266 MG-264-tumorMG-264-normal - 3 311 c.218A>G

A G rs150196149by1000genomesMG-264-tumorMG-264-normal - 9 1008 c.989T>C

A G rs2737699byFrequency|by1000genomesMG-264-tumorMG-264-normal - 10 12892 c.12304T>C

A C rs1410048by1000genomesMG-264-tumorMG-264-normal - 40 10053 c.9717T>G

A G MG-264-tumorMG-264-normal + 13 2133 c.2133A>G

T A rs56279059by1000genomesMG-264-tumorMG-264-normal - 3 1034 c.502A>T

T G rs114432784byFrequency|by1000genomesMG-264-tumorMG-264-normal - 4 1539 c.1326A>C

G A rs2227983byFrequency|by1000genomesMG-264-tumorMG-264-normal + 13 1739 c.1562G>A

C T rs2229265byFrequency|by1000genomesMG-264-tumorMG-264-normal - 54 10788 c.10503G>A



C T rs139901632byFrequencyMG-264-tumorMG-264-normal + 4 1739 c.1146C>T

T A rs17264436byFrequency|by1000genomesMG-264-tumorMG-264-normal - 21 3503 c.3501A>T

G A rs10980461by1000genomesMG-264-tumorMG-264-normal - 1 396 c.60C>T

T C MG-264-tumorMG-264-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-264-tumorMG-264-normal - 37 5440 c.5234G>A

T C rs3826016 MG-264-tumorMG-264-normal + 17 1454 c.1454T>C

G T MG-264-tumorMG-264-normal + 1 668 c.423G>T

A C MG-264-tumorMG-264-normal - 3 7120 c.7045T>G

C T rs55913776 MG-264-tumorMG-264-normal - 3 1207 c.675G>A

T C rs12731746byFrequency|by1000genomesMG-264-tumorMG-264-normal - 11 1394 c.897A>G

C T rs57014690by1000genomesMG-264-tumorMG-264-normal - 6 1554 c.1232G>A

T C rs78472618byFrequencyMG-264-tumorMG-264-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-264-tumorMG-264-normal + 2 1315 c.1282C>G

A G rs62077275 MG-264-tumorMG-264-normal - 2 173 c.80T>C

C T MG-264-tumorMG-264-normal + 15 4255 c.4061C>T

C A rs34400049byFrequency|by1000genomesMG-265-tumorMG-265-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-265-tumorMG-265-normal + 7 3183 c.3138A>G

T C rs831043 byFrequency|by1000genomesMG-265-tumorMG-265-normal - 21 3354 c.3069A>G

C T rs2293347byFrequency|by1000genomesMG-265-tumorMG-265-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-265-tumorMG-265-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-265-tumorMG-265-normal - 20 2134 c.1864G>A

C T MG-265-tumorMG-265-normal - 3 300 c.263G>A

G A rs62070401by1000genomesMG-265-tumorMG-265-normal - 12 2205 c.2162C>T

C T rs139351719by1000genomesMG-265-tumorMG-265-normal - 5 554 c.13G>A

A G MG-265-tumorMG-265-normal + 1 1630 c.1630A>G

G A MG-265-tumorMG-265-normal + 2 355 c.329G>A

C T rs2271806byFrequency|by1000genomesMG-265-tumorMG-265-normal + 18 2822 c.2409C>T

A G rs2229267byFrequency|by1000genomesMG-265-tumorMG-265-normal - 29 5160 c.4875T>C

C G rs149605490by1000genomesMG-265-tumorMG-265-normal + 3 1000 c.781C>G

A G MG-265-tumorMG-265-normal + 10 1620 c.1253A>G

C T rs2931423by1000genomesMG-265-tumorMG-265-normal + 19 2459 c.2283C>T

A G MG-265-tumorMG-265-normal + 1 61 c.61A>G

T C rs35753072by1000genomesMG-265-tumorMG-265-normal - 10 5213 c.5004A>G

T G MG-265-tumorMG-265-normal - 20 3826 c.3635A>C

G A rs16898013byFrequency|by1000genomesMG-265-tumorMG-265-normal + 13 1938 c.1848G>A

A G rs62077275 MG-265-tumorMG-265-normal - 2 173 c.80T>C

A G MG-265-tumorMG-265-normal + 1 387 c.387A>G

A G rs4143768byFrequency|by1000genomesMG-265-tumorMG-265-normal - 10 6783 c.6195T>C

C T rs143931457by1000genomesMG-265-tumorMG-265-normal - 38 7927 c.7591G>A

G C rs2229933|rs116048761byFrequency|by1000genomesMG-265-tumorMG-265-normal + 6 830 c.282G>C

C T rs2078478by1000genomesMG-265-tumorMG-265-normal - 5 411 c.392G>A

T C MG-265-tumorMG-265-normal + 1 318 c.318T>C

C T rs62478357byFrequencyMG-265-tumorMG-265-normal - 8 1268 c.1050G>A

G A rs2853344byFrequency|by1000genomesMG-265-tumorMG-265-normal - 13 2990 c.2615C>T

T C rs62070402by1000genomesMG-265-tumorMG-265-normal - 12 2105 c.2062A>G

G A rs1062348byFrequency|by1000genomesMG-265-tumorMG-265-normal - 7 1005 c.846C>T

C A rs3739298byFrequency|by1000genomesMG-265-tumorMG-265-normal - 9 2230 c.1821G>T



A C rs115945341|rs2267641byFrequency|by1000genomesMG-265-tumorMG-265-normal + 17 2594 c.2046A>C

T C rs3750904by1000genomesMG-265-tumorMG-265-normal - 27 6099 c.5759A>G

G A MG-265-tumorMG-265-normal - 18 1657 c.1658C>T

T C rs3755806byFrequency|by1000genomesMG-265-tumorMG-265-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-265-tumorMG-265-normal + 36 5181 c.5016C>T

T C rs74356608 MG-265-tumorMG-265-normal + 15 1328 c.1328T>C

G A rs2228000byFrequency|by1000genomesMG-265-tumorMG-265-normal - 9 1710 c.1496C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-265-tumorMG-265-normal + 7 1073 c.525C>T

G C rs12104021by1000genomesMG-265-tumorMG-265-normal - 3 790 c.258C>G

G A rs2248407byFrequency|by1000genomesMG-265-tumorMG-265-normal - 4 1003 c.918C>T

A G MG-265-tumorMG-265-normal + 1 1036 c.1036A>G

C T rs2304867byFrequency|by1000genomesMG-265-tumorMG-265-normal - 9 4899 c.4690G>A

A G rs62077276 MG-265-tumorMG-265-normal - 2 170 c.77T>C

G A rs7624750byFrequency|by1000genomesMG-265-tumorMG-265-normal + 4 707 c.473G>A

C T rs55979329by1000genomesMG-265-tumorMG-265-normal - 3 1257 c.725G>A

C A rs6738031by1000genomesMG-265-tumorMG-265-normal - 18 3000 c.2874G>T

C G rs2509943byFrequency|by1000genomesMG-265-tumorMG-265-normal + 3 776 c.279C>G

G A rs2072737byFrequency|by1000genomesMG-265-tumorMG-265-normal - 9 3078 c.2142C>T

G A rs12104022by1000genomesMG-265-tumorMG-265-normal - 3 784 c.252C>T

A G rs2227973byFrequency|by1000genomesMG-265-tumorMG-265-normal + 2 2571 c.2459A>G

C G rs3818764by1000genomesMG-265-tumorMG-265-normal - 4 1331 c.995G>C

A G rs34101420byFrequency|by1000genomesMG-265-tumorMG-265-normal - 4 1621 c.759T>C

G T MG-265-tumorMG-265-normal - 1 487 c.488C>A

C T rs6692009byFrequencyMG-265-tumorMG-265-normal - 25 4524 c.4305G>A

T C rs4652678by1000genomesMG-265-tumorMG-265-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-265-tumorMG-265-normal - 26 4397 c.4395A>G

T C rs9851685byFrequency|by1000genomesMG-265-tumorMG-265-normal + 23 2508 c.2274T>C

G A rs2229266byFrequency|by1000genomesMG-265-tumorMG-265-normal - 6 924 c.639C>T

A G rs7762830by1000genomesMG-265-tumorMG-265-normal + 14 2120 c.1921A>G

C T rs10258429byFrequency|by1000genomesMG-265-tumorMG-265-normal + 16 2213 c.1968C>T

T C MG-265-tumorMG-265-normal + 1 732 c.732T>C

C T rs1966160 MG-265-tumorMG-265-normal - 1 143 c.144G>A

G A rs61762608byFrequency|by1000genomesMG-265-tumorMG-265-normal - 13 2608 c.2052C>T

G A rs3810485by1000genomesMG-265-tumorMG-265-normal - 8 6116 c.6047C>T

A G rs33953730by1000genomesMG-265-tumorMG-265-normal - 25 4326 c.4200T>C

G A rs16912247byFrequency|by1000genomesMG-265-tumorMG-265-normal - 14 9973 c.9598C>T

T C rs1064545 MG-265-tumorMG-265-normal - 10 1261 c.1168A>G

C T rs1035938by1000genomesMG-265-tumorMG-265-normal + 6 1538 c.1344C>T

T C MG-265-tumorMG-265-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-265-tumorMG-265-normal + 2 2118 c.2085A>G

T C rs2099854by1000genomesMG-265-tumorMG-265-normal - 10 5633 c.5424A>G

T C MG-265-tumorMG-265-normal - 1 171 c.172A>G

G C rs2227910byFrequency|by1000genomesMG-265-tumorMG-265-normal + 2 1911 c.804G>C

T G rs79385100by1000genomesMG-265-tumorMG-265-normal - 11 1929 c.1930A>C

C T MG-265-tumorMG-265-normal + 1 369 c.369C>T

A G MG-265-tumorMG-265-normal - 15 1346 c.1346T>C

A G rs13346368by1000genomesMG-265-tumorMG-265-normal + 10 3324 c.3130A>G



C T rs2274550by1000genomesMG-265-tumorMG-265-normal + 54 8820 c.8286C>T

G A rs150235556byFrequency|by1000genomesMG-265-tumorMG-265-normal - 13 4705 c.4330C>T

T C rs9646771by1000genomesMG-265-tumorMG-265-normal - 4 787 c.447A>G

C T rs144623440byFrequency|by1000genomesMG-265-tumorMG-265-normal - 23 1964 c.1597G>A

A G rs2973568by1000genomesMG-265-tumorMG-265-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-265-tumorMG-265-normal - 20 4043 c.3072C>A

T C rs3026101by1000genomesMG-265-tumorMG-265-normal + 14 2279 c.2055T>C

T A rs3740423byFrequency|by1000genomesMG-265-tumorMG-265-normal - 13 4583 c.4208A>T

T C rs1048500byFrequency|by1000genomesMG-265-tumorMG-265-normal + 2 1791 c.684T>C

A G rs17078605byFrequency|by1000genomesMG-265-tumorMG-265-normal - 10 10694 c.10106T>C

C T rs2227999byFrequency|by1000genomesMG-265-tumorMG-265-normal - 9 1689 c.1475G>A

C T rs28997582byFrequency|by1000genomesMG-265-tumorMG-265-normal + 29 4337 c.4053C>T

A G rs61831150byFrequency|by1000genomesMG-265-tumorMG-265-normal + 7 1855 c.1810A>G

T C rs7935 byFrequency|by1000genomesMG-265-tumorMG-265-normal + 9 1808 c.1524T>C

T C MG-265-tumorMG-265-normal + 1 246 c.246T>C

T G rs77834784by1000genomesMG-265-tumorMG-265-normal - 10 7314 c.7105A>C

T C rs2385167byFrequency|by1000genomesMG-265-tumorMG-265-normal + 14 2088 c.1998T>C

C T rs145443280byFrequency|by1000genomesMG-265-tumorMG-265-normal + 5 629 c.530C>T

A G rs4862726by1000genomesMG-265-tumorMG-265-normal - 2 2054 c.1845T>C

G A rs55855602by1000genomesMG-265-tumorMG-265-normal - 3 1030 c.498C>T

C T rs28914528byFrequency|by1000genomesMG-265-tumorMG-265-normal - 4 854 c.651G>A

G A rs12366766 MG-265-tumorMG-265-normal + 48 8392 c.8283G>A

G T rs2075249byFrequency|by1000genomesMG-265-tumorMG-265-normal - 21 3339 c.3054C>A

A C rs76504934by1000genomesMG-265-tumorMG-265-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-265-tumorMG-265-normal + 24 3194 c.3018C>T

T C rs41300566byFrequency|by1000genomesMG-265-tumorMG-265-normal - 13 3805 c.3430A>G

G C rs3796648by1000genomesMG-265-tumorMG-265-normal - 10 7031 c.6822C>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-265-tumorMG-265-normal + 7 1597 c.1215T>C

C G rs3817428by1000genomesMG-265-tumorMG-265-normal + 15 7493 c.7119C>G

A C MG-265-tumorMG-265-normal - 13 9649 c.9440T>G

T C rs2450122byFrequency|by1000genomesMG-265-tumorMG-265-normal - 10 2089 c.2004A>G

T C rs141331335by1000genomesMG-265-tumorMG-265-normal + 2 368 c.342T>C

A C rs881732 by1000genomesMG-265-tumorMG-265-normal + 17 1912 c.1092A>C

C T rs55913776 MG-265-tumorMG-265-normal - 3 1207 c.675G>A

T C rs10817025by1000genomesMG-265-tumorMG-265-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-265-tumorMG-265-normal + 12 1807 c.1631C>T

A G MG-265-tumorMG-265-normal + 1 57 c.57A>G

T G rs78697077byFrequency|by1000genomesMG-265-tumorMG-265-normal - 34 5286 c.5068A>C

T C rs2229992byFrequency|by1000genomesMG-265-tumorMG-265-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-265-tumorMG-265-normal - 17 2745 c.2460A>G

T A rs3796647by1000genomesMG-265-tumorMG-265-normal - 10 7295 c.7086A>T

C T rs16921265by1000genomesMG-265-tumorMG-265-normal + 1 417 c.117C>T

G A rs4981349byFrequency|by1000genomesMG-265-tumorMG-265-normal - 14 1813 c.873C>T

A T rs111657679byFrequency|by1000genomesMG-265-tumorMG-265-normal - 7 516 c.149T>A

C T MG-265-tumorMG-265-normal - 1 153 c.102G>A

T C rs79492089by1000genomesMG-265-tumorMG-265-normal + 3 395 c.292T>C

G A rs143131546byFrequency|by1000genomesMG-265-tumorMG-265-normal + 8 851 c.606G>A



T C rs12731746byFrequency|by1000genomesMG-265-tumorMG-265-normal - 11 1394 c.897A>G

G A MG-265-tumorMG-265-normal + 16 3344 c.2709G>A

C T rs17802557byFrequency|by1000genomesMG-265-tumorMG-265-normal - 6 756 c.567G>A

C T MG-265-tumorMG-265-normal - 8 1260 c.1042G>A

C A MG-265-tumorMG-265-normal - 2 1152 c.743G>T

C A MG-265-tumorMG-265-normal - 1 250 c.251G>T

G A rs20539 byFrequency|by1000genomesMG-265-tumorMG-265-normal + 20 3152 c.3111G>A

C T rs34488539by1000genomesMG-265-tumorMG-265-normal + 22 3555 c.3390C>T

G A rs3810479byFrequency|by1000genomesMG-265-tumorMG-265-normal - 17 7692 c.7623C>T

T C rs7714670by1000genomesMG-265-tumorMG-265-normal + 6 849 c.673T>C

A G rs141200193 MG-265-tumorMG-265-normal - 18 3113 c.2895T>C

A T rs7095325byFrequency|by1000genomesMG-265-tumorMG-265-normal - 7 1087 c.712T>A

G A rs59505617by1000genomesMG-265-tumorMG-265-normal - 6 1756 c.1434C>T

T C rs4149056byFrequency|by1000genomesMG-265-tumorMG-265-normal + 6 617 c.521T>C

T C rs2075252byFrequency|by1000genomesMG-265-tumorMG-265-normal - 66 12565 c.12280A>G

A G rs151306742by1000genomesMG-265-tumorMG-265-normal + 4 729 c.285A>G

T C rs1002519byFrequency|by1000genomesMG-265-tumorMG-265-normal + 1 196 c.196T>C

G A rs2973566by1000genomesMG-265-tumorMG-265-normal + 14 1930 c.1754G>A

G C rs45469098by1000genomesMG-265-tumorMG-265-normal - 1 255 c.256C>G

C G rs11718329by1000genomesMG-265-tumorMG-265-normal + 4 719 c.647C>G

C T rs3745762by1000genomesMG-265-tumorMG-265-normal + 6 2241 c.2047C>T

T C rs831042 byFrequency|by1000genomesMG-265-tumorMG-265-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-265-tumorMG-265-normal + 2 543 c.510A>G

A G rs1980131byFrequency|by1000genomesMG-265-tumorMG-265-normal + 2 2992 c.2880A>G

G A rs2003233 MG-265-tumorMG-265-normal - 17 1503 c.1504C>T

T G rs62075658 MG-265-tumorMG-265-normal - 13 1761 c.1668A>C

G A rs149181731byFrequencyMG-265-tumorMG-265-normal + 1 431 c.379G>A

T C rs17114803byFrequency|by1000genomesMG-265-tumorMG-265-normal + 11 1465 c.1299T>C

G T rs61740701byFrequency|by1000genomesMG-265-tumorMG-265-normal - 3 1374 c.818C>A

A G rs3208627 MG-265-tumorMG-265-normal - 2 153 c.60T>C

C T rs45504599byFrequency|by1000genomesMG-265-tumorMG-265-normal + 1 610 c.381C>T

G A MG-265-tumorMG-265-normal - 5 563 c.22C>T

C A MG-265-tumorMG-265-normal + 12 1060 c.962C>A

A G rs35873108|rs111782215byFrequencyMG-265-tumorMG-265-normal + 48 8443 c.8334A>G

A G rs28407189by1000genomesMG-265-tumorMG-265-normal + 12 5238 c.4864A>G

A C rs62077264 MG-265-tumorMG-265-normal - 7 854 c.761T>G

G A rs2271189byFrequency|by1000genomesMG-265-tumorMG-265-normal + 27 3788 c.3348G>A

G A rs11177 byFrequency|by1000genomesMG-265-tumorMG-265-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-265-tumorMG-265-normal + 2 1719 c.1686A>G

T G rs3208659 MG-265-tumorMG-265-normal - 7 871 c.778A>C

A C rs76437836byFrequencyMG-265-tumorMG-265-normal - 3 142 c.98T>G

G C MG-265-tumorMG-265-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-265-tumorMG-265-normal + 22 2662 c.2385C>T

A G rs150594 byFrequency|by1000genomesMG-265-tumorMG-265-normal - 13 1559 c.1356T>C

C A rs41306015byFrequency|by1000genomesMG-265-tumorMG-265-normal - 13 4052 c.3677G>T

C T rs16942341by1000genomesMG-265-tumorMG-265-normal + 7 1595 c.1221C>T

T C rs7716253by1000genomesMG-265-tumorMG-265-normal + 8 1121 c.945T>C



A G rs9552929byFrequency|by1000genomesMG-265-tumorMG-265-normal - 10 9441 c.8853T>C

C T rs2273779byFrequency|by1000genomesMG-265-tumorMG-265-normal + 6 583 c.538C>T

G A rs2289247byFrequency|by1000genomesMG-265-tumorMG-265-normal + 11 1273 c.1063G>A

C T rs6432901by1000genomesMG-265-tumorMG-265-normal - 2 514 c.174G>A

G A rs61753697byFrequency|by1000genomesMG-265-tumorMG-265-normal + 1 376 c.99G>A

C T rs2285975byFrequency|by1000genomesMG-265-tumorMG-265-normal - 13 2445 c.2256G>A

C T rs143758478byFrequency|by1000genomesMG-265-tumorMG-265-normal + 19 2612 c.2253C>T

G A rs9804992byFrequency|by1000genomesMG-265-tumorMG-265-normal + 11 3172 c.2529G>A

T C rs13286541by1000genomesMG-265-tumorMG-265-normal - 9 2245 c.1909A>G

G C rs62070406by1000genomesMG-265-tumorMG-265-normal - 9 1754 c.1711C>G

T C rs12990449byFrequency|by1000genomesMG-265-tumorMG-265-normal - 2 1114 c.143A>G

G A rs41312626by1000genomesMG-265-tumorMG-265-normal + 14 1770 c.1525G>A

C T rs151174 by1000genomesMG-265-tumorMG-265-normal + 2 1740 c.1707C>T

A C rs80303640by1000genomesMG-265-tumorMG-265-normal - 16 1415 c.1416T>G

C T MG-265-tumorMG-265-normal + 1 166 c.114C>T

A G rs4659654byFrequency|by1000genomesMG-265-tumorMG-265-normal - 16 2000 c.1503T>C

C T MG-265-tumorMG-265-normal + 1 468 c.468C>T

G A rs61814946byFrequency|by1000genomesMG-265-tumorMG-265-normal - 3 1785 c.1710C>T

G A rs3733407by1000genomesMG-265-tumorMG-265-normal - 10 6188 c.5979C>T

T C MG-265-tumorMG-265-normal - 1 203 c.204A>G

A G rs2737699byFrequency|by1000genomesMG-265-tumorMG-265-normal - 10 12892 c.12304T>C

A G rs3108200byFrequency|by1000genomesMG-265-tumorMG-265-normal + 3 2040 c.810A>G

T A rs35737760by1000genomesMG-265-tumorMG-265-normal + 19 2685 c.2520T>A

C T rs1130233byFrequency|by1000genomesMG-265-tumorMG-265-normal - 8 2206 c.726G>A

C T MG-265-tumorMG-265-normal - 3 370 c.335G>A

T A rs56279059by1000genomesMG-265-tumorMG-265-normal - 3 1034 c.502A>T

A G rs1385600byFrequency|by1000genomesMG-265-tumorMG-265-normal - 5 1375 c.1290T>C

A G rs4264393by1000genomesMG-265-tumorMG-265-normal - 5 408 c.389T>C

C T MG-265-tumorMG-265-normal - 1 565 c.514G>A

C T rs2229265byFrequency|by1000genomesMG-265-tumorMG-265-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-265-tumorMG-265-normal - 21 3503 c.3501A>T

G T rs918558 byFrequency|by1000genomesMG-265-tumorMG-265-normal + 1 2142 c.2142G>T

C T rs2229975by1000genomesMG-265-tumorMG-265-normal - 5 927 c.852G>A

A G rs11538677by1000genomesMG-265-tumorMG-265-normal + 49 8035 c.7501A>G

C T rs1801187byFrequency|by1000genomesMG-265-tumorMG-265-normal - 37 5440 c.5234G>A

C T rs4802382by1000genomesMG-265-tumorMG-265-normal + 6 554 c.360C>T

G C MG-265-tumorMG-265-normal - 3 402 c.367C>G

C T rs62077268 MG-265-tumorMG-265-normal - 3 262 c.169G>A

A G rs2074912byFrequency|by1000genomesMG-265-tumorMG-265-normal + 1 1709 c.1709A>G

C T rs57014690by1000genomesMG-265-tumorMG-265-normal - 6 1554 c.1232G>A

G A rs61729196byFrequency|by1000genomesMG-265-tumorMG-265-normal - 13 3551 c.3176C>T

C A rs6453022by1000genomesMG-265-tumorMG-265-normal + 7 1027 c.851C>A

C A rs2973558by1000genomesMG-265-tumorMG-265-normal + 20 2514 c.2338C>A

T C rs78472618byFrequencyMG-265-tumorMG-265-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-265-tumorMG-265-normal + 2 1315 c.1282C>G

G A MG-265-tumorMG-265-normal + 8 1980 c.1761G>A

C G rs3809975byFrequency|by1000genomesMG-265-tumorMG-265-normal - 5 3143 c.2930G>C



G C rs3088074byFrequency|by1000genomesMG-265-tumorMG-265-normal - 9 2999 c.2785C>G

C T rs3745764byFrequency|by1000genomesMG-266-tumorMG-266-normal + 9 2705 c.1064C>T

T C rs831043 byFrequency|by1000genomesMG-266-tumorMG-266-normal - 21 3354 c.3069A>G

G A rs142702316byFrequencyMG-266-tumorMG-266-normal + 1 160 c.108G>A

A G rs62077275 MG-266-tumorMG-266-normal - 2 173 c.80T>C

A G MG-266-tumorMG-266-normal + 5 1140 c.1046A>G

C T rs2286007byFrequency|by1000genomesMG-266-tumorMG-266-normal + 8 2637 c.1994C>T

C T rs1386356byFrequency|by1000genomesMG-266-tumorMG-266-normal - 85 14018 c.13047G>A

G T rs3745765byFrequency|by1000genomesMG-266-tumorMG-266-normal + 9 2360 c.719G>T

C T rs3811444byFrequency|by1000genomesMG-266-tumorMG-266-normal + 6 1169 c.1121C>T

G A rs142219087byFrequencyMG-266-tumorMG-266-normal + 4 890 c.681G>A

T C rs147099630byFrequency|by1000genomesMG-266-tumorMG-266-normal - 10 5054 c.4466A>G

C T MG-266-tumorMG-266-normal + 3 423 c.43C>T

C A rs34400049byFrequency|by1000genomesMG-266-tumorMG-266-normal + 14 2474 c.2092C>A

C T MG-266-tumorMG-266-normal + 1 246 c.246C>T

G A rs62070401by1000genomesMG-266-tumorMG-266-normal - 12 2205 c.2162C>T

C T rs77376932byFrequencyMG-266-tumorMG-266-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-266-tumorMG-266-normal - 3 4602 c.4530C>T

C A MG-266-tumorMG-266-normal + 5 631 c.409C>A

G A rs45492196byFrequency|by1000genomesMG-266-tumorMG-266-normal - 4 1499 c.943C>T

G A rs142312060byFrequency|by1000genomesMG-266-tumorMG-266-normal + 6 693 c.594G>A

G T rs12568784byFrequency|by1000genomesMG-266-tumorMG-266-normal - 3 7202 c.7130C>A

A G rs2229267byFrequency|by1000genomesMG-266-tumorMG-266-normal - 29 5160 c.4875T>C

G T rs2075249byFrequency|by1000genomesMG-266-tumorMG-266-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-266-tumorMG-266-normal + 19 2459 c.2283C>T

G A MG-266-tumorMG-266-normal + 1 577 c.577G>A

A G rs62077260 MG-266-tumorMG-266-normal - 13 1686 c.1593T>C

G A rs16898013byFrequency|by1000genomesMG-266-tumorMG-266-normal + 13 1938 c.1848G>A

G A rs1840381by1000genomesMG-266-tumorMG-266-normal - 6 1148 c.703C>T

T C rs2241190byFrequency|by1000genomesMG-266-tumorMG-266-normal - 17 2745 c.2460A>G

G A rs115378554byFrequency|by1000genomesMG-266-tumorMG-266-normal - 14 8667 c.8557C>T

G C rs3088074byFrequency|by1000genomesMG-266-tumorMG-266-normal - 9 2999 c.2785C>G

T C rs16921260by1000genomesMG-266-tumorMG-266-normal + 1 1073 c.773T>C

G A rs16885 byFrequency|by1000genomesMG-266-tumorMG-266-normal - 9 3193 c.2257C>T

C T rs62478357byFrequencyMG-266-tumorMG-266-normal - 8 1268 c.1050G>A

T C rs766894 by1000genomesMG-266-tumorMG-266-normal + 25 2461 c.2295T>C

T G rs3208659 MG-266-tumorMG-266-normal - 7 871 c.778A>C

G A rs2248407byFrequency|by1000genomesMG-266-tumorMG-266-normal - 4 1003 c.918C>T

C T rs72987361byFrequency|by1000genomesMG-266-tumorMG-266-normal - 3 898 c.558G>A

C T rs2292559byFrequency|by1000genomesMG-266-tumorMG-266-normal - 24 2661 c.2391G>A

T C rs7716253by1000genomesMG-266-tumorMG-266-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-266-tumorMG-266-normal - 13 5919 c.5544G>A

G A rs2228000byFrequency|by1000genomesMG-266-tumorMG-266-normal - 9 1710 c.1496C>T

G A MG-266-tumorMG-266-normal + 1 577 c.577G>A

A T rs41310248byFrequency|by1000genomesMG-266-tumorMG-266-normal - 3 1001 c.139T>A

C A rs2973558by1000genomesMG-266-tumorMG-266-normal + 20 2514 c.2338C>A

G A rs149469954byFrequency|by1000genomesMG-266-tumorMG-266-normal - 31 5494 c.5209C>T



C T MG-266-tumorMG-266-normal - 3 5767 c.5692G>A

A G rs62077276 MG-266-tumorMG-266-normal - 2 170 c.77T>C

G A rs7624750byFrequency|by1000genomesMG-266-tumorMG-266-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-266-tumorMG-266-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-266-tumorMG-266-normal - 18 3000 c.2874G>T

A G rs33954745byFrequency|by1000genomesMG-266-tumorMG-266-normal - 17 2661 c.2376T>C

T C rs142304809byFrequencyMG-266-tumorMG-266-normal - 9 1291 c.1259A>G

T C rs11886219byFrequency|by1000genomesMG-266-tumorMG-266-normal - 36 6144 c.5859A>G

C T MG-266-tumorMG-266-normal + 1 915 c.915C>T

G A rs3733415by1000genomesMG-266-tumorMG-266-normal - 2 601 c.392C>T

C T rs137854246|rs34012042byFrequency|by1000genomesMG-266-tumorMG-266-normal + 15 2208 c.1578C>T

T C rs9646771by1000genomesMG-266-tumorMG-266-normal - 4 787 c.447A>G

A G rs2227973byFrequency|by1000genomesMG-266-tumorMG-266-normal + 2 2571 c.2459A>G

C G rs3818764by1000genomesMG-266-tumorMG-266-normal - 4 1331 c.995G>C

G A rs2302694byFrequency|by1000genomesMG-266-tumorMG-266-normal - 31 5385 c.5100C>T

T C rs9851685byFrequency|by1000genomesMG-266-tumorMG-266-normal + 23 2508 c.2274T>C

G A rs2229266byFrequency|by1000genomesMG-266-tumorMG-266-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-266-tumorMG-266-normal - 16 3587 c.2616C>T

G T rs144792804by1000genomesMG-266-tumorMG-266-normal - 1 174 c.29C>A

G A rs3818831byFrequency|by1000genomesMG-266-tumorMG-266-normal - 2 193 c.121C>T

C T rs17094777byFrequency|by1000genomesMG-266-tumorMG-266-normal - 7 1491 c.1300G>A

G A MG-266-tumorMG-266-normal + 2 646 c.552G>A

G A rs11549105byFrequency|by1000genomesMG-266-tumorMG-266-normal - 6 1228 c.1224C>T

G A rs3810485by1000genomesMG-266-tumorMG-266-normal - 8 6116 c.6047C>T

C T rs1043141byFrequency|by1000genomesMG-266-tumorMG-266-normal + 4 2376 c.342C>T

T C rs11373 byFrequency|by1000genomesMG-266-tumorMG-266-normal - 3 787 c.367A>G

C A rs1801270byFrequency|by1000genomesMG-266-tumorMG-266-normal + 2 328 c.93C>A

T C rs41266134byFrequency|by1000genomesMG-266-tumorMG-266-normal - 3 1625 c.1550A>G

A G rs150973053 MG-266-tumorMG-266-normal + 4 768 c.388A>G

A G rs40831 by1000genomesMG-266-tumorMG-266-normal + 2 2118 c.2085A>G

G A MG-266-tumorMG-266-normal + 18 1860 c.1760G>A

T G rs1889323by1000genomesMG-266-tumorMG-266-normal - 25 4582 c.4246A>C

G C rs2227910byFrequency|by1000genomesMG-266-tumorMG-266-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-266-tumorMG-266-normal + 16 2064 c.1887T>A

A G MG-266-tumorMG-266-normal + 1 199 c.199A>G

C T MG-266-tumorMG-266-normal + 1 369 c.369C>T

A G rs1136159byFrequency|by1000genomesMG-266-tumorMG-266-normal - 10 1068 c.860T>C

A C rs11552054byFrequency|by1000genomesMG-266-tumorMG-266-normal + 5 630 c.540A>C

G A rs11551685byFrequency|by1000genomesMG-266-tumorMG-266-normal - 16 7464 c.7395C>T

A G rs75639578 MG-266-tumorMG-266-normal - 3 6552 c.6477T>C

T G rs552183 byFrequency|by1000genomesMG-266-tumorMG-266-normal - 40 6445 c.6247A>C

G T MG-266-tumorMG-266-normal - 1 622 c.461C>A

A G rs2973568by1000genomesMG-266-tumorMG-266-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-266-tumorMG-266-normal - 20 4043 c.3072C>A

C T rs55993306by1000genomesMG-266-tumorMG-266-normal - 20 3946 c.3859G>A

T G rs12963422byFrequency|by1000genomesMG-266-tumorMG-266-normal - 5 2988 c.2775A>C

T C rs2229263byFrequency|by1000genomesMG-266-tumorMG-266-normal - 3 533 c.248A>G



C T rs76844681 MG-266-tumorMG-266-normal - 16 2899 c.2681G>A

T A rs41305611by1000genomesMG-266-tumorMG-266-normal - 3 1170 c.834A>T

T C rs1048500byFrequency|by1000genomesMG-266-tumorMG-266-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-266-tumorMG-266-normal - 69 11621 c.10650G>A

A T rs3739451by1000genomesMG-266-tumorMG-266-normal - 39 9817 c.9481T>A

A C rs45525440byFrequency|by1000genomesMG-266-tumorMG-266-normal - 7 875 c.855T>G

C G rs143879890by1000genomesMG-266-tumorMG-266-normal - 16 2320 c.2233G>C

T C rs12731746byFrequency|by1000genomesMG-266-tumorMG-266-normal - 11 1394 c.897A>G

C G MG-266-tumorMG-266-normal - 1 259 c.37G>C

C T rs10252263byFrequency|by1000genomesMG-266-tumorMG-266-normal - 38 8258 c.8040G>A

A G rs138997916byFrequency|by1000genomesMG-266-tumorMG-266-normal - 3 2832 c.2760T>C

G A rs16847812byFrequency|by1000genomesMG-266-tumorMG-266-normal + 4 978 c.865G>A

A G rs6679449by1000genomesMG-266-tumorMG-266-normal - 3 1923 c.1851T>C

T C rs831042 byFrequency|by1000genomesMG-266-tumorMG-266-normal - 24 3945 c.3660A>G

G A MG-266-tumorMG-266-normal + 22 3334 c.2951G>A

A C rs76504934by1000genomesMG-266-tumorMG-266-normal - 4 464 c.427T>G

G C rs62070406by1000genomesMG-266-tumorMG-266-normal - 9 1754 c.1711C>G

T C rs2450122byFrequency|by1000genomesMG-266-tumorMG-266-normal - 10 2089 c.2004A>G

A C rs1141701by1000genomesMG-266-tumorMG-266-normal - 10 1239 c.1146T>G

C T rs7300444byFrequency|by1000genomesMG-266-tumorMG-266-normal + 19 5383 c.4740C>T

G A rs11549106byFrequency|by1000genomesMG-266-tumorMG-266-normal - 4 895 c.891C>T

T G MG-266-tumorMG-266-normal + 47 7802 c.7322T>G

T C rs10817025by1000genomesMG-266-tumorMG-266-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-266-tumorMG-266-normal + 12 1807 c.1631C>T

G A MG-266-tumorMG-266-normal - 9 2349 c.1378C>T

T C rs2229992byFrequency|by1000genomesMG-266-tumorMG-266-normal + 12 1838 c.1458T>C

G A rs6070697byFrequency|by1000genomesMG-266-tumorMG-266-normal + 4 1189 c.920G>A

G C MG-266-tumorMG-266-normal + 1 1138 c.1138G>C

G A rs2074852byFrequency|by1000genomesMG-266-tumorMG-266-normal - 6 702 c.372C>T

C T rs2269654byFrequency|by1000genomesMG-266-tumorMG-266-normal + 11 2687 c.2574C>T

G C rs61735455by1000genomesMG-266-tumorMG-266-normal + 12 2108 c.1884G>C

C T MG-266-tumorMG-266-normal - 8 1260 c.1042G>A

G C MG-266-tumorMG-266-normal + 1 467 c.467G>C

C T rs2292556byFrequency|by1000genomesMG-266-tumorMG-266-normal - 19 1959 c.1689G>A

A T rs10817021by1000genomesMG-266-tumorMG-266-normal - 24 4324 c.3988T>A

C T rs34589476by1000genomesMG-266-tumorMG-266-normal + 14 3108 c.2908C>T

G A MG-266-tumorMG-266-normal - 1 288 c.237C>T

G A MG-266-tumorMG-266-normal + 1 115 c.115G>A

T C rs7714670by1000genomesMG-266-tumorMG-266-normal + 6 849 c.673T>C

C T MG-266-tumorMG-266-normal - 17 1517 c.1518G>A

G A rs61742152byFrequency|by1000genomesMG-266-tumorMG-266-normal + 11 2573 c.2460G>A

G C rs60140950byFrequency|by1000genomesMG-266-tumorMG-266-normal + 9 986 c.767G>C

C G rs11718329by1000genomesMG-266-tumorMG-266-normal + 4 719 c.647C>G

G A rs12729662byFrequency|by1000genomesMG-266-tumorMG-266-normal - 3 8430 c.8355C>T

T C rs2075252byFrequency|by1000genomesMG-266-tumorMG-266-normal - 66 12565 c.12280A>G

A G MG-266-tumorMG-266-normal - 36 5674 c.5456T>C

G A rs2973566by1000genomesMG-266-tumorMG-266-normal + 14 1930 c.1754G>A



G C rs45469098by1000genomesMG-266-tumorMG-266-normal - 1 255 c.256C>G

C A MG-266-tumorMG-266-normal + 27 5441 c.4806C>A

C T rs2078478by1000genomesMG-266-tumorMG-266-normal - 5 411 c.392G>A

G C rs12350212byFrequency|by1000genomesMG-266-tumorMG-266-normal + 5 1878 c.1788G>C

G A rs35296183byFrequency|by1000genomesMG-266-tumorMG-266-normal - 55 9794 c.8823C>T

G A rs144383071byFrequencyMG-266-tumorMG-266-normal - 3 3345 c.3270C>T

A T rs2074930byFrequency|by1000genomesMG-266-tumorMG-266-normal + 9 1056 c.1016A>T

T C rs2292561byFrequency|by1000genomesMG-266-tumorMG-266-normal - 15 1569 c.1299A>G

C T rs4822790byFrequency|by1000genomesMG-266-tumorMG-266-normal + 15 2042 c.1683C>T

G A rs79435376byFrequency|by1000genomesMG-266-tumorMG-266-normal - 7 1864 c.1673C>T

G A rs17882627byFrequency|by1000genomesMG-266-tumorMG-266-normal - 5 540 c.541C>T

G T rs140059935by1000genomesMG-266-tumorMG-266-normal + 16 1408 c.1408G>T

C T rs142391292byFrequencyMG-266-tumorMG-266-normal + 13 3400 c.3399C>T

A C rs62077264 MG-266-tumorMG-266-normal - 7 854 c.761T>G

A G MG-266-tumorMG-266-normal + 1 927 c.927A>G

G C MG-266-tumorMG-266-normal + 3 620

T C rs543304 byFrequency|by1000genomesMG-266-tumorMG-266-normal + 11 4034 c.3807T>C

T C MG-266-tumorMG-266-normal + 1 1038 c.1038T>C

G C MG-266-tumorMG-266-normal - 5 1009 c.1010C>G

G A rs143394331by1000genomesMG-266-tumorMG-266-normal + 1 146 c.75G>A

A G rs3208627 MG-266-tumorMG-266-normal - 2 153 c.60T>C

T C MG-266-tumorMG-266-normal - 3 305 c.270A>G

A G rs11778209byFrequency|by1000genomesMG-266-tumorMG-266-normal - 39 6448 c.6204T>C

T C rs2385167byFrequency|by1000genomesMG-266-tumorMG-266-normal + 14 2088 c.1998T>C

A G rs4444457byFrequency|by1000genomesMG-266-tumorMG-266-normal - 54 9497 c.8526T>C

G A MG-266-tumorMG-266-normal + 13 1887

G A rs143684430byFrequencyMG-266-tumorMG-266-normal - 3 6591 c.6516C>T

G A MG-266-tumorMG-266-normal - 4 857 c.666C>T

G A MG-266-tumorMG-266-normal + 1 666 c.666G>A

C T rs3743398by1000genomesMG-266-tumorMG-266-normal + 12 2965 c.2591C>T

C G rs2509943byFrequency|by1000genomesMG-266-tumorMG-266-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-266-tumorMG-266-normal - 2 514 c.174G>A

C T rs17094900byFrequency|by1000genomesMG-266-tumorMG-266-normal - 3 578 c.387G>A

G A MG-266-tumorMG-266-normal + 1 468 c.468G>A

A G MG-266-tumorMG-266-normal + 1 1188 c.1188A>G

C T rs117151141by1000genomesMG-266-tumorMG-266-normal - 13 1746 c.1457G>A

G T MG-266-tumorMG-266-normal + 20 4092 c.4015G>T

T A rs61759499byFrequency|by1000genomesMG-266-tumorMG-266-normal - 60 9867 c.9623A>T

C T rs3814883byFrequency|by1000genomesMG-266-tumorMG-266-normal + 13 2402 c.1359C>T

A G rs4659654byFrequency|by1000genomesMG-266-tumorMG-266-normal - 16 2000 c.1503T>C

T C rs62070402by1000genomesMG-266-tumorMG-266-normal - 12 2105 c.2062A>G

A G rs2929158by1000genomesMG-266-tumorMG-266-normal - 19 4373 c.4163T>C

A G rs151306742by1000genomesMG-266-tumorMG-266-normal + 4 729 c.285A>G

A G rs11016073byFrequency|by1000genomesMG-266-tumorMG-266-normal - 13 6677 c.6302T>C

C G rs3817428by1000genomesMG-266-tumorMG-266-normal + 15 7493 c.7119C>G

G A rs1799952byFrequency|by1000genomesMG-266-tumorMG-266-normal + 11 3743 c.3516G>A

G C rs2240089byFrequency|by1000genomesMG-266-tumorMG-266-normal - 12 3187 c.3003C>G



C T MG-266-tumorMG-266-normal + 1 1248 c.1248C>T

G A MG-266-tumorMG-266-normal + 1 991 c.991G>A

G A rs11762213byFrequency|by1000genomesMG-266-tumorMG-266-normal + 2 344 c.144G>A

A G rs6694078byFrequency|by1000genomesMG-266-tumorMG-266-normal + 11 2688 c.2575A>G

A C rs80029043 MG-266-tumorMG-266-normal - 12 1622 c.1529T>G

T C rs17019360by1000genomesMG-266-tumorMG-266-normal + 17 2524 c.1800T>C

A G rs1385600byFrequency|by1000genomesMG-266-tumorMG-266-normal - 5 1375 c.1290T>C

C T rs2282303byFrequency|by1000genomesMG-266-tumorMG-266-normal - 3 899 c.827G>A

G A MG-266-tumorMG-266-normal - 7 889 c.796C>T

G A rs2227983byFrequency|by1000genomesMG-266-tumorMG-266-normal + 13 1739 c.1562G>A

C A rs2230018byFrequency|by1000genomesMG-266-tumorMG-266-normal + 17 2218 c.2177C>A

C G rs2282302byFrequency|by1000genomesMG-266-tumorMG-266-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-266-tumorMG-266-normal - 54 10788 c.10503G>A

T C MG-266-tumorMG-266-normal + 1 78 c.78T>C

G A rs151001106byFrequencyMG-266-tumorMG-266-normal + 1 192 c.140G>A

T C MG-266-tumorMG-266-normal + 8 505 c.505T>C

A G rs1980131byFrequency|by1000genomesMG-266-tumorMG-266-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-266-tumorMG-266-normal - 37 5440 c.5234G>A

G A rs144019910 MG-266-tumorMG-266-normal + 4 560 c.50G>A

C T rs149960589 MG-266-tumorMG-266-normal - 22 2560 c.2357G>A

C G rs149605490by1000genomesMG-266-tumorMG-266-normal + 3 1000 c.781C>G

A C rs881732 by1000genomesMG-266-tumorMG-266-normal + 17 1912 c.1092A>C

C T rs57014690by1000genomesMG-266-tumorMG-266-normal - 6 1554 c.1232G>A

C A rs6453022by1000genomesMG-266-tumorMG-266-normal + 7 1027 c.851C>A

G A rs34747341byFrequency|by1000genomesMG-266-tumorMG-266-normal - 10 864 c.777C>T

G T rs147825872 MG-266-tumorMG-266-normal + 20 4359 c.4282G>T

T C rs28897708byFrequencyMG-266-tumorMG-266-normal + 10 1741 c.1514T>C

A G NA MG-267-tumorMG-267-normal + 25 3647 c.3264A>G

T G rs3208659NA MG-267-tumorMG-267-normal - 7 871 c.778A>C

T C NA MG-267-tumorMG-267-normal + 1 525 c.525T>C

T C NA MG-267-tumorMG-267-normal + 1 67 c.67T>C

T A NA MG-267-tumorMG-267-normal + 27 8398 c.8375T>A

C T NA MG-267-tumorMG-267-normal + 11 1675 c.1549C>T

T A NA MG-267-tumorMG-267-normal + 7 1062 c.621T>A

C T MG-269-tumorMG-269-normal + 3 423 c.43C>T

C T rs56753294byFrequency|by1000genomesMG-269-tumorMG-269-normal - 48 12488 c.12270G>A

C A MG-269-tumorMG-269-normal + 5 631 c.409C>A

A G rs148639270byFrequency|by1000genomesMG-269-tumorMG-269-normal + 21 6820 c.6177A>G

C T rs12134934byFrequency|by1000genomesMG-269-tumorMG-269-normal + 11 3932 c.3887C>T

G C rs61735002byFrequency|by1000genomesMG-269-tumorMG-269-normal + 5 516 c.499G>C

A T MG-269-tumorMG-269-normal - 8 591

G A MG-269-tumorMG-269-normal - 12 1509 c.968C>T

G A rs1062348byFrequency|by1000genomesMG-269-tumorMG-269-normal - 7 1005 c.846C>T

A G rs4532127byFrequency|by1000genomesMG-269-tumorMG-269-normal + 13 1587 c.1377A>G

A G MG-269-tumorMG-269-normal + 1 798 c.798A>G

T C rs3750904by1000genomesMG-269-tumorMG-269-normal - 27 6099 c.5759A>G

C G rs148316706byFrequencyMG-269-tumorMG-269-normal - 16 2208 c.2121G>C



A G rs3108200byFrequency|by1000genomesMG-269-tumorMG-269-normal + 3 2040 c.810A>G

C T MG-269-tumorMG-269-normal + 1 144 c.144C>T

G C rs2240 byFrequency|by1000genomesMG-269-tumorMG-269-normal - 13 2935 c.2560C>G

A C rs4788428by1000genomesMG-269-tumorMG-269-normal + 5 428 c.299A>C

G A rs41294868by1000genomesMG-269-tumorMG-269-normal + 14 2132 c.1933G>A

T C rs116120583byFrequency|by1000genomesMG-269-tumorMG-269-normal + 5 1264 c.1086T>C

G T rs139209425byFrequencyMG-269-tumorMG-269-normal - 16 1691 c.1421C>A

A G rs7762830by1000genomesMG-269-tumorMG-269-normal + 14 2120 c.1921A>G

A G MG-269-tumorMG-269-normal + 1 15 c.15A>G

T C rs61730836byFrequency|by1000genomesMG-269-tumorMG-269-normal - 4 1473 c.611A>G

G A rs3810485by1000genomesMG-269-tumorMG-269-normal - 8 6116 c.6047C>T

A G rs40831 by1000genomesMG-269-tumorMG-269-normal + 2 2118 c.2085A>G

G A rs1718878byFrequency|by1000genomesMG-269-tumorMG-269-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-269-tumorMG-269-normal + 16 2064 c.1887T>A

C T MG-269-tumorMG-269-normal + 1 369 c.369C>T

A G rs2973568by1000genomesMG-269-tumorMG-269-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-269-tumorMG-269-normal - 20 4043 c.3072C>A

G C rs139402847by1000genomesMG-269-tumorMG-269-normal + 10 2377 c.2034G>C

T C rs2229263byFrequency|by1000genomesMG-269-tumorMG-269-normal - 3 533 c.248A>G

A C rs149692670byFrequencyMG-269-tumorMG-269-normal + 24 3543 c.3160A>C

A T rs3739451by1000genomesMG-269-tumorMG-269-normal - 39 9817 c.9481T>A

G A rs6601 byFrequency|by1000genomesMG-269-tumorMG-269-normal + 25 3881 c.3672G>A

C T rs140871032byFrequency|by1000genomesMG-269-tumorMG-269-normal + 4 664 c.220C>T

C A rs4369876by1000genomesMG-269-tumorMG-269-normal - 17 3347 c.3007G>T

G A rs17065139byFrequency|by1000genomesMG-269-tumorMG-269-normal - 5 3795 c.3582C>T

G A MG-269-tumorMG-269-normal + 1 1254 c.1254G>A

G T rs2075249byFrequency|by1000genomesMG-269-tumorMG-269-normal - 21 3339 c.3054C>A

T C rs10082391byFrequency|by1000genomesMG-269-tumorMG-269-normal - 13 8654 c.8279A>G

A G rs11915822byFrequency|by1000genomesMG-269-tumorMG-269-normal - 13 6588 c.6478T>C

T C rs2241190byFrequency|by1000genomesMG-269-tumorMG-269-normal - 17 2745 c.2460A>G

C T rs1344932byFrequency|by1000genomesMG-269-tumorMG-269-normal + 12 1449 c.1239C>T

T G rs4529973byFrequency|by1000genomesMG-269-tumorMG-269-normal - 11 842 c.798A>C

A G rs826549 by1000genomesMG-269-tumorMG-269-normal + 18 2676 c.2550A>G

T C rs142470496byFrequencyMG-269-tumorMG-269-normal - 12 1890 c.454A>G

C T rs17134128byFrequency|by1000genomesMG-269-tumorMG-269-normal - 12 3209 c.3025G>A

A T MG-269-tumorMG-269-normal + 6 696 c.474A>T

T C rs1050476byFrequency|by1000genomesMG-269-tumorMG-269-normal + 7 2254 c.1695T>C

A G rs4986860byFrequency|by1000genomesMG-269-tumorMG-269-normal + 14 7546 c.7319A>G

C G rs11718329by1000genomesMG-269-tumorMG-269-normal + 4 719 c.647C>G

C T rs62478319 MG-269-tumorMG-269-normal - 14 2553 c.2335G>A

A G MG-269-tumorMG-269-normal + 1 1467 c.1467A>G

C T rs2243380byFrequency|by1000genomesMG-269-tumorMG-269-normal - 6 698 c.500G>A

G A rs79983774byFrequency|by1000genomesMG-269-tumorMG-269-normal - 3 5937 c.5865C>T

C T MG-269-tumorMG-269-normal - 10 1413 c.1414G>A

T G rs78827970byFrequency|by1000genomesMG-269-tumorMG-269-normal - 10 8715 c.8127A>C

C T rs78818982byFrequency|by1000genomesMG-269-tumorMG-269-normal + 1 86 c.15C>T

T A rs143468472byFrequency|by1000genomesMG-269-tumorMG-269-normal + 10 1425 c.1335T>A



A C rs76437836byFrequencyMG-269-tumorMG-269-normal - 3 142 c.98T>G

A G rs3208627 MG-269-tumorMG-269-normal - 2 153 c.60T>C

A G rs28407189by1000genomesMG-269-tumorMG-269-normal + 12 5238 c.4864A>G

A C rs62077264 MG-269-tumorMG-269-normal - 7 854 c.761T>G

G A rs143224517byFrequency|by1000genomesMG-269-tumorMG-269-normal - 3 219 c.87C>T

G C MG-269-tumorMG-269-normal - 5 1009 c.1010C>G

T C rs831042 byFrequency|by1000genomesMG-269-tumorMG-269-normal - 24 3945 c.3660A>G

A G rs150594 byFrequency|by1000genomesMG-269-tumorMG-269-normal - 13 1559 c.1356T>C

G A rs111886222by1000genomesMG-269-tumorMG-269-normal - 9 4963 c.4754C>T

T C rs539858|rs78098996byFrequency|by1000genomesMG-269-tumorMG-269-normal - 20 3029 c.3024A>G

T C rs7716253by1000genomesMG-269-tumorMG-269-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-269-tumorMG-269-normal - 54 9497 c.8526T>C

G A rs111722103by1000genomesMG-269-tumorMG-269-normal - 38 7893 c.7557C>T

A G rs1385600byFrequency|by1000genomesMG-269-tumorMG-269-normal - 5 1375 c.1290T>C

G C rs1870134by1000genomesMG-269-tumorMG-269-normal - 1 260 c.46C>G

C T MG-269-tumorMG-269-normal - 1 334 c.241G>A

T C rs17065127byFrequency|by1000genomesMG-269-tumorMG-269-normal - 5 5401 c.5188A>G

A G rs4659654byFrequency|by1000genomesMG-269-tumorMG-269-normal - 16 2000 c.1503T>C

C T rs468525 by1000genomesMG-269-tumorMG-269-normal - 6 478 c.111G>A

T C MG-269-tumorMG-269-normal + 1 1272 c.1272T>C

C G rs149605490by1000genomesMG-269-tumorMG-269-normal + 3 1000 c.781C>G

G A rs13054014byFrequency|by1000genomesMG-269-tumorMG-269-normal + 2 569 c.210G>A

T C rs74789055byFrequency|by1000genomesMG-269-tumorMG-269-normal - 58 10196 c.9225A>G

G A rs150413868byFrequencyMG-269-tumorMG-269-normal - 3 6279 c.6204C>T

T C rs61747978byFrequency|by1000genomesMG-269-tumorMG-269-normal + 9 2081 c.1968T>C

C T rs72987361byFrequency|by1000genomesMG-269-tumorMG-269-normal - 3 898 c.558G>A

T C rs831043 byFrequency|by1000genomesMG-269-tumorMG-269-normal - 21 3354 c.3069A>G

G C rs115201875by1000genomesMG-269-tumorMG-269-normal + 2 122 c.122G>C

C T MG-269-tumorMG-269-normal + 1 313 c.261C>T

A G rs62001905byFrequency|by1000genomesMG-269-tumorMG-269-normal - 1 179 c.32T>C

A C rs73533478by1000genomesMG-269-tumorMG-269-normal + 2 929 c.896A>C

G T rs12568784byFrequency|by1000genomesMG-269-tumorMG-269-normal - 3 7202 c.7130C>A

A G rs111305262by1000genomesMG-269-tumorMG-269-normal - 31 7187 c.7188T>C

G A rs35678076byFrequency|by1000genomesMG-269-tumorMG-269-normal + 5 1417 c.1137G>A

A G rs34213159|rs28647874|rs111586870byFrequencyMG-269-tumorMG-269-normal + 1 611 c.366A>G

T C rs61732942by1000genomesMG-269-tumorMG-269-normal - 16 3240 c.2904A>G

G A rs17052357byFrequency|by1000genomesMG-269-tumorMG-269-normal - 10 1187 c.1185C>T

G A rs61742585by1000genomesMG-269-tumorMG-269-normal - 8 2676 c.2607C>T

T C rs3755806byFrequency|by1000genomesMG-269-tumorMG-269-normal - 15 2117 c.2115A>G

C A MG-269-tumorMG-269-normal - 8 3893 c.3824G>T

C T rs41299110byFrequency|by1000genomesMG-269-tumorMG-269-normal + 14 1944 c.1699C>T

A C rs7995564by1000genomesMG-269-tumorMG-269-normal + 10 2068 c.1534A>C

C T rs61730536byFrequency|by1000genomesMG-269-tumorMG-269-normal - 33 5126 c.4908G>A

C G rs59565875by1000genomesMG-269-tumorMG-269-normal + 10 843 c.843C>G

C A rs6738031by1000genomesMG-269-tumorMG-269-normal - 18 3000 c.2874G>T

A G rs9653483by1000genomesMG-269-tumorMG-269-normal - 21 5040 c.4953T>C

C G rs17134127byFrequency|by1000genomesMG-269-tumorMG-269-normal - 12 3473 c.3289G>C



T G rs10817033by1000genomesMG-269-tumorMG-269-normal - 8 2079 c.1743A>C

C T rs2180616byFrequency|by1000genomesMG-269-tumorMG-269-normal - 15 7254 c.7185G>A

G A rs73302197by1000genomesMG-269-tumorMG-269-normal - 31 6806 c.6807C>T

T C rs2251219byFrequency|by1000genomesMG-269-tumorMG-269-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-269-tumorMG-269-normal + 1 144 c.57C>T

T C rs141293361 MG-269-tumorMG-269-normal - 13 6214 c.5839A>G

A G rs17051895by1000genomesMG-269-tumorMG-269-normal + 23 4485 c.3951A>G

A C rs77739281 MG-269-tumorMG-269-normal - 10 1194 c.1101T>G

C T MG-269-tumorMG-269-normal + 1 1371 c.1371C>T

T C MG-269-tumorMG-269-normal + 1 334 c.334T>C

G A rs3827025by1000genomesMG-269-tumorMG-269-normal - 6 2094 c.2025C>T

A G rs3729680by1000genomesMG-269-tumorMG-269-normal + 7 1330 c.1173A>G

C G rs143879890by1000genomesMG-269-tumorMG-269-normal - 16 2320 c.2233G>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-269-tumorMG-269-normal + 7 1597 c.1215T>C

C T MG-269-tumorMG-269-normal + 1 1353 c.1353C>T

T C MG-269-tumorMG-269-normal + 1 114 c.114T>C

A G rs6679449by1000genomesMG-269-tumorMG-269-normal - 3 1923 c.1851T>C

G A rs56337365byFrequency|by1000genomesMG-269-tumorMG-269-normal - 6 908 c.690C>T

A G MG-269-tumorMG-269-normal + 1 186 c.186A>G

C T rs3743398by1000genomesMG-269-tumorMG-269-normal + 12 2965 c.2591C>T

G A rs9804992byFrequency|by1000genomesMG-269-tumorMG-269-normal + 11 3172 c.2529G>A

C T rs61732738byFrequency|by1000genomesMG-269-tumorMG-269-normal - 51 9209 c.8238G>A

G A rs2275527byFrequency|by1000genomesMG-269-tumorMG-269-normal - 39 5629 c.5553C>T

C T rs34418613by1000genomesMG-269-tumorMG-269-normal - 6 1961 c.1892G>A

C T rs144931466byFrequency|by1000genomesMG-269-tumorMG-269-normal + 9 2125 c.1906C>T

C T rs1064210by1000genomesMG-269-tumorMG-269-normal - 10 1425 c.1426G>A

C T rs10082533byFrequency|by1000genomesMG-269-tumorMG-269-normal - 13 8753 c.8378G>A

T C rs34488772byFrequency|by1000genomesMG-269-tumorMG-269-normal - 59 10390 c.9419A>G

G A rs6089925byFrequency|by1000genomesMG-269-tumorMG-269-normal - 4 729 c.660C>T

T C rs7714670by1000genomesMG-269-tumorMG-269-normal + 6 849 c.673T>C

G A rs61757792by1000genomesMG-269-tumorMG-269-normal + 20 3668 c.3188G>A

A T rs7095325byFrequency|by1000genomesMG-269-tumorMG-269-normal - 7 1087 c.712T>A

A C rs17051891by1000genomesMG-269-tumorMG-269-normal + 22 3765 c.3231A>C

G A MG-269-tumorMG-269-normal + 1 1155 c.1155G>A

T A MG-269-tumorMG-269-normal + 37 3860 c.3694T>A

C T rs4750936byFrequency|by1000genomesMG-269-tumorMG-269-normal - 13 4011 c.3636G>A

G C rs147363182byFrequency|by1000genomesMG-269-tumorMG-269-normal - 13 6938 c.6563C>G

C T MG-269-tumorMG-269-normal + 1 288 c.288C>T

G A MG-269-tumorMG-269-normal + 1 621 c.621G>A

T G MG-269-tumorMG-269-normal + 15 2005 c.1911T>G

G A rs6018623byFrequency|by1000genomesMG-269-tumorMG-269-normal + 20 3957 c.3741G>A

T C rs79054985byFrequency|by1000genomesMG-269-tumorMG-269-normal - 27 5363 c.4392A>G

C T MG-269-tumorMG-269-normal + 3 560 c.186C>T

G T rs34104660byFrequency|by1000genomesMG-269-tumorMG-269-normal - 4 687 c.402C>A

C T rs3856748byFrequency|by1000genomesMG-269-tumorMG-269-normal + 9 1796 c.1516C>T

T C MG-269-tumorMG-269-normal + 1 1185 c.1185T>C

G A rs146546850byFrequencyMG-269-tumorMG-269-normal - 12 1889 c.453C>T



T C rs79014342byFrequency|by1000genomesMG-269-tumorMG-269-normal - 14 2257 c.1786A>G

C A rs35674179byFrequency|by1000genomesMG-269-tumorMG-269-normal - 13 5263 c.5153G>T

C T rs1130233byFrequency|by1000genomesMG-269-tumorMG-269-normal - 8 2206 c.726G>A

C T MG-269-tumorMG-269-normal + 4 905 c.811C>T

C T rs3796031byFrequency|by1000genomesMG-269-tumorMG-269-normal - 17 2399 c.1947G>A

A T MG-269-tumorMG-269-normal + 3 205 c.122A>T

A G rs2229267byFrequency|by1000genomesMG-269-tumorMG-269-normal - 29 5160 c.4875T>C

G C rs3816748byFrequency|by1000genomesMG-269-tumorMG-269-normal - 2 650 c.241C>G

T C MG-269-tumorMG-269-normal - 4 1494 c.1299A>G

G C rs45574331byFrequency|by1000genomesMG-269-tumorMG-269-normal + 14 7244 c.7017G>C

C T rs116607864byFrequency|by1000genomesMG-269-tumorMG-269-normal + 12 2865 c.2752C>T

A G rs3181247byFrequency|by1000genomesMG-269-tumorMG-269-normal - 3 522 c.304T>C

C T rs2229265byFrequency|by1000genomesMG-269-tumorMG-269-normal - 54 10788 c.10503G>A

G T rs147825872 MG-269-tumorMG-269-normal + 20 4359 c.4282G>T

C T rs28444388byFrequency|by1000genomesMG-269-tumorMG-269-normal + 2 1331 c.1131C>T

T C rs116085610byFrequency|by1000genomesMG-269-tumorMG-269-normal - 3 1410 c.1338A>G

C T rs57014690by1000genomesMG-269-tumorMG-269-normal - 6 1554 c.1232G>A

G A rs6089924byFrequency|by1000genomesMG-269-tumorMG-269-normal - 4 920 c.851C>T

T C rs16833974byFrequency|by1000genomesMG-269-tumorMG-269-normal - 3 3818 c.3746A>G

G A rs73961633by1000genomesMG-269-tumorMG-269-normal - 4 702 c.489C>T

G A rs142702316byFrequencyMG-269-tumorMG-269-normal + 1 160 c.108G>A

C G rs76985980byFrequency|by1000genomesMG-269-tumorMG-269-normal - 4 1836 c.1297G>C

C T MG-269-tumorMG-269-normal - 5 3946 c.3090G>A

C T rs3745764byFrequency|by1000genomesMG-269-tumorMG-269-normal + 9 2705 c.1064C>T

C T rs76334433byFrequency|by1000genomesMG-269-tumorMG-269-normal - 4 615 c.553G>A

G T MG-269-tumorMG-269-normal - 10 2258 c.2259C>A

A G rs62077275 MG-269-tumorMG-269-normal - 2 173 c.80T>C

T C rs16006 by1000genomesMG-269-tumorMG-269-normal - 6 875 c.876A>G

G C rs34405980byFrequency|by1000genomesMG-269-tumorMG-269-normal - 1 502 c.342C>G

G A MG-269-tumorMG-269-normal + 19 2930 c.2889G>A

C A rs148983031byFrequencyMG-269-tumorMG-269-normal - 16 2940 c.2722G>T

G A rs34830600byFrequency|by1000genomesMG-269-tumorMG-269-normal - 8 2874 c.2805C>T

T C rs36060526byFrequency|by1000genomesMG-269-tumorMG-269-normal + 11 3491 c.3264T>C

A C MG-269-tumorMG-269-normal + 22 2203 c.2037A>C

T G rs3208659 MG-269-tumorMG-269-normal - 7 871 c.778A>C

G A rs2127898byFrequency|by1000genomesMG-269-tumorMG-269-normal - 6 1130 c.920C>T

G A rs61737866byFrequency|by1000genomesMG-269-tumorMG-269-normal - 12 2231 c.2047C>T

C T MG-269-tumorMG-269-normal + 1 63 c.63C>T

C G rs11016076byFrequency|by1000genomesMG-269-tumorMG-269-normal - 8 1866 c.1491G>C

C T MG-269-tumorMG-269-normal + 1 1314 c.1314C>T

G A rs7179364by1000genomesMG-269-tumorMG-269-normal + 1 520 c.85G>A

A G rs62077276 MG-269-tumorMG-269-normal - 2 170 c.77T>C

G A rs7624750byFrequency|by1000genomesMG-269-tumorMG-269-normal + 4 707 c.473G>A

T C rs62077265 MG-269-tumorMG-269-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-269-tumorMG-269-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-269-tumorMG-269-normal - 3 1368 c.836T>C

C T rs61730876byFrequency|by1000genomesMG-269-tumorMG-269-normal - 20 3385 c.2888G>A



G A MG-269-tumorMG-269-normal - 1 435 c.436C>T

T C MG-269-tumorMG-269-normal - 9 1441 c.1390A>G

G A MG-269-tumorMG-269-normal + 1 555 c.555G>A

G A MG-269-tumorMG-269-normal - 1 294 c.201C>T

T G rs12963422byFrequency|by1000genomesMG-269-tumorMG-269-normal - 5 2988 c.2775A>C

G A rs13007735byFrequency|by1000genomesMG-269-tumorMG-269-normal - 16 3587 c.2616C>T

G A rs3818831byFrequency|by1000genomesMG-269-tumorMG-269-normal - 2 193 c.121C>T

T C rs11373 byFrequency|by1000genomesMG-269-tumorMG-269-normal - 3 787 c.367A>G

T C MG-269-tumorMG-269-normal - 3 305 c.270A>G

G T rs115895001byFrequency|by1000genomesMG-269-tumorMG-269-normal - 1 1476 c.1089C>A

G A rs12022217byFrequency|by1000genomesMG-269-tumorMG-269-normal - 3 4602 c.4530C>T

G A rs3809974byFrequency|by1000genomesMG-269-tumorMG-269-normal - 5 2864 c.2651C>T

T G rs79385100by1000genomesMG-269-tumorMG-269-normal - 11 1929 c.1930A>C

G C MG-269-tumorMG-269-normal - 27 8010 c.7662C>G

G A rs34106261byFrequency|by1000genomesMG-269-tumorMG-269-normal - 7 1117 c.899C>T

T C rs9646771by1000genomesMG-269-tumorMG-269-normal - 4 787 c.447A>G

T C rs2305181by1000genomesMG-269-tumorMG-269-normal + 5 859 c.603T>C

T C rs61730538byFrequency|by1000genomesMG-269-tumorMG-269-normal - 36 5579 c.5361A>G

C T rs10252263byFrequency|by1000genomesMG-269-tumorMG-269-normal - 38 8258 c.8040G>A

G C rs3088074byFrequency|by1000genomesMG-269-tumorMG-269-normal - 9 2999 c.2785C>G

T C rs7744765by1000genomesMG-269-tumorMG-269-normal + 14 1929 c.1730T>C

T A rs61749580byFrequency|by1000genomesMG-269-tumorMG-269-normal - 3 576 c.504A>T

C G rs3817428by1000genomesMG-269-tumorMG-269-normal + 15 7493 c.7119C>G

G A rs1800742byFrequency|by1000genomesMG-269-tumorMG-269-normal + 11 1740 c.1110G>A

G C rs147339280 MG-269-tumorMG-269-normal - 3 463 c.378C>G

T C MG-269-tumorMG-269-normal + 1 1038 c.1038T>C

T C MG-269-tumorMG-269-normal + 1 57 c.57T>C

T C rs7935 byFrequency|by1000genomesMG-269-tumorMG-269-normal + 9 1808 c.1524T>C

C T rs11121691byFrequency|by1000genomesMG-269-tumorMG-269-normal - 49 6985 c.6909G>A

C T rs12128607byFrequency|by1000genomesMG-269-tumorMG-269-normal + 7 758 c.713C>T

G A rs59505617by1000genomesMG-269-tumorMG-269-normal - 6 1756 c.1434C>T

G A rs76765512byFrequencyMG-269-tumorMG-269-normal + 5 787 c.343G>A

G A MG-269-tumorMG-269-normal - 2 1620 c.764C>T

G C rs45469098by1000genomesMG-269-tumorMG-269-normal - 1 255 c.256C>G

G C rs17173370byFrequency|by1000genomesMG-269-tumorMG-269-normal - 36 7274 c.7056C>G

G A rs2003233 MG-269-tumorMG-269-normal - 17 1503 c.1504C>T

T C rs34174591by1000genomesMG-269-tumorMG-269-normal - 27 13403 c.13194A>G

C T rs1127606byFrequency|by1000genomesMG-269-tumorMG-269-normal - 8 1939 c.1530G>A

G A rs11177 byFrequency|by1000genomesMG-269-tumorMG-269-normal + 3 290 c.80G>A

A T rs141575513by1000genomesMG-269-tumorMG-269-normal - 7 1164 c.754T>A

C T rs6432901by1000genomesMG-269-tumorMG-269-normal - 2 514 c.174G>A

A G MG-269-tumorMG-269-normal + 1 760 c.760A>G

C A MG-269-tumorMG-269-normal + 5 585 c.205C>A

G A rs1128761byFrequency|by1000genomesMG-269-tumorMG-269-normal + 7 1219 c.966G>A

C G rs74528642 MG-269-tumorMG-269-normal + 5 599 c.219C>G

C T rs113970444by1000genomesMG-269-tumorMG-269-normal - 5 4012 c.3803G>A

C T rs143758478byFrequency|by1000genomesMG-269-tumorMG-269-normal + 19 2612 c.2253C>T



G A rs2289247byFrequency|by1000genomesMG-269-tumorMG-269-normal + 11 1273 c.1063G>A

A G rs139313781byFrequency|by1000genomesMG-269-tumorMG-269-normal + 3 458 c.358A>G

A G MG-269-tumorMG-269-normal + 1 357 c.357A>G

G A MG-269-tumorMG-269-normal - 7 889 c.796C>T

C T rs1801187byFrequency|by1000genomesMG-269-tumorMG-269-normal - 37 5440 c.5234G>A

T C rs17123261byFrequency|by1000genomesMG-269-tumorMG-269-normal - 9 1307 c.1085A>G

T G rs12478318by1000genomesMG-269-tumorMG-269-normal - 16 3170 c.2830A>C

A G rs151306742by1000genomesMG-269-tumorMG-269-normal + 4 729 c.285A>G

C T rs2853346byFrequency|by1000genomesMG-269-tumorMG-269-normal - 13 5919 c.5544G>A

T C rs78472618byFrequencyMG-269-tumorMG-269-normal - 3 159 c.115A>G

T C rs148388060by1000genomesMG-269-tumorMG-269-normal - 8 1175 c.765A>G

C T rs210498 by1000genomesMG-269-tumorMG-269-normal - 23 1885 c.1518G>A

T C rs116159392by1000genomesMG-269-tumorMG-269-normal - 38 8400 c.8064A>G

C T rs73730361byFrequency|by1000genomesMG-269-tumorMG-269-normal - 49 12584 c.12366G>A

G A MG-269-tumorMG-269-normal - 1 288 c.237C>T

A G MG-269-tumorMG-269-normal + 10 1620 c.1253A>G

G A rs7296694byFrequency|by1000genomesMG-269-tumorMG-269-normal + 15 3343 c.3171G>A

T A rs148999619byFrequency|by1000genomesMG-269-tumorMG-269-normal + 18 2685 c.2559T>A

C T rs2078478by1000genomesMG-269-tumorMG-269-normal - 5 411 c.392G>A

T C rs16921260by1000genomesMG-269-tumorMG-269-normal + 1 1073 c.773T>C

G A rs11551685byFrequency|by1000genomesMG-269-tumorMG-269-normal - 16 7464 c.7395C>T

G A rs17336437byFrequency|by1000genomesMG-269-tumorMG-269-normal + 4 708 c.531G>A

A G MG-269-tumorMG-269-normal - 1 107 c.108T>C

G A MG-269-tumorMG-269-normal - 7 1109 c.891C>T

G A rs6070697byFrequency|by1000genomesMG-269-tumorMG-269-normal + 4 1189 c.920G>A

A G rs61736908byFrequency|by1000genomesMG-269-tumorMG-269-normal + 22 6904 c.6261A>G

A G rs10516781by1000genomesMG-269-tumorMG-269-normal + 18 3258 c.2778A>G

C T rs73302195by1000genomesMG-269-tumorMG-269-normal - 39 11609 c.11610G>A

A G rs61612406byFrequency|by1000genomesMG-269-tumorMG-269-normal + 3 230 c.11A>G

T C rs2450122byFrequency|by1000genomesMG-269-tumorMG-269-normal - 10 2089 c.2004A>G

A G MG-269-tumorMG-269-normal - 3 1337 c.805T>C

G A rs1713982byFrequency|by1000genomesMG-269-tumorMG-269-normal + 15 2261 c.1848G>A

T C rs140856347by1000genomesMG-269-tumorMG-269-normal - 20 3525 c.3438A>G

C T rs1893177byFrequency|by1000genomesMG-269-tumorMG-269-normal + 16 2968 c.2592C>T

G A rs142615277by1000genomesMG-269-tumorMG-269-normal + 4 926 c.552G>A

T C rs3026101by1000genomesMG-269-tumorMG-269-normal + 14 2279 c.2055T>C

T C rs16914996byFrequency|by1000genomesMG-269-tumorMG-269-normal - 38 9100 c.8764A>G

G A rs3810490by1000genomesMG-269-tumorMG-269-normal - 6 2067 c.1998C>T

G A rs10082432byFrequency|by1000genomesMG-269-tumorMG-269-normal - 13 8757 c.8382C>T

T G rs1058201 MG-269-tumorMG-269-normal - 3 297 c.204A>C

G A rs2229970by1000genomesMG-269-tumorMG-269-normal - 13 2280 c.2205C>T

G A rs73007787byFrequency|by1000genomesMG-269-tumorMG-269-normal - 3 4878 c.4806C>T

C T rs74817689byFrequency|by1000genomesMG-269-tumorMG-269-normal - 5 1326 c.1241G>A

T C rs2229992byFrequency|by1000genomesMG-269-tumorMG-269-normal + 12 1838 c.1458T>C

A G MG-269-tumorMG-269-normal + 1 175 c.175A>G

T C rs7275 by1000genomesMG-269-tumorMG-269-normal + 35 5267 c.4983T>C

T C rs41286961byFrequency|by1000genomesMG-269-tumorMG-269-normal + 14 1440 c.1340T>C



G T MG-269-tumorMG-269-normal + 15 2060 c.1966G>T

A C rs76504934by1000genomesMG-269-tumorMG-269-normal - 4 464 c.427T>G

A G MG-269-tumorMG-269-normal + 1 340 c.340A>G

C T rs79706370byFrequency|by1000genomesMG-269-tumorMG-269-normal + 7 801 c.756C>T

T C MG-269-tumorMG-269-normal + 9 2314 c.2314T>C

T C rs2075252byFrequency|by1000genomesMG-269-tumorMG-269-normal - 66 12565 c.12280A>G

G A MG-269-tumorMG-269-normal - 1 312 c.261C>T

T C MG-269-tumorMG-269-normal - 20 3938 c.3851A>G

C A rs3739298byFrequency|by1000genomesMG-269-tumorMG-269-normal - 9 2230 c.1821G>T

C T rs169758 by1000genomesMG-269-tumorMG-269-normal - 23 1959 c.1592G>A

G A rs11571831byFrequency|by1000genomesMG-269-tumorMG-269-normal + 27 9957 c.9730G>A

G C rs62077263 MG-269-tumorMG-269-normal - 7 916 c.823C>G

C T MG-269-tumorMG-269-normal + 3 609 c.609C>T

A T MG-269-tumorMG-269-normal + 6 650 c.270A>T

C A rs6453022by1000genomesMG-269-tumorMG-269-normal + 7 1027 c.851C>A

G T MG-269-tumorMG-269-normal + 2 890 c.690G>T

G A rs2248407byFrequency|by1000genomesMG-269-tumorMG-269-normal - 4 1003 c.918C>T

G A MG-269-tumorMG-269-normal - 3 1151 c.619C>T

G A rs61745451byFrequency|by1000genomesMG-269-tumorMG-269-normal + 13 3460 c.3459G>A

T C rs11016071byFrequency|by1000genomesMG-269-tumorMG-269-normal - 13 9086 c.8711A>G

G A rs148182673byFrequencyMG-269-tumorMG-269-normal - 23 3857 c.3855C>T

T C rs62077266 MG-269-tumorMG-269-normal - 3 311 c.218A>G

C T rs3814883byFrequency|by1000genomesMG-269-tumorMG-269-normal + 13 2402 c.1359C>T

C T rs1050475byFrequency|by1000genomesMG-269-tumorMG-269-normal + 7 1534 c.975C>T

C T MG-269-tumorMG-269-normal + 15 2078 c.1984C>T

A G MG-269-tumorMG-269-normal - 4 842 c.843T>C

C T rs75340924by1000genomesMG-269-tumorMG-269-normal - 44 14237 c.14238G>A

C T MG-269-tumorMG-269-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-269-tumorMG-269-normal - 3 899 c.827G>A

A G rs139364869byFrequency|by1000genomesMG-269-tumorMG-269-normal - 19 3922 c.3712T>C

T A rs17264436byFrequency|by1000genomesMG-269-tumorMG-269-normal - 21 3503 c.3501A>T

C G rs3735156byFrequency|by1000genomesMG-269-tumorMG-269-normal - 11 1795 c.1577G>C

G A MG-269-tumorMG-269-normal - 3 289 c.154C>T

A G rs28914533byFrequencyMG-269-tumorMG-269-normal - 5 1158 c.955T>C

A G rs34351119byFrequency|by1000genomesMG-269-tumorMG-269-normal + 11 5645 c.5418A>G

A G rs112129664|rs67218125|rs112826888|rs28529067|rs1132443byFrequency|by1000genomesMG-269-tumorMG-269-normal + 20 3996 c.3780A>G

T C rs12731746byFrequency|by1000genomesMG-269-tumorMG-269-normal - 11 1394 c.897A>G

T C rs831043 byFrequency|by1000genomesMG-27-tumorMG-27-normal - 21 3354 c.3069A>G

A G MG-27-tumorMG-27-normal + 5 1140 c.1046A>G

C T rs2293347byFrequency|by1000genomesMG-27-tumorMG-27-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-27-tumorMG-27-normal - 85 14018 c.13047G>A

G A MG-27-tumorMG-27-normal + 1 1434 c.1434G>A

A G rs1136159byFrequency|by1000genomesMG-27-tumorMG-27-normal - 10 1068 c.860T>C

G A MG-27-tumorMG-27-normal - 4 653 c.338C>T

G A rs62070401by1000genomesMG-27-tumorMG-27-normal - 12 2205 c.2162C>T

C T rs77376932byFrequencyMG-27-tumorMG-27-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-27-tumorMG-27-normal - 3 4602 c.4530C>T



G T rs12568784byFrequency|by1000genomesMG-27-tumorMG-27-normal - 3 7202 c.7130C>A

G A rs33954691byFrequency|by1000genomesMG-27-tumorMG-27-normal - 14 3096 c.3039C>T

G T rs2075249byFrequency|by1000genomesMG-27-tumorMG-27-normal - 21 3339 c.3054C>A

C G rs149605490by1000genomesMG-27-tumorMG-27-normal + 3 1000 c.781C>G

G A rs7853155by1000genomesMG-27-tumorMG-27-normal - 30 5337 c.5001C>T

T C rs141049734byFrequencyMG-27-tumorMG-27-normal - 18 3186 c.2968A>G

A C rs61764072by1000genomesMG-27-tumorMG-27-normal + 11 3306 c.2917A>C

G A rs61730875byFrequency|by1000genomesMG-27-tumorMG-27-normal - 20 3374 c.2877C>T

G C rs2229933|rs116048761byFrequency|by1000genomesMG-27-tumorMG-27-normal + 6 830 c.282G>C

C T rs2078478by1000genomesMG-27-tumorMG-27-normal - 5 411 c.392G>A

C T rs62478357byFrequencyMG-27-tumorMG-27-normal - 8 1268 c.1050G>A

C A rs138908625byFrequency|by1000genomesMG-27-tumorMG-27-normal - 8 1357 c.1139G>T

T G rs3208659 MG-27-tumorMG-27-normal - 7 871 c.778A>C

A C rs115945341|rs2267641byFrequency|by1000genomesMG-27-tumorMG-27-normal + 17 2594 c.2046A>C

G C MG-27-tumorMG-27-normal - 2 2426 c.1570C>G

A G rs2229268byFrequency|by1000genomesMG-27-tumorMG-27-normal - 61 11886 c.11601T>C

C T rs2292559byFrequency|by1000genomesMG-27-tumorMG-27-normal - 24 2661 c.2391G>A

A G rs3108200byFrequency|by1000genomesMG-27-tumorMG-27-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-27-tumorMG-27-normal - 15 2117 c.2115A>G

C G rs144047610byFrequencyMG-27-tumorMG-27-normal - 34 6582 c.6363G>C

C T rs199930 by1000genomesMG-27-tumorMG-27-normal + 36 5181 c.5016C>T

G A rs2228000byFrequency|by1000genomesMG-27-tumorMG-27-normal - 9 1710 c.1496C>T

T C rs141384852byFrequencyMG-27-tumorMG-27-normal - 3 6332 c.6260A>G

C T rs1049622|rs114303286byFrequency|by1000genomesMG-27-tumorMG-27-normal + 7 1073 c.525C>T

G A rs7624750byFrequency|by1000genomesMG-27-tumorMG-27-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-27-tumorMG-27-normal - 18 3000 c.2874G>T

T C rs9851685byFrequency|by1000genomesMG-27-tumorMG-27-normal + 23 2508 c.2274T>C

T C rs7109090by1000genomesMG-27-tumorMG-27-normal - 2 3135 c.1851A>G

T C rs9646771by1000genomesMG-27-tumorMG-27-normal - 4 787 c.447A>G

C T rs731790 byFrequency|by1000genomesMG-27-tumorMG-27-normal - 19 2526 c.2433G>A

G A rs3731062by1000genomesMG-27-tumorMG-27-normal - 2 356 c.142C>T

G A rs17656599byFrequency|by1000genomesMG-27-tumorMG-27-normal - 12 2007 c.1823C>T

A G rs2227973byFrequency|by1000genomesMG-27-tumorMG-27-normal + 2 2571 c.2459A>G

T G rs12963422byFrequency|by1000genomesMG-27-tumorMG-27-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-27-tumorMG-27-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-27-tumorMG-27-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-27-tumorMG-27-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-27-tumorMG-27-normal + 1 144 c.57C>T

G T rs7206111byFrequency|by1000genomesMG-27-tumorMG-27-normal - 9 1041 c.404C>A

A G rs7762830by1000genomesMG-27-tumorMG-27-normal + 14 2120 c.1921A>G

G A rs3818831byFrequency|by1000genomesMG-27-tumorMG-27-normal - 2 193 c.121C>T

G C rs12350212byFrequency|by1000genomesMG-27-tumorMG-27-normal + 5 1878 c.1788G>C

T C MG-27-tumorMG-27-normal + 8 505 c.505T>C

C T rs1043141byFrequency|by1000genomesMG-27-tumorMG-27-normal + 4 2376 c.342C>T

G C rs62077263 MG-27-tumorMG-27-normal - 7 916 c.823C>G

T C rs41266134byFrequency|by1000genomesMG-27-tumorMG-27-normal - 3 1625 c.1550A>G

T C MG-27-tumorMG-27-normal - 3 305 c.270A>G



A G rs11778209byFrequency|by1000genomesMG-27-tumorMG-27-normal - 39 6448 c.6204T>C

T A rs17337023byFrequency|by1000genomesMG-27-tumorMG-27-normal + 16 2064 c.1887T>A

C G rs2282302byFrequency|by1000genomesMG-27-tumorMG-27-normal - 3 965 c.893G>C

T G rs79385100by1000genomesMG-27-tumorMG-27-normal - 11 1929 c.1930A>C

C T rs12236219byFrequency|by1000genomesMG-27-tumorMG-27-normal + 5 1231 c.1141C>T

A G rs11538677by1000genomesMG-27-tumorMG-27-normal + 49 8035 c.7501A>G

G A rs2880955by1000genomesMG-27-tumorMG-27-normal + 12 1031 c.1031G>A

A G MG-27-tumorMG-27-normal + 1 1012 c.1012A>G

A G rs2973568by1000genomesMG-27-tumorMG-27-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-27-tumorMG-27-normal - 20 3946 c.3859G>A

C A rs6453022by1000genomesMG-27-tumorMG-27-normal + 7 1027 c.851C>A

A C rs45525440byFrequency|by1000genomesMG-27-tumorMG-27-normal - 7 875 c.855T>G

T C rs143154682byFrequency|by1000genomesMG-27-tumorMG-27-normal - 4 406 c.91A>G

C G rs143879890by1000genomesMG-27-tumorMG-27-normal - 16 2320 c.2233G>C

G A rs11177 byFrequency|by1000genomesMG-27-tumorMG-27-normal + 3 290 c.80G>A

T C MG-27-tumorMG-27-normal + 1 273 c.273T>C

A G rs138997916byFrequency|by1000genomesMG-27-tumorMG-27-normal - 3 2832 c.2760T>C

G A MG-27-tumorMG-27-normal - 25 13088 c.12879C>T

C T rs34315566byFrequency|by1000genomesMG-27-tumorMG-27-normal + 35 5595 c.4527C>T

A C rs76504934by1000genomesMG-27-tumorMG-27-normal - 4 464 c.427T>G

G C rs62070406by1000genomesMG-27-tumorMG-27-normal - 9 1754 c.1711C>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-27-tumorMG-27-normal + 7 1597 c.1215T>C

C T rs7300444byFrequency|by1000genomesMG-27-tumorMG-27-normal + 19 5383 c.4740C>T

T C rs2229992byFrequency|by1000genomesMG-27-tumorMG-27-normal + 12 1838 c.1458T>C

G A rs1566622byFrequency|by1000genomesMG-27-tumorMG-27-normal - 22 3705 c.3516C>T

C G MG-27-tumorMG-27-normal - 4 376 c.289G>C

T C rs2241190byFrequency|by1000genomesMG-27-tumorMG-27-normal - 17 2745 c.2460A>G

T C rs151117508byFrequencyMG-27-tumorMG-27-normal - 5 545 c.413A>G

G C rs145179638by1000genomesMG-27-tumorMG-27-normal - 48 9186 c.8901C>G

G A rs6070697byFrequency|by1000genomesMG-27-tumorMG-27-normal + 4 1189 c.920G>A

A G rs826549 by1000genomesMG-27-tumorMG-27-normal + 18 2676 c.2550A>G

C T MG-27-tumorMG-27-normal - 8 1260 c.1042G>A

C T rs2292556byFrequency|by1000genomesMG-27-tumorMG-27-normal - 19 1959 c.1689G>A

C T rs140871032byFrequency|by1000genomesMG-27-tumorMG-27-normal + 4 664 c.220C>T

C T rs3796032byFrequency|by1000genomesMG-27-tumorMG-27-normal - 17 2381 c.1929G>A

G C rs60140950byFrequency|by1000genomesMG-27-tumorMG-27-normal + 9 986 c.767G>C

C T rs113893105byFrequency|by1000genomesMG-27-tumorMG-27-normal - 6 806 c.786G>A

G A rs12729662byFrequency|by1000genomesMG-27-tumorMG-27-normal - 3 8430 c.8355C>T

T C rs1002519byFrequency|by1000genomesMG-27-tumorMG-27-normal + 1 196 c.196T>C

A G rs6679449by1000genomesMG-27-tumorMG-27-normal - 3 1923 c.1851T>C

T C MG-27-tumorMG-27-normal + 16 6906 c.6526T>C

G C rs45469098by1000genomesMG-27-tumorMG-27-normal - 1 255 c.256C>G

T G rs1800275byFrequency|by1000genomesMG-27-tumorMG-27-normal - 48 7302 c.7096A>C

T C rs831042 byFrequency|by1000genomesMG-27-tumorMG-27-normal - 24 3945 c.3660A>G

A G rs28624496 MG-27-tumorMG-27-normal - 1 626 c.196T>C

G A rs144383071byFrequencyMG-27-tumorMG-27-normal - 3 3345 c.3270C>T

C T rs12708402by1000genomesMG-27-tumorMG-27-normal - 16 3405 c.3178G>A



C G rs11552052byFrequency|by1000genomesMG-27-tumorMG-27-normal + 16 2316 c.2226C>G

T C rs2292561byFrequency|by1000genomesMG-27-tumorMG-27-normal - 15 1569 c.1299A>G

C T rs4822790byFrequency|by1000genomesMG-27-tumorMG-27-normal + 15 2042 c.1683C>T

G A rs20539 byFrequency|by1000genomesMG-27-tumorMG-27-normal + 20 3152 c.3111G>A

G A rs146662463byFrequency|by1000genomesMG-27-tumorMG-27-normal - 19 3489 c.3279C>T

A G rs2074912byFrequency|by1000genomesMG-27-tumorMG-27-normal + 1 1709 c.1709A>G

T C rs2075252byFrequency|by1000genomesMG-27-tumorMG-27-normal - 66 12565 c.12280A>G

C T rs3796031byFrequency|by1000genomesMG-27-tumorMG-27-normal - 17 2399 c.1947G>A

T C rs11570543byFrequency|by1000genomesMG-27-tumorMG-27-normal - 14 1839 c.1746A>G

C T rs6432901by1000genomesMG-27-tumorMG-27-normal - 2 514 c.174G>A

C T MG-27-tumorMG-27-normal - 8 1256 c.1038G>A

A C rs76437836byFrequencyMG-27-tumorMG-27-normal - 3 142 c.98T>G

G A rs35389971by1000genomesMG-27-tumorMG-27-normal - 10 6818 c.6609C>T

G A rs2127898byFrequency|by1000genomesMG-27-tumorMG-27-normal - 6 1130 c.920C>T

A G rs75639578 MG-27-tumorMG-27-normal - 3 6552 c.6477T>C

G C MG-27-tumorMG-27-normal - 5 1009 c.1010C>G

G A rs1128761byFrequency|by1000genomesMG-27-tumorMG-27-normal + 7 1219 c.966G>A

C T MG-27-tumorMG-27-normal + 13 1984 c.1794C>T

A G rs4444457byFrequency|by1000genomesMG-27-tumorMG-27-normal - 54 9497 c.8526T>C

T A rs2060198byFrequency|by1000genomesMG-27-tumorMG-27-normal + 27 5204 c.4914T>A

G A rs2289247byFrequency|by1000genomesMG-27-tumorMG-27-normal + 11 1273 c.1063G>A

G T rs138591330by1000genomesMG-27-tumorMG-27-normal - 27 8211 c.7863C>A

T C rs75937132by1000genomesMG-27-tumorMG-27-normal - 34 10191 c.10192A>G

G A rs143684430byFrequencyMG-27-tumorMG-27-normal - 3 6591 c.6516C>T

G A MG-27-tumorMG-27-normal - 4 1015 c.700C>T

T C rs112827102byFrequency|by1000genomesMG-27-tumorMG-27-normal - 19 3495 c.3285A>G

T C rs61740142byFrequency|by1000genomesMG-27-tumorMG-27-normal - 6 1982 c.1495A>G

A G rs2229267byFrequency|by1000genomesMG-27-tumorMG-27-normal - 29 5160 c.4875T>C

T C rs12990449byFrequency|by1000genomesMG-27-tumorMG-27-normal - 2 1114 c.143A>G

C T rs3814883byFrequency|by1000genomesMG-27-tumorMG-27-normal + 13 2402 c.1359C>T

G A rs80198225 MG-27-tumorMG-27-normal + 8 527 c.527G>A

A G rs4659654byFrequency|by1000genomesMG-27-tumorMG-27-normal - 16 2000 c.1503T>C

T C rs2229263byFrequency|by1000genomesMG-27-tumorMG-27-normal - 3 533 c.248A>G

G A MG-27-tumorMG-27-normal - 3 5775 c.5700C>T

T C rs62070402by1000genomesMG-27-tumorMG-27-normal - 12 2105 c.2062A>G

A G rs2929158by1000genomesMG-27-tumorMG-27-normal - 19 4373 c.4163T>C

A G rs151306742by1000genomesMG-27-tumorMG-27-normal + 4 729 c.285A>G

T C MG-27-tumorMG-27-normal + 1 105 c.105T>C

G C rs2240089byFrequency|by1000genomesMG-27-tumorMG-27-normal - 12 3187 c.3003C>G

G T rs3745765byFrequency|by1000genomesMG-27-tumorMG-27-normal + 9 2360 c.719G>T

C T MG-27-tumorMG-27-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-27-tumorMG-27-normal - 3 899 c.827G>A

G C rs142017909byFrequencyMG-27-tumorMG-27-normal - 12 1953 c.1743C>G

G A rs2227983byFrequency|by1000genomesMG-27-tumorMG-27-normal + 13 1739 c.1562G>A

T C MG-27-tumorMG-27-normal + 14 1761 c.746T>C

C T rs2229265byFrequency|by1000genomesMG-27-tumorMG-27-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-27-tumorMG-27-normal - 21 3503 c.3501A>T



G T rs918558 byFrequency|by1000genomesMG-27-tumorMG-27-normal + 1 2142 c.2142G>T

G T rs147825872 MG-27-tumorMG-27-normal + 20 4359 c.4282G>T

G A rs62075712by1000genomesMG-27-tumorMG-27-normal - 3 984 c.452C>T

G A rs13054014byFrequency|by1000genomesMG-27-tumorMG-27-normal + 2 569 c.210G>A

C G MG-27-tumorMG-27-normal + 1 565 c.471C>G

T C rs12731746byFrequency|by1000genomesMG-27-tumorMG-27-normal - 11 1394 c.897A>G

A G rs9667 by1000genomesMG-27-tumorMG-27-normal + 3 354 c.168A>G

G A MG-27-tumorMG-27-normal + 1 337 c.337G>A

C G rs2509943byFrequency|by1000genomesMG-27-tumorMG-27-normal + 3 776 c.279C>G

T C rs78472618byFrequencyMG-27-tumorMG-27-normal - 3 159 c.115A>G

C T rs2229975by1000genomesMG-27-tumorMG-27-normal - 5 927 c.852G>A

C T rs72987361byFrequency|by1000genomesMG-27-tumorMG-27-normal - 3 898 c.558G>A

G T rs75155858byFrequency|by1000genomesMG-270-tumorMG-270-normal + 13 2388 c.1871G>T

G A rs3751845byFrequency|by1000genomesMG-270-tumorMG-270-normal - 31 7520 c.6711C>T

C T rs2293347byFrequency|by1000genomesMG-270-tumorMG-270-normal + 25 3159 c.2982C>T

C T rs16883323byFrequency|by1000genomesMG-270-tumorMG-270-normal - 61 10096 c.9852G>A

T C rs3750904by1000genomesMG-270-tumorMG-270-normal - 27 6099 c.5759A>G

G A rs16847812byFrequency|by1000genomesMG-270-tumorMG-270-normal + 4 978 c.865G>A

C G rs3818764by1000genomesMG-270-tumorMG-270-normal - 4 1331 c.995G>C

A G rs7762830by1000genomesMG-270-tumorMG-270-normal + 14 2120 c.1921A>G

G A rs3810485by1000genomesMG-270-tumorMG-270-normal - 8 6116 c.6047C>T

C T rs56390741byFrequency|by1000genomesMG-270-tumorMG-270-normal - 5 2838 c.2625G>A

A G rs40831 by1000genomesMG-270-tumorMG-270-normal + 2 2118 c.2085A>G

T A rs17337023byFrequency|by1000genomesMG-270-tumorMG-270-normal + 16 2064 c.1887T>A

C T MG-270-tumorMG-270-normal + 1 369 c.369C>T

C T rs1960159by1000genomesMG-270-tumorMG-270-normal + 1 489 c.189C>T

A G MG-270-tumorMG-270-normal - 7 1139 c.921T>C

A G rs146323022by1000genomesMG-270-tumorMG-270-normal - 19 4250 c.4040T>C

C T rs116772905byFrequency|by1000genomesMG-270-tumorMG-270-normal + 17 2669 c.2121C>T

C A MG-270-tumorMG-270-normal - 25 4363 c.4237G>T

G T rs2075249byFrequency|by1000genomesMG-270-tumorMG-270-normal - 21 3339 c.3054C>A

C T rs140658159byFrequencyMG-270-tumorMG-270-normal - 5 1842 c.1728G>A

T C rs2241190byFrequency|by1000genomesMG-270-tumorMG-270-normal - 17 2745 c.2460A>G

C T rs138457194 MG-270-tumorMG-270-normal - 9 1351 c.1352G>A

G A rs6070697byFrequency|by1000genomesMG-270-tumorMG-270-normal + 4 1189 c.920G>A

A G rs826549 by1000genomesMG-270-tumorMG-270-normal + 18 2676 c.2550A>G

T C rs142470496byFrequencyMG-270-tumorMG-270-normal - 12 1890 c.454A>G

C T rs2292556byFrequency|by1000genomesMG-270-tumorMG-270-normal - 19 1959 c.1689G>A

T C rs9807555by1000genomesMG-270-tumorMG-270-normal - 1 196 c.197A>G

C T MG-270-tumorMG-270-normal + 4 598 c.154C>T

G A rs4962081byFrequency|by1000genomesMG-270-tumorMG-270-normal - 22 3050 c.2829C>T

G C rs60140950byFrequency|by1000genomesMG-270-tumorMG-270-normal + 9 986 c.767G>C

C T MG-270-tumorMG-270-normal - 12 2251 c.2247G>A

G A rs1128761byFrequency|by1000genomesMG-270-tumorMG-270-normal + 7 1219 c.966G>A

C T rs2243380byFrequency|by1000genomesMG-270-tumorMG-270-normal - 6 698 c.500G>A

T C rs831042 byFrequency|by1000genomesMG-270-tumorMG-270-normal - 24 3945 c.3660A>G

G A rs34506289byFrequency|by1000genomesMG-270-tumorMG-270-normal + 16 5645 c.5265G>A



C T rs145223711by1000genomesMG-270-tumorMG-270-normal + 2 623 c.596C>T

A G rs3208627 MG-270-tumorMG-270-normal - 2 153 c.60T>C

A C rs62077264 MG-270-tumorMG-270-normal - 7 854 c.761T>G

G A rs79435376byFrequency|by1000genomesMG-270-tumorMG-270-normal - 7 1864 c.1673C>T

G C MG-270-tumorMG-270-normal - 5 1009 c.1010C>G

G A rs9789047by1000genomesMG-270-tumorMG-270-normal + 10 998 c.998G>A

G C rs76769084 MG-270-tumorMG-270-normal + 11 2669 c.2487G>C

T C rs7716253by1000genomesMG-270-tumorMG-270-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-270-tumorMG-270-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-270-tumorMG-270-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-270-tumorMG-270-normal - 3 660 c.661T>C

C T rs77234491byFrequencyMG-270-tumorMG-270-normal - 12 2878 c.1907G>A

C T rs2277548byFrequency|by1000genomesMG-270-tumorMG-270-normal - 7 1311 c.1101G>A

C G rs2509943byFrequency|by1000genomesMG-270-tumorMG-270-normal + 3 776 c.279C>G

C G rs2193430byFrequency|by1000genomesMG-270-tumorMG-270-normal - 57 9242 c.8998G>C

A G rs9667 by1000genomesMG-270-tumorMG-270-normal + 3 354 c.168A>G

A T rs146352451by1000genomesMG-270-tumorMG-270-normal + 10 797 c.699A>T

A G rs13223756byFrequency|by1000genomesMG-270-tumorMG-270-normal + 7 2144 c.1944A>G

C G rs2282302byFrequency|by1000genomesMG-270-tumorMG-270-normal - 3 965 c.893G>C

A G rs2074912byFrequency|by1000genomesMG-270-tumorMG-270-normal + 1 1709 c.1709A>G

G A rs13054014byFrequency|by1000genomesMG-270-tumorMG-270-normal + 2 569 c.210G>A

A G MG-270-tumorMG-270-normal + 32 5787 c.5307A>G

C G rs17301507by1000genomesMG-270-tumorMG-270-normal + 11 1252 c.1065C>G

C T MG-270-tumorMG-270-normal + 1 519 c.274C>T

T C rs831043 byFrequency|by1000genomesMG-270-tumorMG-270-normal - 21 3354 c.3069A>G

T C rs141049734byFrequencyMG-270-tumorMG-270-normal - 18 3186 c.2968A>G

C A MG-270-tumorMG-270-normal + 11 2120 c.1938C>A

C T MG-270-tumorMG-270-normal - 20 3573 c.3382G>A

T C MG-270-tumorMG-270-normal + 1 61 c.61T>C

A C rs115945341|rs2267641byFrequency|by1000genomesMG-270-tumorMG-270-normal + 17 2594 c.2046A>C

A G rs150519030byFrequencyMG-270-tumorMG-270-normal - 38 9161 c.8943T>C

T C rs3755806byFrequency|by1000genomesMG-270-tumorMG-270-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-270-tumorMG-270-normal - 13 5919 c.5544G>A

A G rs11016073byFrequency|by1000genomesMG-270-tumorMG-270-normal - 13 6677 c.6302T>C

C A rs6738031by1000genomesMG-270-tumorMG-270-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-270-tumorMG-270-normal - 16 2000 c.1503T>C

G A MG-270-tumorMG-270-normal + 1 1248 c.1248G>A

T C rs2251219byFrequency|by1000genomesMG-270-tumorMG-270-normal - 26 4397 c.4395A>G

A G MG-270-tumorMG-270-normal + 1 355 c.355A>G

C T rs17094777byFrequency|by1000genomesMG-270-tumorMG-270-normal - 7 1491 c.1300G>A

C T rs143763360 MG-270-tumorMG-270-normal - 14 4114 c.3930G>A

T C rs1064545 MG-270-tumorMG-270-normal - 10 1261 c.1168A>G

A C rs11552054byFrequency|by1000genomesMG-270-tumorMG-270-normal + 5 630 c.540A>C

G A rs4151033byFrequency|by1000genomesMG-270-tumorMG-270-normal + 2 2750 c.2638G>A

C T rs9489143byFrequency|by1000genomesMG-270-tumorMG-270-normal - 13 2184 c.1986G>A

C G rs143879890by1000genomesMG-270-tumorMG-270-normal - 16 2320 c.2233G>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-270-tumorMG-270-normal + 7 1597 c.1215T>C



C T rs12708402by1000genomesMG-270-tumorMG-270-normal - 16 3405 c.3178G>A

A G rs150594 byFrequency|by1000genomesMG-270-tumorMG-270-normal - 13 1559 c.1356T>C

C T rs79175852|rs3906245|rs67658094MG-270-tumorMG-270-normal - 1 701 c.540G>A

C T rs146562116by1000genomesMG-270-tumorMG-270-normal + 29 3929 c.3753C>T

C T rs2269654byFrequency|by1000genomesMG-270-tumorMG-270-normal + 11 2687 c.2574C>T

T C rs7714670by1000genomesMG-270-tumorMG-270-normal + 6 849 c.673T>C

C T rs11873462by1000genomesMG-270-tumorMG-270-normal - 1 47 c.48G>A

T C rs2292561byFrequency|by1000genomesMG-270-tumorMG-270-normal - 15 1569 c.1299A>G

G A MG-270-tumorMG-270-normal + 1 46 c.46G>A

A G rs35873108|rs111782215byFrequencyMG-270-tumorMG-270-normal + 48 8443 c.8334A>G

C T MG-270-tumorMG-270-normal - 3 452 c.317G>A

A G rs180744 by1000genomesMG-270-tumorMG-270-normal + 2 1719 c.1686A>G

C T MG-270-tumorMG-270-normal - 8 1256 c.1038G>A

G A rs146546850byFrequencyMG-270-tumorMG-270-normal - 12 1889 c.453C>T

C T rs2285975byFrequency|by1000genomesMG-270-tumorMG-270-normal - 13 2445 c.2256G>A

G A rs141655380by1000genomesMG-270-tumorMG-270-normal + 16 5382 c.5382G>A

C T rs17094900byFrequency|by1000genomesMG-270-tumorMG-270-normal - 3 578 c.387G>A

A G rs2229267byFrequency|by1000genomesMG-270-tumorMG-270-normal - 29 5160 c.4875T>C

T C rs11571707byFrequency|by1000genomesMG-270-tumorMG-270-normal + 15 7696 c.7469T>C

G A rs116530539by1000genomesMG-270-tumorMG-270-normal + 12 6880 c.6506G>A

C A rs41264475byFrequency|by1000genomesMG-270-tumorMG-270-normal + 6 840 c.741C>A

C T rs7714612by1000genomesMG-270-tumorMG-270-normal + 3 272 c.90C>T

G T rs3745765byFrequency|by1000genomesMG-270-tumorMG-270-normal + 9 2360 c.719G>T

C T rs2229265byFrequency|by1000genomesMG-270-tumorMG-270-normal - 54 10788 c.10503G>A

G T rs147825872 MG-270-tumorMG-270-normal + 20 4359 c.4282G>T

A G rs148969251by1000genomesMG-270-tumorMG-270-normal + 38 4083 c.3917A>G

G A MG-270-tumorMG-270-normal - 10 2155 c.2156C>T

C T rs57014690by1000genomesMG-270-tumorMG-270-normal - 6 1554 c.1232G>A

C G rs180743 by1000genomesMG-270-tumorMG-270-normal + 2 1315 c.1282C>G

G A rs76784555by1000genomesMG-270-tumorMG-270-normal - 19 4018 c.3808C>T

C T MG-270-tumorMG-270-normal - 3 300 c.263G>A

T C MG-270-tumorMG-270-normal + 1 1543 c.1543T>C

G A rs2921563byFrequency|by1000genomesMG-270-tumorMG-270-normal + 9 2165 c.524G>A

T G rs9807633by1000genomesMG-270-tumorMG-270-normal - 1 88 c.89A>C

A G rs4143768byFrequency|by1000genomesMG-270-tumorMG-270-normal - 10 6783 c.6195T>C

C A rs149427669 MG-270-tumorMG-270-normal - 10 12164 c.11576G>T

C T rs62478357byFrequencyMG-270-tumorMG-270-normal - 8 1268 c.1050G>A

T G rs3208659 MG-270-tumorMG-270-normal - 7 871 c.778A>C

G A rs2127898byFrequency|by1000genomesMG-270-tumorMG-270-normal - 6 1130 c.920C>T

C T rs1386356byFrequency|by1000genomesMG-270-tumorMG-270-normal - 85 14018 c.13047G>A

T C rs8089144by1000genomesMG-270-tumorMG-270-normal - 7 1142 c.1143A>G

G C rs78754594by1000genomesMG-270-tumorMG-270-normal + 11 2585 c.2403G>C

T C rs62077265 MG-270-tumorMG-270-normal - 3 321 c.228A>G

A G MG-270-tumorMG-270-normal + 17 2600 c.2162A>G

C A rs12454500by1000genomesMG-270-tumorMG-270-normal - 1 497 c.498G>T

T G rs12963422byFrequency|by1000genomesMG-270-tumorMG-270-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-270-tumorMG-270-normal - 8 1391 c.1173C>A



T G rs34109891byFrequency|by1000genomesMG-270-tumorMG-270-normal - 5 2836 c.2623A>C

C T MG-270-tumorMG-270-normal - 5 385 c.366G>A

T C rs11373 byFrequency|by1000genomesMG-270-tumorMG-270-normal - 3 787 c.367A>G

C T rs45554841by1000genomesMG-270-tumorMG-270-normal - 1 214 c.215G>A

T C MG-270-tumorMG-270-normal - 3 305 c.270A>G

G A rs117101251by1000genomesMG-270-tumorMG-270-normal - 4 1317 c.887C>T

T G rs79385100by1000genomesMG-270-tumorMG-270-normal - 11 1929 c.1930A>C

T C rs79940627 MG-270-tumorMG-270-normal - 3 6118 c.6043A>G

G C rs137854581|rs1801166byFrequency|by1000genomesMG-270-tumorMG-270-normal + 16 4329 c.3949G>C

T C rs9646771by1000genomesMG-270-tumorMG-270-normal - 4 787 c.447A>G

T G rs151207521byFrequencyMG-270-tumorMG-270-normal - 3 5093 c.5021A>C

G C rs3088074byFrequency|by1000genomesMG-270-tumorMG-270-normal - 9 2999 c.2785C>G

T C rs7744765by1000genomesMG-270-tumorMG-270-normal + 14 1929 c.1730T>C

G A rs12366766 MG-270-tumorMG-270-normal + 48 8392 c.8283G>A

G A rs7296694byFrequency|by1000genomesMG-270-tumorMG-270-normal + 15 3343 c.3171G>A

A C rs76504934by1000genomesMG-270-tumorMG-270-normal - 4 464 c.427T>G

C T rs7300444byFrequency|by1000genomesMG-270-tumorMG-270-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-270-tumorMG-270-normal + 17 1912 c.1092A>C

G A rs34217050by1000genomesMG-270-tumorMG-270-normal + 25 2497 c.2331G>A

T G MG-270-tumorMG-270-normal - 1 335 c.137A>C

G A rs3793379byFrequency|by1000genomesMG-270-tumorMG-270-normal + 32 4159 c.3882G>A

A G rs141200193 MG-270-tumorMG-270-normal - 18 3113 c.2895T>C

G A rs59505617by1000genomesMG-270-tumorMG-270-normal - 6 1756 c.1434C>T

T C rs1002519byFrequency|by1000genomesMG-270-tumorMG-270-normal + 1 196 c.196T>C

G A MG-270-tumorMG-270-normal + 7 1116

G C rs45469098by1000genomesMG-270-tumorMG-270-normal - 1 255 c.256C>G

T G rs1800275byFrequency|by1000genomesMG-270-tumorMG-270-normal - 48 7302 c.7096A>C

T C MG-270-tumorMG-270-normal + 1 942 c.942T>C

A G rs149271 by1000genomesMG-270-tumorMG-270-normal + 2 543 c.510A>G

G A MG-270-tumorMG-270-normal + 1 442 c.442G>A

A G rs17078605byFrequency|by1000genomesMG-270-tumorMG-270-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-270-tumorMG-270-normal + 3 290 c.80G>A

C A rs138908625byFrequency|by1000genomesMG-270-tumorMG-270-normal - 8 1357 c.1139G>T

C T rs6432901by1000genomesMG-270-tumorMG-270-normal - 2 514 c.174G>A

A C rs76437836byFrequencyMG-270-tumorMG-270-normal - 3 142 c.98T>G

G A rs143394331by1000genomesMG-270-tumorMG-270-normal + 1 146 c.75G>A

G A rs2289247byFrequency|by1000genomesMG-270-tumorMG-270-normal + 11 1273 c.1063G>A

C T rs78992879byFrequency|by1000genomesMG-270-tumorMG-270-normal + 34 4798 c.4622C>T

G A MG-270-tumorMG-270-normal - 19 4084 c.3874C>T

T C rs111331725by1000genomesMG-270-tumorMG-270-normal + 6 643 c.263T>C

A G rs2737699byFrequency|by1000genomesMG-270-tumorMG-270-normal - 10 12892 c.12304T>C

G T MG-270-tumorMG-270-normal - 3 5809 c.5734C>A

G A MG-270-tumorMG-270-normal - 7 889 c.796C>T

G A rs2227983byFrequency|by1000genomesMG-270-tumorMG-270-normal + 13 1739 c.1562G>A

G A rs151001106byFrequencyMG-270-tumorMG-270-normal + 1 192 c.140G>A

G A MG-270-tumorMG-270-normal - 1 288 c.237C>T

T C rs78472618byFrequencyMG-270-tumorMG-270-normal - 3 159 c.115A>G



G T MG-270-tumorMG-270-normal + 4 391 c.314G>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-270-tumorMG-270-normal + 7 1073 c.525C>T

G A MG-270-tumorMG-270-normal - 1 288 c.237C>T

G C rs2229933|rs116048761byFrequency|by1000genomesMG-270-tumorMG-270-normal + 6 830 c.282G>C

T C rs16921260by1000genomesMG-270-tumorMG-270-normal + 1 1073 c.773T>C

C T MG-270-tumorMG-270-normal - 6 790 c.731G>A

C T rs151174 by1000genomesMG-270-tumorMG-270-normal + 2 1740 c.1707C>T

G A rs11551685byFrequency|by1000genomesMG-270-tumorMG-270-normal - 16 7464 c.7395C>T

G A rs3744249byFrequency|by1000genomesMG-270-tumorMG-270-normal + 11 2561 c.2172G>A

C T rs2292559byFrequency|by1000genomesMG-270-tumorMG-270-normal - 24 2661 c.2391G>A

C T MG-270-tumorMG-270-normal + 1 576 c.576C>T

C G rs17036536byFrequency|by1000genomesMG-270-tumorMG-270-normal - 23 3538 c.3462G>C

C G rs2298258byFrequency|by1000genomesMG-270-tumorMG-270-normal + 12 1698 c.1260C>G

G A rs2229266byFrequency|by1000genomesMG-270-tumorMG-270-normal - 6 924 c.639C>T

G A rs74511500byFrequency|by1000genomesMG-270-tumorMG-270-normal - 19 11425 c.11216C>T

C A rs1801270byFrequency|by1000genomesMG-270-tumorMG-270-normal + 2 328 c.93C>A

C T rs148154047by1000genomesMG-270-tumorMG-270-normal + 4 1043 c.1007C>T

A T rs3795696byFrequency|by1000genomesMG-270-tumorMG-270-normal - 6 1136 c.897T>A

T C rs3026101by1000genomesMG-270-tumorMG-270-normal + 14 2279 c.2055T>C

C T MG-270-tumorMG-270-normal + 21 5104 c.5027C>T

C A rs113972313byFrequency|by1000genomesMG-270-tumorMG-270-normal - 7 1474 c.1230G>T

T G rs1058201 MG-270-tumorMG-270-normal - 3 297 c.204A>C

A G rs62177519 MG-270-tumorMG-270-normal + 4 919 c.825A>G

G A rs17848553byFrequency|by1000genomesMG-270-tumorMG-270-normal - 39 5545 c.5469C>T

G A rs7108160by1000genomesMG-270-tumorMG-270-normal + 4 3839 c.3822G>A

C T MG-270-tumorMG-270-normal - 3 313 c.43G>A

C T rs2270516byFrequency|by1000genomesMG-270-tumorMG-270-normal + 10 1312 c.923C>T

C T rs2293303byFrequency|by1000genomesMG-270-tumorMG-270-normal + 15 2620 c.2340C>T

G A rs16885 byFrequency|by1000genomesMG-270-tumorMG-270-normal - 9 3193 c.2257C>T

A G MG-270-tumorMG-270-normal + 11 1460 c.1278A>G

T C rs2229992byFrequency|by1000genomesMG-270-tumorMG-270-normal + 12 1838 c.1458T>C

C T MG-270-tumorMG-270-normal - 8 1260 c.1042G>A

C T rs3796032byFrequency|by1000genomesMG-270-tumorMG-270-normal - 17 2381 c.1929G>A

G A rs74405922byFrequency|by1000genomesMG-270-tumorMG-270-normal - 13 2148 c.1938C>T

T C MG-270-tumorMG-270-normal + 9 2314 c.2314T>C

A G MG-270-tumorMG-270-normal + 14 2025 c.1935A>G

T C rs2075252byFrequency|by1000genomesMG-270-tumorMG-270-normal - 66 12565 c.12280A>G

G A rs79617857by1000genomesMG-270-tumorMG-270-normal - 19 4050 c.3840C>T

C A rs3739298byFrequency|by1000genomesMG-270-tumorMG-270-normal - 9 2230 c.1821G>T

C A rs117510452by1000genomesMG-270-tumorMG-270-normal + 15 1877 c.1825C>A

T C rs17114803byFrequency|by1000genomesMG-270-tumorMG-270-normal + 11 1465 c.1299T>C

G A rs45505797by1000genomesMG-270-tumorMG-270-normal + 4 1054 c.1019G>A

C T rs3796031byFrequency|by1000genomesMG-270-tumorMG-270-normal - 17 2399 c.1947G>A

C A rs6453022by1000genomesMG-270-tumorMG-270-normal + 7 1027 c.851C>A

G A MG-270-tumorMG-270-normal + 11 2190 c.2008G>A

T C rs13796 byFrequency|by1000genomesMG-270-tumorMG-270-normal + 2 372 c.159T>C

G A MG-270-tumorMG-270-normal + 21 5103 c.5026G>A



G C MG-270-tumorMG-270-normal - 2 625 c.532C>G

A G rs6694078byFrequency|by1000genomesMG-270-tumorMG-270-normal + 11 2688 c.2575A>G

T C rs62077266 MG-270-tumorMG-270-normal - 3 311 c.218A>G

C T rs3814883byFrequency|by1000genomesMG-270-tumorMG-270-normal + 13 2402 c.1359C>T

A G rs2929158by1000genomesMG-270-tumorMG-270-normal - 19 4373 c.4163T>C

G A rs10964471byFrequency|by1000genomesMG-270-tumorMG-270-normal + 2 386 c.177G>A

T A rs17264436byFrequency|by1000genomesMG-270-tumorMG-270-normal - 21 3503 c.3501A>T

G T rs918558 byFrequency|by1000genomesMG-270-tumorMG-270-normal + 1 2142 c.2142G>T

T C rs12731746byFrequency|by1000genomesMG-270-tumorMG-270-normal - 11 1394 c.897A>G

T A rs2060198byFrequency|by1000genomesMG-270-tumorMG-270-normal + 27 5204 c.4914T>A

C T MG-270-tumorMG-270-normal + 1 268 c.268C>T

G C rs141516881by1000genomesMG-270-tumorMG-270-normal + 14 1770 c.755G>C

T C rs41315020byFrequency|by1000genomesMG-272-tumorMG-272-normal - 8 1497 c.909A>G

T C rs831043 byFrequency|by1000genomesMG-272-tumorMG-272-normal - 21 3354 c.3069A>G

G A rs61744341byFrequency|by1000genomesMG-272-tumorMG-272-normal + 3 788 c.675G>A

T G rs140353351 MG-272-tumorMG-272-normal + 7 703 c.484T>G

C T rs1386356byFrequency|by1000genomesMG-272-tumorMG-272-normal - 85 14018 c.13047G>A

G A rs2289247byFrequency|by1000genomesMG-272-tumorMG-272-normal + 11 1273 c.1063G>A

A C rs4788428by1000genomesMG-272-tumorMG-272-normal + 5 428 c.299A>C

C A MG-272-tumorMG-272-normal + 31 4220 c.4044C>A

C A rs34400049byFrequency|by1000genomesMG-272-tumorMG-272-normal + 14 2474 c.2092C>A

T C rs61734875by1000genomesMG-272-tumorMG-272-normal + 25 3470 c.3294T>C

G A rs11168830by1000genomesMG-272-tumorMG-272-normal - 41 13688 c.13689C>T

G C rs146249377byFrequencyMG-272-tumorMG-272-normal + 1 3447 c.487G>C

A G rs2229267byFrequency|by1000genomesMG-272-tumorMG-272-normal - 29 5160 c.4875T>C

G T rs2075249byFrequency|by1000genomesMG-272-tumorMG-272-normal - 21 3339 c.3054C>A

C T MG-272-tumorMG-272-normal + 9 665 c.665C>T

C T rs71299249|rs77022425byFrequencyMG-272-tumorMG-272-normal + 1 3677 c.717C>T

C T rs2931423by1000genomesMG-272-tumorMG-272-normal + 19 2459 c.2283C>T

T C rs35790097byFrequency|by1000genomesMG-272-tumorMG-272-normal + 1 184 c.106T>C

T G rs12145941byFrequency|by1000genomesMG-272-tumorMG-272-normal - 3 1631 c.1556A>C

A G rs56069227by1000genomesMG-272-tumorMG-272-normal + 3 764 c.764A>G

A G rs141480481by1000genomesMG-272-tumorMG-272-normal + 4 1425 c.1342A>G

G T rs74942016byFrequency|by1000genomesMG-272-tumorMG-272-normal + 9 1322 c.805G>T

C T rs62478357byFrequencyMG-272-tumorMG-272-normal - 8 1268 c.1050G>A

C A rs6738031by1000genomesMG-272-tumorMG-272-normal - 18 3000 c.2874G>T

G A rs4750685byFrequency|by1000genomesMG-272-tumorMG-272-normal - 13 4115 c.3740C>T

C T rs142524392by1000genomesMG-272-tumorMG-272-normal + 9 601 c.601C>T

C A rs34651589by1000genomesMG-272-tumorMG-272-normal - 3 962 c.489G>T

A G rs2229268byFrequency|by1000genomesMG-272-tumorMG-272-normal - 61 11886 c.11601T>C

A G rs3108200byFrequency|by1000genomesMG-272-tumorMG-272-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-272-tumorMG-272-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-272-tumorMG-272-normal + 36 5181 c.5016C>T

G A rs61737954byFrequency|by1000genomesMG-272-tumorMG-272-normal - 13 3908 c.3724C>T

T C rs7716253by1000genomesMG-272-tumorMG-272-normal + 8 1121 c.945T>C

C T rs41299110byFrequency|by1000genomesMG-272-tumorMG-272-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-272-tumorMG-272-normal - 9 1710 c.1496C>T



C A rs2973558by1000genomesMG-272-tumorMG-272-normal + 20 2514 c.2338C>A

A C MG-272-tumorMG-272-normal + 4 1315 c.1096A>C

G C rs2240 byFrequency|by1000genomesMG-272-tumorMG-272-normal - 13 2935 c.2560C>G

G A rs7624750byFrequency|by1000genomesMG-272-tumorMG-272-normal + 4 707 c.473G>A

T C rs11373 byFrequency|by1000genomesMG-272-tumorMG-272-normal - 3 787 c.367A>G

A G rs10853307by1000genomesMG-272-tumorMG-272-normal - 3 1368 c.836T>C

T C rs9646771by1000genomesMG-272-tumorMG-272-normal - 4 787 c.447A>G

C T rs1050475byFrequency|by1000genomesMG-272-tumorMG-272-normal + 7 1534 c.975C>T

C G rs147865267byFrequencyMG-272-tumorMG-272-normal - 4 1304 c.1234G>C

G A rs2302694byFrequency|by1000genomesMG-272-tumorMG-272-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-272-tumorMG-272-normal - 26 4397 c.4395A>G

C G rs11718329by1000genomesMG-272-tumorMG-272-normal + 4 719 c.647C>G

T C rs9851685byFrequency|by1000genomesMG-272-tumorMG-272-normal + 23 2508 c.2274T>C

G A rs2229266byFrequency|by1000genomesMG-272-tumorMG-272-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-272-tumorMG-272-normal - 16 3587 c.2616C>T

C T rs10258429byFrequency|by1000genomesMG-272-tumorMG-272-normal + 16 2213 c.1968C>T

G A rs61738284byFrequency|by1000genomesMG-272-tumorMG-272-normal - 13 6005 c.5630C>T

G A rs61743025 MG-272-tumorMG-272-normal - 5 4223 c.3367C>T

C T rs3745762by1000genomesMG-272-tumorMG-272-normal + 6 2241 c.2047C>T

G A rs56145411byFrequency|by1000genomesMG-272-tumorMG-272-normal + 4 1211 c.1124G>A

C T rs75310630byFrequencyMG-272-tumorMG-272-normal + 16 1620 c.1437C>T

G C rs13397109byFrequency|by1000genomesMG-272-tumorMG-272-normal - 41 7911 c.7626C>G

T C MG-272-tumorMG-272-normal - 3 305 c.270A>G

T C rs11886219byFrequency|by1000genomesMG-272-tumorMG-272-normal - 36 6144 c.5859A>G

A G rs40831 by1000genomesMG-272-tumorMG-272-normal + 2 2118 c.2085A>G

C T rs7918199byFrequency|by1000genomesMG-272-tumorMG-272-normal - 13 5050 c.4675G>A

G A rs1718878byFrequency|by1000genomesMG-272-tumorMG-272-normal + 13 2003 c.1590G>A

A G rs11778209byFrequency|by1000genomesMG-272-tumorMG-272-normal - 39 6448 c.6204T>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-272-tumorMG-272-normal + 1 3698 c.738G>A

G C rs2227910byFrequency|by1000genomesMG-272-tumorMG-272-normal + 2 1911 c.804G>C

G A MG-272-tumorMG-272-normal + 1 271 c.271G>A

C T rs2229067byFrequency|by1000genomesMG-272-tumorMG-272-normal + 11 3296 c.2915C>T

G A rs1713982byFrequency|by1000genomesMG-272-tumorMG-272-normal + 15 2261 c.1848G>A

A G rs1136159byFrequency|by1000genomesMG-272-tumorMG-272-normal - 10 1068 c.860T>C

A G rs13346368by1000genomesMG-272-tumorMG-272-normal + 10 3324 c.3130A>G

C T rs2274550by1000genomesMG-272-tumorMG-272-normal + 54 8820 c.8286C>T

A G rs151306742by1000genomesMG-272-tumorMG-272-normal + 4 729 c.285A>G

G C rs11611231by1000genomesMG-272-tumorMG-272-normal + 9 2190 c.2190G>C

G A rs34106261byFrequency|by1000genomesMG-272-tumorMG-272-normal - 7 1117 c.899C>T

T G rs74842149byFrequencyMG-272-tumorMG-272-normal - 4 1217 c.1147A>C

A G rs2973568by1000genomesMG-272-tumorMG-272-normal + 13 1856 c.1680A>G

G A rs4151033byFrequency|by1000genomesMG-272-tumorMG-272-normal + 2 2750 c.2638G>A

T C rs3026101by1000genomesMG-272-tumorMG-272-normal + 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-272-tumorMG-272-normal - 5 2988 c.2775A>C

T A rs3740423byFrequency|by1000genomesMG-272-tumorMG-272-normal - 13 4583 c.4208A>T

T C rs13286541by1000genomesMG-272-tumorMG-272-normal - 9 2245 c.1909A>G

G A rs10082432byFrequency|by1000genomesMG-272-tumorMG-272-normal - 13 8757 c.8382C>T



C T rs116772905byFrequency|by1000genomesMG-272-tumorMG-272-normal + 17 2669 c.2121C>T

C T rs45443899byFrequency|by1000genomesMG-272-tumorMG-272-normal + 2 304 c.217C>T

C G rs143879890by1000genomesMG-272-tumorMG-272-normal - 16 2320 c.2233G>C

C T MG-272-tumorMG-272-normal + 1 727 c.726C>T

C T rs142264513byFrequencyMG-272-tumorMG-272-normal - 42 6931 c.6733G>A

C T MG-272-tumorMG-272-normal + 9 1354 c.1147C>T

C T MG-272-tumorMG-272-normal - 3 370 c.335G>A

A G rs4444457byFrequency|by1000genomesMG-272-tumorMG-272-normal - 54 9497 c.8526T>C

G A rs56337365byFrequency|by1000genomesMG-272-tumorMG-272-normal - 6 908 c.690C>T

A G MG-272-tumorMG-272-normal - 12 1012 c.645T>C

G A rs12366766 MG-272-tumorMG-272-normal + 48 8392 c.8283G>A

C T rs3743398by1000genomesMG-272-tumorMG-272-normal + 12 2965 c.2591C>T

A C rs76504934by1000genomesMG-272-tumorMG-272-normal - 4 464 c.427T>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-272-tumorMG-272-normal + 7 1597 c.1215T>C

G A rs34949187by1000genomesMG-272-tumorMG-272-normal + 6 1198 c.824G>A

A G MG-272-tumorMG-272-normal - 3 1337 c.805T>C

T A rs2060198byFrequency|by1000genomesMG-272-tumorMG-272-normal + 27 5204 c.4914T>A

G A rs16885 byFrequency|by1000genomesMG-272-tumorMG-272-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-272-tumorMG-272-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-272-tumorMG-272-normal + 12 1807 c.1631C>T

G A rs114068985|rs25497byFrequency|by1000genomesMG-272-tumorMG-272-normal + 4 1190 c.597G>A

T G rs78697077byFrequency|by1000genomesMG-272-tumorMG-272-normal - 34 5286 c.5068A>C

T C rs2229992byFrequency|by1000genomesMG-272-tumorMG-272-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-272-tumorMG-272-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-272-tumorMG-272-normal - 13 6002 c.5627G>A

A T rs111657679byFrequency|by1000genomesMG-272-tumorMG-272-normal - 7 516 c.149T>A

C T rs144931466byFrequency|by1000genomesMG-272-tumorMG-272-normal + 9 2125 c.1906C>T

C G rs2282302byFrequency|by1000genomesMG-272-tumorMG-272-normal - 3 965 c.893G>C

C T rs7240355byFrequency|by1000genomesMG-272-tumorMG-272-normal - 5 5238 c.5025G>A

C T MG-272-tumorMG-272-normal - 8 1260 c.1042G>A

G A rs142857077byFrequency|by1000genomesMG-272-tumorMG-272-normal - 3 657 c.585C>T

C T rs140871032byFrequency|by1000genomesMG-272-tumorMG-272-normal + 4 664 c.220C>T

T A rs17264436byFrequency|by1000genomesMG-272-tumorMG-272-normal - 21 3503 c.3501A>T

T C rs2229263byFrequency|by1000genomesMG-272-tumorMG-272-normal - 3 533 c.248A>G

T C rs4652678by1000genomesMG-272-tumorMG-272-normal + 28 4116 c.3951T>C

C T rs140280672byFrequencyMG-272-tumorMG-272-normal + 20 7625 c.7499C>T

T C rs1050476byFrequency|by1000genomesMG-272-tumorMG-272-normal + 7 2254 c.1695T>C

G A rs4514247byFrequency|by1000genomesMG-272-tumorMG-272-normal - 3 878 c.808C>T

C T rs34488539by1000genomesMG-272-tumorMG-272-normal + 22 3555 c.3390C>T

G C rs150752263byFrequencyMG-272-tumorMG-272-normal - 18 2888 c.2603C>G

A G rs826549 by1000genomesMG-272-tumorMG-272-normal + 18 2676 c.2550A>G

T C MG-272-tumorMG-272-normal + 1 1281 c.1281T>C

A G rs141200193 MG-272-tumorMG-272-normal - 18 3113 c.2895T>C

A T rs7095325byFrequency|by1000genomesMG-272-tumorMG-272-normal - 7 1087 c.712T>A

G A rs59505617by1000genomesMG-272-tumorMG-272-normal - 6 1756 c.1434C>T

C T rs10082533byFrequency|by1000genomesMG-272-tumorMG-272-normal - 13 8753 c.8378G>A

A T rs1063536byFrequency|by1000genomesMG-272-tumorMG-272-normal - 4 612 c.237T>A



T C rs2075252byFrequency|by1000genomesMG-272-tumorMG-272-normal - 66 12565 c.12280A>G

G A MG-272-tumorMG-272-normal + 15 1622 c.761G>A

G A rs2973566by1000genomesMG-272-tumorMG-272-normal + 14 1930 c.1754G>A

C T rs61733573by1000genomesMG-272-tumorMG-272-normal - 2 1092 c.883G>A

T G rs1800275byFrequency|by1000genomesMG-272-tumorMG-272-normal - 48 7302 c.7096A>C

T C rs831042 byFrequency|by1000genomesMG-272-tumorMG-272-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-272-tumorMG-272-normal + 2 543 c.510A>G

C T rs12708402by1000genomesMG-272-tumorMG-272-normal - 16 3405 c.3178G>A

G A rs149181731byFrequencyMG-272-tumorMG-272-normal + 1 431 c.379G>A

C T rs4750936byFrequency|by1000genomesMG-272-tumorMG-272-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-272-tumorMG-272-normal - 8 1866 c.1491G>C

G A rs1566622byFrequency|by1000genomesMG-272-tumorMG-272-normal - 22 3705 c.3516C>T

A G rs77145198byFrequency|by1000genomesMG-272-tumorMG-272-normal - 20 2943 c.2856T>C

C T MG-272-tumorMG-272-normal + 1 689 c.318C>T

G A rs7234999byFrequency|by1000genomesMG-272-tumorMG-272-normal - 5 5512 c.5299C>T

C A rs6453022by1000genomesMG-272-tumorMG-272-normal + 7 1027 c.851C>A

G A rs11177 byFrequency|by1000genomesMG-272-tumorMG-272-normal + 3 290 c.80G>A

A G MG-272-tumorMG-272-normal + 1 47 c.47A>G

C T rs17290169byFrequency|by1000genomesMG-272-tumorMG-272-normal + 15 2016 c.1839C>T

A G rs180744 by1000genomesMG-272-tumorMG-272-normal + 2 1719 c.1686A>G

G A rs138840528byFrequencyMG-272-tumorMG-272-normal + 8 1229 c.846G>A

A C rs76437836byFrequencyMG-272-tumorMG-272-normal - 3 142 c.98T>G

C T MG-272-tumorMG-272-normal - 8 4901 c.4832G>A

C T rs12777740byFrequency|by1000genomesMG-272-tumorMG-272-normal - 13 8321 c.7946G>A

T C rs77652527byFrequency|by1000genomesMG-272-tumorMG-272-normal - 10 1583 c.1365A>G

C T rs1035938by1000genomesMG-272-tumorMG-272-normal + 6 1538 c.1344C>T

A G rs146128733byFrequencyMG-272-tumorMG-272-normal - 2 198 c.128T>C

C T MG-272-tumorMG-272-normal + 18 1623 c.1623C>T

G C MG-272-tumorMG-272-normal - 5 1009 c.1010C>G

A G rs150594 byFrequency|by1000genomesMG-272-tumorMG-272-normal - 13 1559 c.1356T>C

G A rs149651686|rs76723236by1000genomesMG-272-tumorMG-272-normal - 11 977 c.610C>T

C T rs71299249 MG-272-tumorMG-272-normal + 1 3707 c.747C>T

G A MG-272-tumorMG-272-normal + 28 5484 c.4849G>A

G A rs34717358byFrequency|by1000genomesMG-272-tumorMG-272-normal + 11 2250 c.1869G>A

G A rs61814946byFrequency|by1000genomesMG-272-tumorMG-272-normal - 3 1785 c.1710C>T

T C rs11016071byFrequency|by1000genomesMG-272-tumorMG-272-normal - 13 9086 c.8711A>G

C T rs1130233byFrequency|by1000genomesMG-272-tumorMG-272-normal - 8 2206 c.726G>A

T C MG-272-tumorMG-272-normal - 12 2368 c.2154A>G

T G rs145547891byFrequencyMG-272-tumorMG-272-normal + 13 1670 c.1425T>G

C T rs6432901by1000genomesMG-272-tumorMG-272-normal - 2 514 c.174G>A

T C MG-272-tumorMG-272-normal + 5 516 c.136T>C

G C rs45469098by1000genomesMG-272-tumorMG-272-normal - 1 255 c.256C>G

T C rs10082391byFrequency|by1000genomesMG-272-tumorMG-272-normal - 13 8654 c.8279A>G

C T MG-272-tumorMG-272-normal - 54 8796 c.8552G>A

C T rs151174 by1000genomesMG-272-tumorMG-272-normal + 2 1740 c.1707C>T

A G rs4659654byFrequency|by1000genomesMG-272-tumorMG-272-normal - 16 2000 c.1503T>C

T C MG-272-tumorMG-272-normal - 38 7466 c.7130A>G



G A rs140781714by1000genomesMG-272-tumorMG-272-normal + 12 1035 c.1035G>A

C G rs3817428by1000genomesMG-272-tumorMG-272-normal + 15 7493 c.7119C>G

T A rs35737760by1000genomesMG-272-tumorMG-272-normal + 19 2685 c.2520T>A

A G rs13223756byFrequency|by1000genomesMG-272-tumorMG-272-normal + 7 2144 c.1944A>G

A C MG-272-tumorMG-272-normal - 13 5579 c.5204T>G

A G rs3181247byFrequency|by1000genomesMG-272-tumorMG-272-normal - 3 522 c.304T>C

T C rs112275388byFrequency|by1000genomesMG-272-tumorMG-272-normal - 29 4789 c.4233A>G

G T rs147825872 MG-272-tumorMG-272-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-272-tumorMG-272-normal - 5 4949 c.4736A>G

T G rs997983 byFrequency|by1000genomesMG-272-tumorMG-272-normal - 9 2266 c.1891A>C

T C MG-272-tumorMG-272-normal + 8 505 c.505T>C

C T rs7300444byFrequency|by1000genomesMG-272-tumorMG-272-normal + 19 5383 c.4740C>T

C T rs1801187byFrequency|by1000genomesMG-272-tumorMG-272-normal - 37 5440 c.5234G>A

T C rs36075387byFrequencyMG-272-tumorMG-272-normal - 5 4353 c.4140A>G

C T rs4802382by1000genomesMG-272-tumorMG-272-normal + 6 554 c.360C>T

G A rs2124203byFrequency|by1000genomesMG-272-tumorMG-272-normal - 19 2832 c.2745C>T

A G rs146999317byFrequencyMG-272-tumorMG-272-normal - 1 620 c.173T>C

G A rs113060235byFrequency|by1000genomesMG-272-tumorMG-272-normal - 17 3133 c.2577C>T

T C rs12731746byFrequency|by1000genomesMG-272-tumorMG-272-normal - 11 1394 c.897A>G

G A MG-272-tumorMG-272-normal + 7 786 c.686G>A

C A MG-272-tumorMG-272-normal - 22 4923 c.4713G>T

G A rs9789047by1000genomesMG-272-tumorMG-272-normal + 10 998 c.998G>A

C T rs57014690by1000genomesMG-272-tumorMG-272-normal - 6 1554 c.1232G>A

C T rs55979329by1000genomesMG-272-tumorMG-272-normal - 3 1257 c.725G>A

C G rs2509943byFrequency|by1000genomesMG-272-tumorMG-272-normal + 3 776 c.279C>G

C T rs10082504byFrequency|by1000genomesMG-272-tumorMG-272-normal - 14 10059 c.9684G>A

T G rs1050767byFrequency|by1000genomesMG-272-tumorMG-272-normal - 13 8533 c.8158A>C

G A rs17608189byFrequency|by1000genomesMG-272-tumorMG-272-normal - 3 754 c.510C>T

T C rs78472618byFrequencyMG-272-tumorMG-272-normal - 3 159 c.115A>G

C T rs2229975by1000genomesMG-272-tumorMG-272-normal - 5 927 c.852G>A

C G rs180743 by1000genomesMG-272-tumorMG-272-normal + 2 1315 c.1282C>G

C G MG-273-tumorMG-273-normal + 9 1216 c.1151C>G

A G rs3737940byFrequency|by1000genomesMG-273-tumorMG-273-normal + 7 3183 c.3138A>G

C T rs150789968byFrequencyMG-273-tumorMG-273-normal + 10 1533 c.1120C>T

C T rs2286007byFrequency|by1000genomesMG-273-tumorMG-273-normal + 8 2637 c.1994C>T

C T rs1386356byFrequency|by1000genomesMG-273-tumorMG-273-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-273-tumorMG-273-normal - 20 2134 c.1864G>A

C T MG-273-tumorMG-273-normal - 3 300 c.263G>A

C T rs77376932byFrequencyMG-273-tumorMG-273-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-273-tumorMG-273-normal - 3 4602 c.4530C>T

C T rs468525 by1000genomesMG-273-tumorMG-273-normal - 6 478 c.111G>A

G A rs2880956 MG-273-tumorMG-273-normal + 15 1268 c.1268G>A

G C rs146249377byFrequencyMG-273-tumorMG-273-normal + 1 3447 c.487G>C

G T rs12568784byFrequency|by1000genomesMG-273-tumorMG-273-normal - 3 7202 c.7130C>A

G A rs34916904byFrequency|by1000genomesMG-273-tumorMG-273-normal - 13 2869 c.2494C>T

A G MG-273-tumorMG-273-normal + 10 1620 c.1253A>G

G T rs2075249byFrequency|by1000genomesMG-273-tumorMG-273-normal - 21 3339 c.3054C>A



C T MG-273-tumorMG-273-normal + 8 612 c.514C>T

C T rs71299249|rs77022425byFrequencyMG-273-tumorMG-273-normal + 1 3677 c.717C>T

A T MG-273-tumorMG-273-normal + 5 625 c.403A>T

A G rs4143768byFrequency|by1000genomesMG-273-tumorMG-273-normal - 10 6783 c.6195T>C

A G rs141480481by1000genomesMG-273-tumorMG-273-normal + 4 1425 c.1342A>G

G A rs7179364by1000genomesMG-273-tumorMG-273-normal + 1 520 c.85G>A

C T MG-273-tumorMG-273-normal + 5 840 c.560C>T

C T rs62478357byFrequencyMG-273-tumorMG-273-normal - 8 1268 c.1050G>A

T C rs766894 by1000genomesMG-273-tumorMG-273-normal + 25 2461 c.2295T>C

C T rs77791636by1000genomesMG-273-tumorMG-273-normal + 6 1132 c.1080C>T

G A rs61742585by1000genomesMG-273-tumorMG-273-normal - 8 2676 c.2607C>T

G A rs2271189byFrequency|by1000genomesMG-273-tumorMG-273-normal + 27 3788 c.3348G>A

G A rs77042968byFrequency|by1000genomesMG-273-tumorMG-273-normal + 6 1061 c.583G>A

C T rs210498 by1000genomesMG-273-tumorMG-273-normal - 23 1885 c.1518G>A

T C rs3755806byFrequency|by1000genomesMG-273-tumorMG-273-normal - 15 2117 c.2115A>G

G A MG-273-tumorMG-273-normal + 12 1591 c.1414G>A

C T rs61741759by1000genomesMG-273-tumorMG-273-normal + 22 2332 c.2145C>T

G A rs2228000byFrequency|by1000genomesMG-273-tumorMG-273-normal - 9 1710 c.1496C>T

T C rs55960450byFrequency|by1000genomesMG-273-tumorMG-273-normal - 31 7430 c.6621A>G

G A rs7624750byFrequency|by1000genomesMG-273-tumorMG-273-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-273-tumorMG-273-normal - 18 3000 c.2874G>T

C T rs140035679byFrequencyMG-273-tumorMG-273-normal + 13 2888 c.2253C>T

T C rs140778130by1000genomesMG-273-tumorMG-273-normal + 46 7665 c.7185T>C

T G rs10817033by1000genomesMG-273-tumorMG-273-normal - 8 2079 c.1743A>C

T C rs831043 byFrequency|by1000genomesMG-273-tumorMG-273-normal - 21 3354 c.3069A>G

A G rs77145198byFrequency|by1000genomesMG-273-tumorMG-273-normal - 20 2943 c.2856T>C

C G rs147865267byFrequencyMG-273-tumorMG-273-normal - 4 1304 c.1234G>C

T C rs2251219byFrequency|by1000genomesMG-273-tumorMG-273-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-273-tumorMG-273-normal + 1 144 c.57C>T

T C rs9851685byFrequency|by1000genomesMG-273-tumorMG-273-normal + 23 2508 c.2274T>C

G A rs151218737byFrequency|by1000genomesMG-273-tumorMG-273-normal + 5 1499 c.1093G>A

T G rs552183 byFrequency|by1000genomesMG-273-tumorMG-273-normal - 40 6445 c.6247A>C

C G rs3791251by1000genomesMG-273-tumorMG-273-normal - 25 4912 c.4786G>C

G A rs3818831byFrequency|by1000genomesMG-273-tumorMG-273-normal - 2 193 c.121C>T

A G MG-273-tumorMG-273-normal + 1 276 c.276A>G

C T rs3745762by1000genomesMG-273-tumorMG-273-normal + 6 2241 c.2047C>T

A G rs33953730by1000genomesMG-273-tumorMG-273-normal - 25 4326 c.4200T>C

C T rs1043141byFrequency|by1000genomesMG-273-tumorMG-273-normal + 4 2376 c.342C>T

T C rs41266134byFrequency|by1000genomesMG-273-tumorMG-273-normal - 3 1625 c.1550A>G

T C MG-273-tumorMG-273-normal - 3 305 c.270A>G

A G rs142880481byFrequencyMG-273-tumorMG-273-normal - 12 2047 c.1803T>C

A G rs40831 by1000genomesMG-273-tumorMG-273-normal + 2 2118 c.2085A>G

G A MG-273-tumorMG-273-normal + 15 2089 c.1995G>A

G A rs1718878byFrequency|by1000genomesMG-273-tumorMG-273-normal + 13 2003 c.1590G>A

C G rs2509943byFrequency|by1000genomesMG-273-tumorMG-273-normal + 3 776 c.279C>G

G C rs2227910byFrequency|by1000genomesMG-273-tumorMG-273-normal + 2 1911 c.804G>C

G A rs150390977by1000genomesMG-273-tumorMG-273-normal - 1 227 c.8C>T



T A rs17337023byFrequency|by1000genomesMG-273-tumorMG-273-normal + 16 2064 c.1887T>A

A G MG-273-tumorMG-273-normal + 1 492 c.492A>G

G A rs1713982byFrequency|by1000genomesMG-273-tumorMG-273-normal + 15 2261 c.1848G>A

A G rs13346368by1000genomesMG-273-tumorMG-273-normal + 10 3324 c.3130A>G

G A MG-273-tumorMG-273-normal + 1 1372 c.1372G>A

A G rs2227973byFrequency|by1000genomesMG-273-tumorMG-273-normal + 2 2571 c.2459A>G

T C rs3026101by1000genomesMG-273-tumorMG-273-normal + 14 2279 c.2055T>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-273-tumorMG-273-normal + 1 3698 c.738G>A

C T rs9489143byFrequency|by1000genomesMG-273-tumorMG-273-normal - 13 2184 c.1986G>A

C T rs76844681 MG-273-tumorMG-273-normal - 16 2899 c.2681G>A

A G rs34843513byFrequency|by1000genomesMG-273-tumorMG-273-normal + 2 1046 c.670A>G

C T rs16843864byFrequency|by1000genomesMG-273-tumorMG-273-normal - 69 11621 c.10650G>A

G A rs11177 byFrequency|by1000genomesMG-273-tumorMG-273-normal + 3 290 c.80G>A

C T rs2227999byFrequency|by1000genomesMG-273-tumorMG-273-normal - 9 1689 c.1475G>A

G A rs10082432byFrequency|by1000genomesMG-273-tumorMG-273-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-273-tumorMG-273-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-273-tumorMG-273-normal + 7 1855 c.1810A>G

G A rs10845349 MG-273-tumorMG-273-normal - 3 855 c.820C>T

C A MG-273-tumorMG-273-normal - 16 2331 c.2244G>T

C T rs3812458byFrequency|by1000genomesMG-273-tumorMG-273-normal + 22 2662 c.2385C>T

T C rs7935 byFrequency|by1000genomesMG-273-tumorMG-273-normal + 9 1808 c.1524T>C

A G rs138997916byFrequency|by1000genomesMG-273-tumorMG-273-normal - 3 2832 c.2760T>C

A G rs6679449by1000genomesMG-273-tumorMG-273-normal - 3 1923 c.1851T>C

C G MG-273-tumorMG-273-normal + 3 222 c.140C>G

T C rs143332174by1000genomesMG-273-tumorMG-273-normal - 3 244 c.207A>G

A G rs17001075byFrequency|by1000genomesMG-273-tumorMG-273-normal + 9 1793 c.1509A>G

G C rs3088074byFrequency|by1000genomesMG-273-tumorMG-273-normal - 9 2999 c.2785C>G

G A rs4514247byFrequency|by1000genomesMG-273-tumorMG-273-normal - 3 878 c.808C>T

C G rs3817428by1000genomesMG-273-tumorMG-273-normal + 15 7493 c.7119C>G

T C rs2450122byFrequency|by1000genomesMG-273-tumorMG-273-normal - 10 2089 c.2004A>G

A G rs117585894byFrequency|by1000genomesMG-273-tumorMG-273-normal + 10 2259 c.2040A>G

A G MG-273-tumorMG-273-normal - 3 1337 c.805T>C

G A rs16885 byFrequency|by1000genomesMG-273-tumorMG-273-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-273-tumorMG-273-normal - 15 3032 c.2696A>G

A G rs9667 by1000genomesMG-273-tumorMG-273-normal + 3 354 c.168A>G

C T rs12777740byFrequency|by1000genomesMG-273-tumorMG-273-normal - 13 8321 c.7946G>A

T C rs34750407byFrequency|by1000genomesMG-273-tumorMG-273-normal - 14 9680 c.9305A>G

A T MG-273-tumorMG-273-normal + 4 485 c.105A>T

C T rs11591817byFrequency|by1000genomesMG-273-tumorMG-273-normal - 13 6002 c.5627G>A

G A MG-273-tumorMG-273-normal - 6 1038 c.963C>T

C T MG-273-tumorMG-273-normal + 10 1444 c.1370C>T

T C rs7714670by1000genomesMG-273-tumorMG-273-normal + 6 849 c.673T>C

G A rs13054014byFrequency|by1000genomesMG-273-tumorMG-273-normal + 2 569 c.210G>A

T C rs7275 by1000genomesMG-273-tumorMG-273-normal + 35 5267 c.4983T>C

C T MG-273-tumorMG-273-normal - 8 1260 c.1042G>A

T G rs1889323by1000genomesMG-273-tumorMG-273-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-273-tumorMG-273-normal - 24 4324 c.3988T>A



A G MG-273-tumorMG-273-normal + 1 340 c.340A>G

G C MG-273-tumorMG-273-normal - 12 1631 c.1538C>G

C T rs3796032byFrequency|by1000genomesMG-273-tumorMG-273-normal - 17 2381 c.1929G>A

G A MG-273-tumorMG-273-normal + 13 2062 c.1817G>A

C A rs138341092by1000genomesMG-273-tumorMG-273-normal - 1 226 c.7G>T

G A rs3810479byFrequency|by1000genomesMG-273-tumorMG-273-normal - 17 7692 c.7623C>T

A G rs7220394byFrequency|by1000genomesMG-273-tumorMG-273-normal - 12 1509 c.1416T>C

G C rs60140950byFrequency|by1000genomesMG-273-tumorMG-273-normal + 9 986 c.767G>C

A T rs7095325byFrequency|by1000genomesMG-273-tumorMG-273-normal - 7 1087 c.712T>A

C T rs10082533byFrequency|by1000genomesMG-273-tumorMG-273-normal - 13 8753 c.8378G>A

C A MG-273-tumorMG-273-normal + 1 706 c.706C>A

T C rs34980032by1000genomesMG-273-tumorMG-273-normal - 8 5734 c.5665A>G

A G rs16831887byFrequency|by1000genomesMG-273-tumorMG-273-normal + 9 2111 c.2023A>G

T C rs2075252byFrequency|by1000genomesMG-273-tumorMG-273-normal - 66 12565 c.12280A>G

C G rs55638633 MG-273-tumorMG-273-normal + 11 3282 c.3055C>G

C A rs16829829byFrequency|by1000genomesMG-273-tumorMG-273-normal + 23 3457 c.2314C>A

T C rs2241190byFrequency|by1000genomesMG-273-tumorMG-273-normal - 17 2745 c.2460A>G

G C rs45469098by1000genomesMG-273-tumorMG-273-normal - 1 255 c.256C>G

G A rs2229354byFrequency|by1000genomesMG-273-tumorMG-273-normal + 7 1131 c.924G>A

A G rs149271 by1000genomesMG-273-tumorMG-273-normal + 2 543 c.510A>G

C A rs145848316byFrequency|by1000genomesMG-273-tumorMG-273-normal - 34 5271 c.5053G>T

T C rs34890218|rs71194738MG-273-tumorMG-273-normal - 1 2553 c.1599A>G

G A rs144383071byFrequencyMG-273-tumorMG-273-normal - 3 3345 c.3270C>T

G A rs1128761byFrequency|by1000genomesMG-273-tumorMG-273-normal + 7 1219 c.966G>A

C T rs11016072byFrequency|by1000genomesMG-273-tumorMG-273-normal - 13 8909 c.8534G>A

C T rs169758 by1000genomesMG-273-tumorMG-273-normal - 23 1959 c.1592G>A

C T MG-273-tumorMG-273-normal + 1 657 c.657C>T

A G rs2737699byFrequency|by1000genomesMG-273-tumorMG-273-normal - 10 12892 c.12304T>C

C T rs4750936byFrequency|by1000genomesMG-273-tumorMG-273-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-273-tumorMG-273-normal - 8 1866 c.1491G>C

G A rs146662463byFrequency|by1000genomesMG-273-tumorMG-273-normal - 19 3489 c.3279C>T

T C MG-273-tumorMG-273-normal + 1 910 c.910T>C

A G rs61734282byFrequencyMG-273-tumorMG-273-normal - 16 1394 c.1364T>C

C T MG-273-tumorMG-273-normal - 5 1212 c.926G>A

A C rs1052908 MG-273-tumorMG-273-normal + 4 1261 c.1158A>C

T C rs831042 byFrequency|by1000genomesMG-273-tumorMG-273-normal - 24 3945 c.3660A>G

T C MG-273-tumorMG-273-normal + 1 52 c.52T>C

C A rs6453022by1000genomesMG-273-tumorMG-273-normal + 7 1027 c.851C>A

G C rs2240 byFrequency|by1000genomesMG-273-tumorMG-273-normal - 13 2935 c.2560C>G

A G rs17078605byFrequency|by1000genomesMG-273-tumorMG-273-normal - 10 10694 c.10106T>C

T C rs17019360by1000genomesMG-273-tumorMG-273-normal + 17 2524 c.1800T>C

A G rs180744 by1000genomesMG-273-tumorMG-273-normal + 2 1719 c.1686A>G

C T rs61748181byFrequency|by1000genomesMG-273-tumorMG-273-normal - 2 892 c.835G>A

T C rs543304 byFrequency|by1000genomesMG-273-tumorMG-273-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-273-tumorMG-273-normal - 3 142 c.98T>G

C T rs80127039byFrequency|by1000genomesMG-273-tumorMG-273-normal + 13 2174 c.1657C>T

G A rs2127898byFrequency|by1000genomesMG-273-tumorMG-273-normal - 6 1130 c.920C>T



C T rs1035938by1000genomesMG-273-tumorMG-273-normal + 6 1538 c.1344C>T

G C MG-273-tumorMG-273-normal - 5 1009 c.1010C>G

C T rs12982642by1000genomesMG-273-tumorMG-273-normal + 12 1688 c.1272C>T

C T rs34594998by1000genomesMG-273-tumorMG-273-normal + 9 1733 c.1509C>T

G A rs2248407byFrequency|by1000genomesMG-273-tumorMG-273-normal - 4 1003 c.918C>T

C A rs79011039byFrequency|by1000genomesMG-273-tumorMG-273-normal + 6 1050 c.572C>A

C G MG-273-tumorMG-273-normal + 4 837 c.396C>G

T C rs7716253by1000genomesMG-273-tumorMG-273-normal + 8 1121 c.945T>C

A C rs76504934by1000genomesMG-273-tumorMG-273-normal - 4 464 c.427T>G

A G rs4444457byFrequency|by1000genomesMG-273-tumorMG-273-normal - 54 9497 c.8526T>C

T C rs11016071byFrequency|by1000genomesMG-273-tumorMG-273-normal - 13 9086 c.8711A>G

C T rs2273779byFrequency|by1000genomesMG-273-tumorMG-273-normal + 6 583 c.538C>T

G A rs45469491by1000genomesMG-273-tumorMG-273-normal - 8 4518 c.4449C>T

T C rs2229992byFrequency|by1000genomesMG-273-tumorMG-273-normal + 12 1838 c.1458T>C

G T rs138591330by1000genomesMG-273-tumorMG-273-normal - 27 8211 c.7863C>A

G A rs143684430byFrequencyMG-273-tumorMG-273-normal - 3 6591 c.6516C>T

A G rs9552929byFrequency|by1000genomesMG-273-tumorMG-273-normal - 10 9441 c.8853T>C

C T rs3743398by1000genomesMG-273-tumorMG-273-normal + 12 2965 c.2591C>T

G A rs2289247byFrequency|by1000genomesMG-273-tumorMG-273-normal + 11 1273 c.1063G>A

C T rs3796031byFrequency|by1000genomesMG-273-tumorMG-273-normal - 17 2399 c.1947G>A

T C rs112827102byFrequency|by1000genomesMG-273-tumorMG-273-normal - 19 3495 c.3285A>G

T C rs10082391byFrequency|by1000genomesMG-273-tumorMG-273-normal - 13 8654 c.8279A>G

C T rs151174 by1000genomesMG-273-tumorMG-273-normal + 2 1740 c.1707C>T

T C rs1048500byFrequency|by1000genomesMG-273-tumorMG-273-normal + 2 1791 c.684T>C

C T rs3814883byFrequency|by1000genomesMG-273-tumorMG-273-normal + 13 2402 c.1359C>T

G A rs80198225 MG-273-tumorMG-273-normal + 8 527 c.527G>A

C T MG-273-tumorMG-273-normal - 3 5767 c.5692G>A

C T rs72987361byFrequency|by1000genomesMG-273-tumorMG-273-normal - 3 898 c.558G>A

T C rs2229263byFrequency|by1000genomesMG-273-tumorMG-273-normal - 3 533 c.248A>G

T A rs2060198byFrequency|by1000genomesMG-273-tumorMG-273-normal + 27 5204 c.4914T>A

A G rs2929158by1000genomesMG-273-tumorMG-273-normal - 19 4373 c.4163T>C

G C rs2240089byFrequency|by1000genomesMG-273-tumorMG-273-normal - 12 3187 c.3003C>G

G A rs33956095byFrequency|by1000genomesMG-273-tumorMG-273-normal - 5 2088 c.2031C>T

T G rs1050767byFrequency|by1000genomesMG-273-tumorMG-273-normal - 13 8533 c.8158A>C

C T rs2282303byFrequency|by1000genomesMG-273-tumorMG-273-normal - 3 899 c.827G>A

A G rs1385600byFrequency|by1000genomesMG-273-tumorMG-273-normal - 5 1375 c.1290T>C

G T rs7083622byFrequency|by1000genomesMG-273-tumorMG-273-normal - 13 7385 c.7010C>A

G C rs142017909byFrequencyMG-273-tumorMG-273-normal - 12 1953 c.1743C>G

G A rs2227983byFrequency|by1000genomesMG-273-tumorMG-273-normal + 13 1739 c.1562G>A

G A rs17001073byFrequency|by1000genomesMG-273-tumorMG-273-normal + 8 1697 c.1413G>A

T A rs17264436byFrequency|by1000genomesMG-273-tumorMG-273-normal - 21 3503 c.3501A>T

T C rs78472618byFrequencyMG-273-tumorMG-273-normal - 3 159 c.115A>G

G T rs147825872 MG-273-tumorMG-273-normal + 20 4359 c.4282G>T

G A rs12729662byFrequency|by1000genomesMG-273-tumorMG-273-normal - 3 8430 c.8355C>T

G A rs149472569byFrequencyMG-273-tumorMG-273-normal - 9 2622 c.2213C>T

T C MG-273-tumorMG-273-normal + 8 505 c.505T>C

A G rs1980131byFrequency|by1000genomesMG-273-tumorMG-273-normal + 2 2992 c.2880A>G



C T rs4802382by1000genomesMG-273-tumorMG-273-normal + 6 554 c.360C>T

G A rs143974284byFrequency|by1000genomesMG-273-tumorMG-273-normal + 11 1160 c.915G>A

G A rs2124203byFrequency|by1000genomesMG-273-tumorMG-273-normal - 19 2832 c.2745C>T

T G rs74842149byFrequencyMG-273-tumorMG-273-normal - 4 1217 c.1147A>C

C T rs35011777byFrequency|by1000genomesMG-273-tumorMG-273-normal + 3 1212 c.978C>T

A G rs75639578 MG-273-tumorMG-273-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-273-tumorMG-273-normal + 2 1315 c.1282C>G

C G rs3809975byFrequency|by1000genomesMG-273-tumorMG-273-normal - 5 3143 c.2930G>C

C T rs3811444byFrequency|by1000genomesMG-275-tumorMG-275-normal + 6 1169 c.1121C>T

G A rs62070401by1000genomesMG-275-tumorMG-275-normal - 12 2205 c.2162C>T

C T rs77376932byFrequencyMG-275-tumorMG-275-normal - 3 3235 c.3160G>A

A T MG-275-tumorMG-275-normal + 1 8 c.8A>T

G C rs2240 byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 2935 c.2560C>G

G A rs41294868by1000genomesMG-275-tumorMG-275-normal + 14 2132 c.1933G>A

C T rs137854246|rs34012042byFrequency|by1000genomesMG-275-tumorMG-275-normal + 15 2208 c.1578C>T

T C MG-275-tumorMG-275-normal + 1 1119 c.1119T>C

A G rs7762830by1000genomesMG-275-tumorMG-275-normal + 14 2120 c.1921A>G

C T rs3745762by1000genomesMG-275-tumorMG-275-normal + 6 2241 c.2047C>T

T A rs67622085byFrequency|by1000genomesMG-275-tumorMG-275-normal + 16 4706 c.4326T>A

A G rs40831 by1000genomesMG-275-tumorMG-275-normal + 2 2118 c.2085A>G

A T rs1063536byFrequency|by1000genomesMG-275-tumorMG-275-normal - 4 612 c.237T>A

G A rs1718878byFrequency|by1000genomesMG-275-tumorMG-275-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-275-tumorMG-275-normal + 16 2064 c.1887T>A

A G rs17078605byFrequency|by1000genomesMG-275-tumorMG-275-normal - 10 10694 c.10106T>C

G A rs6601 byFrequency|by1000genomesMG-275-tumorMG-275-normal + 25 3881 c.3672G>A

C T MG-275-tumorMG-275-normal - 1 153 c.102G>A

T C rs7935 byFrequency|by1000genomesMG-275-tumorMG-275-normal + 9 1808 c.1524T>C

T C rs143332174by1000genomesMG-275-tumorMG-275-normal - 3 244 c.207A>G

G A rs3810188byFrequency|by1000genomesMG-275-tumorMG-275-normal - 2 1528 c.1173C>T

C T rs56351141byFrequency|by1000genomesMG-275-tumorMG-275-normal + 9 1137 c.699C>T

G C rs62070406by1000genomesMG-275-tumorMG-275-normal - 9 1754 c.1711C>G

T C rs10082391byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 8654 c.8279A>G

A G rs11915822byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 6588 c.6478T>C

G A rs17656599byFrequency|by1000genomesMG-275-tumorMG-275-normal - 12 2007 c.1823C>T

G T rs139431164byFrequencyMG-275-tumorMG-275-normal + 3 1043 c.824G>T

T C rs9807555by1000genomesMG-275-tumorMG-275-normal - 1 196 c.197A>G

G A rs3810479byFrequency|by1000genomesMG-275-tumorMG-275-normal - 17 7692 c.7623C>T

A G rs41292197by1000genomesMG-275-tumorMG-275-normal + 27 5038 c.4504A>G

G C rs60140950byFrequency|by1000genomesMG-275-tumorMG-275-normal + 9 986 c.767G>C

C G rs11718329by1000genomesMG-275-tumorMG-275-normal + 4 719 c.647C>G

G A rs7853155by1000genomesMG-275-tumorMG-275-normal - 30 5337 c.5001C>T

C A rs144349020by1000genomesMG-275-tumorMG-275-normal + 3 1131 c.912C>A

G C MG-275-tumorMG-275-normal - 5 1009 c.1010C>G

T C rs831042 byFrequency|by1000genomesMG-275-tumorMG-275-normal - 24 3945 c.3660A>G

T C rs7716253by1000genomesMG-275-tumorMG-275-normal + 8 1121 c.945T>C

A G rs9552929byFrequency|by1000genomesMG-275-tumorMG-275-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-275-tumorMG-275-normal - 3 660 c.661T>C



G A rs143684430byFrequencyMG-275-tumorMG-275-normal - 3 6591 c.6516C>T

C G rs2509943byFrequency|by1000genomesMG-275-tumorMG-275-normal + 3 776 c.279C>G

T C rs61740142byFrequency|by1000genomesMG-275-tumorMG-275-normal - 6 1982 c.1495A>G

C T MG-275-tumorMG-275-normal - 3 5767 c.5692G>A

A G rs4659654byFrequency|by1000genomesMG-275-tumorMG-275-normal - 16 2000 c.1503T>C

T C rs62070402by1000genomesMG-275-tumorMG-275-normal - 12 2105 c.2062A>G

C T rs35565630byFrequency|by1000genomesMG-275-tumorMG-275-normal + 4 1090 c.821C>T

A G MG-275-tumorMG-275-normal + 19 3620 c.3140A>G

C A rs146407996by1000genomesMG-275-tumorMG-275-normal - 3 1085 c.1086G>T

T C rs41277507byFrequency|by1000genomesMG-275-tumorMG-275-normal - 4 1514 c.652A>G

C T rs4802382by1000genomesMG-275-tumorMG-275-normal + 6 554 c.360C>T

C G rs149605490by1000genomesMG-275-tumorMG-275-normal + 3 1000 c.781C>G

C T rs10082504byFrequency|by1000genomesMG-275-tumorMG-275-normal - 14 10059 c.9684G>A

T C rs831043 byFrequency|by1000genomesMG-275-tumorMG-275-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-275-tumorMG-275-normal + 14 2474 c.2092C>A

C T rs2286007byFrequency|by1000genomesMG-275-tumorMG-275-normal + 8 2637 c.1994C>T

G T rs12568784byFrequency|by1000genomesMG-275-tumorMG-275-normal - 3 7202 c.7130C>A

T C rs141049734byFrequencyMG-275-tumorMG-275-normal - 18 3186 c.2968A>G

G A MG-275-tumorMG-275-normal + 1 130 c.78G>A

T C rs3755806byFrequency|by1000genomesMG-275-tumorMG-275-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 5919 c.5544G>A

A C rs7995564by1000genomesMG-275-tumorMG-275-normal + 10 2068 c.1534A>C

A G rs11016073byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 6677 c.6302T>C

C A rs6738031by1000genomesMG-275-tumorMG-275-normal - 18 3000 c.2874G>T

G A MG-275-tumorMG-275-normal - 4 836 c.837C>T

T C rs2251219byFrequency|by1000genomesMG-275-tumorMG-275-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-275-tumorMG-275-normal + 1 144 c.57C>T

G C rs12350212byFrequency|by1000genomesMG-275-tumorMG-275-normal + 5 1878 c.1788G>C

C T rs7918199byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 5050 c.4675G>A

A G rs17051895by1000genomesMG-275-tumorMG-275-normal + 23 4485 c.3951A>G

G C rs11611231by1000genomesMG-275-tumorMG-275-normal + 9 2190 c.2190G>C

T G rs552183 byFrequency|by1000genomesMG-275-tumorMG-275-normal - 40 6445 c.6247A>C

C T rs9489143byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 2184 c.1986G>A

C G MG-275-tumorMG-275-normal - 11 2537 c.1566G>C

C G rs143879890by1000genomesMG-275-tumorMG-275-normal - 16 2320 c.2233G>C

A G rs138997916byFrequency|by1000genomesMG-275-tumorMG-275-normal - 3 2832 c.2760T>C

A G rs6679449by1000genomesMG-275-tumorMG-275-normal - 3 1923 c.1851T>C

A G MG-275-tumorMG-275-normal + 18 2648 c.2558A>G

A G rs9667 by1000genomesMG-275-tumorMG-275-normal + 3 354 c.168A>G

C T rs11591817byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 6002 c.5627G>A

G A rs115243197by1000genomesMG-275-tumorMG-275-normal + 15 2038 c.1862G>A

T C MG-275-tumorMG-275-normal + 1 83 c.83T>C

T C rs7714670by1000genomesMG-275-tumorMG-275-normal + 6 849 c.673T>C

C T rs11873462by1000genomesMG-275-tumorMG-275-normal - 1 47 c.48G>A

A T rs7095325byFrequency|by1000genomesMG-275-tumorMG-275-normal - 7 1087 c.712T>A

G A rs12729662byFrequency|by1000genomesMG-275-tumorMG-275-normal - 3 8430 c.8355C>T

G A MG-275-tumorMG-275-normal - 25 4105 c.3549C>T



C T rs35033501by1000genomesMG-275-tumorMG-275-normal - 16 3381 c.3324G>A

A C rs62534884by1000genomesMG-275-tumorMG-275-normal + 4 892 c.683A>C

G A rs144383071byFrequencyMG-275-tumorMG-275-normal - 3 3345 c.3270C>T

C T rs4750936byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-275-tumorMG-275-normal - 8 1866 c.1491G>C

A G rs180744 by1000genomesMG-275-tumorMG-275-normal + 2 1719 c.1686A>G

G T rs2075249byFrequency|by1000genomesMG-275-tumorMG-275-normal - 21 3339 c.3054C>A

C T rs45554841by1000genomesMG-275-tumorMG-275-normal - 1 214 c.215G>A

C T rs2285975byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 2445 c.2256G>A

C A rs35674179byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 5263 c.5153G>T

A G rs2229267byFrequency|by1000genomesMG-275-tumorMG-275-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-275-tumorMG-275-normal + 2 1740 c.1707C>T

G A rs4750685byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 4115 c.3740C>T

G A MG-275-tumorMG-275-normal + 1 1423 c.1423G>A

T C MG-275-tumorMG-275-normal + 1 1375 c.1375T>C

G C rs142017909byFrequencyMG-275-tumorMG-275-normal - 12 1953 c.1743C>G

C A rs2230018byFrequency|by1000genomesMG-275-tumorMG-275-normal + 17 2218 c.2177C>A

C T rs2229265byFrequency|by1000genomesMG-275-tumorMG-275-normal - 54 10788 c.10503G>A

G A MG-275-tumorMG-275-normal + 1 737 c.736G>A

G T rs147825872 MG-275-tumorMG-275-normal + 20 4359 c.4282G>T

G T rs34135067byFrequency|by1000genomesMG-275-tumorMG-275-normal + 8 1184 c.1018G>T

T G rs1050767byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 8533 c.8158A>C

C T rs2229975by1000genomesMG-275-tumorMG-275-normal - 5 927 c.852G>A

A G rs75639578 MG-275-tumorMG-275-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-275-tumorMG-275-normal + 2 1315 c.1282C>G

C T MG-275-tumorMG-275-normal - 3 300 c.263G>A

T G rs9807633by1000genomesMG-275-tumorMG-275-normal - 1 88 c.89A>C

A G rs4143768byFrequency|by1000genomesMG-275-tumorMG-275-normal - 10 6783 c.6195T>C

C T rs62478357byFrequencyMG-275-tumorMG-275-normal - 8 1268 c.1050G>A

T C MG-275-tumorMG-275-normal + 1 642 c.642T>C

A G rs2229268byFrequency|by1000genomesMG-275-tumorMG-275-normal - 61 11886 c.11601T>C

G A rs2228000byFrequency|by1000genomesMG-275-tumorMG-275-normal - 9 1710 c.1496C>T

C A rs2973558by1000genomesMG-275-tumorMG-275-normal + 20 2514 c.2338C>A

G A rs7624750byFrequency|by1000genomesMG-275-tumorMG-275-normal + 4 707 c.473G>A

T C rs8089144by1000genomesMG-275-tumorMG-275-normal - 7 1142 c.1143A>G

T C rs3733406by1000genomesMG-275-tumorMG-275-normal - 10 8361 c.8152A>G

T C rs9851685byFrequency|by1000genomesMG-275-tumorMG-275-normal + 23 2508 c.2274T>C

T G rs12963422byFrequency|by1000genomesMG-275-tumorMG-275-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-275-tumorMG-275-normal - 8 1391 c.1173C>A

C T rs1800370byFrequency|by1000genomesMG-275-tumorMG-275-normal - 4 240 c.108G>A

A G rs2973568by1000genomesMG-275-tumorMG-275-normal + 13 1856 c.1680A>G

G A rs61738284byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 6005 c.5630C>T

G A rs3818831byFrequency|by1000genomesMG-275-tumorMG-275-normal - 2 193 c.121C>T

C T MG-275-tumorMG-275-normal - 3 1182 c.650G>A

C T rs1035938by1000genomesMG-275-tumorMG-275-normal + 6 1538 c.1344C>T

T C MG-275-tumorMG-275-normal - 3 305 c.270A>G

G A MG-275-tumorMG-275-normal - 82 13514 c.12543C>T



C T rs151182657byFrequencyMG-275-tumorMG-275-normal - 9 1295 c.1263G>A

G A rs16825150byFrequency|by1000genomesMG-275-tumorMG-275-normal + 7 954 c.909G>A

T C rs9646771by1000genomesMG-275-tumorMG-275-normal - 4 787 c.447A>G

G C rs6771157byFrequency|by1000genomesMG-275-tumorMG-275-normal - 19 3392 c.3393C>G

C T rs10252263byFrequency|by1000genomesMG-275-tumorMG-275-normal - 38 8258 c.8040G>A

T C rs7744765by1000genomesMG-275-tumorMG-275-normal + 14 1929 c.1730T>C

C T MG-275-tumorMG-275-normal - 8 1256 c.1038G>A

A C rs76504934by1000genomesMG-275-tumorMG-275-normal - 4 464 c.427T>G

C T rs7300444byFrequency|by1000genomesMG-275-tumorMG-275-normal + 19 5383 c.4740C>T

G A rs11549106byFrequency|by1000genomesMG-275-tumorMG-275-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-275-tumorMG-275-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-275-tumorMG-275-normal + 12 1807 c.1631C>T

C T rs12777740byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 8321 c.7946G>A

T C MG-275-tumorMG-275-normal + 1 1053 c.1053T>C

C T rs10082533byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 8753 c.8378G>A

G C rs45469098by1000genomesMG-275-tumorMG-275-normal - 1 255 c.256C>G

G A rs3795666byFrequency|by1000genomesMG-275-tumorMG-275-normal - 34 6640 c.6421C>T

A G rs149271 by1000genomesMG-275-tumorMG-275-normal + 2 543 c.510A>G

T C rs34174591by1000genomesMG-275-tumorMG-275-normal - 27 13403 c.13194A>G

C A MG-275-tumorMG-275-normal - 2 560 c.520G>T

G A rs3733415by1000genomesMG-275-tumorMG-275-normal - 2 601 c.392C>T

G A rs11177 byFrequency|by1000genomesMG-275-tumorMG-275-normal + 3 290 c.80G>A

C A rs138908625byFrequency|by1000genomesMG-275-tumorMG-275-normal - 8 1357 c.1139G>T

C T rs11547311byFrequency|by1000genomesMG-275-tumorMG-275-normal + 8 702 c.570C>T

C T rs6432901by1000genomesMG-275-tumorMG-275-normal - 2 514 c.174G>A

A C rs76437836byFrequencyMG-275-tumorMG-275-normal - 3 142 c.98T>G

T C rs41266134byFrequency|by1000genomesMG-275-tumorMG-275-normal - 3 1625 c.1550A>G

G A rs1128761byFrequency|by1000genomesMG-275-tumorMG-275-normal + 7 1219 c.966G>A

G A rs149651686|rs76723236by1000genomesMG-275-tumorMG-275-normal - 11 977 c.610C>T

G A rs35821928byFrequency|by1000genomesMG-275-tumorMG-275-normal - 52 9293 c.8322C>T

C T rs872665 by1000genomesMG-275-tumorMG-275-normal - 7 1855 c.1519G>A

A G rs2737699byFrequency|by1000genomesMG-275-tumorMG-275-normal - 10 12892 c.12304T>C

G A rs2227983byFrequency|by1000genomesMG-275-tumorMG-275-normal + 13 1739 c.1562G>A

T C rs33910491byFrequency|by1000genomesMG-275-tumorMG-275-normal - 5 4949 c.4736A>G

C T rs1801187byFrequency|by1000genomesMG-275-tumorMG-275-normal - 37 5440 c.5234G>A

T C rs78472618byFrequencyMG-275-tumorMG-275-normal - 3 159 c.115A>G

T G rs997983 byFrequency|by1000genomesMG-275-tumorMG-275-normal - 9 2266 c.1891A>C

G A rs12022217byFrequency|by1000genomesMG-275-tumorMG-275-normal - 3 4602 c.4530C>T

A G MG-275-tumorMG-275-normal + 10 1620 c.1253A>G

C T rs2931423by1000genomesMG-275-tumorMG-275-normal + 19 2459 c.2283C>T

T C rs2241190byFrequency|by1000genomesMG-275-tumorMG-275-normal - 17 2745 c.2460A>G

G A rs7234999byFrequency|by1000genomesMG-275-tumorMG-275-normal - 5 5512 c.5299C>T

C T rs61741759by1000genomesMG-275-tumorMG-275-normal + 22 2332 c.2145C>T

G A rs6070697byFrequency|by1000genomesMG-275-tumorMG-275-normal + 4 1189 c.920G>A

G A rs2229266byFrequency|by1000genomesMG-275-tumorMG-275-normal - 6 924 c.639C>T

G A MG-275-tumorMG-275-normal + 1 10 c.10G>A

T C rs7275 by1000genomesMG-275-tumorMG-275-normal + 35 5267 c.4983T>C



G A rs11549105byFrequency|by1000genomesMG-275-tumorMG-275-normal - 6 1228 c.1224C>T

G A rs1713982byFrequency|by1000genomesMG-275-tumorMG-275-normal + 15 2261 c.1848G>A

A T rs10817021by1000genomesMG-275-tumorMG-275-normal - 24 4324 c.3988T>A

A G rs13346368by1000genomesMG-275-tumorMG-275-normal + 10 3324 c.3130A>G

T C rs3026101by1000genomesMG-275-tumorMG-275-normal + 14 2279 c.2055T>C

A G rs147227382byFrequencyMG-275-tumorMG-275-normal + 2 604 c.235A>G

G A rs41266078|rs34171717byFrequency|by1000genomesMG-275-tumorMG-275-normal + 2 385 c.272G>A

G A rs10082432byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 8757 c.8382C>T

C T rs10980419by1000genomesMG-275-tumorMG-275-normal - 5 1618 c.1282G>A

C T rs7240355byFrequency|by1000genomesMG-275-tumorMG-275-normal - 5 5238 c.5025G>A

A G rs62177519 MG-275-tumorMG-275-normal + 4 919 c.825A>G

G A MG-275-tumorMG-275-normal - 43 7003 c.6805C>T

A G rs61739182byFrequency|by1000genomesMG-275-tumorMG-275-normal - 12 3076 c.2892T>C

G A rs16885 byFrequency|by1000genomesMG-275-tumorMG-275-normal - 9 3193 c.2257C>T

T C rs2229992byFrequency|by1000genomesMG-275-tumorMG-275-normal + 12 1838 c.1458T>C

C T MG-275-tumorMG-275-normal - 8 1260 c.1042G>A

T G rs1889323by1000genomesMG-275-tumorMG-275-normal - 25 4582 c.4246A>C

T C rs2075252byFrequency|by1000genomesMG-275-tumorMG-275-normal - 66 12565 c.12280A>G

G A MG-275-tumorMG-275-normal - 20 3547 c.3460C>T

C T rs3796031byFrequency|by1000genomesMG-275-tumorMG-275-normal - 17 2399 c.1947G>A

C A rs6453022by1000genomesMG-275-tumorMG-275-normal + 7 1027 c.851C>A

G A rs2973566by1000genomesMG-275-tumorMG-275-normal + 14 1930 c.1754G>A

G A rs2289247byFrequency|by1000genomesMG-275-tumorMG-275-normal + 11 1273 c.1063G>A

T G MG-275-tumorMG-275-normal + 7 1116

T C rs11016071byFrequency|by1000genomesMG-275-tumorMG-275-normal - 13 9086 c.8711A>G

G A rs34575560byFrequency|by1000genomesMG-275-tumorMG-275-normal - 2 488 c.79C>T

C T rs3814883byFrequency|by1000genomesMG-275-tumorMG-275-normal + 13 2402 c.1359C>T

T A rs2060198byFrequency|by1000genomesMG-275-tumorMG-275-normal + 27 5204 c.4914T>A

A G rs2929158by1000genomesMG-275-tumorMG-275-normal - 19 4373 c.4163T>C

C T MG-275-tumorMG-275-normal - 2 88

C T MG-275-tumorMG-275-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-275-tumorMG-275-normal - 3 899 c.827G>A

T A rs17264436byFrequency|by1000genomesMG-275-tumorMG-275-normal - 21 3503 c.3501A>T

C G rs3735156byFrequency|by1000genomesMG-275-tumorMG-275-normal - 11 1795 c.1577G>C

T C rs12731746byFrequency|by1000genomesMG-275-tumorMG-275-normal - 11 1394 c.897A>G

T C rs74424517by1000genomesMG-275-tumorMG-275-normal - 17 10469 c.10260A>G

G A MG-276-tumorMG-276-normal + 1 716 c.716G>A

G A rs147879356by1000genomesMG-276-tumorMG-276-normal - 1 105 c.85C>T

C T rs74315497 MG-276-tumorMG-276-normal + 10 1399 c.958C>T

A G MG-276-tumorMG-276-normal + 14 2352 c.1970A>G

C T rs3745764byFrequency|by1000genomesMG-28-tumorMG-28-normal + 9 2705 c.1064C>T

T C rs41300566byFrequency|by1000genomesMG-28-tumorMG-28-normal - 13 3805 c.3430A>G

T C rs831043 byFrequency|by1000genomesMG-28-tumorMG-28-normal - 21 3354 c.3069A>G

C T rs1386356byFrequency|by1000genomesMG-28-tumorMG-28-normal - 85 14018 c.13047G>A

T G MG-28-tumorMG-28-normal - 3 2133 c.2058A>C

G T rs3745765byFrequency|by1000genomesMG-28-tumorMG-28-normal + 9 2360 c.719G>T

C T rs77791636by1000genomesMG-28-tumorMG-28-normal + 6 1132 c.1080C>T



G A rs62070401by1000genomesMG-28-tumorMG-28-normal - 12 2205 c.2162C>T

G T rs2075249byFrequency|by1000genomesMG-28-tumorMG-28-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-28-tumorMG-28-normal + 19 2459 c.2283C>T

G A rs35664708byFrequency|by1000genomesMG-28-tumorMG-28-normal + 16 2470 c.2271G>A

G A rs1128761byFrequency|by1000genomesMG-28-tumorMG-28-normal + 7 1219 c.966G>A

A G rs62077275 MG-28-tumorMG-28-normal - 2 173 c.80T>C

A G rs4143768byFrequency|by1000genomesMG-28-tumorMG-28-normal - 10 6783 c.6195T>C

C G rs2298258byFrequency|by1000genomesMG-28-tumorMG-28-normal + 12 1698 c.1260C>G

G A rs2853344byFrequency|by1000genomesMG-28-tumorMG-28-normal - 13 2990 c.2615C>T

T C rs766894 by1000genomesMG-28-tumorMG-28-normal + 25 2461 c.2295T>C

T G rs3208659 MG-28-tumorMG-28-normal - 7 871 c.778A>C

G A rs139799138byFrequencyMG-28-tumorMG-28-normal - 3 6574 c.6499C>T

A G rs2229268byFrequency|by1000genomesMG-28-tumorMG-28-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-28-tumorMG-28-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-28-tumorMG-28-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-28-tumorMG-28-normal + 14 1944 c.1699C>T

C A rs2973558by1000genomesMG-28-tumorMG-28-normal + 20 2514 c.2338C>A

A G MG-28-tumorMG-28-normal + 1 472 c.472A>G

C T rs73241801by1000genomesMG-28-tumorMG-28-normal + 16 2273 c.2208C>T

G A MG-28-tumorMG-28-normal + 1 271 c.271G>A

A G rs62077276 MG-28-tumorMG-28-normal - 2 170 c.77T>C

A G rs11016073byFrequency|by1000genomesMG-28-tumorMG-28-normal - 13 6677 c.6302T>C

G A rs7624750byFrequency|by1000genomesMG-28-tumorMG-28-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-28-tumorMG-28-normal - 18 3000 c.2874G>T

A C rs1141701by1000genomesMG-28-tumorMG-28-normal - 10 1239 c.1146T>G

T C rs62077265 MG-28-tumorMG-28-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-28-tumorMG-28-normal + 23 2508 c.2274T>C

T G rs12963422byFrequency|by1000genomesMG-28-tumorMG-28-normal - 5 2988 c.2775A>C

T C rs2251219byFrequency|by1000genomesMG-28-tumorMG-28-normal - 26 4397 c.4395A>G

G A rs61748204byFrequency|by1000genomesMG-28-tumorMG-28-normal - 38 5114 c.5084C>T

A G MG-28-tumorMG-28-normal + 1 387 c.387A>G

C T rs77440865by1000genomesMG-28-tumorMG-28-normal - 10 1226 c.1133G>A

G A rs13007735byFrequency|by1000genomesMG-28-tumorMG-28-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-28-tumorMG-28-normal + 14 2120 c.1921A>G

C G MG-28-tumorMG-28-normal + 10 1982 c.1448C>G

G A rs11549105byFrequency|by1000genomesMG-28-tumorMG-28-normal - 6 1228 c.1224C>T

G C rs12350212byFrequency|by1000genomesMG-28-tumorMG-28-normal + 5 1878 c.1788G>C

C T rs1043141byFrequency|by1000genomesMG-28-tumorMG-28-normal + 4 2376 c.342C>T

G A rs16912247byFrequency|by1000genomesMG-28-tumorMG-28-normal - 14 9973 c.9598C>T

T C MG-28-tumorMG-28-normal - 3 305 c.270A>G

G A rs1718878byFrequency|by1000genomesMG-28-tumorMG-28-normal + 13 2003 c.1590G>A

A C rs10473959by1000genomesMG-28-tumorMG-28-normal + 6 999 c.823A>C

T C rs62075621 MG-28-tumorMG-28-normal - 14 1851 c.1758A>G

T A rs17337023byFrequency|by1000genomesMG-28-tumorMG-28-normal + 16 2064 c.1887T>A

A G MG-28-tumorMG-28-normal - 3 664 c.665T>C

T G rs79385100by1000genomesMG-28-tumorMG-28-normal - 11 1929 c.1930A>C

C T rs140879180by1000genomesMG-28-tumorMG-28-normal + 2 879 c.852C>T



G A rs1713982byFrequency|by1000genomesMG-28-tumorMG-28-normal + 15 2261 c.1848G>A

A C rs77739281 MG-28-tumorMG-28-normal - 10 1194 c.1101T>G

C T rs2274550by1000genomesMG-28-tumorMG-28-normal + 54 8820 c.8286C>T

G A rs16825150byFrequency|by1000genomesMG-28-tumorMG-28-normal + 7 954 c.909G>A

C T MG-28-tumorMG-28-normal - 1 400 c.349G>A

T C rs9646771by1000genomesMG-28-tumorMG-28-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-28-tumorMG-28-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-28-tumorMG-28-normal - 20 4043 c.3072C>A

T C rs2229263byFrequency|by1000genomesMG-28-tumorMG-28-normal - 3 533 c.248A>G

C T rs16843864byFrequency|by1000genomesMG-28-tumorMG-28-normal - 69 11621 c.10650G>A

C G rs143879890by1000genomesMG-28-tumorMG-28-normal - 16 2320 c.2233G>C

T G rs62075657 MG-28-tumorMG-28-normal - 13 1770 c.1677A>C

T G rs1058201 MG-28-tumorMG-28-normal - 3 297 c.204A>C

T C rs7935 byFrequency|by1000genomesMG-28-tumorMG-28-normal + 9 1808 c.1524T>C

A G rs80120716 MG-28-tumorMG-28-normal - 10 1214 c.1121T>C

T C rs4652678by1000genomesMG-28-tumorMG-28-normal + 28 4116 c.3951T>C

T C MG-28-tumorMG-28-normal + 1 84 c.84T>C

A G rs150594 byFrequency|by1000genomesMG-28-tumorMG-28-normal - 13 1559 c.1356T>C

T C rs61740681byFrequency|by1000genomesMG-28-tumorMG-28-normal - 7 1900 c.1344A>G

C T rs114692065byFrequency|by1000genomesMG-28-tumorMG-28-normal - 16 2922 c.2733G>A

A G rs144905518byFrequencyMG-28-tumorMG-28-normal + 9 889 c.644A>G

T C rs28489116by1000genomesMG-28-tumorMG-28-normal - 10 5194 c.4985A>G

C T MG-28-tumorMG-28-normal - 4 1008 c.957G>A

C T rs7300444byFrequency|by1000genomesMG-28-tumorMG-28-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-28-tumorMG-28-normal + 17 1912 c.1092A>C

T C rs10817025by1000genomesMG-28-tumorMG-28-normal - 15 3032 c.2696A>G

A C rs79936417by1000genomesMG-28-tumorMG-28-normal - 5 505 c.412T>G

T G rs78697077byFrequency|by1000genomesMG-28-tumorMG-28-normal - 34 5286 c.5068A>C

T C rs2241190byFrequency|by1000genomesMG-28-tumorMG-28-normal - 17 2745 c.2460A>G

A G rs3822625by1000genomesMG-28-tumorMG-28-normal + 14 3084 c.3084A>G

A G rs826549 by1000genomesMG-28-tumorMG-28-normal + 18 2676 c.2550A>G

T A rs61748150byFrequencyMG-28-tumorMG-28-normal + 20 6067 c.5941T>A

G A rs17656599byFrequency|by1000genomesMG-28-tumorMG-28-normal - 12 2007 c.1823C>T

C T rs114201726byFrequency|by1000genomesMG-28-tumorMG-28-normal + 8 2420 c.2419C>T

G C rs61735455by1000genomesMG-28-tumorMG-28-normal + 12 2108 c.1884G>C

T G rs1889323by1000genomesMG-28-tumorMG-28-normal - 25 4582 c.4246A>C

T A rs17264436byFrequency|by1000genomesMG-28-tumorMG-28-normal - 21 3503 c.3501A>T

T G rs113206140 MG-28-tumorMG-28-normal - 7 883 c.790A>C

T C MG-28-tumorMG-28-normal + 1 1281 c.1281T>C

T C rs1002519byFrequency|by1000genomesMG-28-tumorMG-28-normal + 1 196 c.196T>C

T C rs62075619 MG-28-tumorMG-28-normal - 14 1980 c.1887A>G

C T rs62077268 MG-28-tumorMG-28-normal - 3 262 c.169G>A

G C rs45469098by1000genomesMG-28-tumorMG-28-normal - 1 255 c.256C>G

C G rs11718329by1000genomesMG-28-tumorMG-28-normal + 4 719 c.647C>G

T C rs831042 byFrequency|by1000genomesMG-28-tumorMG-28-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-28-tumorMG-28-normal + 2 543 c.510A>G

A G rs1980131byFrequency|by1000genomesMG-28-tumorMG-28-normal + 2 2992 c.2880A>G



G A rs79863383byFrequency|by1000genomesMG-28-tumorMG-28-normal - 4 1403 c.1190C>T

C A rs16829829byFrequency|by1000genomesMG-28-tumorMG-28-normal + 23 3457 c.2314C>A

G A rs2271189byFrequency|by1000genomesMG-28-tumorMG-28-normal + 27 3788 c.3348G>A

G A rs3733415by1000genomesMG-28-tumorMG-28-normal - 2 601 c.392C>T

A G rs3208627 MG-28-tumorMG-28-normal - 2 153 c.60T>C

G C rs62077263 MG-28-tumorMG-28-normal - 7 916 c.823C>G

T C rs2075252byFrequency|by1000genomesMG-28-tumorMG-28-normal - 66 12565 c.12280A>G

A C rs62077264 MG-28-tumorMG-28-normal - 7 854 c.761T>G

G A rs76836956by1000genomesMG-28-tumorMG-28-normal - 10 1209 c.1116C>T

C T MG-28-tumorMG-28-normal + 20 5695 c.5694C>T

G A rs11177 byFrequency|by1000genomesMG-28-tumorMG-28-normal + 3 290 c.80G>A

A G MG-28-tumorMG-28-normal + 1 47 c.47A>G

C T rs6432901by1000genomesMG-28-tumorMG-28-normal - 2 514 c.174G>A

A C rs76437836byFrequencyMG-28-tumorMG-28-normal - 3 142 c.98T>G

A G rs11778209byFrequency|by1000genomesMG-28-tumorMG-28-normal - 39 6448 c.6204T>C

C A rs144349020by1000genomesMG-28-tumorMG-28-normal + 3 1131 c.912C>A

G C MG-28-tumorMG-28-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-28-tumorMG-28-normal + 22 2662 c.2385C>T

G A rs2973566by1000genomesMG-28-tumorMG-28-normal + 14 1930 c.1754G>A

C A rs41306015byFrequency|by1000genomesMG-28-tumorMG-28-normal - 13 4052 c.3677G>T

T C rs7716253by1000genomesMG-28-tumorMG-28-normal + 8 1121 c.945T>C

C T rs2229882by1000genomesMG-28-tumorMG-28-normal + 9 1566 c.1566C>T

A C rs76504934by1000genomesMG-28-tumorMG-28-normal - 4 464 c.427T>G

A G rs28647489by1000genomesMG-28-tumorMG-28-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-28-tumorMG-28-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-28-tumorMG-28-normal - 10 9441 c.8853T>C

G A rs2289247byFrequency|by1000genomesMG-28-tumorMG-28-normal + 11 1273 c.1063G>A

C T rs2285975byFrequency|by1000genomesMG-28-tumorMG-28-normal - 13 2445 c.2256G>A

A G rs40831 by1000genomesMG-28-tumorMG-28-normal + 2 2118 c.2085A>G

C T MG-28-tumorMG-28-normal - 20 3307 c.3220G>A

C G rs2509943byFrequency|by1000genomesMG-28-tumorMG-28-normal + 3 776 c.279C>G

G A MG-28-tumorMG-28-normal + 21 5103 c.5026G>A

C T rs142503438byFrequencyMG-28-tumorMG-28-normal + 13 1872 c.1782C>T

T C rs62077266 MG-28-tumorMG-28-normal - 3 311 c.218A>G

A G rs4659654byFrequency|by1000genomesMG-28-tumorMG-28-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-28-tumorMG-28-normal - 7 1855 c.1519G>A

A G MG-28-tumorMG-28-normal + 1 461 c.461A>G

T C rs62070402by1000genomesMG-28-tumorMG-28-normal - 12 2105 c.2062A>G

T C rs72716244byFrequency|by1000genomesMG-28-tumorMG-28-normal - 25 12862 c.12653A>G

A G rs2737699byFrequency|by1000genomesMG-28-tumorMG-28-normal - 10 12892 c.12304T>C

T C rs137871677by1000genomesMG-28-tumorMG-28-normal + 5 529 c.149T>C

G A MG-28-tumorMG-28-normal + 8 5186 c.4330G>A

C T rs2229265byFrequency|by1000genomesMG-28-tumorMG-28-normal - 54 10788 c.10503G>A

G T rs147825872 MG-28-tumorMG-28-normal + 20 4359 c.4282G>T

A G rs13288443byFrequency|by1000genomesMG-28-tumorMG-28-normal + 11 2036 c.1827A>G

G A rs56043170 MG-28-tumorMG-28-normal + 1 1442 c.1142G>A

C T rs1801187byFrequency|by1000genomesMG-28-tumorMG-28-normal - 37 5440 c.5234G>A



C A MG-28-tumorMG-28-normal + 17 4069 c.4069C>A

T C rs12731746byFrequency|by1000genomesMG-28-tumorMG-28-normal - 11 1394 c.897A>G

T A rs2060198byFrequency|by1000genomesMG-28-tumorMG-28-normal + 27 5204 c.4914T>A

T C rs28639589byFrequency|by1000genomesMG-28-tumorMG-28-normal - 12 1809 c.1611A>G

T C rs78472618byFrequencyMG-28-tumorMG-28-normal - 3 159 c.115A>G

T G rs1998206byFrequency|by1000genomesMG-28-tumorMG-28-normal - 5 631 c.433A>C

C G rs180743 by1000genomesMG-28-tumorMG-28-normal + 2 1315 c.1282C>G

G A MG-28-tumorMG-28-normal + 1 1137 c.1137G>A

T C rs62075623 MG-29-tumorMG-29-normal - 14 1825 c.1732A>G

C T rs3745764byFrequency|by1000genomesMG-29-tumorMG-29-normal + 9 2705 c.1064C>T

T C rs34133748|rs28690647MG-29-tumorMG-29-normal - 15 1649 c.1494A>G

A G rs62077275 MG-29-tumorMG-29-normal - 2 173 c.80T>C

A G rs80359521|rs80359520MG-29-tumorMG-29-normal + 11 5802 c.5575A>G

C T rs1386356byFrequency|by1000genomesMG-29-tumorMG-29-normal - 85 14018 c.13047G>A

A G MG-29-tumorMG-29-normal - 15 1346 c.1346T>C

G A rs2229079byFrequency|by1000genomesMG-29-tumorMG-29-normal - 21 3524 c.3326C>T

C T rs139963428byFrequency|by1000genomesMG-29-tumorMG-29-normal - 15 1211 c.844G>A

C A MG-29-tumorMG-29-normal + 5 631 c.409C>A

C T MG-29-tumorMG-29-normal + 20 3982 c.3905C>T

A G MG-29-tumorMG-29-normal + 21 3176 c.2793A>G

A G rs4143768byFrequency|by1000genomesMG-29-tumorMG-29-normal - 10 6783 c.6195T>C

C T rs146475397byFrequencyMG-29-tumorMG-29-normal + 7 996 c.870C>T

T C MG-29-tumorMG-29-normal + 23 3448 c.3065T>C

T G rs3208659 MG-29-tumorMG-29-normal - 7 871 c.778A>C

C T rs72987361byFrequency|by1000genomesMG-29-tumorMG-29-normal - 3 898 c.558G>A

G T MG-29-tumorMG-29-normal + 11 2115 c.1581G>T

A G rs62077276 MG-29-tumorMG-29-normal - 2 170 c.77T>C

C T rs199930 by1000genomesMG-29-tumorMG-29-normal + 36 5181 c.5016C>T

T C rs62077266 MG-29-tumorMG-29-normal - 3 311 c.218A>G

C T rs2853346byFrequency|by1000genomesMG-29-tumorMG-29-normal - 13 5919 c.5544G>A

C A rs149207258by1000genomesMG-29-tumorMG-29-normal - 27 5155 c.4815G>T

T C rs78472618byFrequencyMG-29-tumorMG-29-normal - 3 159 c.115A>G

T G rs552183 byFrequency|by1000genomesMG-29-tumorMG-29-normal - 40 6445 c.6247A>C

C A rs6738031by1000genomesMG-29-tumorMG-29-normal - 18 3000 c.2874G>T

A C rs1141701by1000genomesMG-29-tumorMG-29-normal - 10 1239 c.1146T>G

G A rs149784315by1000genomesMG-29-tumorMG-29-normal + 33 4715

T C rs142304809byFrequencyMG-29-tumorMG-29-normal - 9 1291 c.1259A>G

T C rs3733406by1000genomesMG-29-tumorMG-29-normal - 10 8361 c.8152A>G

A T MG-29-tumorMG-29-normal + 6 1434 c.900A>T

T C rs62077265 MG-29-tumorMG-29-normal - 3 321 c.228A>G

T C MG-29-tumorMG-29-normal - 9 1441 c.1390A>G

A G rs9653483by1000genomesMG-29-tumorMG-29-normal - 21 5040 c.4953T>C

C A rs12454500by1000genomesMG-29-tumorMG-29-normal - 1 497 c.498G>T

T G rs114432784byFrequency|by1000genomesMG-29-tumorMG-29-normal - 4 1539 c.1326A>C

A G MG-29-tumorMG-29-normal + 16 1399 c.1399A>G

T C rs4652678by1000genomesMG-29-tumorMG-29-normal + 28 4116 c.3951T>C

G A rs2229266byFrequency|by1000genomesMG-29-tumorMG-29-normal - 6 924 c.639C>T



C T rs77440865by1000genomesMG-29-tumorMG-29-normal - 10 1226 c.1133G>A

T C rs2450122byFrequency|by1000genomesMG-29-tumorMG-29-normal - 10 2089 c.2004A>G

G A rs13007735byFrequency|by1000genomesMG-29-tumorMG-29-normal - 16 3587 c.2616C>T

G A rs141223284byFrequencyMG-29-tumorMG-29-normal + 20 6735 c.6609G>A

G A rs1713982byFrequency|by1000genomesMG-29-tumorMG-29-normal + 15 2261 c.1848G>A

A G rs7762830by1000genomesMG-29-tumorMG-29-normal + 14 2120 c.1921A>G

T C MG-29-tumorMG-29-normal + 2 124 c.31T>C

C T rs1043141byFrequency|by1000genomesMG-29-tumorMG-29-normal + 4 2376 c.342C>T

T C rs72676907byFrequency|by1000genomesMG-29-tumorMG-29-normal + 3 517 c.327T>C

T C rs79454290 MG-29-tumorMG-29-normal - 10 1195 c.1102A>G

G C rs61731528by1000genomesMG-29-tumorMG-29-normal - 5 1442 c.901C>G

A G rs40831 by1000genomesMG-29-tumorMG-29-normal + 2 2118 c.2085A>G

G A MG-29-tumorMG-29-normal + 11 1634 c.1582G>A

G A rs41266130 MG-29-tumorMG-29-normal - 3 2940 c.2865C>T

G A rs1718878byFrequency|by1000genomesMG-29-tumorMG-29-normal + 13 2003 c.1590G>A

T C rs62075621 MG-29-tumorMG-29-normal - 14 1851 c.1758A>G

A G rs17414315byFrequencyMG-29-tumorMG-29-normal + 15 2299 c.2173A>G

T C MG-29-tumorMG-29-normal + 36 5209 c.4826T>C

G A MG-29-tumorMG-29-normal + 5 3196 c.3186G>A

A C rs77739281 MG-29-tumorMG-29-normal - 10 1194 c.1101T>G

C T rs3814883byFrequency|by1000genomesMG-29-tumorMG-29-normal + 13 2402 c.1359C>T

T C rs9646771by1000genomesMG-29-tumorMG-29-normal - 4 787 c.447A>G

G T MG-29-tumorMG-29-normal - 3 6547 c.6472C>A

T C rs3026101by1000genomesMG-29-tumorMG-29-normal + 14 2279 c.2055T>C

T C MG-29-tumorMG-29-normal - 10 6514 c.5926A>G

T A rs3740423byFrequency|by1000genomesMG-29-tumorMG-29-normal - 13 4583 c.4208A>T

T C rs1048500byFrequency|by1000genomesMG-29-tumorMG-29-normal + 2 1791 c.684T>C

T G rs62075657 MG-29-tumorMG-29-normal - 13 1770 c.1677A>C

A G rs140049932by1000genomesMG-29-tumorMG-29-normal + 11 2167 c.1633A>G

T G rs1058201 MG-29-tumorMG-29-normal - 3 297 c.204A>C

G A rs3840862|rs35068024|rs11078398by1000genomesMG-29-tumorMG-29-normal + 3 1306 c.837G>A

G A rs1566622byFrequency|by1000genomesMG-29-tumorMG-29-normal - 22 3705 c.3516C>T

T C rs7935 byFrequency|by1000genomesMG-29-tumorMG-29-normal + 9 1808 c.1524T>C

T C MG-29-tumorMG-29-normal - 6 755 c.214A>G

C T rs6432901by1000genomesMG-29-tumorMG-29-normal - 2 514 c.174G>A

C T MG-29-tumorMG-29-normal + 23 3472 c.3089C>T

C T rs12155677byFrequency|by1000genomesMG-29-tumorMG-29-normal - 32 5524 c.5280G>A

A G rs17001075byFrequency|by1000genomesMG-29-tumorMG-29-normal + 9 1793 c.1509A>G

G C rs3088074byFrequency|by1000genomesMG-29-tumorMG-29-normal - 9 2999 c.2785C>G

G A rs151318906by1000genomesMG-29-tumorMG-29-normal + 37 6519 c.5985G>A

A T MG-29-tumorMG-29-normal + 20 7019 c.6893A>T

A G rs150594 byFrequency|by1000genomesMG-29-tumorMG-29-normal - 13 1559 c.1356T>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-29-tumorMG-29-normal + 7 1597 c.1215T>C

T A MG-29-tumorMG-29-normal + 16 8243 c.7863T>A

C T rs7300444byFrequency|by1000genomesMG-29-tumorMG-29-normal + 19 5383 c.4740C>T

T G MG-29-tumorMG-29-normal - 4 385 c.292A>C

C T MG-29-tumorMG-29-normal - 6 790 c.731G>A



A G rs80120716 MG-29-tumorMG-29-normal - 10 1214 c.1121T>C

G A rs116660656byFrequency|by1000genomesMG-29-tumorMG-29-normal + 8 1956 c.1868G>A

A G rs35692573 MG-29-tumorMG-29-normal + 1 529 c.99A>G

G A MG-29-tumorMG-29-normal + 1 111 c.111G>A

A T MG-29-tumorMG-29-normal - 23 3769 c.3551T>A

G A MG-29-tumorMG-29-normal - 9 1467 c.1416C>T

T C MG-29-tumorMG-29-normal - 9 1481 c.1430A>G

A G MG-29-tumorMG-29-normal + 25 3647 c.3264A>G

C T rs11873462by1000genomesMG-29-tumorMG-29-normal - 1 47 c.48G>A

C T rs140581164by1000genomesMG-29-tumorMG-29-normal + 8 593 c.495C>T

G A rs148402228byFrequency|by1000genomesMG-29-tumorMG-29-normal - 22 4042 c.3545C>T

T C rs2075252byFrequency|by1000genomesMG-29-tumorMG-29-normal - 66 12565 c.12280A>G

C T rs62077268 MG-29-tumorMG-29-normal - 3 262 c.169G>A

A G MG-29-tumorMG-29-normal + 1 4 c.4A>G

C T MG-29-tumorMG-29-normal + 21 3175 c.2792C>T

G A rs35296183byFrequency|by1000genomesMG-29-tumorMG-29-normal - 55 9794 c.8823C>T

T G rs1800275byFrequency|by1000genomesMG-29-tumorMG-29-normal - 48 7302 c.7096A>C

A G rs149271 by1000genomesMG-29-tumorMG-29-normal + 2 543 c.510A>G

A C rs62534884by1000genomesMG-29-tumorMG-29-normal + 4 892 c.683A>C

T G rs62075658 MG-29-tumorMG-29-normal - 13 1761 c.1668A>C

G A MG-29-tumorMG-29-normal + 34 4458 c.4181G>A

G A rs149181731byFrequencyMG-29-tumorMG-29-normal + 1 431 c.379G>A

G A rs2271189byFrequency|by1000genomesMG-29-tumorMG-29-normal + 27 3788 c.3348G>A

T G rs62075620 MG-29-tumorMG-29-normal - 14 1855 c.1762A>C

C T MG-29-tumorMG-29-normal + 8 636 c.636C>T

A G rs3208627 MG-29-tumorMG-29-normal - 2 153 c.60T>C

G C rs62077263 MG-29-tumorMG-29-normal - 7 916 c.823C>G

A C rs62077264 MG-29-tumorMG-29-normal - 7 854 c.761T>G

T A MG-29-tumorMG-29-normal - 20 2093 c.2081A>T

G A rs76836956by1000genomesMG-29-tumorMG-29-normal - 10 1209 c.1116C>T

T C rs12990449byFrequency|by1000genomesMG-29-tumorMG-29-normal - 2 1114 c.143A>G

A G rs17078605byFrequency|by1000genomesMG-29-tumorMG-29-normal - 10 10694 c.10106T>C

A G rs180744 by1000genomesMG-29-tumorMG-29-normal + 2 1719 c.1686A>G

A C rs76437836byFrequencyMG-29-tumorMG-29-normal - 3 142 c.98T>G

C T MG-29-tumorMG-29-normal + 3 423 c.43C>T

C G MG-29-tumorMG-29-normal - 22 4292 c.3952G>C

G C MG-29-tumorMG-29-normal - 5 1009 c.1010C>G

G A rs1128761byFrequency|by1000genomesMG-29-tumorMG-29-normal + 7 1219 c.966G>A

C T rs3812458byFrequency|by1000genomesMG-29-tumorMG-29-normal + 22 2662 c.2385C>T

G A rs2248407byFrequency|by1000genomesMG-29-tumorMG-29-normal - 4 1003 c.918C>T

T C MG-29-tumorMG-29-normal - 3 305 c.270A>G

A G MG-29-tumorMG-29-normal + 1 769 c.769A>G

A G rs4444457byFrequency|by1000genomesMG-29-tumorMG-29-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-29-tumorMG-29-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-29-tumorMG-29-normal - 3 660 c.661T>C

C T rs79201963 MG-29-tumorMG-29-normal - 12 1624 c.1531G>A

G C rs45469098by1000genomesMG-29-tumorMG-29-normal - 1 255 c.256C>G



C G rs2509943byFrequency|by1000genomesMG-29-tumorMG-29-normal + 3 776 c.279C>G

G A rs41312626by1000genomesMG-29-tumorMG-29-normal + 14 1770 c.1525G>A

C T rs151174 by1000genomesMG-29-tumorMG-29-normal + 2 1740 c.1707C>T

G A MG-29-tumorMG-29-normal + 15 1707 c.1666G>A

A G rs34172482by1000genomesMG-29-tumorMG-29-normal + 3 253 c.87A>G

C T rs872665 by1000genomesMG-29-tumorMG-29-normal - 7 1855 c.1519G>A

T C rs150570058 MG-29-tumorMG-29-normal - 26 5303 c.5286A>G

A G rs2737699byFrequency|by1000genomesMG-29-tumorMG-29-normal - 10 12892 c.12304T>C

A C rs80029043 MG-29-tumorMG-29-normal - 12 1622 c.1529T>G

A G rs13223756byFrequency|by1000genomesMG-29-tumorMG-29-normal + 7 2144 c.1944A>G

A G rs1385600byFrequency|by1000genomesMG-29-tumorMG-29-normal - 5 1375 c.1290T>C

A G MG-29-tumorMG-29-normal + 36 5175 c.4792A>G

A G rs145215461by1000genomesMG-29-tumorMG-29-normal - 13 2063 c.627T>C

T C MG-29-tumorMG-29-normal - 3 2941 c.2866A>G

T C rs17364812byFrequency|by1000genomesMG-29-tumorMG-29-normal + 13 1219 c.1110T>C

C G rs11552052byFrequency|by1000genomesMG-29-tumorMG-29-normal + 16 2316 c.2226C>G

T C MG-29-tumorMG-29-normal + 8 505 c.505T>C

C T rs11931107by1000genomesMG-29-tumorMG-29-normal - 10 6953 c.6744G>A

C T rs1801187byFrequency|by1000genomesMG-29-tumorMG-29-normal - 37 5440 c.5234G>A

A C rs881732 by1000genomesMG-29-tumorMG-29-normal + 17 1912 c.1092A>C

T C rs12731746byFrequency|by1000genomesMG-29-tumorMG-29-normal - 11 1394 c.897A>G

C A MG-29-tumorMG-29-normal - 3 612 c.579G>T

T G rs1998206byFrequency|by1000genomesMG-29-tumorMG-29-normal - 5 631 c.433A>C

C G rs180743 by1000genomesMG-29-tumorMG-29-normal + 2 1315 c.1282C>G

T C rs62075623 MG-3-tumorMG-3-normal - 14 1825 c.1732A>G

A G rs3737940byFrequency|by1000genomesMG-3-tumorMG-3-normal + 7 3183 c.3138A>G

A G rs62077275 MG-3-tumorMG-3-normal - 2 173 c.80T>C

C T rs1386356byFrequency|by1000genomesMG-3-tumorMG-3-normal - 85 14018 c.13047G>A

T C MG-3-tumorMG-3-normal + 1 916 c.916T>C

C T rs1049622|rs114303286byFrequency|by1000genomesMG-3-tumorMG-3-normal + 7 1073 c.525C>T

T C rs75995642byFrequency|by1000genomesMG-3-tumorMG-3-normal - 13 2976 c.2005A>G

G A rs12022217byFrequency|by1000genomesMG-3-tumorMG-3-normal - 3 4602 c.4530C>T

G A MG-3-tumorMG-3-normal + 1 338 c.244G>A

A G rs1799944byFrequency|by1000genomesMG-3-tumorMG-3-normal + 11 3198 c.2971A>G

C T rs17094900byFrequency|by1000genomesMG-3-tumorMG-3-normal - 3 578 c.387G>A

G T rs12568784byFrequency|by1000genomesMG-3-tumorMG-3-normal - 3 7202 c.7130C>A

G A rs34916904byFrequency|by1000genomesMG-3-tumorMG-3-normal - 13 2869 c.2494C>T

C T rs74398156 MG-3-tumorMG-3-normal - 5 487 c.394G>A

T C MG-3-tumorMG-3-normal - 21 2214 c.2202A>G

C T rs114272232byFrequency|by1000genomesMG-3-tumorMG-3-normal - 20 3616 c.3119G>A

G A rs20539 byFrequency|by1000genomesMG-3-tumorMG-3-normal + 20 3152 c.3111G>A

T C MG-3-tumorMG-3-normal + 18 2539 c.2156T>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-3-tumorMG-3-normal + 6 830 c.282G>C

C T rs62478357byFrequencyMG-3-tumorMG-3-normal - 8 1268 c.1050G>A

A G rs11016073byFrequency|by1000genomesMG-3-tumorMG-3-normal - 13 6677 c.6302T>C

T C MG-3-tumorMG-3-normal + 1 535 c.535T>C

T C rs766894 by1000genomesMG-3-tumorMG-3-normal + 25 2461 c.2295T>C



T C MG-3-tumorMG-3-normal + 1 307 c.307T>C

T G rs3208659 MG-3-tumorMG-3-normal - 7 871 c.778A>C

C T rs77791636by1000genomesMG-3-tumorMG-3-normal + 6 1132 c.1080C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-3-tumorMG-3-normal + 17 2594 c.2046A>C

G C MG-3-tumorMG-3-normal - 3 7139 c.7064C>G

T C rs3755806byFrequency|by1000genomesMG-3-tumorMG-3-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-3-tumorMG-3-normal - 13 5919 c.5544G>A

G A rs2228000byFrequency|by1000genomesMG-3-tumorMG-3-normal - 9 1710 c.1496C>T

T C rs80268686 MG-3-tumorMG-3-normal - 14 2213 c.1995A>G

G A rs7179364by1000genomesMG-3-tumorMG-3-normal + 1 520 c.85G>A

A G rs62077276 MG-3-tumorMG-3-normal - 2 170 c.77T>C

G A rs7624750byFrequency|by1000genomesMG-3-tumorMG-3-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-3-tumorMG-3-normal - 18 3000 c.2874G>T

G A rs149784315by1000genomesMG-3-tumorMG-3-normal + 33 4715

G A rs41294868by1000genomesMG-3-tumorMG-3-normal + 14 2132 c.1933G>A

T C rs3733406by1000genomesMG-3-tumorMG-3-normal - 10 8361 c.8152A>G

T C rs62077265 MG-3-tumorMG-3-normal - 3 321 c.228A>G

G A rs41266076byFrequency|by1000genomesMG-3-tumorMG-3-normal + 2 321 c.208G>A

T C rs9851685byFrequency|by1000genomesMG-3-tumorMG-3-normal + 23 2508 c.2274T>C

A C rs74875648 MG-3-tumorMG-3-normal - 5 524 c.431T>G

A G rs34357808byFrequency|by1000genomesMG-3-tumorMG-3-normal + 2 301 c.189A>G

T C rs2251219byFrequency|by1000genomesMG-3-tumorMG-3-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-3-tumorMG-3-normal + 1 144 c.57C>T

G A rs2229266byFrequency|by1000genomesMG-3-tumorMG-3-normal - 6 924 c.639C>T

C T rs77440865by1000genomesMG-3-tumorMG-3-normal - 10 1226 c.1133G>A

T C rs2450122byFrequency|by1000genomesMG-3-tumorMG-3-normal - 10 2089 c.2004A>G

A G rs7762830by1000genomesMG-3-tumorMG-3-normal + 14 2120 c.1921A>G

G A rs3818831byFrequency|by1000genomesMG-3-tumorMG-3-normal - 2 193 c.121C>T

C T MG-3-tumorMG-3-normal + 2 855 c.828C>T

G A rs11549105byFrequency|by1000genomesMG-3-tumorMG-3-normal - 6 1228 c.1224C>T

A G rs4659654byFrequency|by1000genomesMG-3-tumorMG-3-normal - 16 2000 c.1503T>C

C T rs1043141byFrequency|by1000genomesMG-3-tumorMG-3-normal + 4 2376 c.342C>T

T C rs1064545 MG-3-tumorMG-3-normal - 10 1261 c.1168A>G

G C rs34897046byFrequency|by1000genomesMG-3-tumorMG-3-normal - 9 873 c.623C>G

T C MG-3-tumorMG-3-normal - 3 305 c.270A>G

C T MG-3-tumorMG-3-normal - 8 1260 c.1042G>A

A G rs40831 by1000genomesMG-3-tumorMG-3-normal + 2 2118 c.2085A>G

T C rs62075621 MG-3-tumorMG-3-normal - 14 1851 c.1758A>G

A C rs62077264 MG-3-tumorMG-3-normal - 7 854 c.761T>G

T G rs1889323by1000genomesMG-3-tumorMG-3-normal - 25 4582 c.4246A>C

T A rs17337023byFrequency|by1000genomesMG-3-tumorMG-3-normal + 16 2064 c.1887T>A

A C rs77739281 MG-3-tumorMG-3-normal - 10 1194 c.1101T>G

C T rs76844681 MG-3-tumorMG-3-normal - 16 2899 c.2681G>A

G A rs16825150byFrequency|by1000genomesMG-3-tumorMG-3-normal + 7 954 c.909G>A

C T MG-3-tumorMG-3-normal + 14 2147 c.1948C>T

G C rs11611231by1000genomesMG-3-tumorMG-3-normal + 9 2190 c.2190G>C

C T rs61730876byFrequency|by1000genomesMG-3-tumorMG-3-normal - 20 3385 c.2888G>A



C G rs4079329 MG-3-tumorMG-3-normal + 10 813 c.715C>G

T C rs9646771by1000genomesMG-3-tumorMG-3-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-3-tumorMG-3-normal + 13 1856 c.1680A>G

G A MG-3-tumorMG-3-normal - 17 3150 c.2961C>T

T C rs3026101by1000genomesMG-3-tumorMG-3-normal + 14 2279 c.2055T>C

C T rs55993306by1000genomesMG-3-tumorMG-3-normal - 20 3946 c.3859G>A

G A rs138040503byFrequency|by1000genomesMG-3-tumorMG-3-normal + 16 2282 c.1755G>A

T C rs1048500byFrequency|by1000genomesMG-3-tumorMG-3-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-3-tumorMG-3-normal - 69 11621 c.10650G>A

T C rs74597491byFrequency|by1000genomesMG-3-tumorMG-3-normal - 9 2185 c.1849A>G

G A MG-3-tumorMG-3-normal + 1 597 c.597G>A

G A MG-3-tumorMG-3-normal - 4 453 c.138C>T

G T MG-3-tumorMG-3-normal - 21 2209 c.2197C>A

T G rs146012937by1000genomesMG-3-tumorMG-3-normal + 4 295

A G rs61831150byFrequency|by1000genomesMG-3-tumorMG-3-normal + 7 1855 c.1810A>G

T G rs62075657 MG-3-tumorMG-3-normal - 13 1770 c.1677A>C

T G rs1058201 MG-3-tumorMG-3-normal - 3 297 c.204A>C

A G rs151306742by1000genomesMG-3-tumorMG-3-normal + 4 729 c.285A>G

A G MG-3-tumorMG-3-normal - 1 91 c.92T>C

A G rs80120716 MG-3-tumorMG-3-normal - 10 1214 c.1121T>C

T C MG-3-tumorMG-3-normal + 1 296 c.202T>C

G A MG-3-tumorMG-3-normal - 21 3324 c.3039C>T

G A MG-3-tumorMG-3-normal - 1 104 c.105C>T

C T MG-3-tumorMG-3-normal - 10 1429 c.1430G>A

C T rs3743398by1000genomesMG-3-tumorMG-3-normal + 12 2965 c.2591C>T

G A rs9804992byFrequency|by1000genomesMG-3-tumorMG-3-normal + 11 3172 c.2529G>A

A C rs77095606 MG-3-tumorMG-3-normal - 7 737 c.644T>G

C T MG-3-tumorMG-3-normal + 1 42

C T rs4135386byFrequency|by1000genomesMG-3-tumorMG-3-normal + 15 2600 c.2320C>T

A C rs881732 by1000genomesMG-3-tumorMG-3-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-3-tumorMG-3-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-3-tumorMG-3-normal - 15 3032 c.2696A>G

A G rs9667 by1000genomesMG-3-tumorMG-3-normal + 3 354 c.168A>G

T G MG-3-tumorMG-3-normal - 4 385 c.292A>C

G A rs2275527byFrequency|by1000genomesMG-3-tumorMG-3-normal - 39 5629 c.5553C>T

A G rs3822625by1000genomesMG-3-tumorMG-3-normal + 14 3084 c.3084A>G

T C rs142304809byFrequencyMG-3-tumorMG-3-normal - 9 1291 c.1259A>G

G A MG-3-tumorMG-3-normal + 1 1138 c.1138G>A

A G rs826549 by1000genomesMG-3-tumorMG-3-normal + 18 2676 c.2550A>G

C T rs144931466byFrequency|by1000genomesMG-3-tumorMG-3-normal + 9 2125 c.1906C>T

G A rs17656599byFrequency|by1000genomesMG-3-tumorMG-3-normal - 12 2007 c.1823C>T

C T rs17094777byFrequency|by1000genomesMG-3-tumorMG-3-normal - 7 1491 c.1300G>A

T C rs1801499byFrequency|by1000genomesMG-3-tumorMG-3-normal + 11 2456 c.2229T>C

T C MG-3-tumorMG-3-normal + 4 610

A T rs10817021by1000genomesMG-3-tumorMG-3-normal - 24 4324 c.3988T>A

C G rs34693334byFrequency|by1000genomesMG-3-tumorMG-3-normal - 8 1060 c.775G>C

G A MG-3-tumorMG-3-normal + 2 712 c.618G>A



C T rs11121691byFrequency|by1000genomesMG-3-tumorMG-3-normal - 49 6985 c.6909G>A

G A rs35296183byFrequency|by1000genomesMG-3-tumorMG-3-normal - 55 9794 c.8823C>T

T A rs17264436byFrequency|by1000genomesMG-3-tumorMG-3-normal - 21 3503 c.3501A>T

T C rs2075252byFrequency|by1000genomesMG-3-tumorMG-3-normal - 66 12565 c.12280A>G

C T rs62077268 MG-3-tumorMG-3-normal - 3 262 c.169G>A

G C MG-3-tumorMG-3-normal + 4 410 c.317G>C

A C rs766173 byFrequency|by1000genomesMG-3-tumorMG-3-normal + 10 1092 c.865A>C

A G rs6679449by1000genomesMG-3-tumorMG-3-normal - 3 1923 c.1851T>C

G C rs45469098by1000genomesMG-3-tumorMG-3-normal - 1 255 c.256C>G

T G rs1800275byFrequency|by1000genomesMG-3-tumorMG-3-normal - 48 7302 c.7096A>C

A G rs149271 by1000genomesMG-3-tumorMG-3-normal + 2 543 c.510A>G

C A rs3739298byFrequency|by1000genomesMG-3-tumorMG-3-normal - 9 2230 c.1821G>T

C T MG-3-tumorMG-3-normal - 26 5301 c.4330G>A

C T MG-3-tumorMG-3-normal - 1 308 c.309G>A

C T MG-3-tumorMG-3-normal + 1 686 c.686C>T

G A rs17608189byFrequency|by1000genomesMG-3-tumorMG-3-normal - 3 754 c.510C>T

A G MG-3-tumorMG-3-normal + 1 306 c.306A>G

T G rs62075658 MG-3-tumorMG-3-normal - 13 1761 c.1668A>C

G A rs149181731byFrequencyMG-3-tumorMG-3-normal + 1 431 c.379G>A

C T rs4822790byFrequency|by1000genomesMG-3-tumorMG-3-normal + 15 2042 c.1683C>T

G C rs3088074byFrequency|by1000genomesMG-3-tumorMG-3-normal - 9 2999 c.2785C>G

G A rs2271189byFrequency|by1000genomesMG-3-tumorMG-3-normal + 27 3788 c.3348G>A

G A rs3733415by1000genomesMG-3-tumorMG-3-normal - 2 601 c.392C>T

T C MG-3-tumorMG-3-normal + 21 3140 c.2757T>C

A G rs3208627 MG-3-tumorMG-3-normal - 2 153 c.60T>C

G A MG-3-tumorMG-3-normal + 1 684 c.684G>A

C A MG-3-tumorMG-3-normal + 12 1060 c.962C>A

G A rs76836956by1000genomesMG-3-tumorMG-3-normal - 10 1209 c.1116C>T

G A rs6018623byFrequency|by1000genomesMG-3-tumorMG-3-normal + 20 3957 c.3741G>A

G A rs11177 byFrequency|by1000genomesMG-3-tumorMG-3-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-3-tumorMG-3-normal + 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-3-tumorMG-3-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-3-tumorMG-3-normal - 3 142 c.98T>G

T C rs12731746byFrequency|by1000genomesMG-3-tumorMG-3-normal - 11 1394 c.897A>G

G A MG-3-tumorMG-3-normal + 2 1015 c.481G>A

T C rs77652527byFrequency|by1000genomesMG-3-tumorMG-3-normal - 10 1583 c.1365A>G

C T MG-3-tumorMG-3-normal - 3 1048 c.516G>A

G A MG-3-tumorMG-3-normal - 3 1505 c.973C>T

G C MG-3-tumorMG-3-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-3-tumorMG-3-normal + 22 2662 c.2385C>T

T G rs35793438byFrequency|by1000genomesMG-3-tumorMG-3-normal - 22 2698 c.2448A>C

G A rs2248407byFrequency|by1000genomesMG-3-tumorMG-3-normal - 4 1003 c.918C>T

C T rs2229882by1000genomesMG-3-tumorMG-3-normal + 9 1566 c.1566C>T

A C rs76504934by1000genomesMG-3-tumorMG-3-normal - 4 464 c.427T>G

A G rs4444457byFrequency|by1000genomesMG-3-tumorMG-3-normal - 54 9497 c.8526T>C

G A rs2289247byFrequency|by1000genomesMG-3-tumorMG-3-normal + 11 1273 c.1063G>A

T G rs77320707 MG-3-tumorMG-3-normal - 5 520 c.427A>C



G A rs61814946byFrequency|by1000genomesMG-3-tumorMG-3-normal - 3 1785 c.1710C>T

A G rs1801439byFrequency|by1000genomesMG-3-tumorMG-3-normal + 10 1592 c.1365A>G

G A MG-3-tumorMG-3-normal + 1 332 c.238G>A

C G rs2509943byFrequency|by1000genomesMG-3-tumorMG-3-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-3-tumorMG-3-normal - 2 514 c.174G>A

G A MG-3-tumorMG-3-normal - 3 360 c.325C>T

G A rs3744249byFrequency|by1000genomesMG-3-tumorMG-3-normal + 11 2561 c.2172G>A

C T rs151174 by1000genomesMG-3-tumorMG-3-normal + 2 1740 c.1707C>T

A G rs3729680by1000genomesMG-3-tumorMG-3-normal + 7 1330 c.1173A>G

T C rs4149056byFrequency|by1000genomesMG-3-tumorMG-3-normal + 6 617 c.521T>C

G A rs2229354byFrequency|by1000genomesMG-3-tumorMG-3-normal + 7 1131 c.924G>A

T C rs62077266 MG-3-tumorMG-3-normal - 3 311 c.218A>G

C T rs3814883byFrequency|by1000genomesMG-3-tumorMG-3-normal + 13 2402 c.1359C>T

C T rs872665 by1000genomesMG-3-tumorMG-3-normal - 7 1855 c.1519G>A

T A rs2060198byFrequency|by1000genomesMG-3-tumorMG-3-normal + 27 5204 c.4914T>A

C T MG-3-tumorMG-3-normal - 2 694 c.601G>A

A T MG-3-tumorMG-3-normal - 15 1194 c.1182T>A

C G rs3817428by1000genomesMG-3-tumorMG-3-normal + 15 7493 c.7119C>G

A G rs1385600byFrequency|by1000genomesMG-3-tumorMG-3-normal - 5 1375 c.1290T>C

C T MG-3-tumorMG-3-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-3-tumorMG-3-normal - 3 899 c.827G>A

C T rs2229265byFrequency|by1000genomesMG-3-tumorMG-3-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-3-tumorMG-3-normal - 34 7560 c.7341T>A

C T rs7300444byFrequency|by1000genomesMG-3-tumorMG-3-normal + 19 5383 c.4740C>T

C T rs1801187byFrequency|by1000genomesMG-3-tumorMG-3-normal - 37 5440 c.5234G>A

A G MG-3-tumorMG-3-normal + 1 718 c.718A>G

A T rs151029913by1000genomesMG-3-tumorMG-3-normal - 14 2150 c.714T>A

C T MG-3-tumorMG-3-normal + 16 2126 c.2061C>T

A G MG-3-tumorMG-3-normal - 10 6001 c.5413T>C

C T rs2273779byFrequency|by1000genomesMG-3-tumorMG-3-normal + 6 583 c.538C>T

T C rs61942218by1000genomesMG-3-tumorMG-3-normal - 38 10670 c.10671A>G

G A rs142702316byFrequencyMG-3-tumorMG-3-normal + 1 160 c.108G>A

C G rs180743 by1000genomesMG-3-tumorMG-3-normal + 2 1315 c.1282C>G

T C rs62075623 MG-31-tumorMG-31-normal - 14 1825 c.1732A>G

A C rs76190542 MG-31-tumorMG-31-normal - 5 557 c.464T>G

A G rs62077275 MG-31-tumorMG-31-normal - 2 173 c.80T>C

C T rs2286007byFrequency|by1000genomesMG-31-tumorMG-31-normal + 8 2637 c.1994C>T

C T rs1386356byFrequency|by1000genomesMG-31-tumorMG-31-normal - 85 14018 c.13047G>A

A G MG-31-tumorMG-31-normal - 1 440 c.441T>C

G T rs3745765byFrequency|by1000genomesMG-31-tumorMG-31-normal + 9 2360 c.719G>T

A G MG-31-tumorMG-31-normal + 1 861 c.861A>G

G A rs62070401by1000genomesMG-31-tumorMG-31-normal - 12 2205 c.2162C>T

G C MG-31-tumorMG-31-normal - 13 6179 c.5804C>G

A G rs56051835byFrequency|by1000genomesMG-31-tumorMG-31-normal - 47 6700 c.6624T>C

G A MG-31-tumorMG-31-normal + 11 1634 c.1582G>A

T C rs2229992byFrequency|by1000genomesMG-31-tumorMG-31-normal + 12 1838 c.1458T>C

C T rs74398156 MG-31-tumorMG-31-normal - 5 487 c.394G>A



C T rs2931423by1000genomesMG-31-tumorMG-31-normal + 19 2459 c.2283C>T

A G rs62077260 MG-31-tumorMG-31-normal - 13 1686 c.1593T>C

A G MG-31-tumorMG-31-normal + 1 448 c.448A>G

C T MG-31-tumorMG-31-normal + 12 1874 c.1244C>T

C T rs62478357byFrequencyMG-31-tumorMG-31-normal - 8 1268 c.1050G>A

T G rs3208659 MG-31-tumorMG-31-normal - 7 871 c.778A>C

C T MG-31-tumorMG-31-normal - 3 1048 c.516G>A

T C rs3755806byFrequency|by1000genomesMG-31-tumorMG-31-normal - 15 2117 c.2115A>G

G A rs1062348byFrequency|by1000genomesMG-31-tumorMG-31-normal - 7 1005 c.846C>T

G A MG-31-tumorMG-31-normal + 5 496

C T rs2853346byFrequency|by1000genomesMG-31-tumorMG-31-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-31-tumorMG-31-normal + 14 1944 c.1699C>T

C T MG-31-tumorMG-31-normal + 32 5684 c.5204C>T

C A rs2973558by1000genomesMG-31-tumorMG-31-normal + 20 2514 c.2338C>A

A G rs62077276 MG-31-tumorMG-31-normal - 2 170 c.77T>C

A G rs11016073byFrequency|by1000genomesMG-31-tumorMG-31-normal - 13 6677 c.6302T>C

C A rs6738031by1000genomesMG-31-tumorMG-31-normal - 18 3000 c.2874G>T

G C rs35641374byFrequency|by1000genomesMG-31-tumorMG-31-normal + 1 397 c.397G>C

T C rs3733406by1000genomesMG-31-tumorMG-31-normal - 10 8361 c.8152A>G

T C rs62077265 MG-31-tumorMG-31-normal - 3 321 c.228A>G

A C rs74875648 MG-31-tumorMG-31-normal - 5 524 c.431T>G

T C MG-31-tumorMG-31-normal - 9 1441 c.1390A>G

T C MG-31-tumorMG-31-normal + 1 33 c.33T>C

C T MG-31-tumorMG-31-normal + 2 150 c.57C>T

T C rs2251219byFrequency|by1000genomesMG-31-tumorMG-31-normal - 26 4397 c.4395A>G

C T MG-31-tumorMG-31-normal + 1 778 c.143C>T

G A rs13007735byFrequency|by1000genomesMG-31-tumorMG-31-normal - 16 3587 c.2616C>T

A T MG-31-tumorMG-31-normal + 20 4045 c.3968A>T

A G rs3208627 MG-31-tumorMG-31-normal - 2 153 c.60T>C

A G rs7762830by1000genomesMG-31-tumorMG-31-normal + 14 2120 c.1921A>G

G A rs11549105byFrequency|by1000genomesMG-31-tumorMG-31-normal - 6 1228 c.1224C>T

T C MG-31-tumorMG-31-normal - 2 215 c.203A>G

T C rs72676907byFrequency|by1000genomesMG-31-tumorMG-31-normal + 3 517 c.327T>C

C T rs151233 by1000genomesMG-31-tumorMG-31-normal + 2 99 c.66C>T

A C MG-31-tumorMG-31-normal - 2 75 c.5T>G

T G MG-31-tumorMG-31-normal + 2 173 c.80T>G

G C rs2227910byFrequency|by1000genomesMG-31-tumorMG-31-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-31-tumorMG-31-normal + 16 2064 c.1887T>A

T G rs79385100by1000genomesMG-31-tumorMG-31-normal - 11 1929 c.1930A>C

T C rs79940627 MG-31-tumorMG-31-normal - 3 6118 c.6043A>G

A G MG-31-tumorMG-31-normal + 1 456 c.456A>G

A C rs11552054byFrequency|by1000genomesMG-31-tumorMG-31-normal + 5 630 c.540A>C

G A rs16825150byFrequency|by1000genomesMG-31-tumorMG-31-normal + 7 954 c.909G>A

T C rs9646771by1000genomesMG-31-tumorMG-31-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-31-tumorMG-31-normal + 13 1856 c.1680A>G

G A MG-31-tumorMG-31-normal + 1 1032 c.1032G>A

G T rs6748626byFrequency|by1000genomesMG-31-tumorMG-31-normal - 20 4043 c.3072C>A



G A rs6018623byFrequency|by1000genomesMG-31-tumorMG-31-normal + 20 3957 c.3741G>A

T C rs3026101by1000genomesMG-31-tumorMG-31-normal + 14 2279 c.2055T>C

T C rs2229263byFrequency|by1000genomesMG-31-tumorMG-31-normal - 3 533 c.248A>G

G A rs3827025by1000genomesMG-31-tumorMG-31-normal - 6 2094 c.2025C>T

T C rs1048500byFrequency|by1000genomesMG-31-tumorMG-31-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-31-tumorMG-31-normal - 39 9817 c.9481T>A

G A MG-31-tumorMG-31-normal - 4 453 c.138C>T

C G rs143879890by1000genomesMG-31-tumorMG-31-normal - 16 2320 c.2233G>C

T G rs1058201 MG-31-tumorMG-31-normal - 3 297 c.204A>C

T A MG-31-tumorMG-31-normal + 4 1057 c.675T>A

A C rs75239352 MG-31-tumorMG-31-normal - 4 372 c.279T>G

C G rs112835318by1000genomesMG-31-tumorMG-31-normal - 1 33 c.13G>C

C T rs10252263byFrequency|by1000genomesMG-31-tumorMG-31-normal - 38 8258 c.8040G>A

C T rs6432901by1000genomesMG-31-tumorMG-31-normal - 2 514 c.174G>A

T C MG-31-tumorMG-31-normal + 1 1560 c.1560T>C

G C rs3088074byFrequency|by1000genomesMG-31-tumorMG-31-normal - 9 2999 c.2785C>G

T C MG-31-tumorMG-31-normal + 1 910 c.910T>C

T A MG-31-tumorMG-31-normal + 18 2867 c.2658T>A

A T MG-31-tumorMG-31-normal + 20 7019 c.6893A>T

C T rs3743398by1000genomesMG-31-tumorMG-31-normal + 12 2965 c.2591C>T

G A MG-31-tumorMG-31-normal + 22 3334 c.2951G>A

A C rs76504934by1000genomesMG-31-tumorMG-31-normal - 4 464 c.427T>G

C T rs77440865by1000genomesMG-31-tumorMG-31-normal - 10 1226 c.1133G>A

C T MG-31-tumorMG-31-normal + 1 654 c.654C>T

C T rs11931107by1000genomesMG-31-tumorMG-31-normal - 10 6953 c.6744G>A

A C rs881732 by1000genomesMG-31-tumorMG-31-normal + 17 1912 c.1092A>C

G A rs16885 byFrequency|by1000genomesMG-31-tumorMG-31-normal - 9 3193 c.2257C>T

A G MG-31-tumorMG-31-normal + 1 1053 c.1053A>G

A C rs79936417by1000genomesMG-31-tumorMG-31-normal - 5 505 c.412T>G

C T rs2973571by1000genomesMG-31-tumorMG-31-normal + 12 1807 c.1631C>T

G A MG-31-tumorMG-31-normal - 15 7320 c.7251C>T

T C MG-31-tumorMG-31-normal - 2 620 c.211A>G

T C MG-31-tumorMG-31-normal + 3 412 c.32T>C

T G MG-31-tumorMG-31-normal + 16 2367 c.2241T>G

A G rs80120716 MG-31-tumorMG-31-normal - 10 1214 c.1121T>C

T G MG-31-tumorMG-31-normal - 13 1654 c.1561A>C

C T MG-31-tumorMG-31-normal - 8 1260 c.1042G>A

A G rs4143768byFrequency|by1000genomesMG-31-tumorMG-31-normal - 10 6783 c.6195T>C

T A rs17264436byFrequency|by1000genomesMG-31-tumorMG-31-normal - 21 3503 c.3501A>T

T C MG-31-tumorMG-31-normal + 8 940 c.718T>C

C T rs150329747byFrequencyMG-31-tumorMG-31-normal + 11 2390 c.2171C>T

C A rs71299249|rs148951627byFrequencyMG-31-tumorMG-31-normal + 1 3497 c.537C>A

C G rs3735156byFrequency|by1000genomesMG-31-tumorMG-31-normal - 11 1795 c.1577G>C

T C rs7714670by1000genomesMG-31-tumorMG-31-normal + 6 849 c.673T>C

G T rs918558 byFrequency|by1000genomesMG-31-tumorMG-31-normal + 1 2142 c.2142G>T

A G rs17318151byFrequency|by1000genomesMG-31-tumorMG-31-normal + 2 1679 c.1678A>G

C T rs72987361byFrequency|by1000genomesMG-31-tumorMG-31-normal - 3 898 c.558G>A



C T rs11121691byFrequency|by1000genomesMG-31-tumorMG-31-normal - 49 6985 c.6909G>A

G A rs35296183byFrequency|by1000genomesMG-31-tumorMG-31-normal - 55 9794 c.8823C>T

T C rs2075252byFrequency|by1000genomesMG-31-tumorMG-31-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-31-tumorMG-31-normal + 1 196 c.196T>C

C T rs62077268 MG-31-tumorMG-31-normal - 3 262 c.169G>A

C A MG-31-tumorMG-31-normal + 1 706 c.706C>A

G A rs77288131byFrequency|by1000genomesMG-31-tumorMG-31-normal + 12 2707 c.2488G>A

C G rs11718329by1000genomesMG-31-tumorMG-31-normal + 4 719 c.647C>G

T C rs76715333 MG-31-tumorMG-31-normal - 13 1671 c.1578A>G

G A rs4151025byFrequency|by1000genomesMG-31-tumorMG-31-normal + 2 415 c.303G>A

G A rs34830600byFrequency|by1000genomesMG-31-tumorMG-31-normal - 8 2874 c.2805C>T

G A rs79863383byFrequency|by1000genomesMG-31-tumorMG-31-normal - 4 1403 c.1190C>T

C T MG-31-tumorMG-31-normal + 8 1386 c.756C>T

C T rs2360887 MG-31-tumorMG-31-normal - 9 1479 c.1261G>A

C T rs146867394byFrequency|by1000genomesMG-31-tumorMG-31-normal - 45 8391 c.7420G>A

A T MG-31-tumorMG-31-normal - 13 1655 c.1562T>A

G A MG-31-tumorMG-31-normal + 1 159 c.159G>A

A C rs62077264 MG-31-tumorMG-31-normal - 7 854 c.761T>G

G A rs76836956by1000genomesMG-31-tumorMG-31-normal - 10 1209 c.1116C>T

T C rs12990449byFrequency|by1000genomesMG-31-tumorMG-31-normal - 2 1114 c.143A>G

T C MG-31-tumorMG-31-normal - 3 895 c.820A>G

A G rs17078605byFrequency|by1000genomesMG-31-tumorMG-31-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-31-tumorMG-31-normal + 3 290 c.80G>A

C T rs17290169byFrequency|by1000genomesMG-31-tumorMG-31-normal + 15 2016 c.1839C>T

A C rs76437836byFrequencyMG-31-tumorMG-31-normal - 3 142 c.98T>G

G A MG-31-tumorMG-31-normal - 3 1505 c.973C>T

G A rs1128761byFrequency|by1000genomesMG-31-tumorMG-31-normal + 7 1219 c.966G>A

T C rs79454290 MG-31-tumorMG-31-normal - 10 1195 c.1102A>G

T C MG-31-tumorMG-31-normal - 3 305 c.270A>G

G A rs149651686|rs76723236by1000genomesMG-31-tumorMG-31-normal - 11 977 c.610C>T

T C rs7716253by1000genomesMG-31-tumorMG-31-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-31-tumorMG-31-normal - 54 9497 c.8526T>C

G A rs2289247byFrequency|by1000genomesMG-31-tumorMG-31-normal + 11 1273 c.1063G>A

T G rs77320707 MG-31-tumorMG-31-normal - 5 520 c.427A>C

G A MG-31-tumorMG-31-normal - 16 10343 c.10134C>T

C A rs35674179byFrequency|by1000genomesMG-31-tumorMG-31-normal - 13 5263 c.5153G>T

A C rs77739281 MG-31-tumorMG-31-normal - 10 1194 c.1101T>G

A G rs9552929byFrequency|by1000genomesMG-31-tumorMG-31-normal - 10 9441 c.8853T>C

C G rs2509943byFrequency|by1000genomesMG-31-tumorMG-31-normal + 3 776 c.279C>G

G C rs1870134by1000genomesMG-31-tumorMG-31-normal - 1 260 c.46C>G

T G rs41292149byFrequencyMG-31-tumorMG-31-normal - 3 525 c.181A>C

T C rs62077266 MG-31-tumorMG-31-normal - 3 311 c.218A>G

A G rs4659654byFrequency|by1000genomesMG-31-tumorMG-31-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-31-tumorMG-31-normal - 7 1855 c.1519G>A

C T rs1050475byFrequency|by1000genomesMG-31-tumorMG-31-normal + 7 1534 c.975C>T

T A rs2060198byFrequency|by1000genomesMG-31-tumorMG-31-normal + 27 5204 c.4914T>A

T C rs62070402by1000genomesMG-31-tumorMG-31-normal - 12 2105 c.2062A>G



A G rs151306742by1000genomesMG-31-tumorMG-31-normal + 4 729 c.285A>G

A G rs2737699byFrequency|by1000genomesMG-31-tumorMG-31-normal - 10 12892 c.12304T>C

C T MG-31-tumorMG-31-normal + 13 1783 c.1400C>T

G A rs11762213byFrequency|by1000genomesMG-31-tumorMG-31-normal + 2 344 c.144G>A

G A rs10964471byFrequency|by1000genomesMG-31-tumorMG-31-normal + 2 386 c.177G>A

A C rs1410048by1000genomesMG-31-tumorMG-31-normal - 40 10053 c.9717T>G

T C MG-31-tumorMG-31-normal - 22 3673 c.3455A>G

G T MG-31-tumorMG-31-normal - 3 267 c.215C>A

G A rs2973566by1000genomesMG-31-tumorMG-31-normal + 14 1930 c.1754G>A

C A rs2230018byFrequency|by1000genomesMG-31-tumorMG-31-normal + 17 2218 c.2177C>A

C G rs2282302byFrequency|by1000genomesMG-31-tumorMG-31-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-31-tumorMG-31-normal - 54 10788 c.10503G>A

G T rs147825872 MG-31-tumorMG-31-normal + 20 4359 c.4282G>T

C T rs2229975by1000genomesMG-31-tumorMG-31-normal - 5 927 c.852G>A

G A MG-31-tumorMG-31-normal + 1 171 c.171G>A

G A MG-31-tumorMG-31-normal + 11 1735 c.1683G>A

A G rs1980131byFrequency|by1000genomesMG-31-tumorMG-31-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-31-tumorMG-31-normal - 37 5440 c.5234G>A

A G rs2074912byFrequency|by1000genomesMG-31-tumorMG-31-normal + 1 1709 c.1709A>G

C G rs149605490by1000genomesMG-31-tumorMG-31-normal + 3 1000 c.781C>G

A G MG-31-tumorMG-31-normal + 1 492 c.492A>G

C G rs17301507by1000genomesMG-31-tumorMG-31-normal + 11 1252 c.1065C>G

A G rs11915822byFrequency|by1000genomesMG-31-tumorMG-31-normal - 13 6588 c.6478T>C

T C rs12731746byFrequency|by1000genomesMG-31-tumorMG-31-normal - 11 1394 c.897A>G

C A rs6453022by1000genomesMG-31-tumorMG-31-normal + 7 1027 c.851C>A

G C rs150861045byFrequency|by1000genomesMG-31-tumorMG-31-normal - 22 2431 c.2052C>G

T C rs78472618byFrequencyMG-31-tumorMG-31-normal - 3 159 c.115A>G

C T MG-31-tumorMG-31-normal + 17 2503 c.2501C>T

C G MG-31-tumorMG-31-normal + 20 6241 c.6115C>G

T C rs11373 byFrequency|by1000genomesMG-31-tumorMG-31-normal - 3 787 c.367A>G

C T rs3745764byFrequency|by1000genomesMG-33-tumorMG-33-normal + 9 2705 c.1064C>T

T C rs831043 byFrequency|by1000genomesMG-33-tumorMG-33-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-33-tumorMG-33-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-33-tumorMG-33-normal + 7 3183 c.3138A>G

C T rs1386356byFrequency|by1000genomesMG-33-tumorMG-33-normal - 85 14018 c.13047G>A

C T rs3811444byFrequency|by1000genomesMG-33-tumorMG-33-normal + 6 1169 c.1121C>T

G A rs62070401by1000genomesMG-33-tumorMG-33-normal - 12 2205 c.2162C>T

A G rs1799944byFrequency|by1000genomesMG-33-tumorMG-33-normal + 11 3198 c.2971A>G

G A rs34830600byFrequency|by1000genomesMG-33-tumorMG-33-normal - 8 2874 c.2805C>T

C T rs12134934byFrequency|by1000genomesMG-33-tumorMG-33-normal + 11 3932 c.3887C>T

G C rs146249377byFrequencyMG-33-tumorMG-33-normal + 1 3447 c.487G>C

T C MG-33-tumorMG-33-normal + 1 170 c.170T>C

T A rs61756301byFrequency|by1000genomesMG-33-tumorMG-33-normal + 33 5287 c.4219T>A

G T rs2075249byFrequency|by1000genomesMG-33-tumorMG-33-normal - 21 3339 c.3054C>A

G A rs61750816by1000genomesMG-33-tumorMG-33-normal + 43 7109 c.6629G>A

C T MG-33-tumorMG-33-normal - 1 565 c.514G>A

A C rs11552054byFrequency|by1000genomesMG-33-tumorMG-33-normal + 5 630 c.540A>C



T C rs141049734byFrequencyMG-33-tumorMG-33-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-33-tumorMG-33-normal - 10 6783 c.6195T>C

A G rs141480481by1000genomesMG-33-tumorMG-33-normal + 4 1425 c.1342A>G

G A rs7179364by1000genomesMG-33-tumorMG-33-normal + 1 520 c.85G>A

C T rs62478357byFrequencyMG-33-tumorMG-33-normal - 8 1268 c.1050G>A

G A rs2853344byFrequency|by1000genomesMG-33-tumorMG-33-normal - 13 2990 c.2615C>T

T C rs62070402by1000genomesMG-33-tumorMG-33-normal - 12 2105 c.2062A>G

C A rs138908625byFrequency|by1000genomesMG-33-tumorMG-33-normal - 8 1357 c.1139G>T

T G rs3208659 MG-33-tumorMG-33-normal - 7 871 c.778A>C

G A rs139799138byFrequencyMG-33-tumorMG-33-normal - 3 6574 c.6499C>T

C T MG-33-tumorMG-33-normal - 3 1048 c.516G>A

T C rs3755806byFrequency|by1000genomesMG-33-tumorMG-33-normal - 15 2117 c.2115A>G

G A rs60571683byFrequency|by1000genomesMG-33-tumorMG-33-normal + 16 2196 c.1977G>A

T C rs17114803byFrequency|by1000genomesMG-33-tumorMG-33-normal + 11 1465 c.1299T>C

G A rs35821928byFrequency|by1000genomesMG-33-tumorMG-33-normal - 52 9293 c.8322C>T

C G rs2298258byFrequency|by1000genomesMG-33-tumorMG-33-normal + 12 1698 c.1260C>G

C A rs146289506byFrequencyMG-33-tumorMG-33-normal - 27 4636 c.4351G>T

G A rs7624750byFrequency|by1000genomesMG-33-tumorMG-33-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-33-tumorMG-33-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-33-tumorMG-33-normal - 18 3000 c.2874G>T

A G rs9653483by1000genomesMG-33-tumorMG-33-normal - 21 5040 c.4953T>C

C T rs146370283by1000genomesMG-33-tumorMG-33-normal + 6 1832 c.1500C>T

T C rs9851685byFrequency|by1000genomesMG-33-tumorMG-33-normal + 23 2508 c.2274T>C

C T rs137854246|rs34012042byFrequency|by1000genomesMG-33-tumorMG-33-normal + 15 2208 c.1578C>T

T G rs10817033by1000genomesMG-33-tumorMG-33-normal - 8 2079 c.1743A>C

G A rs61749244byFrequency|by1000genomesMG-33-tumorMG-33-normal - 10 1987 c.1902C>T

C G rs3818764by1000genomesMG-33-tumorMG-33-normal - 4 1331 c.995G>C

C G rs147865267byFrequencyMG-33-tumorMG-33-normal - 4 1304 c.1234G>C

G T rs146238849byFrequency|by1000genomesMG-33-tumorMG-33-normal - 8 1391 c.1173C>A

T C rs2251219byFrequency|by1000genomesMG-33-tumorMG-33-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-33-tumorMG-33-normal + 1 144 c.57C>T

T C MG-33-tumorMG-33-normal + 12 981 c.883T>C

T C MG-33-tumorMG-33-normal + 1 462 c.462T>C

T C rs2450122byFrequency|by1000genomesMG-33-tumorMG-33-normal - 10 2089 c.2004A>G

G A rs13007735byFrequency|by1000genomesMG-33-tumorMG-33-normal - 16 3587 c.2616C>T

G A rs141223284byFrequencyMG-33-tumorMG-33-normal + 20 6735 c.6609G>A

C G rs2282302byFrequency|by1000genomesMG-33-tumorMG-33-normal - 3 965 c.893G>C

A T rs143367160byFrequency|by1000genomesMG-33-tumorMG-33-normal + 10 1641 c.1093A>T

G C rs142674139byFrequency|by1000genomesMG-33-tumorMG-33-normal - 1 333 c.94C>G

G A rs11549105byFrequency|by1000genomesMG-33-tumorMG-33-normal - 6 1228 c.1224C>T

G A rs16912247byFrequency|by1000genomesMG-33-tumorMG-33-normal - 14 9973 c.9598C>T

C T rs34922891by1000genomesMG-33-tumorMG-33-normal + 13 2223 c.2223C>T

A G rs11538677by1000genomesMG-33-tumorMG-33-normal + 49 8035 c.7501A>G

T C MG-33-tumorMG-33-normal - 3 305 c.270A>G

C T MG-33-tumorMG-33-normal + 11 2314 c.1925C>T

T A MG-33-tumorMG-33-normal - 6 1145 c.700A>T

G A rs1718878byFrequency|by1000genomesMG-33-tumorMG-33-normal + 13 2003 c.1590G>A



A G rs1206038byFrequency|by1000genomesMG-33-tumorMG-33-normal + 29 5706 c.5071A>G

A G rs41305024byFrequency|by1000genomesMG-33-tumorMG-33-normal - 13 3872 c.3497T>C

G A MG-33-tumorMG-33-normal - 10 1725 c.1650C>T

G A rs1713982byFrequency|by1000genomesMG-33-tumorMG-33-normal + 15 2261 c.1848G>A

A G rs13346368by1000genomesMG-33-tumorMG-33-normal + 10 3324 c.3130A>G

G T rs147739185byFrequencyMG-33-tumorMG-33-normal - 19 3496 c.3286C>A

C T rs2274550by1000genomesMG-33-tumorMG-33-normal + 54 8820 c.8286C>T

G A rs3730349byFrequency|by1000genomesMG-33-tumorMG-33-normal + 2 215 c.87G>A

T C rs140856347by1000genomesMG-33-tumorMG-33-normal - 20 3525 c.3438A>G

C A MG-33-tumorMG-33-normal + 8 794 c.607C>A

T G rs35294865byFrequency|by1000genomesMG-33-tumorMG-33-normal - 12 1833 c.1413A>C

T C rs9646771by1000genomesMG-33-tumorMG-33-normal - 4 787 c.447A>G

T G rs74842149byFrequencyMG-33-tumorMG-33-normal - 4 1217 c.1147A>C

T C rs41300566byFrequency|by1000genomesMG-33-tumorMG-33-normal - 13 3805 c.3430A>G

T G rs552183 byFrequency|by1000genomesMG-33-tumorMG-33-normal - 40 6445 c.6247A>C

T C rs3026101by1000genomesMG-33-tumorMG-33-normal + 14 2279 c.2055T>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-33-tumorMG-33-normal + 1 3698 c.738G>A

G A rs3810490by1000genomesMG-33-tumorMG-33-normal - 6 2067 c.1998C>T

T A rs3740423byFrequency|by1000genomesMG-33-tumorMG-33-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-33-tumorMG-33-normal - 3 533 c.248A>G

G A rs3827025by1000genomesMG-33-tumorMG-33-normal - 6 2094 c.2025C>T

T C rs1048500byFrequency|by1000genomesMG-33-tumorMG-33-normal + 2 1791 c.684T>C

C T rs28997582byFrequency|by1000genomesMG-33-tumorMG-33-normal + 29 4337 c.4053C>T

A G rs61831150byFrequency|by1000genomesMG-33-tumorMG-33-normal + 7 1855 c.1810A>G

T G rs1058201 MG-33-tumorMG-33-normal - 3 297 c.204A>C

T C rs61995685byFrequency|by1000genomesMG-33-tumorMG-33-normal + 22 4499 c.3864T>C

G A MG-33-tumorMG-33-normal - 4 453 c.138C>T

G A rs116011482by1000genomesMG-33-tumorMG-33-normal - 8 4578 c.4509C>T

G A rs61751545by1000genomesMG-33-tumorMG-33-normal - 21 3408 c.3333C>T

G C rs3088074byFrequency|by1000genomesMG-33-tumorMG-33-normal - 9 2999 c.2785C>G

C T MG-33-tumorMG-33-normal - 8 1256 c.1038G>A

C A rs41292209by1000genomesMG-33-tumorMG-33-normal + 57 9141 c.8607C>A

G A rs4514247byFrequency|by1000genomesMG-33-tumorMG-33-normal - 3 878 c.808C>T

A C rs76504934by1000genomesMG-33-tumorMG-33-normal - 4 464 c.427T>G

T C rs28489116by1000genomesMG-33-tumorMG-33-normal - 10 5194 c.4985A>G

G A rs1676211by1000genomesMG-33-tumorMG-33-normal + 13 2154 c.2154G>A

A C rs881732 by1000genomesMG-33-tumorMG-33-normal + 17 1912 c.1092A>C

C T rs7300444byFrequency|by1000genomesMG-33-tumorMG-33-normal + 19 5383 c.4740C>T

G A rs16885 byFrequency|by1000genomesMG-33-tumorMG-33-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-33-tumorMG-33-normal - 15 3032 c.2696A>G

T G rs78697077byFrequency|by1000genomesMG-33-tumorMG-33-normal - 34 5286 c.5068A>C

A T MG-33-tumorMG-33-normal + 4 485 c.105A>T

T C rs2241190byFrequency|by1000genomesMG-33-tumorMG-33-normal - 17 2745 c.2460A>G

T C rs7275 by1000genomesMG-33-tumorMG-33-normal + 35 5267 c.4983T>C

A G rs826549 by1000genomesMG-33-tumorMG-33-normal + 18 2676 c.2550A>G

G A rs10964525byFrequency|by1000genomesMG-33-tumorMG-33-normal + 4 926 c.717G>A

T C rs1801499byFrequency|by1000genomesMG-33-tumorMG-33-normal + 11 2456 c.2229T>C



G C rs61735455by1000genomesMG-33-tumorMG-33-normal + 12 2108 c.1884G>C

C T MG-33-tumorMG-33-normal - 8 1260 c.1042G>A

C T rs140871032byFrequency|by1000genomesMG-33-tumorMG-33-normal + 4 664 c.220C>T

G A MG-33-tumorMG-33-normal + 1 234 c.234G>A

T C rs62077265 MG-33-tumorMG-33-normal - 3 321 c.228A>G

C T rs3796032byFrequency|by1000genomesMG-33-tumorMG-33-normal - 17 2381 c.1929G>A

T C rs7935 byFrequency|by1000genomesMG-33-tumorMG-33-normal + 9 1808 c.1524T>C

G A rs3810479byFrequency|by1000genomesMG-33-tumorMG-33-normal - 17 7692 c.7623C>T

G A rs6089925byFrequency|by1000genomesMG-33-tumorMG-33-normal - 4 729 c.660C>T

A T rs6685892byFrequency|by1000genomesMG-33-tumorMG-33-normal - 34 7560 c.7341T>A

G A rs56145411byFrequency|by1000genomesMG-33-tumorMG-33-normal + 4 1211 c.1124G>A

A T rs7095325byFrequency|by1000genomesMG-33-tumorMG-33-normal - 7 1087 c.712T>A

T C rs2075252byFrequency|by1000genomesMG-33-tumorMG-33-normal - 66 12565 c.12280A>G

C T rs2243380byFrequency|by1000genomesMG-33-tumorMG-33-normal - 6 698 c.500G>A

C T rs149155949byFrequency|by1000genomesMG-33-tumorMG-33-normal + 19 3884 c.3249C>T

C T rs12128607byFrequency|by1000genomesMG-33-tumorMG-33-normal + 7 758 c.713C>T

C G rs149605490by1000genomesMG-33-tumorMG-33-normal + 3 1000 c.781C>G

C G rs11718329by1000genomesMG-33-tumorMG-33-normal + 4 719 c.647C>G

G A rs2229354byFrequency|by1000genomesMG-33-tumorMG-33-normal + 7 1131 c.924G>A

G A rs4151025byFrequency|by1000genomesMG-33-tumorMG-33-normal + 2 415 c.303G>A

C T rs35033501by1000genomesMG-33-tumorMG-33-normal - 16 3381 c.3324G>A

T C rs831042 byFrequency|by1000genomesMG-33-tumorMG-33-normal - 24 3945 c.3660A>G

C A rs3739298byFrequency|by1000genomesMG-33-tumorMG-33-normal - 9 2230 c.1821G>T

A G rs2737699byFrequency|by1000genomesMG-33-tumorMG-33-normal - 10 12892 c.12304T>C

G C rs2227910byFrequency|by1000genomesMG-33-tumorMG-33-normal + 2 1911 c.804G>C

G A rs2271189byFrequency|by1000genomesMG-33-tumorMG-33-normal + 27 3788 c.3348G>A

T C MG-33-tumorMG-33-normal + 8 661 c.563T>C

G A rs41441645byFrequency|by1000genomesMG-33-tumorMG-33-normal - 24 2526 c.2256C>T

A T MG-33-tumorMG-33-normal + 2 424 c.50A>T

C T rs17755373byFrequency|by1000genomesMG-33-tumorMG-33-normal + 22 6891 c.6248C>T

G A rs6089924byFrequency|by1000genomesMG-33-tumorMG-33-normal - 4 920 c.851C>T

A G rs17078605byFrequency|by1000genomesMG-33-tumorMG-33-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-33-tumorMG-33-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-33-tumorMG-33-normal - 2 514 c.174G>A

G A rs35389971by1000genomesMG-33-tumorMG-33-normal - 10 6818 c.6609C>T

C A rs144349020by1000genomesMG-33-tumorMG-33-normal + 3 1131 c.912C>A

T C rs28621009byFrequency|by1000genomesMG-33-tumorMG-33-normal + 13 2864 c.2229T>C

C T rs1035938by1000genomesMG-33-tumorMG-33-normal + 6 1538 c.1344C>T

G A MG-33-tumorMG-33-normal - 3 1505 c.973C>T

G A MG-33-tumorMG-33-normal - 1 276 c.225C>T

A C rs766173 byFrequency|by1000genomesMG-33-tumorMG-33-normal + 10 1092 c.865A>C

G A rs17656599byFrequency|by1000genomesMG-33-tumorMG-33-normal - 12 2007 c.1823C>T

G A rs2248407byFrequency|by1000genomesMG-33-tumorMG-33-normal - 4 1003 c.918C>T

C A rs41306015byFrequency|by1000genomesMG-33-tumorMG-33-normal - 13 4052 c.3677G>T

G A rs74483926byFrequency|by1000genomesMG-33-tumorMG-33-normal - 43 11197 c.10979C>T

A G rs28647489by1000genomesMG-33-tumorMG-33-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-33-tumorMG-33-normal - 54 9497 c.8526T>C



T C rs11373 byFrequency|by1000genomesMG-33-tumorMG-33-normal - 3 787 c.367A>G

C T rs2273779byFrequency|by1000genomesMG-33-tumorMG-33-normal + 6 583 c.538C>T

G T rs149186881 MG-33-tumorMG-33-normal + 19 5282 c.4639G>T

A G rs1385600byFrequency|by1000genomesMG-33-tumorMG-33-normal - 5 1375 c.1290T>C

G A rs45463297by1000genomesMG-33-tumorMG-33-normal - 8 4311 c.4242C>T

G C MG-33-tumorMG-33-normal + 8 662 c.564G>C

A G rs9552929byFrequency|by1000genomesMG-33-tumorMG-33-normal - 10 9441 c.8853T>C

A G rs1801439byFrequency|by1000genomesMG-33-tumorMG-33-normal + 10 1592 c.1365A>G

T C rs13286541by1000genomesMG-33-tumorMG-33-normal - 9 2245 c.1909A>G

C G rs2509943byFrequency|by1000genomesMG-33-tumorMG-33-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-33-tumorMG-33-normal + 11 1273 c.1063G>A

C T MG-33-tumorMG-33-normal + 2 486 c.6C>T

C T rs3796031byFrequency|by1000genomesMG-33-tumorMG-33-normal - 17 2399 c.1947G>A

C T rs3745762by1000genomesMG-33-tumorMG-33-normal + 6 2241 c.2047C>T

T C rs62077266 MG-33-tumorMG-33-normal - 3 311 c.218A>G

G T rs139431164byFrequencyMG-33-tumorMG-33-normal + 3 1043 c.824G>T

C T MG-33-tumorMG-33-normal + 1 166 c.114C>T

C T rs3814883byFrequency|by1000genomesMG-33-tumorMG-33-normal + 13 2402 c.1359C>T

A G rs4659654byFrequency|by1000genomesMG-33-tumorMG-33-normal - 16 2000 c.1503T>C

G A MG-33-tumorMG-33-normal - 1 165 c.114C>T

G A rs142815450byFrequencyMG-33-tumorMG-33-normal + 15 4280 c.3891G>A

C T MG-33-tumorMG-33-normal + 12 980 c.882C>T

T C rs111331725by1000genomesMG-33-tumorMG-33-normal + 6 643 c.263T>C

G C rs2240089byFrequency|by1000genomesMG-33-tumorMG-33-normal - 12 3187 c.3003C>G

A G rs13223756byFrequency|by1000genomesMG-33-tumorMG-33-normal + 7 2144 c.1944A>G

C T MG-33-tumorMG-33-normal - 3 370 c.335G>A

G A rs61753643byFrequency|by1000genomesMG-33-tumorMG-33-normal - 19 1908 c.1638C>T

C A rs2230018byFrequency|by1000genomesMG-33-tumorMG-33-normal + 17 2218 c.2177C>A

C T rs2229265byFrequency|by1000genomesMG-33-tumorMG-33-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-33-tumorMG-33-normal - 21 3503 c.3501A>T

G A rs9789047by1000genomesMG-33-tumorMG-33-normal + 10 998 c.998G>A

T C rs17364812byFrequency|by1000genomesMG-33-tumorMG-33-normal + 13 1219 c.1110T>C

T C MG-33-tumorMG-33-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-33-tumorMG-33-normal - 37 5440 c.5234G>A

C T rs4802382by1000genomesMG-33-tumorMG-33-normal + 6 554 c.360C>T

T C MG-33-tumorMG-33-normal + 1 521 c.521T>C

C T rs2233602byFrequency|by1000genomesMG-33-tumorMG-33-normal + 1 792 c.792C>T

C T rs111505885 MG-33-tumorMG-33-normal + 1 340 c.324C>T

T C rs12731746byFrequency|by1000genomesMG-33-tumorMG-33-normal - 11 1394 c.897A>G

T A rs2060198byFrequency|by1000genomesMG-33-tumorMG-33-normal + 27 5204 c.4914T>A

G A rs11549106byFrequency|by1000genomesMG-33-tumorMG-33-normal - 4 895 c.891C>T

G A rs2127898byFrequency|by1000genomesMG-33-tumorMG-33-normal - 6 1130 c.920C>T

G A rs142702316byFrequencyMG-33-tumorMG-33-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-33-tumorMG-33-normal - 3 159 c.115A>G

A C rs76437836byFrequencyMG-33-tumorMG-33-normal - 3 142 c.98T>G

T C rs831043 byFrequency|by1000genomesMG-34-tumorMG-34-normal - 21 3354 c.3069A>G

C T rs75212846byFrequency|by1000genomesMG-34-tumorMG-34-normal - 35 6033 c.5697G>A



G A rs16847812byFrequency|by1000genomesMG-34-tumorMG-34-normal + 4 978 c.865G>A

C A rs34400049byFrequency|by1000genomesMG-34-tumorMG-34-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-34-tumorMG-34-normal + 7 3183 c.3138A>G

A G rs16883953byFrequency|by1000genomesMG-34-tumorMG-34-normal - 14 2365 c.2121T>C

C T rs1386356byFrequency|by1000genomesMG-34-tumorMG-34-normal - 85 14018 c.13047G>A

C T rs148631953byFrequency|by1000genomesMG-34-tumorMG-34-normal - 7 972 c.501G>A

G T rs3745765byFrequency|by1000genomesMG-34-tumorMG-34-normal + 9 2360 c.719G>T

C T MG-34-tumorMG-34-normal + 3 423 c.43C>T

G A MG-34-tumorMG-34-normal + 11 1634 c.1582G>A

G C MG-34-tumorMG-34-normal - 3 505 c.8C>G

G A rs45492196byFrequency|by1000genomesMG-34-tumorMG-34-normal - 4 1499 c.943C>T

C T rs72987361byFrequency|by1000genomesMG-34-tumorMG-34-normal - 3 898 c.558G>A

A G MG-34-tumorMG-34-normal + 1 1026 c.1026A>G

G T rs2075249byFrequency|by1000genomesMG-34-tumorMG-34-normal - 21 3339 c.3054C>A

T C rs35753072by1000genomesMG-34-tumorMG-34-normal - 10 5213 c.5004A>G

G A rs2227983byFrequency|by1000genomesMG-34-tumorMG-34-normal + 13 1739 c.1562G>A

T G rs1998206byFrequency|by1000genomesMG-34-tumorMG-34-normal - 5 631 c.433A>C

C G rs147972247 MG-34-tumorMG-34-normal + 16 2966 c.2586C>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-34-tumorMG-34-normal + 6 830 c.282G>C

G T rs74942016byFrequency|by1000genomesMG-34-tumorMG-34-normal + 9 1322 c.805G>T

C T rs62478357byFrequencyMG-34-tumorMG-34-normal - 8 1268 c.1050G>A

C T rs11591817byFrequency|by1000genomesMG-34-tumorMG-34-normal - 13 6002 c.5627G>A

G A MG-34-tumorMG-34-normal - 3 2818 c.2743C>T

C A rs138908625byFrequency|by1000genomesMG-34-tumorMG-34-normal - 8 1357 c.1139G>T

T G rs3208659 MG-34-tumorMG-34-normal - 7 871 c.778A>C

A G rs3729680by1000genomesMG-34-tumorMG-34-normal + 7 1330 c.1173A>G

C T rs77791636by1000genomesMG-34-tumorMG-34-normal + 6 1132 c.1080C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-34-tumorMG-34-normal + 17 2594 c.2046A>C

A G rs6694078byFrequency|by1000genomesMG-34-tumorMG-34-normal + 11 2688 c.2575A>G

T C MG-34-tumorMG-34-normal + 1 540 c.540T>C

T C rs3755806byFrequency|by1000genomesMG-34-tumorMG-34-normal - 15 2117 c.2115A>G

G A rs7234999byFrequency|by1000genomesMG-34-tumorMG-34-normal - 5 5512 c.5299C>T

G A rs72466563 MG-34-tumorMG-34-normal - 61 9299 c.9093C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-34-tumorMG-34-normal + 7 1073 c.525C>T

C T rs3814883byFrequency|by1000genomesMG-34-tumorMG-34-normal + 13 2402 c.1359C>T

G C rs2240 byFrequency|by1000genomesMG-34-tumorMG-34-normal - 13 2935 c.2560C>G

C T rs2304867byFrequency|by1000genomesMG-34-tumorMG-34-normal - 9 4899 c.4690G>A

C A rs6738031by1000genomesMG-34-tumorMG-34-normal - 18 3000 c.2874G>T

A G MG-34-tumorMG-34-normal - 2 706 c.655T>C

T C rs138093894byFrequencyMG-34-tumorMG-34-normal + 11 3924 c.3879T>C

C T MG-34-tumorMG-34-normal - 16 3588 c.2617G>A

C T MG-34-tumorMG-34-normal + 8 1132 c.584C>T

A G rs2227973byFrequency|by1000genomesMG-34-tumorMG-34-normal + 2 2571 c.2459A>G

C T rs1130059byFrequency|by1000genomesMG-34-tumorMG-34-normal - 3 822 c.291G>A

G T rs146238849byFrequency|by1000genomesMG-34-tumorMG-34-normal - 8 1391 c.1173C>A

T C rs2251219byFrequency|by1000genomesMG-34-tumorMG-34-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-34-tumorMG-34-normal - 6 924 c.639C>T



T C rs2450122byFrequency|by1000genomesMG-34-tumorMG-34-normal - 10 2089 c.2004A>G

A G rs7762830by1000genomesMG-34-tumorMG-34-normal + 14 2120 c.1921A>G

C T MG-34-tumorMG-34-normal + 5 1202 c.346C>T

G A MG-34-tumorMG-34-normal + 2 646 c.552G>A

G A rs11549105byFrequency|by1000genomesMG-34-tumorMG-34-normal - 6 1228 c.1224C>T

T C MG-34-tumorMG-34-normal - 14 2512 c.2294A>G

T C rs72676907byFrequency|by1000genomesMG-34-tumorMG-34-normal + 3 517 c.327T>C

T C MG-34-tumorMG-34-normal + 1 52 c.52T>C

A G rs41278435by1000genomesMG-34-tumorMG-34-normal - 38 9715 c.9379T>C

T C MG-34-tumorMG-34-normal - 3 305 c.270A>G

T C rs1805129byFrequency|by1000genomesMG-34-tumorMG-34-normal - 2 327 c.252A>G

G T rs11952292byFrequency|by1000genomesMG-34-tumorMG-34-normal + 1 2442 c.2442G>T

T A rs17337023byFrequency|by1000genomesMG-34-tumorMG-34-normal + 16 2064 c.1887T>A

A G MG-34-tumorMG-34-normal - 3 664 c.665T>C

C T rs2274550by1000genomesMG-34-tumorMG-34-normal + 54 8820 c.8286C>T

A C rs11552054byFrequency|by1000genomesMG-34-tumorMG-34-normal + 5 630 c.540A>C

C T MG-34-tumorMG-34-normal + 1 1326 c.1326C>T

C A rs114687140byFrequency|by1000genomesMG-34-tumorMG-34-normal - 13 9413 c.9038G>T

T C rs9646771by1000genomesMG-34-tumorMG-34-normal - 4 787 c.447A>G

T G rs552183 byFrequency|by1000genomesMG-34-tumorMG-34-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-34-tumorMG-34-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-34-tumorMG-34-normal + 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-34-tumorMG-34-normal - 5 2988 c.2775A>C

G A rs76469101byFrequency|by1000genomesMG-34-tumorMG-34-normal - 35 5969 c.5633C>T

G A rs3810490by1000genomesMG-34-tumorMG-34-normal - 6 2067 c.1998C>T

C T rs76844681 MG-34-tumorMG-34-normal - 16 2899 c.2681G>A

T A rs17264436byFrequency|by1000genomesMG-34-tumorMG-34-normal - 21 3503 c.3501A>T

G A rs3827025by1000genomesMG-34-tumorMG-34-normal - 6 2094 c.2025C>T

C A rs6453022by1000genomesMG-34-tumorMG-34-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-34-tumorMG-34-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-34-tumorMG-34-normal - 39 9817 c.9481T>A

G A rs10082432byFrequency|by1000genomesMG-34-tumorMG-34-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-34-tumorMG-34-normal - 16 2320 c.2233G>C

T G rs1058201 MG-34-tumorMG-34-normal - 3 297 c.204A>C

A G MG-34-tumorMG-34-normal + 1 81 c.81A>G

G A rs17887014byFrequency|by1000genomesMG-34-tumorMG-34-normal + 37 5618 c.5235G>A

C T rs7240355byFrequency|by1000genomesMG-34-tumorMG-34-normal - 5 5238 c.5025G>A

C T rs74398156 MG-34-tumorMG-34-normal - 5 487 c.394G>A

T G rs77834784by1000genomesMG-34-tumorMG-34-normal - 10 7314 c.7105A>C

G A rs151187373by1000genomesMG-34-tumorMG-34-normal + 16 2477 c.2351G>A

T A rs79661992byFrequency|by1000genomesMG-34-tumorMG-34-normal - 13 8111 c.7736A>T

G A rs3775307by1000genomesMG-34-tumorMG-34-normal - 27 13442 c.13233C>T

C T rs56390741byFrequency|by1000genomesMG-34-tumorMG-34-normal - 5 2838 c.2625G>A

G C rs3088074byFrequency|by1000genomesMG-34-tumorMG-34-normal - 9 2999 c.2785C>G

G A MG-34-tumorMG-34-normal - 8 3336 c.3267C>T

A G rs61831150byFrequency|by1000genomesMG-34-tumorMG-34-normal + 7 1855 c.1810A>G

C T rs2931423by1000genomesMG-34-tumorMG-34-normal + 19 2459 c.2283C>T



A C rs76504934by1000genomesMG-34-tumorMG-34-normal - 4 464 c.427T>G

G A rs9804992byFrequency|by1000genomesMG-34-tumorMG-34-normal + 11 3172 c.2529G>A

G T rs41296069by1000genomesMG-34-tumorMG-34-normal - 11 2415 c.2079C>A

T G rs9807633by1000genomesMG-34-tumorMG-34-normal - 1 88 c.89A>C

T C rs10082391byFrequency|by1000genomesMG-34-tumorMG-34-normal - 13 8654 c.8279A>G

G T MG-34-tumorMG-34-normal + 14 3457 c.3457G>T

C T rs35775721byFrequency|by1000genomesMG-34-tumorMG-34-normal + 2 734 c.534C>T

C T rs58022607by1000genomesMG-34-tumorMG-34-normal - 11 1812 c.1472G>A

G C rs4094946 MG-34-tumorMG-34-normal - 16 1253 c.886C>G

G A rs2124203byFrequency|by1000genomesMG-34-tumorMG-34-normal - 19 2832 c.2745C>T

G A rs11549106byFrequency|by1000genomesMG-34-tumorMG-34-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-34-tumorMG-34-normal - 15 3032 c.2696A>G

C T rs12777740byFrequency|by1000genomesMG-34-tumorMG-34-normal - 13 8321 c.7946G>A

T C rs2241190byFrequency|by1000genomesMG-34-tumorMG-34-normal - 17 2745 c.2460A>G

C T MG-34-tumorMG-34-normal + 1 712 c.712C>T

C G rs112835318by1000genomesMG-34-tumorMG-34-normal - 1 33 c.13G>C

G A rs6070697byFrequency|by1000genomesMG-34-tumorMG-34-normal + 4 1189 c.920G>A

A G rs826549 by1000genomesMG-34-tumorMG-34-normal + 18 2676 c.2550A>G

T G MG-34-tumorMG-34-normal + 16 2367 c.2241T>G

C T rs2269654byFrequency|by1000genomesMG-34-tumorMG-34-normal + 11 2687 c.2574C>T

C T MG-34-tumorMG-34-normal - 8 1260 c.1042G>A

G A rs116011482by1000genomesMG-34-tumorMG-34-normal - 8 4578 c.4509C>T

G C MG-34-tumorMG-34-normal + 11 2414 c.2232G>C

C T rs140871032byFrequency|by1000genomesMG-34-tumorMG-34-normal + 4 664 c.220C>T

T C rs9807555by1000genomesMG-34-tumorMG-34-normal - 1 196 c.197A>G

C T rs74401238byFrequency|by1000genomesMG-34-tumorMG-34-normal - 18 3705 c.3365G>A

T G MG-34-tumorMG-34-normal - 4 1191 c.876A>C

G A rs3822060byFrequency|by1000genomesMG-34-tumorMG-34-normal - 25 13145 c.12936C>T

G A rs6089925byFrequency|by1000genomesMG-34-tumorMG-34-normal - 4 729 c.660C>T

C T rs2289550byFrequency|by1000genomesMG-34-tumorMG-34-normal - 21 11744 c.11535G>A

T C rs7714670by1000genomesMG-34-tumorMG-34-normal + 6 849 c.673T>C

G C rs60140950byFrequency|by1000genomesMG-34-tumorMG-34-normal + 9 986 c.767G>C

T C rs33910491byFrequency|by1000genomesMG-34-tumorMG-34-normal - 5 4949 c.4736A>G

T G rs41279045byFrequency|by1000genomesMG-34-tumorMG-34-normal - 36 6228 c.5892A>C

A C MG-34-tumorMG-34-normal + 3 1861 c.1490A>C

G A rs35296183byFrequency|by1000genomesMG-34-tumorMG-34-normal - 55 9794 c.8823C>T

A G MG-34-tumorMG-34-normal + 25 3647 c.3264A>G

A G MG-34-tumorMG-34-normal + 1 174 c.174A>G

G A rs3733407by1000genomesMG-34-tumorMG-34-normal - 10 6188 c.5979C>T

G A MG-34-tumorMG-34-normal + 1 529 c.529G>A

A T rs7095325byFrequency|by1000genomesMG-34-tumorMG-34-normal - 7 1087 c.712T>A

T C rs2075252byFrequency|by1000genomesMG-34-tumorMG-34-normal - 66 12565 c.12280A>G

C T rs62077268 MG-34-tumorMG-34-normal - 3 262 c.169G>A

C T rs2243380byFrequency|by1000genomesMG-34-tumorMG-34-normal - 6 698 c.500G>A

T C rs5927083byFrequency|by1000genomesMG-34-tumorMG-34-normal - 14 1841 c.1635A>G

G C rs144110632byFrequencyMG-34-tumorMG-34-normal + 33 4908 c.4699G>C

G T MG-34-tumorMG-34-normal + 19 1971 c.1873G>T



C T rs150090193 MG-34-tumorMG-34-normal - 2 674 c.265G>A

C T rs10082533byFrequency|by1000genomesMG-34-tumorMG-34-normal - 13 8753 c.8378G>A

G A MG-34-tumorMG-34-normal + 1 1155 c.1155G>A

T G rs1800275byFrequency|by1000genomesMG-34-tumorMG-34-normal - 48 7302 c.7096A>C

T C rs831042 byFrequency|by1000genomesMG-34-tumorMG-34-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-34-tumorMG-34-normal + 2 543 c.510A>G

G T rs35546150byFrequency|by1000genomesMG-34-tumorMG-34-normal - 73 12171 c.11200C>A

C T rs11873462by1000genomesMG-34-tumorMG-34-normal - 1 47 c.48G>A

T C MG-34-tumorMG-34-normal + 1 492 c.492T>C

G A rs34830600byFrequency|by1000genomesMG-34-tumorMG-34-normal - 8 2874 c.2805C>T

C T rs4750936byFrequency|by1000genomesMG-34-tumorMG-34-normal - 13 4011 c.3636G>A

G A rs61737954byFrequency|by1000genomesMG-34-tumorMG-34-normal - 13 3908 c.3724C>T

C G rs11016076byFrequency|by1000genomesMG-34-tumorMG-34-normal - 8 1866 c.1491G>C

T C rs17114803byFrequency|by1000genomesMG-34-tumorMG-34-normal + 11 1465 c.1299T>C

A G rs77145198byFrequency|by1000genomesMG-34-tumorMG-34-normal - 20 2943 c.2856T>C

A C rs76437836byFrequencyMG-34-tumorMG-34-normal - 3 142 c.98T>G

A G rs3208627 MG-34-tumorMG-34-normal - 2 153 c.60T>C

A G rs35873108|rs111782215byFrequencyMG-34-tumorMG-34-normal + 48 8443 c.8334A>G

G C rs62077263 MG-34-tumorMG-34-normal - 7 916 c.823C>G

A C rs62077264 MG-34-tumorMG-34-normal - 7 854 c.761T>G

T C rs12990449byFrequency|by1000genomesMG-34-tumorMG-34-normal - 2 1114 c.143A>G

T C rs11373 byFrequency|by1000genomesMG-34-tumorMG-34-normal - 3 787 c.367A>G

T C rs11016071byFrequency|by1000genomesMG-34-tumorMG-34-normal - 13 9086 c.8711A>G

G A rs11177 byFrequency|by1000genomesMG-34-tumorMG-34-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-34-tumorMG-34-normal + 2 1719 c.1686A>G

C T MG-34-tumorMG-34-normal - 8 1256 c.1038G>A

T C rs543304 byFrequency|by1000genomesMG-34-tumorMG-34-normal + 11 4034 c.3807T>C

G A MG-34-tumorMG-34-normal - 21 5180 c.5181C>T

A G MG-34-tumorMG-34-normal - 34 9578 c.9579T>C

G A MG-34-tumorMG-34-normal - 4 1173 c.858C>T

C T rs45554841by1000genomesMG-34-tumorMG-34-normal - 1 214 c.215G>A

G A rs2248407byFrequency|by1000genomesMG-34-tumorMG-34-normal - 4 1003 c.918C>T

C A rs35430524by1000genomesMG-34-tumorMG-34-normal + 12 3111 c.2737C>A

T C rs7716253by1000genomesMG-34-tumorMG-34-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-34-tumorMG-34-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-34-tumorMG-34-normal - 3 660 c.661T>C

G A rs2289247byFrequency|by1000genomesMG-34-tumorMG-34-normal + 11 1273 c.1063G>A

G A rs34575560byFrequency|by1000genomesMG-34-tumorMG-34-normal - 2 488 c.79C>T

C T rs143758478byFrequency|by1000genomesMG-34-tumorMG-34-normal + 19 2612 c.2253C>T

A G rs40831 by1000genomesMG-34-tumorMG-34-normal + 2 2118 c.2085A>G

G A rs45463297by1000genomesMG-34-tumorMG-34-normal - 8 4311 c.4242C>T

C T rs3743398by1000genomesMG-34-tumorMG-34-normal + 12 2965 c.2591C>T

G A rs150957163byFrequency|by1000genomesMG-34-tumorMG-34-normal - 78 13018 c.12047C>T

C T rs6432901by1000genomesMG-34-tumorMG-34-normal - 2 514 c.174G>A

T C rs2099854by1000genomesMG-34-tumorMG-34-normal - 10 5633 c.5424A>G

A C rs77095606 MG-34-tumorMG-34-normal - 7 737 c.644T>G

C T rs151174 by1000genomesMG-34-tumorMG-34-normal + 2 1740 c.1707C>T



T C rs80359111 MG-34-tumorMG-34-normal + 10 1083 c.856T>C

G A rs10964525byFrequency|by1000genomesMG-34-tumorMG-34-normal + 4 926 c.717G>A

T C rs62077266 MG-34-tumorMG-34-normal - 3 311 c.218A>G

A G rs4659654byFrequency|by1000genomesMG-34-tumorMG-34-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-34-tumorMG-34-normal - 7 1855 c.1519G>A

C G rs3817428by1000genomesMG-34-tumorMG-34-normal + 15 7493 c.7119C>G

G A rs35821928byFrequency|by1000genomesMG-34-tumorMG-34-normal - 52 9293 c.8322C>T

C T MG-34-tumorMG-34-normal - 20 2932 c.2845G>A

A G rs1385600byFrequency|by1000genomesMG-34-tumorMG-34-normal - 5 1375 c.1290T>C

G C rs3796648by1000genomesMG-34-tumorMG-34-normal - 10 7031 c.6822C>G

C G rs2282302byFrequency|by1000genomesMG-34-tumorMG-34-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-34-tumorMG-34-normal - 54 10788 c.10503G>A

G T rs147825872 MG-34-tumorMG-34-normal + 20 4359 c.4282G>T

T A rs3796647by1000genomesMG-34-tumorMG-34-normal - 10 7295 c.7086A>T

C A rs58465962by1000genomesMG-34-tumorMG-34-normal - 10 1498 c.1158G>T

G A rs13054014byFrequency|by1000genomesMG-34-tumorMG-34-normal + 2 569 c.210G>A

C T rs143179717byFrequencyMG-34-tumorMG-34-normal - 41 7610 c.6639G>A

T C rs12731746byFrequency|by1000genomesMG-34-tumorMG-34-normal - 11 1394 c.897A>G

G A rs9789047by1000genomesMG-34-tumorMG-34-normal + 10 998 c.998G>A

C T rs57014690by1000genomesMG-34-tumorMG-34-normal - 6 1554 c.1232G>A

G A rs6089924byFrequency|by1000genomesMG-34-tumorMG-34-normal - 4 920 c.851C>T

C G rs2509943byFrequency|by1000genomesMG-34-tumorMG-34-normal + 3 776 c.279C>G

T A rs2060198byFrequency|by1000genomesMG-34-tumorMG-34-normal + 27 5204 c.4914T>A

A G MG-34-tumorMG-34-normal + 1 340 c.340A>G

T C rs28639589byFrequency|by1000genomesMG-34-tumorMG-34-normal - 12 1809 c.1611A>G

T G rs1050767byFrequency|by1000genomesMG-34-tumorMG-34-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-34-tumorMG-34-normal + 6 583 c.538C>T

C A rs2973558by1000genomesMG-34-tumorMG-34-normal + 20 2514 c.2338C>A

G A rs142702316byFrequencyMG-34-tumorMG-34-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-34-tumorMG-34-normal - 3 159 c.115A>G

C T MG-34-tumorMG-34-normal - 1 506 c.507G>A

C G rs180743 by1000genomesMG-34-tumorMG-34-normal + 2 1315 c.1282C>G

C T MG-35-tumorMG-35-normal + 1 369 c.369C>T

G C rs115201875by1000genomesMG-35-tumorMG-35-normal + 2 122 c.122G>C

T C rs831043 byFrequency|by1000genomesMG-35-tumorMG-35-normal - 21 3354 c.3069A>G

C T rs1386356byFrequency|by1000genomesMG-35-tumorMG-35-normal - 85 14018 c.13047G>A

A C rs7995564by1000genomesMG-35-tumorMG-35-normal + 10 2068 c.1534A>C

C T rs16989352byFrequency|by1000genomesMG-35-tumorMG-35-normal - 34 4685 c.3645G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-35-tumorMG-35-normal + 7 1073 c.525C>T

A G MG-35-tumorMG-35-normal - 11 815 c.771T>C

A G rs61753702byFrequency|by1000genomesMG-35-tumorMG-35-normal + 30 3929 c.3652A>G

A G MG-35-tumorMG-35-normal + 1 769 c.769A>G

C T MG-35-tumorMG-35-normal + 3 423 c.43C>T

C T rs16842865byFrequency|by1000genomesMG-35-tumorMG-35-normal - 3 2239 c.2167G>A

G A MG-35-tumorMG-35-normal - 5 3335 c.2479C>T

G A rs3809974byFrequency|by1000genomesMG-35-tumorMG-35-normal - 5 2864 c.2651C>T

C T rs35540805byFrequency|by1000genomesMG-35-tumorMG-35-normal + 29 3195 c.2961C>T



C T rs2071702byFrequency|by1000genomesMG-35-tumorMG-35-normal + 27 7277 c.7254C>T

A G MG-35-tumorMG-35-normal + 13 1709 c.1615A>G

G T rs2075249byFrequency|by1000genomesMG-35-tumorMG-35-normal - 21 3339 c.3054C>A

G A rs61743864byFrequency|by1000genomesMG-35-tumorMG-35-normal + 2 318 c.278G>A

G A rs1128761byFrequency|by1000genomesMG-35-tumorMG-35-normal + 7 1219 c.966G>A

C T MG-35-tumorMG-35-normal - 23 3896 c.3678G>A

A G rs62077275 MG-35-tumorMG-35-normal - 2 173 c.80T>C

A G rs73233606byFrequency|by1000genomesMG-35-tumorMG-35-normal + 11 1719 c.1330A>G

C G rs2298258byFrequency|by1000genomesMG-35-tumorMG-35-normal + 12 1698 c.1260C>G

G A rs2230506byFrequency|by1000genomesMG-35-tumorMG-35-normal - 6 2084 c.604C>T

G A rs2124203byFrequency|by1000genomesMG-35-tumorMG-35-normal - 19 2832 c.2745C>T

T C rs112630127byFrequencyMG-35-tumorMG-35-normal - 10 13185 c.12597A>G

C T rs62478357byFrequencyMG-35-tumorMG-35-normal - 8 1268 c.1050G>A

A G rs61758964byFrequency|by1000genomesMG-35-tumorMG-35-normal + 11 1165 c.345A>G

C A rs12627379byFrequency|by1000genomesMG-35-tumorMG-35-normal - 23 1834

C A rs138908625byFrequency|by1000genomesMG-35-tumorMG-35-normal - 8 1357 c.1139G>T

G A rs61731510byFrequency|by1000genomesMG-35-tumorMG-35-normal + 12 1637 c.1120G>A

A G MG-35-tumorMG-35-normal + 1 60 c.60A>G

T A rs145400383byFrequencyMG-35-tumorMG-35-normal - 2 191 c.151A>T

C T rs1800265byFrequency|by1000genomesMG-35-tumorMG-35-normal - 9 1043 c.837G>A

A G rs73007784byFrequency|by1000genomesMG-35-tumorMG-35-normal - 3 5680 c.5608T>C

C G rs145356095by1000genomesMG-35-tumorMG-35-normal + 1 577 c.483C>G

G A rs147431114 MG-35-tumorMG-35-normal - 15 1440 c.1379C>T

T C MG-35-tumorMG-35-normal - 7 1205 c.987A>G

T C rs17012064by1000genomesMG-35-tumorMG-35-normal + 32 5725 c.5245T>C

C T rs210498 by1000genomesMG-35-tumorMG-35-normal - 23 1885 c.1518G>A

G T rs6855837byFrequency|by1000genomesMG-35-tumorMG-35-normal - 14 1433 c.1183C>A

C T rs2853346byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 5919 c.5544G>A

A G MG-35-tumorMG-35-normal - 4 842 c.843T>C

A G rs33954745byFrequency|by1000genomesMG-35-tumorMG-35-normal - 17 2661 c.2376T>C

T C rs142304809byFrequencyMG-35-tumorMG-35-normal - 9 1291 c.1259A>G

G C rs2240 byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 2935 c.2560C>G

T C MG-35-tumorMG-35-normal + 18 2539 c.2156T>C

G A rs7179364by1000genomesMG-35-tumorMG-35-normal + 1 520 c.85G>A

G T rs3745765byFrequency|by1000genomesMG-35-tumorMG-35-normal + 9 2360 c.719G>T

A G rs62077276 MG-35-tumorMG-35-normal - 2 170 c.77T>C

G A rs7624750byFrequency|by1000genomesMG-35-tumorMG-35-normal + 4 707 c.473G>A

A G rs826549 by1000genomesMG-35-tumorMG-35-normal + 18 2676 c.2550A>G

C A rs6738031by1000genomesMG-35-tumorMG-35-normal - 18 3000 c.2874G>T

C G MG-35-tumorMG-35-normal + 17 2575 c.2449C>G

G C rs78754594by1000genomesMG-35-tumorMG-35-normal + 11 2585 c.2403G>C

G A MG-35-tumorMG-35-normal + 1 123 c.123G>A

A G MG-35-tumorMG-35-normal + 2 713 c.601A>G

A G rs9653483by1000genomesMG-35-tumorMG-35-normal - 21 5040 c.4953T>C

T C rs62077265 MG-35-tumorMG-35-normal - 3 321 c.228A>G

C G rs2509943byFrequency|by1000genomesMG-35-tumorMG-35-normal + 3 776 c.279C>G

T C MG-35-tumorMG-35-normal - 3 2594 c.2522A>G



C T MG-35-tumorMG-35-normal + 8 667 c.569C>T

T C rs7109090by1000genomesMG-35-tumorMG-35-normal - 2 3135 c.1851A>G

A G rs2227973byFrequency|by1000genomesMG-35-tumorMG-35-normal + 2 2571 c.2459A>G

G C rs61729209byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 6985 c.6610C>G

G T rs146238849byFrequency|by1000genomesMG-35-tumorMG-35-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-35-tumorMG-35-normal - 31 5385 c.5100C>T

T C rs9851685byFrequency|by1000genomesMG-35-tumorMG-35-normal + 23 2508 c.2274T>C

G A rs2229266byFrequency|by1000genomesMG-35-tumorMG-35-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-35-tumorMG-35-normal - 16 3587 c.2616C>T

A G rs2233612byFrequency|by1000genomesMG-35-tumorMG-35-normal + 4 2782 c.2640A>G

A G rs7762830by1000genomesMG-35-tumorMG-35-normal + 14 2120 c.1921A>G

A G rs61612406byFrequency|by1000genomesMG-35-tumorMG-35-normal + 3 230 c.11A>G

T C rs139538484byFrequencyMG-35-tumorMG-35-normal + 5 1051 c.607T>C

C T rs10258429byFrequency|by1000genomesMG-35-tumorMG-35-normal + 16 2213 c.1968C>T

G A rs3818831byFrequency|by1000genomesMG-35-tumorMG-35-normal - 2 193 c.121C>T

T C rs17065127byFrequency|by1000genomesMG-35-tumorMG-35-normal - 5 5401 c.5188A>G

T C MG-35-tumorMG-35-normal - 1 461 c.462A>G

C G MG-35-tumorMG-35-normal + 16 1405 c.1405C>G

T C rs1064545 MG-35-tumorMG-35-normal - 10 1261 c.1168A>G

C T rs1035938by1000genomesMG-35-tumorMG-35-normal + 6 1538 c.1344C>T

C A rs55959319byFrequency|by1000genomesMG-35-tumorMG-35-normal + 15 2242 c.2152C>A

T C rs143637783byFrequencyMG-35-tumorMG-35-normal + 6 1119 c.1067T>C

C T rs6659183byFrequencyMG-35-tumorMG-35-normal - 3 3226 c.3151G>A

G A rs1718878byFrequency|by1000genomesMG-35-tumorMG-35-normal + 13 2003 c.1590G>A

C T MG-35-tumorMG-35-normal + 1 477 c.477C>T

T C rs62075621 MG-35-tumorMG-35-normal - 14 1851 c.1758A>G

A G rs53429 byFrequency|by1000genomesMG-35-tumorMG-35-normal - 23 2720 c.2517T>C

A G rs76736071byFrequency|by1000genomesMG-35-tumorMG-35-normal + 4 577 c.387A>G

C T rs73241801by1000genomesMG-35-tumorMG-35-normal + 16 2273 c.2208C>T

G A rs151001106byFrequencyMG-35-tumorMG-35-normal + 1 192 c.140G>A

G A rs1713982byFrequency|by1000genomesMG-35-tumorMG-35-normal + 15 2261 c.1848G>A

A G rs13346368by1000genomesMG-35-tumorMG-35-normal + 10 3324 c.3130A>G

G C MG-35-tumorMG-35-normal + 15 2065 c.1971G>C

G A MG-35-tumorMG-35-normal + 1 555 c.555G>A

G A rs16825150byFrequency|by1000genomesMG-35-tumorMG-35-normal + 7 954 c.909G>A

T C rs9646771by1000genomesMG-35-tumorMG-35-normal - 4 787 c.447A>G

C T rs115460650by1000genomesMG-35-tumorMG-35-normal - 4 3806 c.3597G>A

T C rs151151824byFrequencyMG-35-tumorMG-35-normal - 13 1078 c.711A>G

T G rs552183 byFrequency|by1000genomesMG-35-tumorMG-35-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-35-tumorMG-35-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-35-tumorMG-35-normal - 20 4043 c.3072C>A

T C rs3026101by1000genomesMG-35-tumorMG-35-normal + 14 2279 c.2055T>C

T C MG-35-tumorMG-35-normal + 21 3029 c.2646T>C

G A rs3810490by1000genomesMG-35-tumorMG-35-normal - 6 2067 c.1998C>T

A G rs112120894byFrequency|by1000genomesMG-35-tumorMG-35-normal - 14 2217 c.2019T>C

G A rs3827025by1000genomesMG-35-tumorMG-35-normal - 6 2094 c.2025C>T

C T rs16843864byFrequency|by1000genomesMG-35-tumorMG-35-normal - 69 11621 c.10650G>A



G A rs10082432byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 8757 c.8382C>T

G A rs6601 byFrequency|by1000genomesMG-35-tumorMG-35-normal + 25 3881 c.3672G>A

A G rs140049932by1000genomesMG-35-tumorMG-35-normal + 11 2167 c.1633A>G

G A rs78197692byFrequency|by1000genomesMG-35-tumorMG-35-normal - 7 1764 c.1573C>T

T G rs1058201 MG-35-tumorMG-35-normal - 3 297 c.204A>C

G A rs35770993 MG-35-tumorMG-35-normal - 3 2601 c.2529C>T

G A rs34253418by1000genomesMG-35-tumorMG-35-normal + 28 2905 c.2718G>A

A G rs80120716 MG-35-tumorMG-35-normal - 10 1214 c.1121T>C

C T rs28444388byFrequency|by1000genomesMG-35-tumorMG-35-normal + 2 1331 c.1131C>T

T C MG-35-tumorMG-35-normal + 1 114 c.114T>C

T A rs79661992byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 8111 c.7736A>T

C T MG-35-tumorMG-35-normal - 3 3304 c.3229G>A

T C rs4652678by1000genomesMG-35-tumorMG-35-normal + 28 4116 c.3951T>C

A G rs6679449by1000genomesMG-35-tumorMG-35-normal - 3 1923 c.1851T>C

C T MG-35-tumorMG-35-normal + 4 342 c.244C>T

C T rs28038 byFrequency|by1000genomesMG-35-tumorMG-35-normal - 10 1839 c.1650G>A

G C rs3088074byFrequency|by1000genomesMG-35-tumorMG-35-normal - 9 2999 c.2785C>G

C T MG-35-tumorMG-35-normal - 8 1256 c.1038G>A

T C rs140432418byFrequencyMG-35-tumorMG-35-normal - 7 1185 c.967A>G

G A rs16843826byFrequency|by1000genomesMG-35-tumorMG-35-normal - 77 12698 c.11727C>T

G C rs61729192byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 7541 c.7166C>G

A G rs114470162|rs35025539byFrequency|by1000genomesMG-35-tumorMG-35-normal + 15 2936 c.2764A>G

T C rs28489116by1000genomesMG-35-tumorMG-35-normal - 10 5194 c.4985A>G

T C rs140874455byFrequency|by1000genomesMG-35-tumorMG-35-normal - 5 2498 c.2285A>G

C T MG-35-tumorMG-35-normal + 4 598 c.450C>T

T C rs831042 byFrequency|by1000genomesMG-35-tumorMG-35-normal - 24 3945 c.3660A>G

A G rs140523180byFrequencyMG-35-tumorMG-35-normal + 27 4069 c.3686A>G

C T MG-35-tumorMG-35-normal - 15 2385 c.1955G>A

C T rs61737893byFrequency|by1000genomesMG-35-tumorMG-35-normal - 16 2934 c.2745G>A

C T rs3731080by1000genomesMG-35-tumorMG-35-normal - 3 514 c.300G>A

C T rs12777740byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 8321 c.7946G>A

T C rs2241190byFrequency|by1000genomesMG-35-tumorMG-35-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 6002 c.5627G>A

T G rs4529973byFrequency|by1000genomesMG-35-tumorMG-35-normal - 11 842 c.798A>C

C G MG-35-tumorMG-35-normal + 7 410 c.410C>G

T C rs7275 by1000genomesMG-35-tumorMG-35-normal + 35 5267 c.4983T>C

A C MG-35-tumorMG-35-normal - 1 273 c.274T>G

T C rs61729671byFrequency|by1000genomesMG-35-tumorMG-35-normal - 12 1579 c.1381A>G

T C rs79492089by1000genomesMG-35-tumorMG-35-normal + 3 395 c.292T>C

A T rs6685892byFrequency|by1000genomesMG-35-tumorMG-35-normal - 34 7560 c.7341T>A

C T rs1064210by1000genomesMG-35-tumorMG-35-normal - 10 1425 c.1426G>A

G A rs216400 byFrequency|by1000genomesMG-35-tumorMG-35-normal - 32 3959 c.3756C>T

G A rs144477627byFrequency|by1000genomesMG-35-tumorMG-35-normal - 7 1214 c.975C>T

A G rs147909369by1000genomesMG-35-tumorMG-35-normal + 1 282 c.188A>G

A G MG-35-tumorMG-35-normal + 1 340 c.340A>G

A G MG-35-tumorMG-35-normal + 27 4043 c.3660A>G

G T rs113595574byFrequencyMG-35-tumorMG-35-normal - 10 11409 c.10821C>A



G A rs10817003by1000genomesMG-35-tumorMG-35-normal - 43 10512 c.10176C>T

C T rs3796032byFrequency|by1000genomesMG-35-tumorMG-35-normal - 17 2381 c.1929G>A

T C rs138989066byFrequencyMG-35-tumorMG-35-normal + 25 3719 c.3678T>C

G A rs2035819by1000genomesMG-35-tumorMG-35-normal - 5 3965 c.3756C>T

C T rs115018482by1000genomesMG-35-tumorMG-35-normal - 4 477 c.264G>A

A G MG-35-tumorMG-35-normal + 1 175 c.175A>G

A G rs73069703byFrequency|by1000genomesMG-35-tumorMG-35-normal + 22 2283 c.2049A>G

C T rs16903575byFrequency|by1000genomesMG-35-tumorMG-35-normal - 32 3917 c.3714G>A

C T MG-35-tumorMG-35-normal + 1 512 c.418C>T

C T rs145405488byFrequencyMG-35-tumorMG-35-normal - 4 427 c.112G>A

G A MG-35-tumorMG-35-normal - 1 369 c.318C>T

C T rs10082533byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 8753 c.8378G>A

A G rs4659654byFrequency|by1000genomesMG-35-tumorMG-35-normal - 16 2000 c.1503T>C

C T MG-35-tumorMG-35-normal + 13 1783 c.1400C>T

A G MG-35-tumorMG-35-normal - 3 889 c.357T>C

A G rs147390101byFrequency|by1000genomesMG-35-tumorMG-35-normal + 9 2132 c.2044A>G

G A rs75841199 MG-35-tumorMG-35-normal + 22 5249 c.5172G>A

G A rs2228247byFrequency|by1000genomesMG-35-tumorMG-35-normal - 14 1290 c.1203C>T

A T rs61738008byFrequency|by1000genomesMG-35-tumorMG-35-normal + 20 2393 c.2116A>T

G A rs7296694byFrequency|by1000genomesMG-35-tumorMG-35-normal + 15 3343 c.3171G>A

G T rs3212254byFrequency|by1000genomesMG-35-tumorMG-35-normal - 10 1693 c.1475C>A

G A rs77185028byFrequency|by1000genomesMG-35-tumorMG-35-normal + 10 879 c.693G>A

T G rs1800275byFrequency|by1000genomesMG-35-tumorMG-35-normal - 48 7302 c.7096A>C

C T rs76684475byFrequency|by1000genomesMG-35-tumorMG-35-normal + 4 388 c.279C>T

C T rs61730876byFrequency|by1000genomesMG-35-tumorMG-35-normal - 20 3385 c.2888G>A

T C MG-35-tumorMG-35-normal - 3 819 c.744A>G

T G rs55695893by1000genomesMG-35-tumorMG-35-normal + 11 1652 c.1575T>G

C T rs4750936byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 4011 c.3636G>A

C A rs151169845byFrequency|by1000genomesMG-35-tumorMG-35-normal - 26 5291 c.4320G>T

G A rs2271189byFrequency|by1000genomesMG-35-tumorMG-35-normal + 27 3788 c.3348G>A

C G rs11016076byFrequency|by1000genomesMG-35-tumorMG-35-normal - 8 1866 c.1491G>C

T C rs11016071byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 9086 c.8711A>G

T G rs62075620 MG-35-tumorMG-35-normal - 14 1855 c.1762A>C

G A rs3733415by1000genomesMG-35-tumorMG-35-normal - 2 601 c.392C>T

A G rs77145198byFrequency|by1000genomesMG-35-tumorMG-35-normal - 20 2943 c.2856T>C

G A MG-35-tumorMG-35-normal + 1 159 c.159G>A

T C MG-35-tumorMG-35-normal + 1 334 c.334T>C

C A MG-35-tumorMG-35-normal + 12 1060 c.962C>A

G C rs62077263 MG-35-tumorMG-35-normal - 7 916 c.823C>G

C T rs3796031byFrequency|by1000genomesMG-35-tumorMG-35-normal - 17 2399 c.1947G>A

A C rs62077264 MG-35-tumorMG-35-normal - 7 854 c.761T>G

T C rs138183109byFrequency|by1000genomesMG-35-tumorMG-35-normal - 5 907 c.812A>G

G A rs76836956by1000genomesMG-35-tumorMG-35-normal - 10 1209 c.1116C>T

G A rs34830600byFrequency|by1000genomesMG-35-tumorMG-35-normal - 8 2874 c.2805C>T

T C MG-35-tumorMG-35-normal + 1 510 c.510T>C

T G rs3208659 MG-35-tumorMG-35-normal - 7 871 c.778A>C

G A rs75412529byFrequency|by1000genomesMG-35-tumorMG-35-normal - 4 1473 c.1260C>T



T C MG-35-tumorMG-35-normal + 1 354 c.354T>C

A C rs76437836byFrequencyMG-35-tumorMG-35-normal - 3 142 c.98T>G

C T rs35613256byFrequency|by1000genomesMG-35-tumorMG-35-normal - 23 3729 c.3531G>A

C A rs1801270byFrequency|by1000genomesMG-35-tumorMG-35-normal + 2 328 c.93C>A

C T rs6587667byFrequency|by1000genomesMG-35-tumorMG-35-normal - 3 482 c.410G>A

C T rs62077268 MG-35-tumorMG-35-normal - 3 262 c.169G>A

T C rs11886219byFrequency|by1000genomesMG-35-tumorMG-35-normal - 36 6144 c.5859A>G

C T rs3856748byFrequency|by1000genomesMG-35-tumorMG-35-normal + 9 1796 c.1516C>T

C T rs34564141byFrequency|by1000genomesMG-35-tumorMG-35-normal - 79 14088 c.13803G>A

T C rs2075252byFrequency|by1000genomesMG-35-tumorMG-35-normal - 66 12565 c.12280A>G

C T rs169758 by1000genomesMG-35-tumorMG-35-normal - 23 1959 c.1592G>A

C T rs3812458byFrequency|by1000genomesMG-35-tumorMG-35-normal + 22 2662 c.2385C>T

G A rs2275527byFrequency|by1000genomesMG-35-tumorMG-35-normal - 39 5629 c.5553C>T

A G rs150594 byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 1559 c.1356T>C

T C rs7716253by1000genomesMG-35-tumorMG-35-normal + 8 1121 c.945T>C

A G rs28647489by1000genomesMG-35-tumorMG-35-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-35-tumorMG-35-normal - 54 9497 c.8526T>C

C T rs150588908by1000genomesMG-35-tumorMG-35-normal + 2 590 c.390C>T

A G rs77870608 MG-35-tumorMG-35-normal - 12 1431 c.1380T>C

C T rs2285975byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 2445 c.2256G>A

A C MG-35-tumorMG-35-normal + 21 2890 c.2507A>C

C G rs112568753byFrequency|by1000genomesMG-35-tumorMG-35-normal - 12 2393 c.2209G>C

A G rs1385600byFrequency|by1000genomesMG-35-tumorMG-35-normal - 5 1375 c.1290T>C

A C rs80029043 MG-35-tumorMG-35-normal - 12 1622 c.1529T>G

G A rs9804992byFrequency|by1000genomesMG-35-tumorMG-35-normal + 11 3172 c.2529G>A

T C rs79054985byFrequency|by1000genomesMG-35-tumorMG-35-normal - 27 5363 c.4392A>G

T C rs2072736byFrequency|by1000genomesMG-35-tumorMG-35-normal - 8 1410 c.474A>G

T C rs140462566byFrequencyMG-35-tumorMG-35-normal - 3 1017 c.77A>G

G C rs2240089byFrequency|by1000genomesMG-35-tumorMG-35-normal - 12 3187 c.3003C>G

T C rs61747466byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 6578 c.6468A>G

C T rs6432901by1000genomesMG-35-tumorMG-35-normal - 2 514 c.174G>A

T C rs77523018byFrequency|by1000genomesMG-35-tumorMG-35-normal + 2 1285 c.1085T>C

T C rs10082391byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 8654 c.8279A>G

A G rs2229267byFrequency|by1000genomesMG-35-tumorMG-35-normal - 29 5160 c.4875T>C

G A rs3744249byFrequency|by1000genomesMG-35-tumorMG-35-normal + 11 2561 c.2172G>A

A G rs3729680by1000genomesMG-35-tumorMG-35-normal + 7 1330 c.1173A>G

T C rs62077266 MG-35-tumorMG-35-normal - 3 311 c.218A>G

C T rs74817689byFrequency|by1000genomesMG-35-tumorMG-35-normal - 5 1326 c.1241G>A

T C rs61741198byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 4151 c.4041A>G

C T rs468525 by1000genomesMG-35-tumorMG-35-normal - 6 478 c.111G>A

T G rs113206140 MG-35-tumorMG-35-normal - 7 883 c.790A>C

A C rs10473959by1000genomesMG-35-tumorMG-35-normal + 6 999 c.823A>C

A G rs13223756byFrequency|by1000genomesMG-35-tumorMG-35-normal + 7 2144 c.1944A>G

C T rs78302914byFrequency|by1000genomesMG-35-tumorMG-35-normal - 4 1377 c.1164G>A

G A rs34126970byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 8380 c.8005C>T

T G rs114432784byFrequency|by1000genomesMG-35-tumorMG-35-normal - 4 1539 c.1326A>C

A C rs138421943byFrequencyMG-35-tumorMG-35-normal - 3 2070 c.1995T>G



C T rs2229265byFrequency|by1000genomesMG-35-tumorMG-35-normal - 54 10788 c.10503G>A

A G rs57325543byFrequencyMG-35-tumorMG-35-normal + 4 373 c.154A>G

G A rs60908131by1000genomesMG-35-tumorMG-35-normal - 3 1545 c.1013C>T

G A rs55938102byFrequency|by1000genomesMG-35-tumorMG-35-normal + 48 8467 c.8358G>A

G T MG-35-tumorMG-35-normal + 12 1815 c.1738G>T

C T rs4802382by1000genomesMG-35-tumorMG-35-normal + 6 554 c.360C>T

C G rs149605490by1000genomesMG-35-tumorMG-35-normal + 3 1000 c.781C>G

A C MG-35-tumorMG-35-normal - 3 7120 c.7045T>G

A G rs17051895by1000genomesMG-35-tumorMG-35-normal + 23 4485 c.3951A>G

T C rs12731746byFrequency|by1000genomesMG-35-tumorMG-35-normal - 11 1394 c.897A>G

G A rs9789047by1000genomesMG-35-tumorMG-35-normal + 10 998 c.998G>A

C T rs36003810byFrequency|by1000genomesMG-35-tumorMG-35-normal + 5 1255 c.1140C>T

C T rs17043707byFrequency|by1000genomesMG-35-tumorMG-35-normal - 1 1036 c.876G>A

G A MG-35-tumorMG-35-normal + 20 2750 c.2367G>A

C G rs61729186byFrequency|by1000genomesMG-35-tumorMG-35-normal - 13 6279 c.5904G>C

C T rs3745764byFrequency|by1000genomesMG-36-tumorMG-36-normal + 9 2705 c.1064C>T

T C rs831043 byFrequency|by1000genomesMG-36-tumorMG-36-normal - 21 3354 c.3069A>G

C A rs143660487 MG-36-tumorMG-36-normal + 9 1181 c.792C>A

A G rs146505774by1000genomesMG-36-tumorMG-36-normal + 11 2544 c.2362A>G

C T rs2293347byFrequency|by1000genomesMG-36-tumorMG-36-normal + 25 3159 c.2982C>T

C T rs2286007byFrequency|by1000genomesMG-36-tumorMG-36-normal + 8 2637 c.1994C>T

C T rs1386356byFrequency|by1000genomesMG-36-tumorMG-36-normal - 85 14018 c.13047G>A

G A rs34395441by1000genomesMG-36-tumorMG-36-normal + 2 2563 c.2530G>A

G T rs3745765byFrequency|by1000genomesMG-36-tumorMG-36-normal + 9 2360 c.719G>T

C T MG-36-tumorMG-36-normal + 3 423 c.43C>T

G A rs62070401by1000genomesMG-36-tumorMG-36-normal - 12 2205 c.2162C>T

G A rs2229079byFrequency|by1000genomesMG-36-tumorMG-36-normal - 21 3524 c.3326C>T

G C rs146249377byFrequencyMG-36-tumorMG-36-normal + 1 3447 c.487G>C

C G rs149605490by1000genomesMG-36-tumorMG-36-normal + 3 1000 c.781C>G

A G rs4143768byFrequency|by1000genomesMG-36-tumorMG-36-normal - 10 6783 c.6195T>C

T G rs12145941byFrequency|by1000genomesMG-36-tumorMG-36-normal - 3 1631 c.1556A>C

A G rs41304577 MG-36-tumorMG-36-normal - 4 1006 c.691T>C

C T rs2078478by1000genomesMG-36-tumorMG-36-normal - 5 411 c.392G>A

C T rs62478357byFrequencyMG-36-tumorMG-36-normal - 8 1268 c.1050G>A

A G rs11016073byFrequency|by1000genomesMG-36-tumorMG-36-normal - 13 6677 c.6302T>C

T C rs766894 by1000genomesMG-36-tumorMG-36-normal + 25 2461 c.2295T>C

T G rs3208659 MG-36-tumorMG-36-normal - 7 871 c.778A>C

C T rs77791636by1000genomesMG-36-tumorMG-36-normal + 6 1132 c.1080C>T

T C rs3755806byFrequency|by1000genomesMG-36-tumorMG-36-normal - 15 2117 c.2115A>G

G A rs62075712by1000genomesMG-36-tumorMG-36-normal - 3 984 c.452C>T

T C rs7716253by1000genomesMG-36-tumorMG-36-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-36-tumorMG-36-normal - 13 5919 c.5544G>A

G A rs2228000byFrequency|by1000genomesMG-36-tumorMG-36-normal - 9 1710 c.1496C>T

C A rs149207258by1000genomesMG-36-tumorMG-36-normal - 27 5155 c.4815G>T

T C rs831042 byFrequency|by1000genomesMG-36-tumorMG-36-normal - 24 3945 c.3660A>G

G A rs7624750byFrequency|by1000genomesMG-36-tumorMG-36-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-36-tumorMG-36-normal - 18 3000 c.2874G>T



T C rs62077265 MG-36-tumorMG-36-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-36-tumorMG-36-normal + 23 2508 c.2274T>C

C T rs2274550by1000genomesMG-36-tumorMG-36-normal + 54 8820 c.8286C>T

C G rs3818764by1000genomesMG-36-tumorMG-36-normal - 4 1331 c.995G>C

T C rs2251219byFrequency|by1000genomesMG-36-tumorMG-36-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-36-tumorMG-36-normal + 1 144 c.57C>T

G A rs13007735byFrequency|by1000genomesMG-36-tumorMG-36-normal - 16 3587 c.2616C>T

A T MG-36-tumorMG-36-normal + 20 4045 c.3968A>T

A G rs7762830by1000genomesMG-36-tumorMG-36-normal + 14 2120 c.1921A>G

C T rs10258429byFrequency|by1000genomesMG-36-tumorMG-36-normal + 16 2213 c.1968C>T

G A MG-36-tumorMG-36-normal - 1 457 c.458C>T

A G MG-36-tumorMG-36-normal + 1 276 c.276A>G

T C rs72676907byFrequency|by1000genomesMG-36-tumorMG-36-normal + 3 517 c.327T>C

T C MG-36-tumorMG-36-normal + 1 52 c.52T>C

T A MG-36-tumorMG-36-normal - 6 1145 c.700A>T

A C rs62077264 MG-36-tumorMG-36-normal - 7 854 c.761T>G

G C rs2227910byFrequency|by1000genomesMG-36-tumorMG-36-normal + 2 1911 c.804G>C

C T rs150593274 MG-36-tumorMG-36-normal + 5 533 c.405C>T

T A rs17337023byFrequency|by1000genomesMG-36-tumorMG-36-normal + 16 2064 c.1887T>A

A G MG-36-tumorMG-36-normal + 1 492 c.492A>G

G A rs1713982byFrequency|by1000genomesMG-36-tumorMG-36-normal + 15 2261 c.1848G>A

C T rs34694228byFrequency|by1000genomesMG-36-tumorMG-36-normal - 41 7627 c.6656G>A

G A rs16825150byFrequency|by1000genomesMG-36-tumorMG-36-normal + 7 954 c.909G>A

G C rs11611231by1000genomesMG-36-tumorMG-36-normal + 9 2190 c.2190G>C

G A MG-36-tumorMG-36-normal + 1 1372 c.1372G>A

A G rs11538677by1000genomesMG-36-tumorMG-36-normal + 49 8035 c.7501A>G

T C rs9646771by1000genomesMG-36-tumorMG-36-normal - 4 787 c.447A>G

A G rs75241171 MG-36-tumorMG-36-normal - 7 780 c.687T>C

C T rs72648621byFrequency|by1000genomesMG-36-tumorMG-36-normal + 3 1717 c.1074C>T

C G rs143879890by1000genomesMG-36-tumorMG-36-normal - 16 2320 c.2233G>C

T G rs1058201 MG-36-tumorMG-36-normal - 3 297 c.204A>C

G A rs1566622byFrequency|by1000genomesMG-36-tumorMG-36-normal - 22 3705 c.3516C>T

T C MG-36-tumorMG-36-normal + 1 910 c.910T>C

T A rs41305611by1000genomesMG-36-tumorMG-36-normal - 3 1170 c.834A>T

G T rs2075249byFrequency|by1000genomesMG-36-tumorMG-36-normal - 21 3339 c.3054C>A

A C rs76504934by1000genomesMG-36-tumorMG-36-normal - 4 464 c.427T>G

A C rs77095606 MG-36-tumorMG-36-normal - 7 737 c.644T>G

A G rs9667 by1000genomesMG-36-tumorMG-36-normal + 3 354 c.168A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-36-tumorMG-36-normal + 7 1597 c.1215T>C

T G rs113206140 MG-36-tumorMG-36-normal - 7 883 c.790A>C

C T rs7300444byFrequency|by1000genomesMG-36-tumorMG-36-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-36-tumorMG-36-normal + 17 1912 c.1092A>C

A G rs13223756byFrequency|by1000genomesMG-36-tumorMG-36-normal + 7 2144 c.1944A>G

G A rs16885 byFrequency|by1000genomesMG-36-tumorMG-36-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-36-tumorMG-36-normal - 15 3032 c.2696A>G

T C rs151331381byFrequencyMG-36-tumorMG-36-normal + 24 7573 c.6930T>C

T C rs2229992byFrequency|by1000genomesMG-36-tumorMG-36-normal + 12 1838 c.1458T>C



T G MG-36-tumorMG-36-normal + 2 943 c.409T>G

T C rs2241190byFrequency|by1000genomesMG-36-tumorMG-36-normal - 17 2745 c.2460A>G

T G rs9807633by1000genomesMG-36-tumorMG-36-normal - 1 88 c.89A>C

T G rs1889323by1000genomesMG-36-tumorMG-36-normal - 25 4582 c.4246A>C

T A rs17264436byFrequency|by1000genomesMG-36-tumorMG-36-normal - 21 3503 c.3501A>T

A T rs10817021by1000genomesMG-36-tumorMG-36-normal - 24 4324 c.3988T>A

A G MG-36-tumorMG-36-normal + 1 340 c.340A>G

A G rs2227985byFrequency|by1000genomesMG-36-tumorMG-36-normal + 9 1878 c.1497A>G

G T rs3135897byFrequency|by1000genomesMG-36-tumorMG-36-normal + 13 1909 c.1653G>T

A G rs826549 by1000genomesMG-36-tumorMG-36-normal + 18 2676 c.2550A>G

T C rs7714670by1000genomesMG-36-tumorMG-36-normal + 6 849 c.673T>C

C T rs11873462by1000genomesMG-36-tumorMG-36-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-36-tumorMG-36-normal - 66 12565 c.12280A>G

C T MG-36-tumorMG-36-normal + 1 1598 c.1598C>T

C G MG-36-tumorMG-36-normal + 4 372 c.279C>G

T G rs1800275byFrequency|by1000genomesMG-36-tumorMG-36-normal - 48 7302 c.7096A>C

A G rs149271 by1000genomesMG-36-tumorMG-36-normal + 2 543 c.510A>G

C A rs3739298byFrequency|by1000genomesMG-36-tumorMG-36-normal - 9 2230 c.1821G>T

A T rs2074930byFrequency|by1000genomesMG-36-tumorMG-36-normal + 9 1056 c.1016A>T

G A rs149181731byFrequencyMG-36-tumorMG-36-normal + 1 431 c.379G>A

G A rs145430946byFrequencyMG-36-tumorMG-36-normal - 15 2537 c.2442C>T

C T rs148653429by1000genomesMG-36-tumorMG-36-normal - 19 1804 c.1804G>A

G A rs2271189byFrequency|by1000genomesMG-36-tumorMG-36-normal + 27 3788 c.3348G>A

C G rs2229070byFrequency|by1000genomesMG-36-tumorMG-36-normal + 11 2733 c.2352C>G

A G rs3208627 MG-36-tumorMG-36-normal - 2 153 c.60T>C

G C rs61731528by1000genomesMG-36-tumorMG-36-normal - 5 1442 c.901C>G

A G rs17078605byFrequency|by1000genomesMG-36-tumorMG-36-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-36-tumorMG-36-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-36-tumorMG-36-normal - 2 514 c.174G>A

T C rs543304 byFrequency|by1000genomesMG-36-tumorMG-36-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-36-tumorMG-36-normal - 3 142 c.98T>G

A G MG-36-tumorMG-36-normal + 23 3481 c.3098A>G

C T rs1035938by1000genomesMG-36-tumorMG-36-normal + 6 1538 c.1344C>T

C T rs3812458byFrequency|by1000genomesMG-36-tumorMG-36-normal + 22 2662 c.2385C>T

C A MG-36-tumorMG-36-normal + 1 706 c.706C>A

C T MG-36-tumorMG-36-normal + 11 2513 c.2331C>T

A G rs11778209byFrequency|by1000genomesMG-36-tumorMG-36-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-36-tumorMG-36-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-36-tumorMG-36-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-36-tumorMG-36-normal - 3 660 c.661T>C

T C rs5927083byFrequency|by1000genomesMG-36-tumorMG-36-normal - 14 1841 c.1635A>G

G A rs2289247byFrequency|by1000genomesMG-36-tumorMG-36-normal + 11 1273 c.1063G>A

A T MG-36-tumorMG-36-normal + 36 3639 c.3473A>T

A G rs113995284byFrequency|by1000genomesMG-36-tumorMG-36-normal + 7 1761 c.1673A>G

C G rs2509943byFrequency|by1000genomesMG-36-tumorMG-36-normal + 3 776 c.279C>G

G A rs2306989by1000genomesMG-36-tumorMG-36-normal - 24 12542 c.12333C>T

C T rs3796031byFrequency|by1000genomesMG-36-tumorMG-36-normal - 17 2399 c.1947G>A



G A rs10964525byFrequency|by1000genomesMG-36-tumorMG-36-normal + 4 926 c.717G>A

T C rs62077266 MG-36-tumorMG-36-normal - 3 311 c.218A>G

C T rs3814883byFrequency|by1000genomesMG-36-tumorMG-36-normal + 13 2402 c.1359C>T

G A rs80198225 MG-36-tumorMG-36-normal + 8 527 c.527G>A

A G rs4659654byFrequency|by1000genomesMG-36-tumorMG-36-normal - 16 2000 c.1503T>C

T C rs62070402by1000genomesMG-36-tumorMG-36-normal - 12 2105 c.2062A>G

G A rs1718878byFrequency|by1000genomesMG-36-tumorMG-36-normal + 13 2003 c.1590G>A

A G rs2737699byFrequency|by1000genomesMG-36-tumorMG-36-normal - 10 12892 c.12304T>C

C G rs2282302byFrequency|by1000genomesMG-36-tumorMG-36-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-36-tumorMG-36-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-36-tumorMG-36-normal - 34 7560 c.7341T>A

G A rs9789047by1000genomesMG-36-tumorMG-36-normal + 10 998 c.998G>A

G T rs147825872 MG-36-tumorMG-36-normal + 20 4359 c.4282G>T

T C MG-36-tumorMG-36-normal + 8 505 c.505T>C

A G rs1980131byFrequency|by1000genomesMG-36-tumorMG-36-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-36-tumorMG-36-normal - 37 5440 c.5234G>A

G C rs62077263 MG-36-tumorMG-36-normal - 7 916 c.823C>G

T C rs12731746byFrequency|by1000genomesMG-36-tumorMG-36-normal - 11 1394 c.897A>G

T A rs2060198byFrequency|by1000genomesMG-36-tumorMG-36-normal + 27 5204 c.4914T>A

T G rs1998206byFrequency|by1000genomesMG-36-tumorMG-36-normal - 5 631 c.433A>C

C G rs180743 by1000genomesMG-36-tumorMG-36-normal + 2 1315 c.1282C>G

G T rs34135067byFrequency|by1000genomesMG-36-tumorMG-36-normal + 8 1184 c.1018G>T

T C rs831043 byFrequency|by1000genomesMG-38-tumorMG-38-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-38-tumorMG-38-normal + 14 2474 c.2092C>A

A G rs62077275 MG-38-tumorMG-38-normal - 2 173 c.80T>C

C T MG-38-tumorMG-38-normal - 8 4216 c.4147G>A

C T rs1386356byFrequency|by1000genomesMG-38-tumorMG-38-normal - 85 14018 c.13047G>A

G A rs62070401by1000genomesMG-38-tumorMG-38-normal - 12 2205 c.2162C>T

G A rs142702316byFrequencyMG-38-tumorMG-38-normal + 1 160 c.108G>A

A G rs61730026byFrequency|by1000genomesMG-38-tumorMG-38-normal + 4 599 c.484A>G

C T rs115600896byFrequency|by1000genomesMG-38-tumorMG-38-normal - 7 748 c.478G>A

G T rs2075249byFrequency|by1000genomesMG-38-tumorMG-38-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-38-tumorMG-38-normal + 19 2459 c.2283C>T

G A rs20539 byFrequency|by1000genomesMG-38-tumorMG-38-normal + 20 3152 c.3111G>A

C T rs2078478by1000genomesMG-38-tumorMG-38-normal - 5 411 c.392G>A

C T rs62478357byFrequencyMG-38-tumorMG-38-normal - 8 1268 c.1050G>A

G A rs2853344byFrequency|by1000genomesMG-38-tumorMG-38-normal - 13 2990 c.2615C>T

C T rs151174 by1000genomesMG-38-tumorMG-38-normal + 2 1740 c.1707C>T

T C rs766894 by1000genomesMG-38-tumorMG-38-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-38-tumorMG-38-normal - 8 1357 c.1139G>T

T G rs3208659 MG-38-tumorMG-38-normal - 7 871 c.778A>C

C T rs77791636by1000genomesMG-38-tumorMG-38-normal + 6 1132 c.1080C>T

C T MG-38-tumorMG-38-normal - 3 1048 c.516G>A

T C rs3755806byFrequency|by1000genomesMG-38-tumorMG-38-normal - 15 2117 c.2115A>G

C G rs17386226byFrequency|by1000genomesMG-38-tumorMG-38-normal - 83 13761 c.12790G>C

C T rs199930 by1000genomesMG-38-tumorMG-38-normal + 36 5181 c.5016C>T

C T rs61730876byFrequency|by1000genomesMG-38-tumorMG-38-normal - 20 3385 c.2888G>A



G A rs61998196by1000genomesMG-38-tumorMG-38-normal - 5 1488 c.1152C>T

T C rs74356608 MG-38-tumorMG-38-normal + 15 1328 c.1328T>C

G C rs75040309 MG-38-tumorMG-38-normal - 11 1272 c.1179C>G

T C rs80268686 MG-38-tumorMG-38-normal - 14 2213 c.1995A>G

A G rs62077276 MG-38-tumorMG-38-normal - 2 170 c.77T>C

G A rs7624750byFrequency|by1000genomesMG-38-tumorMG-38-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-38-tumorMG-38-normal - 18 3000 c.2874G>T

G A rs41294868by1000genomesMG-38-tumorMG-38-normal + 14 2132 c.1933G>A

T C rs62077265 MG-38-tumorMG-38-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-38-tumorMG-38-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-38-tumorMG-38-normal - 3 1368 c.836T>C

C T rs210498 by1000genomesMG-38-tumorMG-38-normal - 23 1885 c.1518G>A

T C MG-38-tumorMG-38-normal - 9 1441 c.1390A>G

T A rs17264436byFrequency|by1000genomesMG-38-tumorMG-38-normal - 21 3503 c.3501A>T

G T rs146238849byFrequency|by1000genomesMG-38-tumorMG-38-normal - 8 1391 c.1173C>A

C T MG-38-tumorMG-38-normal - 1 103 c.104G>A

T C rs2251219byFrequency|by1000genomesMG-38-tumorMG-38-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-38-tumorMG-38-normal + 1 144 c.57C>T

G A rs2229266byFrequency|by1000genomesMG-38-tumorMG-38-normal - 6 924 c.639C>T

C T rs77440865by1000genomesMG-38-tumorMG-38-normal - 10 1226 c.1133G>A

T C rs1002519byFrequency|by1000genomesMG-38-tumorMG-38-normal + 1 196 c.196T>C

T C rs2450122byFrequency|by1000genomesMG-38-tumorMG-38-normal - 10 2089 c.2004A>G

G A rs1713982byFrequency|by1000genomesMG-38-tumorMG-38-normal + 15 2261 c.1848G>A

A G rs7762830by1000genomesMG-38-tumorMG-38-normal + 14 2120 c.1921A>G

T A rs112306990byFrequencyMG-38-tumorMG-38-normal + 5 911 c.528T>A

G A MG-38-tumorMG-38-normal + 1 1032 c.1032G>A

A G MG-38-tumorMG-38-normal - 3 441 c.362T>C

G A rs11549105byFrequency|by1000genomesMG-38-tumorMG-38-normal - 6 1228 c.1224C>T

G A rs16912247byFrequency|by1000genomesMG-38-tumorMG-38-normal - 14 9973 c.9598C>T

T C MG-38-tumorMG-38-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-38-tumorMG-38-normal + 2 2118 c.2085A>G

A G rs1801439byFrequency|by1000genomesMG-38-tumorMG-38-normal + 10 1592 c.1365A>G

G A rs1718878byFrequency|by1000genomesMG-38-tumorMG-38-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-38-tumorMG-38-normal + 2 1911 c.804G>C

A G rs1799944byFrequency|by1000genomesMG-38-tumorMG-38-normal + 11 3198 c.2971A>G

G A rs150293825 MG-38-tumorMG-38-normal - 10 1203 c.1014C>T

A G rs13346368by1000genomesMG-38-tumorMG-38-normal + 10 3324 c.3130A>G

T C rs79940627 MG-38-tumorMG-38-normal - 3 6118 c.6043A>G

C T rs34307082byFrequency|by1000genomesMG-38-tumorMG-38-normal + 6 863 c.629C>T

G A rs16825150byFrequency|by1000genomesMG-38-tumorMG-38-normal + 7 954 c.909G>A

C G MG-38-tumorMG-38-normal + 14 2886 c.2886C>G

T C MG-38-tumorMG-38-normal - 3 895 c.820A>G

T C rs9646771by1000genomesMG-38-tumorMG-38-normal - 4 787 c.447A>G

T C rs41300566byFrequency|by1000genomesMG-38-tumorMG-38-normal - 13 3805 c.3430A>G

G T MG-38-tumorMG-38-normal - 3 6547 c.6472C>A

A G rs2973568by1000genomesMG-38-tumorMG-38-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-38-tumorMG-38-normal - 20 4043 c.3072C>A



T C rs3026101by1000genomesMG-38-tumorMG-38-normal + 14 2279 c.2055T>C

C T rs55993306by1000genomesMG-38-tumorMG-38-normal - 20 3946 c.3859G>A

T A rs3740423byFrequency|by1000genomesMG-38-tumorMG-38-normal - 13 4583 c.4208A>T

A G rs112120894byFrequency|by1000genomesMG-38-tumorMG-38-normal - 14 2217 c.2019T>C

C A rs6453022by1000genomesMG-38-tumorMG-38-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-38-tumorMG-38-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-38-tumorMG-38-normal - 69 11621 c.10650G>A

G A MG-38-tumorMG-38-normal - 4 453 c.138C>T

C G rs143879890by1000genomesMG-38-tumorMG-38-normal - 16 2320 c.2233G>C

T G rs62075657 MG-38-tumorMG-38-normal - 13 1770 c.1677A>C

G A rs6601 byFrequency|by1000genomesMG-38-tumorMG-38-normal + 25 3881 c.3672G>A

T G rs1058201 MG-38-tumorMG-38-normal - 3 297 c.204A>C

T C rs7935 byFrequency|by1000genomesMG-38-tumorMG-38-normal + 9 1808 c.1524T>C

C T rs74398156 MG-38-tumorMG-38-normal - 5 487 c.394G>A

T C rs4652678by1000genomesMG-38-tumorMG-38-normal + 28 4116 c.3951T>C

A G rs4862726by1000genomesMG-38-tumorMG-38-normal - 2 2054 c.1845T>C

G C rs3088074byFrequency|by1000genomesMG-38-tumorMG-38-normal - 9 2999 c.2785C>G

A G rs62077272 MG-38-tumorMG-38-normal - 3 219 c.126T>C

C T rs3745764byFrequency|by1000genomesMG-38-tumorMG-38-normal + 9 2705 c.1064C>T

C T rs11547311byFrequency|by1000genomesMG-38-tumorMG-38-normal + 8 702 c.570C>T

A C rs76504934by1000genomesMG-38-tumorMG-38-normal - 4 464 c.427T>G

G A rs61750816by1000genomesMG-38-tumorMG-38-normal + 43 7109 c.6629G>A

G A rs9804992byFrequency|by1000genomesMG-38-tumorMG-38-normal + 11 3172 c.2529G>A

G C rs62070406by1000genomesMG-38-tumorMG-38-normal - 9 1754 c.1711C>G

C T rs7300444byFrequency|by1000genomesMG-38-tumorMG-38-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-38-tumorMG-38-normal + 17 1912 c.1092A>C

G A rs16885 byFrequency|by1000genomesMG-38-tumorMG-38-normal - 9 3193 c.2257C>T

C T rs2973571by1000genomesMG-38-tumorMG-38-normal + 12 1807 c.1631C>T

T C MG-38-tumorMG-38-normal - 13 5811 c.5436A>G

T C rs2229992byFrequency|by1000genomesMG-38-tumorMG-38-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-38-tumorMG-38-normal - 17 2745 c.2460A>G

C G MG-38-tumorMG-38-normal + 7 410 c.410C>G

T C rs7275 by1000genomesMG-38-tumorMG-38-normal + 35 5267 c.4983T>C

A G rs826549 by1000genomesMG-38-tumorMG-38-normal + 18 2676 c.2550A>G

C T rs144931466byFrequency|by1000genomesMG-38-tumorMG-38-normal + 9 2125 c.1906C>T

A C MG-38-tumorMG-38-normal + 7 1669 c.1624A>C

T C rs1801499byFrequency|by1000genomesMG-38-tumorMG-38-normal + 11 2456 c.2229T>C

C T MG-38-tumorMG-38-normal - 8 1260 c.1042G>A

T G rs9807633by1000genomesMG-38-tumorMG-38-normal - 1 88 c.89A>C

G C rs77467652 MG-38-tumorMG-38-normal - 5 542 c.449C>G

T C rs9807555by1000genomesMG-38-tumorMG-38-normal - 1 196 c.197A>G

T C rs1050476byFrequency|by1000genomesMG-38-tumorMG-38-normal + 7 2254 c.1695T>C

C T rs140581164by1000genomesMG-38-tumorMG-38-normal + 8 593 c.495C>T

G C MG-38-tumorMG-38-normal - 3 2909 c.2834C>G

T C MG-38-tumorMG-38-normal - 1 406 c.355A>G

T C rs7714670by1000genomesMG-38-tumorMG-38-normal + 6 849 c.673T>C

A G rs4444457byFrequency|by1000genomesMG-38-tumorMG-38-normal - 54 9497 c.8526T>C



A G rs7220394byFrequency|by1000genomesMG-38-tumorMG-38-normal - 12 1509 c.1416T>C

G C MG-38-tumorMG-38-normal - 5 1009 c.1010C>G

C T rs11873462by1000genomesMG-38-tumorMG-38-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-38-tumorMG-38-normal - 66 12565 c.12280A>G

T C rs62075619 MG-38-tumorMG-38-normal - 14 1980 c.1887A>G

T C rs112827102byFrequency|by1000genomesMG-38-tumorMG-38-normal - 19 3495 c.3285A>G

C G rs11718329by1000genomesMG-38-tumorMG-38-normal + 4 719 c.647C>G

T G rs1800275byFrequency|by1000genomesMG-38-tumorMG-38-normal - 48 7302 c.7096A>C

T C rs831042 byFrequency|by1000genomesMG-38-tumorMG-38-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-38-tumorMG-38-normal + 2 543 c.510A>G

T C MG-38-tumorMG-38-normal + 23 3047 c.2871T>C

T G rs62075658 MG-38-tumorMG-38-normal - 13 1761 c.1668A>C

G A rs61737954byFrequency|by1000genomesMG-38-tumorMG-38-normal - 13 3908 c.3724C>T

T C rs17114803byFrequency|by1000genomesMG-38-tumorMG-38-normal + 11 1465 c.1299T>C

G A rs2973566by1000genomesMG-38-tumorMG-38-normal + 14 1930 c.1754G>A

T C rs72676907byFrequency|by1000genomesMG-38-tumorMG-38-normal + 3 517 c.327T>C

C G rs11971880byFrequency|by1000genomesMG-38-tumorMG-38-normal + 3 1192 c.634C>G

A C rs62077264 MG-38-tumorMG-38-normal - 7 854 c.761T>G

C T rs2433707 MG-38-tumorMG-38-normal + 20 6956 c.6830C>T

G A rs76836956by1000genomesMG-38-tumorMG-38-normal - 10 1209 c.1116C>T

G A rs11177 byFrequency|by1000genomesMG-38-tumorMG-38-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-38-tumorMG-38-normal + 2 1719 c.1686A>G

C T MG-38-tumorMG-38-normal - 8 1256 c.1038G>A

A C rs76437836byFrequencyMG-38-tumorMG-38-normal - 3 142 c.98T>G

G C rs62077263 MG-38-tumorMG-38-normal - 7 916 c.823C>G

G A rs2127898byFrequency|by1000genomesMG-38-tumorMG-38-normal - 6 1130 c.920C>T

C T rs1035938by1000genomesMG-38-tumorMG-38-normal + 6 1538 c.1344C>T

C T rs62077268 MG-38-tumorMG-38-normal - 3 262 c.169G>A

G A MG-38-tumorMG-38-normal - 3 1505 c.973C>T

G A rs1128761byFrequency|by1000genomesMG-38-tumorMG-38-normal + 7 1219 c.966G>A

C T rs3812458byFrequency|by1000genomesMG-38-tumorMG-38-normal + 22 2662 c.2385C>T

C T rs45554841by1000genomesMG-38-tumorMG-38-normal - 1 214 c.215G>A

G A rs2248407byFrequency|by1000genomesMG-38-tumorMG-38-normal - 4 1003 c.918C>T

C A rs35430524by1000genomesMG-38-tumorMG-38-normal + 12 3111 c.2737C>A

C A rs41306015byFrequency|by1000genomesMG-38-tumorMG-38-normal - 13 4052 c.3677G>T

T C rs7716253by1000genomesMG-38-tumorMG-38-normal + 8 1121 c.945T>C

G A rs28363488byFrequency|by1000genomesMG-38-tumorMG-38-normal + 15 2103 c.2013G>A

A G rs7505568by1000genomesMG-38-tumorMG-38-normal - 3 660 c.661T>C

G A rs2289247byFrequency|by1000genomesMG-38-tumorMG-38-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-38-tumorMG-38-normal + 2 372 c.159T>C

A C rs766173 byFrequency|by1000genomesMG-38-tumorMG-38-normal + 10 1092 c.865A>C

G C rs45469098by1000genomesMG-38-tumorMG-38-normal - 1 255 c.256C>G

C T rs6432901by1000genomesMG-38-tumorMG-38-normal - 2 514 c.174G>A

G T rs918558 byFrequency|by1000genomesMG-38-tumorMG-38-normal + 1 2142 c.2142G>T

T C rs4149056byFrequency|by1000genomesMG-38-tumorMG-38-normal + 6 617 c.521T>C

T C rs62077266 MG-38-tumorMG-38-normal - 3 311 c.218A>G

A G rs4659654byFrequency|by1000genomesMG-38-tumorMG-38-normal - 16 2000 c.1503T>C



C T rs1050475byFrequency|by1000genomesMG-38-tumorMG-38-normal + 7 1534 c.975C>T

C T rs468525 by1000genomesMG-38-tumorMG-38-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-38-tumorMG-38-normal - 12 2105 c.2062A>G

A C rs78767626byFrequency|by1000genomesMG-38-tumorMG-38-normal + 19 2007 c.1773A>C

G C rs2240089byFrequency|by1000genomesMG-38-tumorMG-38-normal - 12 3187 c.3003C>G

A C rs80029043 MG-38-tumorMG-38-normal - 12 1622 c.1529T>G

C T MG-38-tumorMG-38-normal - 3 370 c.335G>A

G T rs7206111byFrequency|by1000genomesMG-38-tumorMG-38-normal - 9 1041 c.404C>A

A G rs1385600byFrequency|by1000genomesMG-38-tumorMG-38-normal - 5 1375 c.1290T>C

C T rs2229265byFrequency|by1000genomesMG-38-tumorMG-38-normal - 54 10788 c.10503G>A

G T rs147825872 MG-38-tumorMG-38-normal + 20 4359 c.4282G>T

T G rs1998206byFrequency|by1000genomesMG-38-tumorMG-38-normal - 5 631 c.433A>C

A G rs1980131byFrequency|by1000genomesMG-38-tumorMG-38-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-38-tumorMG-38-normal - 37 5440 c.5234G>A

A G rs2074912byFrequency|by1000genomesMG-38-tumorMG-38-normal + 1 1709 c.1709A>G

C G rs149605490by1000genomesMG-38-tumorMG-38-normal + 3 1000 c.781C>G

A C MG-38-tumorMG-38-normal - 3 7120 c.7045T>G

T C rs12731746byFrequency|by1000genomesMG-38-tumorMG-38-normal - 11 1394 c.897A>G

T C rs111331725by1000genomesMG-38-tumorMG-38-normal + 6 643 c.263T>C

C T rs55979329by1000genomesMG-38-tumorMG-38-normal - 3 1257 c.725G>A

T A rs2060198byFrequency|by1000genomesMG-38-tumorMG-38-normal + 27 5204 c.4914T>A

T C rs28639589byFrequency|by1000genomesMG-38-tumorMG-38-normal - 12 1809 c.1611A>G

C A rs2973558by1000genomesMG-38-tumorMG-38-normal + 20 2514 c.2338C>A

T G rs79385100by1000genomesMG-38-tumorMG-38-normal - 11 1929 c.1930A>C

T C rs78472618byFrequencyMG-38-tumorMG-38-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-38-tumorMG-38-normal + 2 1315 c.1282C>G

T C rs831043 byFrequency|by1000genomesMG-39-tumorMG-39-normal - 21 3354 c.3069A>G

C T rs3745764byFrequency|by1000genomesMG-39-tumorMG-39-normal + 9 2705 c.1064C>T

T C rs4989318by1000genomesMG-39-tumorMG-39-normal - 4 1325 c.1130A>G

A G rs146505774by1000genomesMG-39-tumorMG-39-normal + 11 2544 c.2362A>G

A G rs62077275 MG-39-tumorMG-39-normal - 2 173 c.80T>C

G C rs2240089byFrequency|by1000genomesMG-39-tumorMG-39-normal - 12 3187 c.3003C>G

A G MG-39-tumorMG-39-normal - 6 607 c.514T>C

C T rs1386356byFrequency|by1000genomesMG-39-tumorMG-39-normal - 85 14018 c.13047G>A

T C rs16006 by1000genomesMG-39-tumorMG-39-normal - 6 875 c.876A>G

G T rs149582940byFrequencyMG-39-tumorMG-39-normal + 1 1088 c.859G>T

G A rs45492196byFrequency|by1000genomesMG-39-tumorMG-39-normal - 4 1499 c.943C>T

G T rs2075249byFrequency|by1000genomesMG-39-tumorMG-39-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-39-tumorMG-39-normal + 19 2459 c.2283C>T

T C rs141049734byFrequencyMG-39-tumorMG-39-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-39-tumorMG-39-normal - 10 6783 c.6195T>C

G A rs20539 byFrequency|by1000genomesMG-39-tumorMG-39-normal + 20 3152 c.3111G>A

C T rs16883323byFrequency|by1000genomesMG-39-tumorMG-39-normal - 61 10096 c.9852G>A

G A rs2853344byFrequency|by1000genomesMG-39-tumorMG-39-normal - 13 2990 c.2615C>T

C A rs138908625byFrequency|by1000genomesMG-39-tumorMG-39-normal - 8 1357 c.1139G>T

G A rs139799138byFrequencyMG-39-tumorMG-39-normal - 3 6574 c.6499C>T

A G MG-39-tumorMG-39-normal + 1 60 c.60A>G



T A rs17264436byFrequency|by1000genomesMG-39-tumorMG-39-normal - 21 3503 c.3501A>T

A G rs2229268byFrequency|by1000genomesMG-39-tumorMG-39-normal - 61 11886 c.11601T>C

C T MG-39-tumorMG-39-normal + 26 2136 c.1950C>T

T C rs3755806byFrequency|by1000genomesMG-39-tumorMG-39-normal - 15 2117 c.2115A>G

G A rs2228000byFrequency|by1000genomesMG-39-tumorMG-39-normal - 9 1710 c.1496C>T

C A rs2973558by1000genomesMG-39-tumorMG-39-normal + 20 2514 c.2338C>A

C G rs2298258byFrequency|by1000genomesMG-39-tumorMG-39-normal + 12 1698 c.1260C>G

A G rs62077276 MG-39-tumorMG-39-normal - 2 170 c.77T>C

T C rs3733406by1000genomesMG-39-tumorMG-39-normal - 10 8361 c.8152A>G

T C rs62077265 MG-39-tumorMG-39-normal - 3 321 c.228A>G

A G rs10853307by1000genomesMG-39-tumorMG-39-normal - 3 1368 c.836T>C

C T rs210498 by1000genomesMG-39-tumorMG-39-normal - 23 1885 c.1518G>A

G T rs146238849byFrequency|by1000genomesMG-39-tumorMG-39-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-39-tumorMG-39-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-39-tumorMG-39-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-39-tumorMG-39-normal - 6 924 c.639C>T

T C rs28489116by1000genomesMG-39-tumorMG-39-normal - 10 5194 c.4985A>G

A G rs7762830by1000genomesMG-39-tumorMG-39-normal + 14 2120 c.1921A>G

A G rs2929158by1000genomesMG-39-tumorMG-39-normal - 19 4373 c.4163T>C

G A rs11549105byFrequency|by1000genomesMG-39-tumorMG-39-normal - 6 1228 c.1224C>T

C A rs1801270byFrequency|by1000genomesMG-39-tumorMG-39-normal + 2 328 c.93C>A

C T rs45554841by1000genomesMG-39-tumorMG-39-normal - 1 214 c.215G>A

T C MG-39-tumorMG-39-normal - 3 305 c.270A>G

G C rs2227910byFrequency|by1000genomesMG-39-tumorMG-39-normal + 2 1911 c.804G>C

A G rs41305024byFrequency|by1000genomesMG-39-tumorMG-39-normal - 13 3872 c.3497T>C

C T MG-39-tumorMG-39-normal + 1 369 c.369C>T

G A rs141064323byFrequency|by1000genomesMG-39-tumorMG-39-normal + 3 3294 c.999G>A

T G rs75729335 MG-39-tumorMG-39-normal - 12 1637 c.1544A>C

A G MG-39-tumorMG-39-normal + 1 1444 c.1444A>G

T C rs9646771by1000genomesMG-39-tumorMG-39-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-39-tumorMG-39-normal + 13 1856 c.1680A>G

G A MG-39-tumorMG-39-normal + 1 297 c.297G>A

A T MG-39-tumorMG-39-normal + 1 60 c.60A>T

G A rs11177 byFrequency|by1000genomesMG-39-tumorMG-39-normal + 3 290 c.80G>A

C T rs9489143byFrequency|by1000genomesMG-39-tumorMG-39-normal - 13 2184 c.1986G>A

T A rs3740423byFrequency|by1000genomesMG-39-tumorMG-39-normal - 13 4583 c.4208A>T

T C rs1048500byFrequency|by1000genomesMG-39-tumorMG-39-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-39-tumorMG-39-normal - 69 11621 c.10650G>A

C G rs143879890by1000genomesMG-39-tumorMG-39-normal - 16 2320 c.2233G>C

G C MG-39-tumorMG-39-normal - 3 5756 c.5681C>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-39-tumorMG-39-normal + 7 1597 c.1215T>C

T C rs543304 byFrequency|by1000genomesMG-39-tumorMG-39-normal + 11 4034 c.3807T>C

A G MG-39-tumorMG-39-normal + 2 509 c.421A>G

G A MG-39-tumorMG-39-normal + 3 313 c.112G>A

C T rs140871032byFrequency|by1000genomesMG-39-tumorMG-39-normal + 4 664 c.220C>T

A G rs17290005byFrequency|by1000genomesMG-39-tumorMG-39-normal + 12 1494 c.1317A>G

C T MG-39-tumorMG-39-normal - 1 103 c.104G>A



G C rs3088074byFrequency|by1000genomesMG-39-tumorMG-39-normal - 9 2999 c.2785C>G

C T rs45442396byFrequency|by1000genomesMG-39-tumorMG-39-normal - 1 1497 c.1110G>A

T C MG-39-tumorMG-39-normal + 1 180 c.180T>C

G A MG-39-tumorMG-39-normal + 1 165 c.165G>A

A G rs150594 byFrequency|by1000genomesMG-39-tumorMG-39-normal - 13 1559 c.1356T>C

T C rs61740681byFrequency|by1000genomesMG-39-tumorMG-39-normal - 7 1900 c.1344A>G

G A rs9804992byFrequency|by1000genomesMG-39-tumorMG-39-normal + 11 3172 c.2529G>A

G A MG-39-tumorMG-39-normal + 2 1765 c.1732G>A

T G rs9807633by1000genomesMG-39-tumorMG-39-normal - 1 88 c.89A>C

C T rs9904366byFrequency|by1000genomesMG-39-tumorMG-39-normal - 3 554 c.175G>A

G T rs6748626byFrequency|by1000genomesMG-39-tumorMG-39-normal - 20 4043 c.3072C>A

G A rs11549106byFrequency|by1000genomesMG-39-tumorMG-39-normal - 4 895 c.891C>T

T G rs113206140 MG-39-tumorMG-39-normal - 7 883 c.790A>C

T C rs831042 byFrequency|by1000genomesMG-39-tumorMG-39-normal - 24 3945 c.3660A>G

T C rs61751603byFrequency|by1000genomesMG-39-tumorMG-39-normal - 9 1894 c.1672A>G

C T rs71581941by1000genomesMG-39-tumorMG-39-normal + 13 1834 c.1738C>T

A G rs17443123by1000genomesMG-39-tumorMG-39-normal + 5 915 c.750A>G

C T rs11931107by1000genomesMG-39-tumorMG-39-normal - 10 6953 c.6744G>A

A C rs881732 by1000genomesMG-39-tumorMG-39-normal + 17 1912 c.1092A>C

C T rs76844681 MG-39-tumorMG-39-normal - 16 2899 c.2681G>A

A G rs13223756byFrequency|by1000genomesMG-39-tumorMG-39-normal + 7 2144 c.1944A>G

C T rs2973571by1000genomesMG-39-tumorMG-39-normal + 12 1807 c.1631C>T

A G rs141214303byFrequencyMG-39-tumorMG-39-normal + 6 1117 c.673A>G

T C rs2229992byFrequency|by1000genomesMG-39-tumorMG-39-normal + 12 1838 c.1458T>C

G A rs2275527byFrequency|by1000genomesMG-39-tumorMG-39-normal - 39 5629 c.5553C>T

C T rs144246051byFrequencyMG-39-tumorMG-39-normal + 1 1089 c.860C>T

G A rs6070697byFrequency|by1000genomesMG-39-tumorMG-39-normal + 4 1189 c.920G>A

A G rs1801426byFrequency|by1000genomesMG-39-tumorMG-39-normal + 27 10461 c.10234A>G

A T rs111657679byFrequency|by1000genomesMG-39-tumorMG-39-normal - 7 516 c.149T>A

G A rs4863506by1000genomesMG-39-tumorMG-39-normal - 5 4046 c.3190C>T

T C rs2229263byFrequency|by1000genomesMG-39-tumorMG-39-normal - 3 533 c.248A>G

A G MG-39-tumorMG-39-normal + 1 340 c.340A>G

T C rs9807555by1000genomesMG-39-tumorMG-39-normal - 1 196 c.197A>G

C T rs17849079by1000genomesMG-39-tumorMG-39-normal + 21 3232 c.3075C>T

G A MG-39-tumorMG-39-normal + 1 892 c.892G>A

G A MG-39-tumorMG-39-normal - 9 1467 c.1416C>T

C G rs34915742byFrequency|by1000genomesMG-39-tumorMG-39-normal - 26 4521 c.4236G>C

T C rs7714670by1000genomesMG-39-tumorMG-39-normal + 6 849 c.673T>C

G T rs138771641by1000genomesMG-39-tumorMG-39-normal + 4 763

A T rs7095325byFrequency|by1000genomesMG-39-tumorMG-39-normal - 7 1087 c.712T>A

C G rs11718329by1000genomesMG-39-tumorMG-39-normal + 4 719 c.647C>G

C T rs11873462by1000genomesMG-39-tumorMG-39-normal - 1 47 c.48G>A

G A rs76765512byFrequencyMG-39-tumorMG-39-normal + 5 787 c.343G>A

G C MG-39-tumorMG-39-normal - 14 2628 c.2410C>G

T C rs2075252byFrequency|by1000genomesMG-39-tumorMG-39-normal - 66 12565 c.12280A>G

T C rs17290103byFrequency|by1000genomesMG-39-tumorMG-39-normal + 14 1809 c.1632T>C

T C rs2241190byFrequency|by1000genomesMG-39-tumorMG-39-normal - 17 2745 c.2460A>G



C T rs2243380byFrequency|by1000genomesMG-39-tumorMG-39-normal - 6 698 c.500G>A

C T rs77440865by1000genomesMG-39-tumorMG-39-normal - 10 1226 c.1133G>A

C A rs3739298byFrequency|by1000genomesMG-39-tumorMG-39-normal - 9 2230 c.1821G>T

T C rs34890218|rs71194738MG-39-tumorMG-39-normal - 1 2553 c.1599A>G

T C rs41300566byFrequency|by1000genomesMG-39-tumorMG-39-normal - 13 3805 c.3430A>G

T C rs74727415 MG-39-tumorMG-39-normal - 11 1316 c.1223A>G

C T rs12708402by1000genomesMG-39-tumorMG-39-normal - 16 3405 c.3178G>A

G A rs149181731byFrequencyMG-39-tumorMG-39-normal + 1 431 c.379G>A

C T rs169758 by1000genomesMG-39-tumorMG-39-normal - 23 1959 c.1592G>A

G A rs17290162byFrequency|by1000genomesMG-39-tumorMG-39-normal + 15 1965 c.1788G>A

G A rs3744007byFrequency|by1000genomesMG-39-tumorMG-39-normal - 4 658 c.279C>T

C T rs139174766 MG-39-tumorMG-39-normal + 20 5764 c.5763C>T

G A MG-39-tumorMG-39-normal + 1 154 c.154G>A

G A rs16912247byFrequency|by1000genomesMG-39-tumorMG-39-normal - 14 9973 c.9598C>T

A C rs76437836byFrequencyMG-39-tumorMG-39-normal - 3 142 c.98T>G

A G rs3208627 MG-39-tumorMG-39-normal - 2 153 c.60T>C

T C MG-39-tumorMG-39-normal - 3 1262 c.706A>G

G C rs62077263 MG-39-tumorMG-39-normal - 7 916 c.823C>G

A C rs62077264 MG-39-tumorMG-39-normal - 7 854 c.761T>G

C A rs6453022by1000genomesMG-39-tumorMG-39-normal + 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-39-tumorMG-39-normal - 10 10694 c.10106T>C

T A MG-39-tumorMG-39-normal + 3 339 c.138T>A

T C rs17019360by1000genomesMG-39-tumorMG-39-normal + 17 2524 c.1800T>C

C T rs6432901by1000genomesMG-39-tumorMG-39-normal - 2 514 c.174G>A

T G rs3208659 MG-39-tumorMG-39-normal - 7 871 c.778A>C

G A rs150552608byFrequency|by1000genomesMG-39-tumorMG-39-normal - 23 3737 c.3452C>T

G A rs2127898byFrequency|by1000genomesMG-39-tumorMG-39-normal - 6 1130 c.920C>T

C T rs3135867byFrequency|by1000genomesMG-39-tumorMG-39-normal + 4 673 c.417C>T

G A rs2973566by1000genomesMG-39-tumorMG-39-normal + 14 1930 c.1754G>A

G A rs3810479byFrequency|by1000genomesMG-39-tumorMG-39-normal - 17 7692 c.7623C>T

C T MG-39-tumorMG-39-normal + 11 2513 c.2331C>T

C A rs41306015byFrequency|by1000genomesMG-39-tumorMG-39-normal - 13 4052 c.3677G>T

G A rs149651686|rs76723236by1000genomesMG-39-tumorMG-39-normal - 11 977 c.610C>T

T C rs7716253by1000genomesMG-39-tumorMG-39-normal + 8 1121 c.945T>C

A C rs76504934by1000genomesMG-39-tumorMG-39-normal - 4 464 c.427T>G

A G rs28647489by1000genomesMG-39-tumorMG-39-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-39-tumorMG-39-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-39-tumorMG-39-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-39-tumorMG-39-normal - 3 660 c.661T>C

G A rs35691275byFrequencyMG-39-tumorMG-39-normal - 6 2197 c.2128C>T

T C MG-39-tumorMG-39-normal + 1 273 c.273T>C

G A rs2289247byFrequency|by1000genomesMG-39-tumorMG-39-normal + 11 1273 c.1063G>A

C T rs1130233byFrequency|by1000genomesMG-39-tumorMG-39-normal - 8 2206 c.726G>A

A G rs40831 by1000genomesMG-39-tumorMG-39-normal + 2 2118 c.2085A>G

G A MG-39-tumorMG-39-normal + 1 666 c.666G>A

C G rs2193430byFrequency|by1000genomesMG-39-tumorMG-39-normal - 57 9242 c.8998G>C

C T rs72546671byFrequency|by1000genomesMG-39-tumorMG-39-normal + 1 1249 c.1020C>T



A G rs2229267byFrequency|by1000genomesMG-39-tumorMG-39-normal - 29 5160 c.4875T>C

T C rs12990449byFrequency|by1000genomesMG-39-tumorMG-39-normal - 2 1114 c.143A>G

T G rs1058201 MG-39-tumorMG-39-normal - 3 297 c.204A>C

A G MG-39-tumorMG-39-normal + 1 48 c.48A>G

T C rs4149056byFrequency|by1000genomesMG-39-tumorMG-39-normal + 6 617 c.521T>C

T C rs62077266 MG-39-tumorMG-39-normal - 3 311 c.218A>G

G A rs80198225 MG-39-tumorMG-39-normal + 8 527 c.527G>A

A G rs4659654byFrequency|by1000genomesMG-39-tumorMG-39-normal - 16 2000 c.1503T>C

C T rs35678179byFrequency|by1000genomesMG-39-tumorMG-39-normal - 9 1320 c.1098G>A

C T rs468525 by1000genomesMG-39-tumorMG-39-normal - 6 478 c.111G>A

G A rs146396146by1000genomesMG-39-tumorMG-39-normal + 50 8217 c.7683G>A

T C rs76715333 MG-39-tumorMG-39-normal - 13 1671 c.1578A>G

G A rs148848913byFrequency|by1000genomesMG-39-tumorMG-39-normal + 7 1369 c.513G>A

G T rs147825872 MG-39-tumorMG-39-normal + 20 4359 c.4282G>T

C T MG-39-tumorMG-39-normal + 22 4135 c.3957C>T

A G rs13288443byFrequency|by1000genomesMG-39-tumorMG-39-normal + 11 2036 c.1827A>G

T C MG-39-tumorMG-39-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-39-tumorMG-39-normal - 37 5440 c.5234G>A

C T rs143419433byFrequencyMG-39-tumorMG-39-normal + 6 860 c.761C>T

A G rs2737699byFrequency|by1000genomesMG-39-tumorMG-39-normal - 10 12892 c.12304T>C

C T rs35468447byFrequency|by1000genomesMG-39-tumorMG-39-normal + 27 5276 c.4641C>T

A T MG-39-tumorMG-39-normal - 13 1655 c.1562T>A

T C rs12731746byFrequency|by1000genomesMG-39-tumorMG-39-normal - 11 1394 c.897A>G

C T rs57014690by1000genomesMG-39-tumorMG-39-normal - 6 1554 c.1232G>A

C T rs55979329by1000genomesMG-39-tumorMG-39-normal - 3 1257 c.725G>A

T A rs2060198byFrequency|by1000genomesMG-39-tumorMG-39-normal + 27 5204 c.4914T>A

T C MG-39-tumorMG-39-normal + 5 516 c.136T>C

G A MG-39-tumorMG-39-normal - 12 1804 c.1717C>T

T C rs78472618byFrequencyMG-39-tumorMG-39-normal - 3 159 c.115A>G

T C rs831043 byFrequency|by1000genomesMG-4-tumorMG-4-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-4-tumorMG-4-normal + 7 3183 c.3138A>G

C T rs41306648byFrequency|by1000genomesMG-4-tumorMG-4-normal - 7 1022 c.647G>A

A G rs62077275 MG-4-tumorMG-4-normal - 2 173 c.80T>C

C T rs3811444byFrequency|by1000genomesMG-4-tumorMG-4-normal + 6 1169 c.1121C>T

G C rs34405980byFrequency|by1000genomesMG-4-tumorMG-4-normal - 1 502 c.342C>G

C T MG-4-tumorMG-4-normal + 3 423 c.43C>T

C T rs1800268byFrequency|by1000genomesMG-4-tumorMG-4-normal - 23 3227 c.3021G>A

G A rs12022217byFrequency|by1000genomesMG-4-tumorMG-4-normal - 3 4602 c.4530C>T

T C rs142304809byFrequencyMG-4-tumorMG-4-normal - 9 1291 c.1259A>G

T C MG-4-tumorMG-4-normal + 23 3448 c.3065T>C

G T rs12568784byFrequency|by1000genomesMG-4-tumorMG-4-normal - 3 7202 c.7130C>A

A G MG-4-tumorMG-4-normal + 10 1620 c.1253A>G

A T MG-4-tumorMG-4-normal + 5 625 c.403A>T

T C rs141049734byFrequencyMG-4-tumorMG-4-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-4-tumorMG-4-normal - 10 6783 c.6195T>C

T G rs12145941byFrequency|by1000genomesMG-4-tumorMG-4-normal - 3 1631 c.1556A>C

G T rs74942016byFrequency|by1000genomesMG-4-tumorMG-4-normal + 9 1322 c.805G>T



C T rs62478357byFrequencyMG-4-tumorMG-4-normal - 8 1268 c.1050G>A

C A rs138908625byFrequency|by1000genomesMG-4-tumorMG-4-normal - 8 1357 c.1139G>T

T G rs3208659 MG-4-tumorMG-4-normal - 7 871 c.778A>C

G A rs114231090byFrequency|by1000genomesMG-4-tumorMG-4-normal + 6 1011 c.454G>A

A G rs150519030byFrequencyMG-4-tumorMG-4-normal - 38 9161 c.8943T>C

A G MG-4-tumorMG-4-normal - 2 602 c.193T>C

G A MG-4-tumorMG-4-normal + 1 773 c.544G>A

G A rs7234999byFrequency|by1000genomesMG-4-tumorMG-4-normal - 5 5512 c.5299C>T

C T rs2853346byFrequency|by1000genomesMG-4-tumorMG-4-normal - 13 5919 c.5544G>A

G A rs60571683byFrequency|by1000genomesMG-4-tumorMG-4-normal + 16 2196 c.1977G>A

G A rs2228000byFrequency|by1000genomesMG-4-tumorMG-4-normal - 9 1710 c.1496C>T

G C rs12104021by1000genomesMG-4-tumorMG-4-normal - 3 790 c.258C>G

C G rs144385283byFrequency|by1000genomesMG-4-tumorMG-4-normal - 13 3766 c.3656G>C

T C rs80268686 MG-4-tumorMG-4-normal - 14 2213 c.1995A>G

G A rs1062348byFrequency|by1000genomesMG-4-tumorMG-4-normal - 7 1005 c.846C>T

C G rs2298258byFrequency|by1000genomesMG-4-tumorMG-4-normal + 12 1698 c.1260C>G

A G rs62077276 MG-4-tumorMG-4-normal - 2 170 c.77T>C

A G rs11016073byFrequency|by1000genomesMG-4-tumorMG-4-normal - 13 6677 c.6302T>C

C A rs6738031by1000genomesMG-4-tumorMG-4-normal - 18 3000 c.2874G>T

C A rs78806080byFrequency|by1000genomesMG-4-tumorMG-4-normal - 13 3029 c.2058G>T

G A MG-4-tumorMG-4-normal + 22 2302 c.2115G>A

A T MG-4-tumorMG-4-normal + 6 1434 c.900A>T

T C rs62077265 MG-4-tumorMG-4-normal - 3 321 c.228A>G

G C MG-4-tumorMG-4-normal + 11 2245 c.2063G>C

A G rs34357808byFrequency|by1000genomesMG-4-tumorMG-4-normal + 2 301 c.189A>G

C T rs137854246|rs34012042byFrequency|by1000genomesMG-4-tumorMG-4-normal + 15 2208 c.1578C>T

T C rs7109090by1000genomesMG-4-tumorMG-4-normal - 2 3135 c.1851A>G

G A rs12104022by1000genomesMG-4-tumorMG-4-normal - 3 784 c.252C>T

C G rs3818764by1000genomesMG-4-tumorMG-4-normal - 4 1331 c.995G>C

G T rs146238849byFrequency|by1000genomesMG-4-tumorMG-4-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-4-tumorMG-4-normal - 31 5385 c.5100C>T

C T rs26505 byFrequency|by1000genomesMG-4-tumorMG-4-normal + 1 144 c.57C>T

G A rs13007735byFrequency|by1000genomesMG-4-tumorMG-4-normal - 16 3587 c.2616C>T

A T MG-4-tumorMG-4-normal + 20 4045 c.3968A>T

C T rs10258429byFrequency|by1000genomesMG-4-tumorMG-4-normal + 16 2213 c.1968C>T

G A rs3818831byFrequency|by1000genomesMG-4-tumorMG-4-normal - 2 193 c.121C>T

G A rs114420009byFrequency|by1000genomesMG-4-tumorMG-4-normal - 13 2667 c.2557C>T

G A rs11549105byFrequency|by1000genomesMG-4-tumorMG-4-normal - 6 1228 c.1224C>T

A G MG-4-tumorMG-4-normal + 34 6145 c.5665A>G

C A rs1801270byFrequency|by1000genomesMG-4-tumorMG-4-normal + 2 328 c.93C>A

G A rs11168830by1000genomesMG-4-tumorMG-4-normal - 41 13688 c.13689C>T

T C MG-4-tumorMG-4-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-4-tumorMG-4-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-4-tumorMG-4-normal + 2 2118 c.2085A>G

C T MG-4-tumorMG-4-normal + 8 1181 c.1015C>T

G A rs1718878byFrequency|by1000genomesMG-4-tumorMG-4-normal + 13 2003 c.1590G>A

T G MG-4-tumorMG-4-normal + 2 173 c.80T>G



T G rs1889323by1000genomesMG-4-tumorMG-4-normal - 25 4582 c.4246A>C

G C rs2227910byFrequency|by1000genomesMG-4-tumorMG-4-normal + 2 1911 c.804G>C

A G MG-4-tumorMG-4-normal - 3 664 c.665T>C

G A rs1713982byFrequency|by1000genomesMG-4-tumorMG-4-normal + 15 2261 c.1848G>A

A G MG-4-tumorMG-4-normal - 15 1346 c.1346T>C

A G rs13346368by1000genomesMG-4-tumorMG-4-normal + 10 3324 c.3130A>G

C T rs2274550by1000genomesMG-4-tumorMG-4-normal + 54 8820 c.8286C>T

G C rs11611231by1000genomesMG-4-tumorMG-4-normal + 9 2190 c.2190G>C

A G rs11538677by1000genomesMG-4-tumorMG-4-normal + 49 8035 c.7501A>G

T C MG-4-tumorMG-4-normal - 3 895 c.820A>G

T C rs9646771by1000genomesMG-4-tumorMG-4-normal - 4 787 c.447A>G

G A rs16847812byFrequency|by1000genomesMG-4-tumorMG-4-normal + 4 978 c.865G>A

T G rs552183 byFrequency|by1000genomesMG-4-tumorMG-4-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-4-tumorMG-4-normal + 13 1856 c.1680A>G

C T rs17634865by1000genomesMG-4-tumorMG-4-normal + 34 4818 c.4642C>T

C T rs55993306by1000genomesMG-4-tumorMG-4-normal - 20 3946 c.3859G>A

G A rs11762213byFrequency|by1000genomesMG-4-tumorMG-4-normal + 2 344 c.144G>A

T G rs12963422byFrequency|by1000genomesMG-4-tumorMG-4-normal - 5 2988 c.2775A>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-4-tumorMG-4-normal + 1 3698 c.738G>A

C T rs76844681 MG-4-tumorMG-4-normal - 16 2899 c.2681G>A

G A rs140323754byFrequency|by1000genomesMG-4-tumorMG-4-normal + 16 2408 c.1265G>A

T C rs1048500byFrequency|by1000genomesMG-4-tumorMG-4-normal + 2 1791 c.684T>C

C T rs2227999byFrequency|by1000genomesMG-4-tumorMG-4-normal - 9 1689 c.1475G>A

C G rs143879890by1000genomesMG-4-tumorMG-4-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-4-tumorMG-4-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-4-tumorMG-4-normal - 19 3392 c.3393C>G

T G rs1058201 MG-4-tumorMG-4-normal - 3 297 c.204A>C

T C rs7935 byFrequency|by1000genomesMG-4-tumorMG-4-normal + 9 1808 c.1524T>C

A G rs138997916byFrequency|by1000genomesMG-4-tumorMG-4-normal - 3 2832 c.2760T>C

T C rs2385167byFrequency|by1000genomesMG-4-tumorMG-4-normal + 14 2088 c.1998T>C

G A rs33954691byFrequency|by1000genomesMG-4-tumorMG-4-normal - 14 3096 c.3039C>T

A G rs6679449by1000genomesMG-4-tumorMG-4-normal - 3 1923 c.1851T>C

C T rs3745764byFrequency|by1000genomesMG-4-tumorMG-4-normal + 9 2705 c.1064C>T

A C rs76504934by1000genomesMG-4-tumorMG-4-normal - 4 464 c.427T>G

C T rs71299249|rs77022425byFrequencyMG-4-tumorMG-4-normal + 1 3677 c.717C>T

G A rs143367996byFrequency|by1000genomesMG-4-tumorMG-4-normal - 54 10688 c.10403C>T

G T rs6748626byFrequency|by1000genomesMG-4-tumorMG-4-normal - 20 4043 c.3072C>A

A G rs9667 by1000genomesMG-4-tumorMG-4-normal + 3 354 c.168A>G

C T rs7300444byFrequency|by1000genomesMG-4-tumorMG-4-normal + 19 5383 c.4740C>T

C T rs55913776 MG-4-tumorMG-4-normal - 3 1207 c.675G>A

G A rs11549106byFrequency|by1000genomesMG-4-tumorMG-4-normal - 4 895 c.891C>T

G A rs16885 byFrequency|by1000genomesMG-4-tumorMG-4-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-4-tumorMG-4-normal - 15 3032 c.2696A>G

A T MG-4-tumorMG-4-normal + 4 485 c.105A>T

C A MG-4-tumorMG-4-normal + 5 585 c.205C>A

T C rs2241190byFrequency|by1000genomesMG-4-tumorMG-4-normal - 17 2745 c.2460A>G

G A rs16898013byFrequency|by1000genomesMG-4-tumorMG-4-normal + 13 1938 c.1848G>A



T C rs7275 by1000genomesMG-4-tumorMG-4-normal + 35 5267 c.4983T>C

T G MG-4-tumorMG-4-normal + 16 2367 c.2241T>G

C T rs2269654byFrequency|by1000genomesMG-4-tumorMG-4-normal + 11 2687 c.2574C>T

C T MG-4-tumorMG-4-normal - 1 69 c.58G>A

C T rs7240355byFrequency|by1000genomesMG-4-tumorMG-4-normal - 5 5238 c.5025G>A

C T MG-4-tumorMG-4-normal - 8 1260 c.1042G>A

A T rs10817021by1000genomesMG-4-tumorMG-4-normal - 24 4324 c.3988T>A

A G rs2227985byFrequency|by1000genomesMG-4-tumorMG-4-normal + 9 1878 c.1497A>G

T C rs1050476byFrequency|by1000genomesMG-4-tumorMG-4-normal + 7 2254 c.1695T>C

G A rs61742152byFrequency|by1000genomesMG-4-tumorMG-4-normal + 11 2573 c.2460G>A

C T rs3796032byFrequency|by1000genomesMG-4-tumorMG-4-normal - 17 2381 c.1929G>A

C T MG-4-tumorMG-4-normal - 8 1386 c.1168G>A

G A rs3793379byFrequency|by1000genomesMG-4-tumorMG-4-normal + 32 4159 c.3882G>A

T C rs7714670by1000genomesMG-4-tumorMG-4-normal + 6 849 c.673T>C

G A rs4962081byFrequency|by1000genomesMG-4-tumorMG-4-normal - 22 3050 c.2829C>T

C T MG-4-tumorMG-4-normal + 6 1514 c.1234C>T

C G rs7297795by1000genomesMG-4-tumorMG-4-normal - 3 796

G T MG-4-tumorMG-4-normal - 14 2569 c.2351C>A

G A MG-4-tumorMG-4-normal + 11 1634 c.1582G>A

C T rs62077268 MG-4-tumorMG-4-normal - 3 262 c.169G>A

C T rs114966751byFrequency|by1000genomesMG-4-tumorMG-4-normal + 1 3089 c.129C>T

G C rs45469098by1000genomesMG-4-tumorMG-4-normal - 1 255 c.256C>G

C G rs11718329by1000genomesMG-4-tumorMG-4-normal + 4 719 c.647C>G

A G rs149271 by1000genomesMG-4-tumorMG-4-normal + 2 543 c.510A>G

C A rs3739298byFrequency|by1000genomesMG-4-tumorMG-4-normal - 9 2230 c.1821G>T

G T MG-4-tumorMG-4-normal + 7 520 c.479G>T

G A MG-4-tumorMG-4-normal + 1 991 c.991G>A

C T rs7904627byFrequency|by1000genomesMG-4-tumorMG-4-normal - 5 1356 c.1242G>A

A T rs2074930byFrequency|by1000genomesMG-4-tumorMG-4-normal + 9 1056 c.1016A>T

G A rs149181731byFrequencyMG-4-tumorMG-4-normal + 1 431 c.379G>A

G A rs2271189byFrequency|by1000genomesMG-4-tumorMG-4-normal + 27 3788 c.3348G>A

G A rs17591320byFrequency|by1000genomesMG-4-tumorMG-4-normal - 3 657 c.466C>T

C G rs2229070byFrequency|by1000genomesMG-4-tumorMG-4-normal + 11 2733 c.2352C>G

A G rs3208627 MG-4-tumorMG-4-normal - 2 153 c.60T>C

G C rs62077263 MG-4-tumorMG-4-normal - 7 916 c.823C>G

G C rs13397109byFrequency|by1000genomesMG-4-tumorMG-4-normal - 41 7911 c.7626C>G

T C rs2075252byFrequency|by1000genomesMG-4-tumorMG-4-normal - 66 12565 c.12280A>G

C T rs3796031byFrequency|by1000genomesMG-4-tumorMG-4-normal - 17 2399 c.1947G>A

A C rs62077264 MG-4-tumorMG-4-normal - 7 854 c.761T>G

T C rs12990449byFrequency|by1000genomesMG-4-tumorMG-4-normal - 2 1114 c.143A>G

C A rs6453022by1000genomesMG-4-tumorMG-4-normal + 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-4-tumorMG-4-normal - 10 10694 c.10106T>C

C T rs17290169byFrequency|by1000genomesMG-4-tumorMG-4-normal + 15 2016 c.1839C>T

A G rs180744 by1000genomesMG-4-tumorMG-4-normal + 2 1719 c.1686A>G

C T MG-4-tumorMG-4-normal - 8 1256 c.1038G>A

A C rs76437836byFrequencyMG-4-tumorMG-4-normal - 3 142 c.98T>G

C T rs1035938by1000genomesMG-4-tumorMG-4-normal + 6 1538 c.1344C>T



T C rs11886219byFrequency|by1000genomesMG-4-tumorMG-4-normal - 36 6144 c.5859A>G

C T rs34564141byFrequency|by1000genomesMG-4-tumorMG-4-normal - 79 14088 c.13803G>A

G C MG-4-tumorMG-4-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-4-tumorMG-4-normal + 22 2662 c.2385C>T

T C rs831042 byFrequency|by1000genomesMG-4-tumorMG-4-normal - 24 3945 c.3660A>G

G C MG-4-tumorMG-4-normal + 4 410 c.317G>C

T C rs7716253by1000genomesMG-4-tumorMG-4-normal + 8 1121 c.945T>C

A G rs9552929byFrequency|by1000genomesMG-4-tumorMG-4-normal - 10 9441 c.8853T>C

C T rs35468447byFrequency|by1000genomesMG-4-tumorMG-4-normal + 27 5276 c.4641C>T

T C rs12731746byFrequency|by1000genomesMG-4-tumorMG-4-normal - 11 1394 c.897A>G

C A rs145744070byFrequency|by1000genomesMG-4-tumorMG-4-normal - 41 7407 c.6436G>T

T C MG-4-tumorMG-4-normal - 3 3356 c.3284A>G

T C MG-4-tumorMG-4-normal + 14 1761 c.746T>C

C T rs6432901by1000genomesMG-4-tumorMG-4-normal - 2 514 c.174G>A

A G rs2229267byFrequency|by1000genomesMG-4-tumorMG-4-normal - 29 5160 c.4875T>C

A G rs7220394byFrequency|by1000genomesMG-4-tumorMG-4-normal - 12 1509 c.1416T>C

C T rs151174 by1000genomesMG-4-tumorMG-4-normal + 2 1740 c.1707C>T

A G rs6694078byFrequency|by1000genomesMG-4-tumorMG-4-normal + 11 2688 c.2575A>G

G A rs55855602by1000genomesMG-4-tumorMG-4-normal - 3 1030 c.498C>T

T C rs17065127byFrequency|by1000genomesMG-4-tumorMG-4-normal - 5 5401 c.5188A>G

T C rs62077266 MG-4-tumorMG-4-normal - 3 311 c.218A>G

C T rs3814883byFrequency|by1000genomesMG-4-tumorMG-4-normal + 13 2402 c.1359C>T

A G rs4659654byFrequency|by1000genomesMG-4-tumorMG-4-normal - 16 2000 c.1503T>C

C T rs872665 by1000genomesMG-4-tumorMG-4-normal - 7 1855 c.1519G>A

C T rs1050475byFrequency|by1000genomesMG-4-tumorMG-4-normal + 7 1534 c.975C>T

T C rs2229263byFrequency|by1000genomesMG-4-tumorMG-4-normal - 3 533 c.248A>G

C G rs78992879byFrequency|by1000genomesMG-4-tumorMG-4-normal + 34 4798 c.4622C>G

A G rs2929158by1000genomesMG-4-tumorMG-4-normal - 19 4373 c.4163T>C

T C rs111331725by1000genomesMG-4-tumorMG-4-normal + 6 643 c.263T>C

A G rs2737699byFrequency|by1000genomesMG-4-tumorMG-4-normal - 10 12892 c.12304T>C

G A rs10964471byFrequency|by1000genomesMG-4-tumorMG-4-normal + 2 386 c.177G>A

C T rs2273779byFrequency|by1000genomesMG-4-tumorMG-4-normal + 6 583 c.538C>T

C T rs1130233byFrequency|by1000genomesMG-4-tumorMG-4-normal - 8 2206 c.726G>A

C T rs2282303byFrequency|by1000genomesMG-4-tumorMG-4-normal - 3 899 c.827G>A

T A rs56279059by1000genomesMG-4-tumorMG-4-normal - 3 1034 c.502A>T

A G MG-4-tumorMG-4-normal + 1 1299 c.1299A>G

T C rs34341044byFrequency|by1000genomesMG-4-tumorMG-4-normal - 16 2591 c.2589A>G

G A MG-4-tumorMG-4-normal - 7 889 c.796C>T

G A rs3803703byFrequency|by1000genomesMG-4-tumorMG-4-normal + 6 1105 c.548G>A

G T rs147825872 MG-4-tumorMG-4-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-4-tumorMG-4-normal - 5 4949 c.4736A>G

C T rs1801187byFrequency|by1000genomesMG-4-tumorMG-4-normal - 37 5440 c.5234G>A

A C rs881732 by1000genomesMG-4-tumorMG-4-normal + 17 1912 c.1092A>C

T C rs61747978byFrequency|by1000genomesMG-4-tumorMG-4-normal + 9 2081 c.1968T>C

T C rs150887928byFrequencyMG-4-tumorMG-4-normal - 5 4534 c.4321A>G

G C MG-4-tumorMG-4-normal - 21 4175 c.3835C>G

G A rs115637582by1000genomesMG-4-tumorMG-4-normal - 5 365 c.313C>T



G A MG-4-tumorMG-4-normal + 20 2750 c.2367G>A

T C rs78472618byFrequencyMG-4-tumorMG-4-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-4-tumorMG-4-normal + 2 1315 c.1282C>G

C T rs3745764byFrequency|by1000genomesMG-40-tumorMG-40-normal + 9 2705 c.1064C>T

G A rs144383071byFrequencyMG-40-tumorMG-40-normal - 3 3345 c.3270C>T

A T rs150289150byFrequency|by1000genomesMG-40-tumorMG-40-normal - 4 1377 c.1307T>A

G A rs141909084by1000genomesMG-40-tumorMG-40-normal - 3 1154 c.1155C>T

C A rs17346571byFrequency|by1000genomesMG-40-tumorMG-40-normal + 1 185 c.158C>A

T C rs831043 byFrequency|by1000genomesMG-40-tumorMG-40-normal - 21 3354 c.3069A>G

C G rs78132363by1000genomesMG-40-tumorMG-40-normal + 3 1212 c.1185C>G

C T rs1386356byFrequency|by1000genomesMG-40-tumorMG-40-normal - 85 14018 c.13047G>A

C T rs3811444byFrequency|by1000genomesMG-40-tumorMG-40-normal + 6 1169 c.1121C>T

G A MG-40-tumorMG-40-normal + 1 1434 c.1434G>A

T G MG-40-tumorMG-40-normal + 2 1055 c.521T>G

C T rs77376932byFrequencyMG-40-tumorMG-40-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-40-tumorMG-40-normal - 3 4602 c.4530C>T

A G rs2229267byFrequency|by1000genomesMG-40-tumorMG-40-normal - 29 5160 c.4875T>C

A G rs17078605byFrequency|by1000genomesMG-40-tumorMG-40-normal - 10 10694 c.10106T>C

G T rs12568784byFrequency|by1000genomesMG-40-tumorMG-40-normal - 3 7202 c.7130C>A

G T rs2075249byFrequency|by1000genomesMG-40-tumorMG-40-normal - 21 3339 c.3054C>A

G A rs2227983byFrequency|by1000genomesMG-40-tumorMG-40-normal + 13 1739 c.1562G>A

A G rs62077275 MG-40-tumorMG-40-normal - 2 173 c.80T>C

C T rs62478357byFrequencyMG-40-tumorMG-40-normal - 8 1268 c.1050G>A

C A rs3739298byFrequency|by1000genomesMG-40-tumorMG-40-normal - 9 2230 c.1821G>T

C A rs12627379byFrequency|by1000genomesMG-40-tumorMG-40-normal - 23 1834

A G rs11016073byFrequency|by1000genomesMG-40-tumorMG-40-normal - 13 6677 c.6302T>C

T C rs766894 by1000genomesMG-40-tumorMG-40-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-40-tumorMG-40-normal - 8 1357 c.1139G>T

T G rs3208659 MG-40-tumorMG-40-normal - 7 871 c.778A>C

G A rs11551685byFrequency|by1000genomesMG-40-tumorMG-40-normal - 16 7464 c.7395C>T

T A rs150856241 MG-40-tumorMG-40-normal + 4 519 c.297T>A

G A rs139799138byFrequencyMG-40-tumorMG-40-normal - 3 6574 c.6499C>T

C T MG-40-tumorMG-40-normal - 3 1048 c.516G>A

C T MG-40-tumorMG-40-normal - 15 2425 c.1995G>A

G A MG-40-tumorMG-40-normal + 14 1855 c.1759G>A

A G rs2229268byFrequency|by1000genomesMG-40-tumorMG-40-normal - 61 11886 c.11601T>C

C T rs2292559byFrequency|by1000genomesMG-40-tumorMG-40-normal - 24 2661 c.2391G>A

A G rs3108200byFrequency|by1000genomesMG-40-tumorMG-40-normal + 3 2040 c.810A>G

T A MG-40-tumorMG-40-normal - 7 1058 c.718A>T

T C rs3755806byFrequency|by1000genomesMG-40-tumorMG-40-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-40-tumorMG-40-normal + 36 5181 c.5016C>T

C T rs2853346byFrequency|by1000genomesMG-40-tumorMG-40-normal - 13 5919 c.5544G>A

G A rs60571683byFrequency|by1000genomesMG-40-tumorMG-40-normal + 16 2196 c.1977G>A

C T rs41299110byFrequency|by1000genomesMG-40-tumorMG-40-normal + 14 1944 c.1699C>T

C A rs2973558by1000genomesMG-40-tumorMG-40-normal + 20 2514 c.2338C>A

T C rs831042 byFrequency|by1000genomesMG-40-tumorMG-40-normal - 24 3945 c.3660A>G

G A rs7624750byFrequency|by1000genomesMG-40-tumorMG-40-normal + 4 707 c.473G>A



C A rs6738031by1000genomesMG-40-tumorMG-40-normal - 18 3000 c.2874G>T

A G rs33954745byFrequency|by1000genomesMG-40-tumorMG-40-normal - 17 2661 c.2376T>C

G A rs41294868by1000genomesMG-40-tumorMG-40-normal + 14 2132 c.1933G>A

A G rs9653483by1000genomesMG-40-tumorMG-40-normal - 21 5040 c.4953T>C

T C rs62077265 MG-40-tumorMG-40-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-40-tumorMG-40-normal + 23 2508 c.2274T>C

A C rs143926631byFrequency|by1000genomesMG-40-tumorMG-40-normal + 20 3873 c.3785A>C

T C rs9646771by1000genomesMG-40-tumorMG-40-normal - 4 787 c.447A>G

A G rs2227973byFrequency|by1000genomesMG-40-tumorMG-40-normal + 2 2571 c.2459A>G

G A rs16847812byFrequency|by1000genomesMG-40-tumorMG-40-normal + 4 978 c.865G>A

C G rs3818764by1000genomesMG-40-tumorMG-40-normal - 4 1331 c.995G>C

G T rs146238849byFrequency|by1000genomesMG-40-tumorMG-40-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-40-tumorMG-40-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-40-tumorMG-40-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-40-tumorMG-40-normal + 1 144 c.57C>T

T C rs28489116by1000genomesMG-40-tumorMG-40-normal - 10 5194 c.4985A>G

G A rs13007735byFrequency|by1000genomesMG-40-tumorMG-40-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-40-tumorMG-40-normal + 14 2120 c.1921A>G

G A rs3818831byFrequency|by1000genomesMG-40-tumorMG-40-normal - 2 193 c.121C>T

C G rs3817428by1000genomesMG-40-tumorMG-40-normal + 15 7493 c.7119C>G

C G rs145323424 MG-40-tumorMG-40-normal + 25 3636 c.3253C>G

G A rs3810485by1000genomesMG-40-tumorMG-40-normal - 8 6116 c.6047C>T

G A MG-40-tumorMG-40-normal + 1 991 c.991G>A

C T MG-40-tumorMG-40-normal + 6 1340 c.1146C>T

C A rs6453022by1000genomesMG-40-tumorMG-40-normal + 7 1027 c.851C>A

C T rs151233 by1000genomesMG-40-tumorMG-40-normal + 2 99 c.66C>T

T C MG-40-tumorMG-40-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-40-tumorMG-40-normal + 2 2118 c.2085A>G

G A rs1718878byFrequency|by1000genomesMG-40-tumorMG-40-normal + 13 2003 c.1590G>A

C T MG-40-tumorMG-40-normal - 3 5767 c.5692G>A

G C rs2227910byFrequency|by1000genomesMG-40-tumorMG-40-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-40-tumorMG-40-normal + 16 2064 c.1887T>A

C T rs111505885 MG-40-tumorMG-40-normal + 1 340 c.324C>T

G A rs1713982byFrequency|by1000genomesMG-40-tumorMG-40-normal + 15 2261 c.1848G>A

C T rs9489143byFrequency|by1000genomesMG-40-tumorMG-40-normal - 13 2184 c.1986G>A

C T rs76844681 MG-40-tumorMG-40-normal - 16 2899 c.2681G>A

C G rs4079329 MG-40-tumorMG-40-normal + 10 813 c.715C>G

G A rs2880955by1000genomesMG-40-tumorMG-40-normal + 12 1031 c.1031G>A

G A MG-40-tumorMG-40-normal - 3 1194 c.1195C>T

T C rs3026101by1000genomesMG-40-tumorMG-40-normal + 14 2279 c.2055T>C

A G rs2227985byFrequency|by1000genomesMG-40-tumorMG-40-normal + 9 1878 c.1497A>G

T G rs12963422byFrequency|by1000genomesMG-40-tumorMG-40-normal - 5 2988 c.2775A>C

A T rs146352451by1000genomesMG-40-tumorMG-40-normal + 10 797 c.699A>T

T C rs2229263byFrequency|by1000genomesMG-40-tumorMG-40-normal - 3 533 c.248A>G

T G rs61729530by1000genomesMG-40-tumorMG-40-normal - 15 2408 c.1998A>C

G A rs34741608by1000genomesMG-40-tumorMG-40-normal + 43 5952 c.5787G>A

T C rs1048500byFrequency|by1000genomesMG-40-tumorMG-40-normal + 2 1791 c.684T>C



A T rs3739451by1000genomesMG-40-tumorMG-40-normal - 39 9817 c.9481T>A

C T MG-40-tumorMG-40-normal + 6 1215 c.585C>T

G A MG-40-tumorMG-40-normal - 4 453 c.138C>T

T G rs146012937by1000genomesMG-40-tumorMG-40-normal + 4 295

C G rs143879890by1000genomesMG-40-tumorMG-40-normal - 16 2320 c.2233G>C

G A rs11177 byFrequency|by1000genomesMG-40-tumorMG-40-normal + 3 290 c.80G>A

T C rs7714670by1000genomesMG-40-tumorMG-40-normal + 6 849 c.673T>C

T G rs1058201 MG-40-tumorMG-40-normal - 3 297 c.204A>C

G A rs3840862|rs35068024|rs11078398by1000genomesMG-40-tumorMG-40-normal + 3 1306 c.837G>A

A G MG-40-tumorMG-40-normal - 14 9841 c.9466T>C

T G MG-40-tumorMG-40-normal + 2 943 c.409T>G

T C rs7935 byFrequency|by1000genomesMG-40-tumorMG-40-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-40-tumorMG-40-normal - 2 514 c.174G>A

G A rs77870074byFrequency|by1000genomesMG-40-tumorMG-40-normal + 1 175 c.148G>A

A G rs138997916byFrequency|by1000genomesMG-40-tumorMG-40-normal - 3 2832 c.2760T>C

A G rs4444457byFrequency|by1000genomesMG-40-tumorMG-40-normal - 54 9497 c.8526T>C

G A MG-40-tumorMG-40-normal + 1 152 c.152G>A

A G rs6679449by1000genomesMG-40-tumorMG-40-normal - 3 1923 c.1851T>C

G C rs3088074byFrequency|by1000genomesMG-40-tumorMG-40-normal - 9 2999 c.2785C>G

A C rs76504934by1000genomesMG-40-tumorMG-40-normal - 4 464 c.427T>G

G A rs9804992byFrequency|by1000genomesMG-40-tumorMG-40-normal + 11 3172 c.2529G>A

C T rs2931423by1000genomesMG-40-tumorMG-40-normal + 19 2459 c.2283C>T

G T rs6748626byFrequency|by1000genomesMG-40-tumorMG-40-normal - 20 4043 c.3072C>A

T C rs2292561byFrequency|by1000genomesMG-40-tumorMG-40-normal - 15 1569 c.1299A>G

T C rs2450122byFrequency|by1000genomesMG-40-tumorMG-40-normal - 10 2089 c.2004A>G

C T rs7300444byFrequency|by1000genomesMG-40-tumorMG-40-normal + 19 5383 c.4740C>T

C A rs78225807byFrequency|by1000genomesMG-40-tumorMG-40-normal - 11 919 c.552G>T

T A rs2060198byFrequency|by1000genomesMG-40-tumorMG-40-normal + 27 5204 c.4914T>A

G A rs16885 byFrequency|by1000genomesMG-40-tumorMG-40-normal - 9 3193 c.2257C>T

T C rs146307712by1000genomesMG-40-tumorMG-40-normal + 16 1462 c.1462T>C

T C rs2229992byFrequency|by1000genomesMG-40-tumorMG-40-normal + 12 1838 c.1458T>C

A G MG-40-tumorMG-40-normal + 1 688 c.469A>G

T C rs2241190byFrequency|by1000genomesMG-40-tumorMG-40-normal - 17 2745 c.2460A>G

A G rs3822625by1000genomesMG-40-tumorMG-40-normal + 14 3084 c.3084A>G

C T rs34694228byFrequency|by1000genomesMG-40-tumorMG-40-normal - 41 7627 c.6656G>A

G A rs6070697byFrequency|by1000genomesMG-40-tumorMG-40-normal + 4 1189 c.920G>A

G A rs2074852byFrequency|by1000genomesMG-40-tumorMG-40-normal - 6 702 c.372C>T

C T rs2269654byFrequency|by1000genomesMG-40-tumorMG-40-normal + 11 2687 c.2574C>T

C G rs143710082 MG-40-tumorMG-40-normal - 3 809 c.734G>C

C T MG-40-tumorMG-40-normal - 8 1260 c.1042G>A

A G rs4143768byFrequency|by1000genomesMG-40-tumorMG-40-normal - 10 6783 c.6195T>C

C T rs2292556byFrequency|by1000genomesMG-40-tumorMG-40-normal - 19 1959 c.1689G>A

T C rs9807555by1000genomesMG-40-tumorMG-40-normal - 1 196 c.197A>G

A C rs138447937 MG-40-tumorMG-40-normal - 4 1368 c.1298T>G

G A MG-40-tumorMG-40-normal + 1 130 c.78G>A

C T rs34488539by1000genomesMG-40-tumorMG-40-normal + 22 3555 c.3390C>T

G A rs3793379byFrequency|by1000genomesMG-40-tumorMG-40-normal + 32 4159 c.3882G>A



C T rs146609444byFrequencyMG-40-tumorMG-40-normal + 1 430 c.378C>T

A C MG-40-tumorMG-40-normal + 32 4708 c.4499A>C

G A MG-40-tumorMG-40-normal - 10 2412 c.2413C>T

G A rs35296183byFrequency|by1000genomesMG-40-tumorMG-40-normal - 55 9794 c.8823C>T

C T rs11873462by1000genomesMG-40-tumorMG-40-normal - 1 47 c.48G>A

C A rs34651589by1000genomesMG-40-tumorMG-40-normal - 3 962 c.489G>T

T C rs2075252byFrequency|by1000genomesMG-40-tumorMG-40-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-40-tumorMG-40-normal + 1 196 c.196T>C

T A MG-40-tumorMG-40-normal - 4 982 c.931A>T

C T rs141102420byFrequency|by1000genomesMG-40-tumorMG-40-normal - 3 678 c.645G>A

G C rs45469098by1000genomesMG-40-tumorMG-40-normal - 1 255 c.256C>G

C G rs11718329by1000genomesMG-40-tumorMG-40-normal + 4 719 c.647C>G

T C MG-40-tumorMG-40-normal - 38 7835 c.7499A>G

T C rs76715333 MG-40-tumorMG-40-normal - 13 1671 c.1578A>G

T C rs140856347by1000genomesMG-40-tumorMG-40-normal - 20 3525 c.3438A>G

G A MG-40-tumorMG-40-normal + 15 2089 c.1995G>A

A C rs62534884by1000genomesMG-40-tumorMG-40-normal + 4 892 c.683A>C

T C rs74727415 MG-40-tumorMG-40-normal - 11 1316 c.1223A>G

G A rs149181731byFrequencyMG-40-tumorMG-40-normal + 1 431 c.379G>A

T G rs74612656 MG-40-tumorMG-40-normal - 11 1320 c.1227A>C

T C MG-40-tumorMG-40-normal + 1 88 c.88T>C

T G rs3204790byFrequency|by1000genomesMG-40-tumorMG-40-normal + 2 287 c.200T>G

C T MG-40-tumorMG-40-normal - 27 4436 c.4434G>A

C G rs2229070byFrequency|by1000genomesMG-40-tumorMG-40-normal + 11 2733 c.2352C>G

A C rs62077264 MG-40-tumorMG-40-normal - 7 854 c.761T>G

A C rs1410048by1000genomesMG-40-tumorMG-40-normal - 40 10053 c.9717T>G

A G rs9667 by1000genomesMG-40-tumorMG-40-normal + 3 354 c.168A>G

A G rs79193271by1000genomesMG-40-tumorMG-40-normal + 3 1208 c.1181A>G

A G rs150594 byFrequency|by1000genomesMG-40-tumorMG-40-normal - 13 1559 c.1356T>C

A C rs76437836byFrequencyMG-40-tumorMG-40-normal - 3 142 c.98T>G

G A rs12366766 MG-40-tumorMG-40-normal + 48 8392 c.8283G>A

G A rs2127898byFrequency|by1000genomesMG-40-tumorMG-40-normal - 6 1130 c.920C>T

C A rs144349020by1000genomesMG-40-tumorMG-40-normal + 3 1131 c.912C>A

T C rs41266134byFrequency|by1000genomesMG-40-tumorMG-40-normal - 3 1625 c.1550A>G

A G rs75639578 MG-40-tumorMG-40-normal - 3 6552 c.6477T>C

A C rs77229081byFrequency|by1000genomesMG-40-tumorMG-40-normal + 2 114 c.27A>C

G A MG-40-tumorMG-40-normal - 3 1505 c.973C>T

G C MG-40-tumorMG-40-normal - 5 1009 c.1010C>G

G A rs1128761byFrequency|by1000genomesMG-40-tumorMG-40-normal + 7 1219 c.966G>A

C T rs45554841by1000genomesMG-40-tumorMG-40-normal - 1 214 c.215G>A

G A rs2248407byFrequency|by1000genomesMG-40-tumorMG-40-normal - 4 1003 c.918C>T

T C rs7716253by1000genomesMG-40-tumorMG-40-normal + 8 1121 c.945T>C

T C rs11886219byFrequency|by1000genomesMG-40-tumorMG-40-normal - 36 6144 c.5859A>G

G A rs74483926byFrequency|by1000genomesMG-40-tumorMG-40-normal - 43 11197 c.10979C>T

A G rs28647489by1000genomesMG-40-tumorMG-40-normal - 15 10210 c.10001T>C

A G rs9552929byFrequency|by1000genomesMG-40-tumorMG-40-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-40-tumorMG-40-normal - 3 660 c.661T>C



G C MG-40-tumorMG-40-normal + 10 700 c.700G>C

G A rs2289247byFrequency|by1000genomesMG-40-tumorMG-40-normal + 11 1273 c.1063G>A

G A rs143684430byFrequencyMG-40-tumorMG-40-normal - 3 6591 c.6516C>T

C T rs3743398by1000genomesMG-40-tumorMG-40-normal + 12 2965 c.2591C>T

A G MG-40-tumorMG-40-normal - 12 2694 c.2319T>C

C G rs2509943byFrequency|by1000genomesMG-40-tumorMG-40-normal + 3 776 c.279C>G

G A rs61730840byFrequency|by1000genomesMG-40-tumorMG-40-normal - 5 2329 c.1467C>T

A G rs6694078byFrequency|by1000genomesMG-40-tumorMG-40-normal + 11 2688 c.2575A>G

T C rs4149056byFrequency|by1000genomesMG-40-tumorMG-40-normal + 6 617 c.521T>C

T C rs62077266 MG-40-tumorMG-40-normal - 3 311 c.218A>G

G T rs139431164byFrequencyMG-40-tumorMG-40-normal + 3 1043 c.824G>T

C T rs3814883byFrequency|by1000genomesMG-40-tumorMG-40-normal + 13 2402 c.1359C>T

A T MG-40-tumorMG-40-normal + 13 1786 c.1345A>T

G A MG-40-tumorMG-40-normal + 2 124 c.124G>A

T C rs72716244byFrequency|by1000genomesMG-40-tumorMG-40-normal - 25 12862 c.12653A>G

C T rs62077268 MG-40-tumorMG-40-normal - 3 262 c.169G>A

A G rs2737699byFrequency|by1000genomesMG-40-tumorMG-40-normal - 10 12892 c.12304T>C

C T MG-40-tumorMG-40-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-40-tumorMG-40-normal - 3 899 c.827G>A

C T rs72474509byFrequency|by1000genomesMG-40-tumorMG-40-normal - 4 1337 c.1267G>A

A G rs1385600byFrequency|by1000genomesMG-40-tumorMG-40-normal - 5 1375 c.1290T>C

T G MG-40-tumorMG-40-normal + 4 1007 c.625T>G

C T MG-40-tumorMG-40-normal + 5 296 c.102C>T

T C rs4652678by1000genomesMG-40-tumorMG-40-normal + 28 4116 c.3951T>C

C A rs2230018byFrequency|by1000genomesMG-40-tumorMG-40-normal + 17 2218 c.2177C>A

C T rs2229265byFrequency|by1000genomesMG-40-tumorMG-40-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-40-tumorMG-40-normal - 34 7560 c.7341T>A

T A rs17264436byFrequency|by1000genomesMG-40-tumorMG-40-normal - 21 3503 c.3501A>T

G A MG-40-tumorMG-40-normal + 1 111 c.111G>A

C T rs117151141by1000genomesMG-40-tumorMG-40-normal - 13 1746 c.1457G>A

G T rs918558 byFrequency|by1000genomesMG-40-tumorMG-40-normal + 1 2142 c.2142G>T

G T rs147825872 MG-40-tumorMG-40-normal + 20 4359 c.4282G>T

G A rs12729662byFrequency|by1000genomesMG-40-tumorMG-40-normal - 3 8430 c.8355C>T

G A MG-40-tumorMG-40-normal - 9 1477 c.1401C>T

A G rs2074912byFrequency|by1000genomesMG-40-tumorMG-40-normal + 1 1709 c.1709A>G

G C rs62077263 MG-40-tumorMG-40-normal - 7 916 c.823C>G

C T rs144931466byFrequency|by1000genomesMG-40-tumorMG-40-normal + 9 2125 c.1906C>T

C T rs55979329by1000genomesMG-40-tumorMG-40-normal - 3 1257 c.725G>A

A G rs151306742by1000genomesMG-40-tumorMG-40-normal + 4 729 c.285A>G

G A rs142702316byFrequencyMG-40-tumorMG-40-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-40-tumorMG-40-normal - 3 159 c.115A>G

C T rs2229975by1000genomesMG-40-tumorMG-40-normal - 5 927 c.852G>A

T C rs7275 by1000genomesMG-40-tumorMG-40-normal + 35 5267 c.4983T>C

G A rs16885 byFrequency|by1000genomesMG-41-tumorMG-41-normal - 9 3193 c.2257C>T

C A MG-41-tumorMG-41-normal - 8 1551 c.615G>T

T C rs831043 byFrequency|by1000genomesMG-41-tumorMG-41-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-41-tumorMG-41-normal + 7 3183 c.3138A>G



C T rs2286007byFrequency|by1000genomesMG-41-tumorMG-41-normal + 8 2637 c.1994C>T

C T rs1386356byFrequency|by1000genomesMG-41-tumorMG-41-normal - 85 14018 c.13047G>A

C T rs139351719by1000genomesMG-41-tumorMG-41-normal - 5 554 c.13G>A

C T rs77376932byFrequencyMG-41-tumorMG-41-normal - 3 3235 c.3160G>A

G A rs17634853by1000genomesMG-41-tumorMG-41-normal + 34 4564 c.4388G>A

G A rs12022217byFrequency|by1000genomesMG-41-tumorMG-41-normal - 3 4602 c.4530C>T

T C rs41300566byFrequency|by1000genomesMG-41-tumorMG-41-normal - 13 3805 c.3430A>G

G T rs12568784byFrequency|by1000genomesMG-41-tumorMG-41-normal - 3 7202 c.7130C>A

G A MG-41-tumorMG-41-normal + 3 489 c.210G>A

G T rs2075249byFrequency|by1000genomesMG-41-tumorMG-41-normal - 21 3339 c.3054C>A

A G rs4143768byFrequency|by1000genomesMG-41-tumorMG-41-normal - 10 6783 c.6195T>C

T C rs2241190byFrequency|by1000genomesMG-41-tumorMG-41-normal - 17 2745 c.2460A>G

T G rs12145941byFrequency|by1000genomesMG-41-tumorMG-41-normal - 3 1631 c.1556A>C

G A rs2853344byFrequency|by1000genomesMG-41-tumorMG-41-normal - 13 2990 c.2615C>T

T C rs766894 by1000genomesMG-41-tumorMG-41-normal + 25 2461 c.2295T>C

G A rs11551685byFrequency|by1000genomesMG-41-tumorMG-41-normal - 16 7464 c.7395C>T

C T rs55979329by1000genomesMG-41-tumorMG-41-normal - 3 1257 c.725G>A

C T MG-41-tumorMG-41-normal - 3 1048 c.516G>A

C T MG-41-tumorMG-41-normal - 15 2425 c.1995G>A

T C rs3755806byFrequency|by1000genomesMG-41-tumorMG-41-normal - 15 2117 c.2115A>G

T C rs140856347by1000genomesMG-41-tumorMG-41-normal - 20 3525 c.3438A>G

T C rs80356530 MG-41-tumorMG-41-normal + 29 3108 c.2874T>C

C T MG-41-tumorMG-41-normal - 20 2973 c.2782G>A

C T rs41299110byFrequency|by1000genomesMG-41-tumorMG-41-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-41-tumorMG-41-normal - 9 1710 c.1496C>T

T C rs831042 byFrequency|by1000genomesMG-41-tumorMG-41-normal - 24 3945 c.3660A>G

A G rs150043755byFrequencyMG-41-tumorMG-41-normal - 2 193 c.153T>C

G C rs2240 byFrequency|by1000genomesMG-41-tumorMG-41-normal - 13 2935 c.2560C>G

C T MG-41-tumorMG-41-normal - 53 14004 c.13786G>A

T G rs112631212byFrequency|by1000genomesMG-41-tumorMG-41-normal - 2 155 c.115A>C

G A rs7624750byFrequency|by1000genomesMG-41-tumorMG-41-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-41-tumorMG-41-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-41-tumorMG-41-normal - 16 2000 c.1503T>C

A G rs9653483by1000genomesMG-41-tumorMG-41-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-41-tumorMG-41-normal + 23 2508 c.2274T>C

C T rs210498 by1000genomesMG-41-tumorMG-41-normal - 23 1885 c.1518G>A

A G rs6679449by1000genomesMG-41-tumorMG-41-normal - 3 1923 c.1851T>C

G A rs3026098by1000genomesMG-41-tumorMG-41-normal + 13 2111 c.1887G>A

C T rs2274550by1000genomesMG-41-tumorMG-41-normal + 54 8820 c.8286C>T

C G rs3818764by1000genomesMG-41-tumorMG-41-normal - 4 1331 c.995G>C

G T MG-41-tumorMG-41-normal - 1 487 c.488C>A

G A rs146214742byFrequency|by1000genomesMG-41-tumorMG-41-normal - 6 1860 c.1373C>T

T C rs4652678by1000genomesMG-41-tumorMG-41-normal + 28 4116 c.3951T>C

C T MG-41-tumorMG-41-normal - 1 103 c.104G>A

T C rs2251219byFrequency|by1000genomesMG-41-tumorMG-41-normal - 26 4397 c.4395A>G

C G rs78992879byFrequency|by1000genomesMG-41-tumorMG-41-normal + 34 4798 c.4622C>G

A G rs7762830by1000genomesMG-41-tumorMG-41-normal + 14 2120 c.1921A>G



C G rs2282302byFrequency|by1000genomesMG-41-tumorMG-41-normal - 3 965 c.893G>C

C G rs3791251by1000genomesMG-41-tumorMG-41-normal - 25 4912 c.4786G>C

G A rs3818831byFrequency|by1000genomesMG-41-tumorMG-41-normal - 2 193 c.121C>T

G A rs3810485by1000genomesMG-41-tumorMG-41-normal - 8 6116 c.6047C>T

A G rs33953730by1000genomesMG-41-tumorMG-41-normal - 25 4326 c.4200T>C

G A rs16912247byFrequency|by1000genomesMG-41-tumorMG-41-normal - 14 9973 c.9598C>T

T C MG-41-tumorMG-41-normal - 32 5559 c.5274A>G

A G MG-41-tumorMG-41-normal + 17 1691 c.1559A>G

T C rs1805129byFrequency|by1000genomesMG-41-tumorMG-41-normal - 2 327 c.252A>G

G A MG-41-tumorMG-41-normal - 11 1288 c.990C>T

G A rs1718878byFrequency|by1000genomesMG-41-tumorMG-41-normal + 13 2003 c.1590G>A

G A rs1713982byFrequency|by1000genomesMG-41-tumorMG-41-normal + 15 2261 c.1848G>A

A G rs13346368by1000genomesMG-41-tumorMG-41-normal + 10 3324 c.3130A>G

C A rs114687140byFrequency|by1000genomesMG-41-tumorMG-41-normal - 13 9413 c.9038G>T

A G rs2973568by1000genomesMG-41-tumorMG-41-normal + 13 1856 c.1680A>G

C T rs17634865by1000genomesMG-41-tumorMG-41-normal + 34 4818 c.4642C>T

C T rs55993306by1000genomesMG-41-tumorMG-41-normal - 20 3946 c.3859G>A

G A rs11177 byFrequency|by1000genomesMG-41-tumorMG-41-normal + 3 290 c.80G>A

T G rs12963422byFrequency|by1000genomesMG-41-tumorMG-41-normal - 5 2988 c.2775A>C

G A rs34741608by1000genomesMG-41-tumorMG-41-normal + 43 5952 c.5787G>A

T C rs1048500byFrequency|by1000genomesMG-41-tumorMG-41-normal + 2 1791 c.684T>C

G A rs10082432byFrequency|by1000genomesMG-41-tumorMG-41-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-41-tumorMG-41-normal - 16 2320 c.2233G>C

G C rs6771157byFrequency|by1000genomesMG-41-tumorMG-41-normal - 19 3392 c.3393C>G

T C rs7716253by1000genomesMG-41-tumorMG-41-normal + 8 1121 c.945T>C

C T rs2282303byFrequency|by1000genomesMG-41-tumorMG-41-normal - 3 899 c.827G>A

T C rs7935 byFrequency|by1000genomesMG-41-tumorMG-41-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-41-tumorMG-41-normal - 2 514 c.174G>A

G A MG-41-tumorMG-41-normal - 4 453 c.138C>T

A G rs138997916byFrequency|by1000genomesMG-41-tumorMG-41-normal - 3 2832 c.2760T>C

T A rs79661992byFrequency|by1000genomesMG-41-tumorMG-41-normal - 13 8111 c.7736A>T

T C MG-41-tumorMG-41-normal + 1 393 c.393T>C

G A MG-41-tumorMG-41-normal - 13 1142 c.1143C>T

G C rs3088074byFrequency|by1000genomesMG-41-tumorMG-41-normal - 9 2999 c.2785C>G

A G rs61831150byFrequency|by1000genomesMG-41-tumorMG-41-normal + 7 1855 c.1810A>G

C T rs56351141byFrequency|by1000genomesMG-41-tumorMG-41-normal + 9 1137 c.699C>T

G A rs9804992byFrequency|by1000genomesMG-41-tumorMG-41-normal + 11 3172 c.2529G>A

C T rs3749645by1000genomesMG-41-tumorMG-41-normal + 24 3194 c.3018C>T

T C rs10082391byFrequency|by1000genomesMG-41-tumorMG-41-normal - 13 8654 c.8279A>G

A G MG-41-tumorMG-41-normal - 13 5465 c.5355T>C

C G rs3817428by1000genomesMG-41-tumorMG-41-normal + 15 7493 c.7119C>G

G A rs17552682by1000genomesMG-41-tumorMG-41-normal + 4 443 c.267G>A

A G rs36031496byFrequency|by1000genomesMG-41-tumorMG-41-normal - 19 3740 c.3723T>C

G A rs11549106byFrequency|by1000genomesMG-41-tumorMG-41-normal - 4 895 c.891C>T

T A rs2060198byFrequency|by1000genomesMG-41-tumorMG-41-normal + 27 5204 c.4914T>A

C T rs12777740byFrequency|by1000genomesMG-41-tumorMG-41-normal - 13 8321 c.7946G>A

T C rs2229992byFrequency|by1000genomesMG-41-tumorMG-41-normal + 12 1838 c.1458T>C



A T MG-41-tumorMG-41-normal + 4 485 c.105A>T

G A rs2275527byFrequency|by1000genomesMG-41-tumorMG-41-normal - 39 5629 c.5553C>T

C T rs11591817byFrequency|by1000genomesMG-41-tumorMG-41-normal - 13 6002 c.5627G>A

A G rs3822625by1000genomesMG-41-tumorMG-41-normal + 14 3084 c.3084A>G

T C rs7275 by1000genomesMG-41-tumorMG-41-normal + 35 5267 c.4983T>C

G A rs13054014byFrequency|by1000genomesMG-41-tumorMG-41-normal + 2 569 c.210G>A

C T MG-41-tumorMG-41-normal - 1 16 c.17G>A

G T rs34104660byFrequency|by1000genomesMG-41-tumorMG-41-normal - 4 687 c.402C>A

C T rs4750936byFrequency|by1000genomesMG-41-tumorMG-41-normal - 13 4011 c.3636G>A

T C rs34488772byFrequency|by1000genomesMG-41-tumorMG-41-normal - 59 10390 c.9419A>G

C T MG-41-tumorMG-41-normal - 1 153 c.102G>A

G A rs17656599byFrequency|by1000genomesMG-41-tumorMG-41-normal - 12 2007 c.1823C>T

G A rs20539 byFrequency|by1000genomesMG-41-tumorMG-41-normal + 20 3152 c.3111G>A

G T rs147825872 MG-41-tumorMG-41-normal + 20 4359 c.4282G>T

C T rs34488539by1000genomesMG-41-tumorMG-41-normal + 22 3555 c.3390C>T

A G rs826549 by1000genomesMG-41-tumorMG-41-normal + 18 2676 c.2550A>G

T C rs7714670by1000genomesMG-41-tumorMG-41-normal + 6 849 c.673T>C

G A MG-41-tumorMG-41-normal + 22 5688 c.4974G>A

G C rs60140950byFrequency|by1000genomesMG-41-tumorMG-41-normal + 9 986 c.767G>C

C T rs11121691byFrequency|by1000genomesMG-41-tumorMG-41-normal - 49 6985 c.6909G>A

C T rs10082533byFrequency|by1000genomesMG-41-tumorMG-41-normal - 13 8753 c.8378G>A

C A rs34651589by1000genomesMG-41-tumorMG-41-normal - 3 962 c.489G>T

T C rs1002519byFrequency|by1000genomesMG-41-tumorMG-41-normal + 1 196 c.196T>C

T G MG-41-tumorMG-41-normal - 4 1698 c.1225A>C

T C rs75937132by1000genomesMG-41-tumorMG-41-normal - 34 10191 c.10192A>G

G A rs77288131byFrequency|by1000genomesMG-41-tumorMG-41-normal + 12 2707 c.2488G>A

C G rs11552052byFrequency|by1000genomesMG-41-tumorMG-41-normal + 16 2316 c.2226C>G

C T rs34545616byFrequency|by1000genomesMG-41-tumorMG-41-normal + 12 2219 c.1939C>T

G A rs11549105byFrequency|by1000genomesMG-41-tumorMG-41-normal - 6 1228 c.1224C>T

G A rs3795666byFrequency|by1000genomesMG-41-tumorMG-41-normal - 34 6640 c.6421C>T

T C rs112827102byFrequency|by1000genomesMG-41-tumorMG-41-normal - 19 3495 c.3285A>G

T G rs1800275byFrequency|by1000genomesMG-41-tumorMG-41-normal - 48 7302 c.7096A>C

G A rs9789047by1000genomesMG-41-tumorMG-41-normal + 10 998 c.998G>A

T C rs3026101by1000genomesMG-41-tumorMG-41-normal + 14 2279 c.2055T>C

G A rs61730840byFrequency|by1000genomesMG-41-tumorMG-41-normal - 5 2329 c.1467C>T

C A MG-41-tumorMG-41-normal - 14 2740 c.2522G>T

A G rs28624496 MG-41-tumorMG-41-normal - 1 626 c.196T>C

G A rs144383071byFrequencyMG-41-tumorMG-41-normal - 3 3345 c.3270C>T

T C rs34341044byFrequency|by1000genomesMG-41-tumorMG-41-normal - 16 2591 c.2589A>G

T C MG-41-tumorMG-41-normal + 1 1164 c.1164T>C

G A rs149181731byFrequencyMG-41-tumorMG-41-normal + 1 431 c.379G>A

C G rs11016076byFrequency|by1000genomesMG-41-tumorMG-41-normal - 8 1866 c.1491G>C

G T rs140059935by1000genomesMG-41-tumorMG-41-normal + 16 1408 c.1408G>T

G A MG-41-tumorMG-41-normal - 5 563 c.22C>T

C A MG-41-tumorMG-41-normal + 12 1060 c.962C>A

A G rs28407189by1000genomesMG-41-tumorMG-41-normal + 12 5238 c.4864A>G

T C rs2075252byFrequency|by1000genomesMG-41-tumorMG-41-normal - 66 12565 c.12280A>G



G A MG-41-tumorMG-41-normal - 10 5050 c.4841C>T

T C rs12990449byFrequency|by1000genomesMG-41-tumorMG-41-normal - 2 1114 c.143A>G

C A rs6453022by1000genomesMG-41-tumorMG-41-normal + 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-41-tumorMG-41-normal - 10 10694 c.10106T>C

G A rs61746976byFrequencyMG-41-tumorMG-41-normal + 12 2866 c.2753G>A

T C rs543304 byFrequency|by1000genomesMG-41-tumorMG-41-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-41-tumorMG-41-normal - 3 142 c.98T>G

T C rs12731746byFrequency|by1000genomesMG-41-tumorMG-41-normal - 11 1394 c.897A>G

G A rs2127898byFrequency|by1000genomesMG-41-tumorMG-41-normal - 6 1130 c.920C>T

C T rs1035938by1000genomesMG-41-tumorMG-41-normal + 6 1538 c.1344C>T

G C rs41288741 MG-41-tumorMG-41-normal - 4 861 c.546C>G

T C rs41266134byFrequency|by1000genomesMG-41-tumorMG-41-normal - 3 1625 c.1550A>G

C T rs142429183 MG-41-tumorMG-41-normal + 15 4163 c.3792C>T

G A MG-41-tumorMG-41-normal - 3 1505 c.973C>T

A C MG-41-tumorMG-41-normal - 2 180 c.161T>G

C A rs41306015byFrequency|by1000genomesMG-41-tumorMG-41-normal - 13 4052 c.3677G>T

C T rs16942341by1000genomesMG-41-tumorMG-41-normal + 7 1595 c.1221C>T

A G rs11778209byFrequency|by1000genomesMG-41-tumorMG-41-normal - 39 6448 c.6204T>C

C T rs2229882by1000genomesMG-41-tumorMG-41-normal + 9 1566 c.1566C>T

A G rs4444457byFrequency|by1000genomesMG-41-tumorMG-41-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-41-tumorMG-41-normal - 10 9441 c.8853T>C

G A rs2289247byFrequency|by1000genomesMG-41-tumorMG-41-normal + 11 1273 c.1063G>A

A G MG-41-tumorMG-41-normal + 1 339 c.339A>G

G A rs61753697byFrequency|by1000genomesMG-41-tumorMG-41-normal + 1 376 c.99G>A

C T rs72987361byFrequency|by1000genomesMG-41-tumorMG-41-normal - 3 898 c.558G>A

G A rs17094161by1000genomesMG-41-tumorMG-41-normal + 1 208 c.41G>A

T C rs74789055byFrequency|by1000genomesMG-41-tumorMG-41-normal - 58 10196 c.9225A>G

G A MG-41-tumorMG-41-normal + 1 1023 c.1023G>A

C G rs2509943byFrequency|by1000genomesMG-41-tumorMG-41-normal + 3 776 c.279C>G

A C rs80303640by1000genomesMG-41-tumorMG-41-normal - 16 1415 c.1416T>G

C T rs3814883byFrequency|by1000genomesMG-41-tumorMG-41-normal + 13 2402 c.1359C>T

C T MG-41-tumorMG-41-normal - 3 5767 c.5692G>A

C T rs872665 by1000genomesMG-41-tumorMG-41-normal - 7 1855 c.1519G>A

C T rs56341011by1000genomesMG-41-tumorMG-41-normal - 17 3203 c.2262G>A

T C rs11016071byFrequency|by1000genomesMG-41-tumorMG-41-normal - 13 9086 c.8711A>G

T C rs2229263byFrequency|by1000genomesMG-41-tumorMG-41-normal - 3 533 c.248A>G

C T rs468525 by1000genomesMG-41-tumorMG-41-normal - 6 478 c.111G>A

A G rs151306742by1000genomesMG-41-tumorMG-41-normal + 4 729 c.285A>G

G C rs2240089byFrequency|by1000genomesMG-41-tumorMG-41-normal - 12 3187 c.3003C>G

A G rs2737699byFrequency|by1000genomesMG-41-tumorMG-41-normal - 10 12892 c.12304T>C

G A rs11762213byFrequency|by1000genomesMG-41-tumorMG-41-normal + 2 344 c.144G>A

C T rs2273779byFrequency|by1000genomesMG-41-tumorMG-41-normal + 6 583 c.538C>T

C T rs1130233byFrequency|by1000genomesMG-41-tumorMG-41-normal - 8 2206 c.726G>A

A T rs7095325byFrequency|by1000genomesMG-41-tumorMG-41-normal - 7 1087 c.712T>A

G C rs142017909byFrequencyMG-41-tumorMG-41-normal - 12 1953 c.1743C>G

C T rs2229265byFrequency|by1000genomesMG-41-tumorMG-41-normal - 54 10788 c.10503G>A

A G rs73969174byFrequency|by1000genomesMG-41-tumorMG-41-normal - 28 6161 c.5670T>C



T A rs17264436byFrequency|by1000genomesMG-41-tumorMG-41-normal - 21 3503 c.3501A>T

T A MG-41-tumorMG-41-normal + 9 927 c.547T>A

G A rs12729662byFrequency|by1000genomesMG-41-tumorMG-41-normal - 3 8430 c.8355C>T

A G rs17443123by1000genomesMG-41-tumorMG-41-normal + 5 915 c.750A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-41-tumorMG-41-normal + 7 1597 c.1215T>C

G C rs2227910byFrequency|by1000genomesMG-41-tumorMG-41-normal + 2 1911 c.804G>C

A G rs1980131byFrequency|by1000genomesMG-41-tumorMG-41-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-41-tumorMG-41-normal - 37 5440 c.5234G>A

C T rs4802382by1000genomesMG-41-tumorMG-41-normal + 6 554 c.360C>T

C T MG-41-tumorMG-41-normal + 3 423 c.43C>T

T C MG-41-tumorMG-41-normal + 1 990 c.990T>C

G A rs2003233 MG-41-tumorMG-41-normal - 17 1503 c.1504C>T

C T rs3745762by1000genomesMG-41-tumorMG-41-normal + 6 2241 c.2047C>T

T G rs1050767byFrequency|by1000genomesMG-41-tumorMG-41-normal - 13 8533 c.8158A>C

G T rs79706622byFrequency|by1000genomesMG-41-tumorMG-41-normal + 23 4228 c.4140G>T

C T rs2229975by1000genomesMG-41-tumorMG-41-normal - 5 927 c.852G>A

C T rs3745764byFrequency|by1000genomesMG-42-tumorMG-42-normal + 9 2705 c.1064C>T

T C rs831043 byFrequency|by1000genomesMG-42-tumorMG-42-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-42-tumorMG-42-normal + 7 3183 c.3138A>G

G A rs143394331by1000genomesMG-42-tumorMG-42-normal + 1 146 c.75G>A

A G rs11915822byFrequency|by1000genomesMG-42-tumorMG-42-normal - 13 6588 c.6478T>C

C T rs1386356byFrequency|by1000genomesMG-42-tumorMG-42-normal - 85 14018 c.13047G>A

C T MG-42-tumorMG-42-normal - 3 300 c.263G>A

C T MG-42-tumorMG-42-normal + 3 423 c.43C>T

A G MG-42-tumorMG-42-normal + 1 1 c.1A>G

G A rs61751542by1000genomesMG-42-tumorMG-42-normal - 25 4204 c.4129C>T

G T rs2075249byFrequency|by1000genomesMG-42-tumorMG-42-normal - 21 3339 c.3054C>A

A T MG-42-tumorMG-42-normal + 5 625 c.403A>T

A G rs4143768byFrequency|by1000genomesMG-42-tumorMG-42-normal - 10 6783 c.6195T>C

C G rs141454992byFrequency|by1000genomesMG-42-tumorMG-42-normal + 3 913 c.57C>G

G A rs7179364by1000genomesMG-42-tumorMG-42-normal + 1 520 c.85G>A

C T MG-42-tumorMG-42-normal + 3 516 c.339C>T

C A rs138908625byFrequency|by1000genomesMG-42-tumorMG-42-normal - 8 1357 c.1139G>T

G A rs139799138byFrequencyMG-42-tumorMG-42-normal - 3 6574 c.6499C>T

C T rs115572434byFrequency|by1000genomesMG-42-tumorMG-42-normal + 8 3730 c.2874C>T

C T rs112703040byFrequency|by1000genomesMG-42-tumorMG-42-normal + 20 5923 c.5922C>T

A G rs2229268byFrequency|by1000genomesMG-42-tumorMG-42-normal - 61 11886 c.11601T>C

T C rs4149056byFrequency|by1000genomesMG-42-tumorMG-42-normal + 6 617 c.521T>C

T C rs3755806byFrequency|by1000genomesMG-42-tumorMG-42-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-42-tumorMG-42-normal + 36 5181 c.5016C>T

C T rs2853346byFrequency|by1000genomesMG-42-tumorMG-42-normal - 13 5919 c.5544G>A

G A rs2228000byFrequency|by1000genomesMG-42-tumorMG-42-normal - 9 1710 c.1496C>T

T C rs61734875by1000genomesMG-42-tumorMG-42-normal + 25 3470 c.3294T>C

C A rs2973558by1000genomesMG-42-tumorMG-42-normal + 20 2514 c.2338C>A

C G rs2298258byFrequency|by1000genomesMG-42-tumorMG-42-normal + 12 1698 c.1260C>G

C T rs77791636by1000genomesMG-42-tumorMG-42-normal + 6 1132 c.1080C>T

A C rs1208606byFrequency|by1000genomesMG-42-tumorMG-42-normal - 6 1571 c.1359T>G



G A rs148444026byFrequency|by1000genomesMG-42-tumorMG-42-normal - 23 1927 c.1560C>T

C T rs80358656 MG-42-tumorMG-42-normal + 11 4288 c.4061C>T

T G rs10817033by1000genomesMG-42-tumorMG-42-normal - 8 2079 c.1743A>C

T G rs12963422byFrequency|by1000genomesMG-42-tumorMG-42-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-42-tumorMG-42-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-42-tumorMG-42-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-42-tumorMG-42-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-42-tumorMG-42-normal + 1 144 c.57C>T

T C rs9851685byFrequency|by1000genomesMG-42-tumorMG-42-normal + 23 2508 c.2274T>C

G A rs2229266byFrequency|by1000genomesMG-42-tumorMG-42-normal - 6 924 c.639C>T

T C rs2450122byFrequency|by1000genomesMG-42-tumorMG-42-normal - 10 2089 c.2004A>G

A G rs7762830by1000genomesMG-42-tumorMG-42-normal + 14 2120 c.1921A>G

A G rs112400142byFrequency|by1000genomesMG-42-tumorMG-42-normal - 17 2298 c.2211T>C

G A rs11549105byFrequency|by1000genomesMG-42-tumorMG-42-normal - 6 1228 c.1224C>T

T C rs56201064byFrequency|by1000genomesMG-42-tumorMG-42-normal + 8 1948 c.1092T>C

C A rs61747667byFrequency|by1000genomesMG-42-tumorMG-42-normal + 8 1615 c.759C>A

T C MG-42-tumorMG-42-normal - 14 2512 c.2294A>G

T C rs11373 byFrequency|by1000genomesMG-42-tumorMG-42-normal - 3 787 c.367A>G

T C MG-42-tumorMG-42-normal + 1 52 c.52T>C

T C rs142904621byFrequency|by1000genomesMG-42-tumorMG-42-normal + 12 2969 c.2750T>C

C T rs151233 by1000genomesMG-42-tumorMG-42-normal + 2 99 c.66C>T

A G rs148779806byFrequency|by1000genomesMG-42-tumorMG-42-normal + 5 1386 c.1298A>G

T C MG-42-tumorMG-42-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-42-tumorMG-42-normal + 2 2118 c.2085A>G

G A rs1718878byFrequency|by1000genomesMG-42-tumorMG-42-normal + 13 2003 c.1590G>A

G A rs1713982byFrequency|by1000genomesMG-42-tumorMG-42-normal + 15 2261 c.1848G>A

G A rs141064323byFrequency|by1000genomesMG-42-tumorMG-42-normal + 3 3294 c.999G>A

A G MG-42-tumorMG-42-normal - 15 1346 c.1346T>C

T A rs3740423byFrequency|by1000genomesMG-42-tumorMG-42-normal - 13 4583 c.4208A>T

C T rs138084499by1000genomesMG-42-tumorMG-42-normal - 23 12417 c.12208G>A

T C rs79940627 MG-42-tumorMG-42-normal - 3 6118 c.6043A>G

A G MG-42-tumorMG-42-normal + 17 2497 c.2420A>G

G C MG-42-tumorMG-42-normal + 6 998 c.832G>C

G A rs2880955by1000genomesMG-42-tumorMG-42-normal + 12 1031 c.1031G>A

A G rs2973568by1000genomesMG-42-tumorMG-42-normal + 13 1856 c.1680A>G

T C rs2229263byFrequency|by1000genomesMG-42-tumorMG-42-normal - 3 533 c.248A>G

G C MG-42-tumorMG-42-normal + 19 1743 c.1743G>C

C A rs6453022by1000genomesMG-42-tumorMG-42-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-42-tumorMG-42-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-42-tumorMG-42-normal - 69 11621 c.10650G>A

C T rs1779132byFrequency|by1000genomesMG-42-tumorMG-42-normal - 6 2113 c.1563G>A

C G rs143879890by1000genomesMG-42-tumorMG-42-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-42-tumorMG-42-normal + 7 1855 c.1810A>G

G A rs6601 byFrequency|by1000genomesMG-42-tumorMG-42-normal + 25 3881 c.3672G>A

G C rs6771157byFrequency|by1000genomesMG-42-tumorMG-42-normal - 19 3392 c.3393C>G

A G MG-42-tumorMG-42-normal + 1 81 c.81A>G

G A rs7624750byFrequency|by1000genomesMG-42-tumorMG-42-normal + 4 707 c.473G>A



A G rs35952577 MG-42-tumorMG-42-normal - 14 2096 c.1970T>C

T G rs146246499|rs6933271byFrequency|by1000genomesMG-42-tumorMG-42-normal + 12 1492 c.1297T>G

A G rs1211708byFrequency|by1000genomesMG-42-tumorMG-42-normal - 6 1888 c.1338T>C

T C MG-42-tumorMG-42-normal + 1 540 c.540T>C

A G rs61739182byFrequency|by1000genomesMG-42-tumorMG-42-normal - 12 3076 c.2892T>C

A C rs76504934by1000genomesMG-42-tumorMG-42-normal - 4 464 c.427T>G

C T rs114692065byFrequency|by1000genomesMG-42-tumorMG-42-normal - 16 2922 c.2733G>A

G A rs9804992byFrequency|by1000genomesMG-42-tumorMG-42-normal + 11 3172 c.2529G>A

C T rs2931423by1000genomesMG-42-tumorMG-42-normal + 19 2459 c.2283C>T

A C rs76437836byFrequencyMG-42-tumorMG-42-normal - 3 142 c.98T>G

C A rs61756686 MG-42-tumorMG-42-normal + 34 4348 c.4172C>A

A G rs9667 by1000genomesMG-42-tumorMG-42-normal + 3 354 c.168A>G

A G rs61747663byFrequency|by1000genomesMG-42-tumorMG-42-normal + 8 2422 c.1566A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-42-tumorMG-42-normal + 7 1597 c.1215T>C

T A rs17337023byFrequency|by1000genomesMG-42-tumorMG-42-normal + 16 2064 c.1887T>A

G A rs2124203byFrequency|by1000genomesMG-42-tumorMG-42-normal - 19 2832 c.2745C>T

G A rs11549106byFrequency|by1000genomesMG-42-tumorMG-42-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-42-tumorMG-42-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-42-tumorMG-42-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-42-tumorMG-42-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-42-tumorMG-42-normal - 17 2745 c.2460A>G

T C rs7275 by1000genomesMG-42-tumorMG-42-normal + 35 5267 c.4983T>C

C T rs144931466byFrequency|by1000genomesMG-42-tumorMG-42-normal + 9 2125 c.1906C>T

C T rs146562116by1000genomesMG-42-tumorMG-42-normal + 29 3929 c.3753C>T

T C rs41286961byFrequency|by1000genomesMG-42-tumorMG-42-normal + 14 1440 c.1340T>C

C G rs116238585byFrequency|by1000genomesMG-42-tumorMG-42-normal + 8 3701 c.2845C>G

T G rs9807633by1000genomesMG-42-tumorMG-42-normal - 1 88 c.89A>C

T G rs1889323by1000genomesMG-42-tumorMG-42-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-42-tumorMG-42-normal - 24 4324 c.3988T>A

A G MG-42-tumorMG-42-normal + 1 340 c.340A>G

T C rs9807555by1000genomesMG-42-tumorMG-42-normal - 1 196 c.197A>G

T C rs1050476byFrequency|by1000genomesMG-42-tumorMG-42-normal + 7 2254 c.1695T>C

C T rs3796032byFrequency|by1000genomesMG-42-tumorMG-42-normal - 17 2381 c.1929G>A

A T rs143676546by1000genomesMG-42-tumorMG-42-normal + 2 508 c.273A>T

C T rs34488539by1000genomesMG-42-tumorMG-42-normal + 22 3555 c.3390C>T

A G rs826549 by1000genomesMG-42-tumorMG-42-normal + 18 2676 c.2550A>G

G A rs3810479byFrequency|by1000genomesMG-42-tumorMG-42-normal - 17 7692 c.7623C>T

T C rs7714670by1000genomesMG-42-tumorMG-42-normal + 6 849 c.673T>C

C T MG-42-tumorMG-42-normal - 27 4914 c.4915G>A

G A rs4962081byFrequency|by1000genomesMG-42-tumorMG-42-normal - 22 3050 c.2829C>T

G C rs60140950byFrequency|by1000genomesMG-42-tumorMG-42-normal + 9 986 c.767G>C

T C rs33910491byFrequency|by1000genomesMG-42-tumorMG-42-normal - 5 4949 c.4736A>G

C G rs11718329by1000genomesMG-42-tumorMG-42-normal + 4 719 c.647C>G

A G MG-42-tumorMG-42-normal + 1 174 c.174A>G

G A MG-42-tumorMG-42-normal + 1 529 c.529G>A

T C rs2075252byFrequency|by1000genomesMG-42-tumorMG-42-normal - 66 12565 c.12280A>G

T G MG-42-tumorMG-42-normal - 4 1698 c.1225A>C



T C rs766894 by1000genomesMG-42-tumorMG-42-normal + 25 2461 c.2295T>C

T C rs13286541by1000genomesMG-42-tumorMG-42-normal - 9 2245 c.1909A>G

G A rs77288131byFrequency|by1000genomesMG-42-tumorMG-42-normal + 12 2707 c.2488G>A

G A rs2229354byFrequency|by1000genomesMG-42-tumorMG-42-normal + 7 1131 c.924G>A

G T rs41268673by1000genomesMG-42-tumorMG-42-normal - 12 2171 c.1831C>A

C T rs1208731byFrequency|by1000genomesMG-42-tumorMG-42-normal - 6 2191 c.1641G>A

T C rs831042 byFrequency|by1000genomesMG-42-tumorMG-42-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-42-tumorMG-42-normal + 2 543 c.510A>G

C A rs3739298byFrequency|by1000genomesMG-42-tumorMG-42-normal - 9 2230 c.1821G>T

T G MG-42-tumorMG-42-normal - 3 689 c.494A>C

C T rs11873462by1000genomesMG-42-tumorMG-42-normal - 1 47 c.48G>A

T C MG-42-tumorMG-42-normal + 1 492 c.492T>C

G A rs149181731byFrequencyMG-42-tumorMG-42-normal + 1 431 c.379G>A

C T rs4822790byFrequency|by1000genomesMG-42-tumorMG-42-normal + 15 2042 c.1683C>T

A G MG-42-tumorMG-42-normal + 2 218 c.92A>G

G A rs2271189byFrequency|by1000genomesMG-42-tumorMG-42-normal + 27 3788 c.3348G>A

A G rs77145198byFrequency|by1000genomesMG-42-tumorMG-42-normal - 20 2943 c.2856T>C

C T rs3796031byFrequency|by1000genomesMG-42-tumorMG-42-normal - 17 2399 c.1947G>A

C T rs7240355byFrequency|by1000genomesMG-42-tumorMG-42-normal - 5 5238 c.5025G>A

A G rs17078605byFrequency|by1000genomesMG-42-tumorMG-42-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-42-tumorMG-42-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-42-tumorMG-42-normal + 2 1719 c.1686A>G

C G rs45556841 MG-42-tumorMG-42-normal + 14 2816 c.2816C>G

C T MG-42-tumorMG-42-normal - 8 4534 c.4465G>A

G A rs2127898byFrequency|by1000genomesMG-42-tumorMG-42-normal - 6 1130 c.920C>T

G C MG-42-tumorMG-42-normal - 5 1009 c.1010C>G

C T rs45554841by1000genomesMG-42-tumorMG-42-normal - 1 214 c.215G>A

G A rs2248407byFrequency|by1000genomesMG-42-tumorMG-42-normal - 4 1003 c.918C>T

T A rs113581263 MG-42-tumorMG-42-normal + 12 3083 c.2709T>A

T C rs7716253by1000genomesMG-42-tumorMG-42-normal + 8 1121 c.945T>C

A G rs9552929byFrequency|by1000genomesMG-42-tumorMG-42-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-42-tumorMG-42-normal - 3 660 c.661T>C

G A rs2289247byFrequency|by1000genomesMG-42-tumorMG-42-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-42-tumorMG-42-normal + 2 372 c.159T>C

C T rs2285975byFrequency|by1000genomesMG-42-tumorMG-42-normal - 13 2445 c.2256G>A

A G rs1385600byFrequency|by1000genomesMG-42-tumorMG-42-normal - 5 1375 c.1290T>C

G C rs45469098by1000genomesMG-42-tumorMG-42-normal - 1 255 c.256C>G

C G rs2509943byFrequency|by1000genomesMG-42-tumorMG-42-normal + 3 776 c.279C>G

G A rs41304253by1000genomesMG-42-tumorMG-42-normal + 20 3100 c.2935G>A

A G rs2229267byFrequency|by1000genomesMG-42-tumorMG-42-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-42-tumorMG-42-normal + 2 1740 c.1707C>T

G T rs140059935by1000genomesMG-42-tumorMG-42-normal + 16 1408 c.1408G>T

C T rs872665 by1000genomesMG-42-tumorMG-42-normal - 7 1855 c.1519G>A

C T rs1050475byFrequency|by1000genomesMG-42-tumorMG-42-normal + 7 1534 c.975C>T

C T rs61747664byFrequency|by1000genomesMG-42-tumorMG-42-normal + 8 2896 c.2040C>T

T C rs111331725by1000genomesMG-42-tumorMG-42-normal + 6 643 c.263T>C

A G rs2737699byFrequency|by1000genomesMG-42-tumorMG-42-normal - 10 12892 c.12304T>C



C T rs2270516byFrequency|by1000genomesMG-42-tumorMG-42-normal + 10 1312 c.923C>T

C A rs73336307byFrequency|by1000genomesMG-42-tumorMG-42-normal - 17 1402 c.1035G>T

T A rs35737760by1000genomesMG-42-tumorMG-42-normal + 19 2685 c.2520T>A

C A rs3736306byFrequency|by1000genomesMG-42-tumorMG-42-normal + 14 4184 c.3795C>A

T C rs148543076byFrequency|by1000genomesMG-42-tumorMG-42-normal - 4 669 c.597A>G

C T MG-42-tumorMG-42-normal - 3 370 c.335G>A

G A rs2973566by1000genomesMG-42-tumorMG-42-normal + 14 1930 c.1754G>A

G A rs17350795byFrequency|by1000genomesMG-42-tumorMG-42-normal + 8 2205 c.1349G>A

G A MG-42-tumorMG-42-normal - 7 889 c.796C>T

G A rs2227983byFrequency|by1000genomesMG-42-tumorMG-42-normal + 13 1739 c.1562G>A

A T rs6685892byFrequency|by1000genomesMG-42-tumorMG-42-normal - 34 7560 c.7341T>A

T A rs17264436byFrequency|by1000genomesMG-42-tumorMG-42-normal - 21 3503 c.3501A>T

C G rs34693334byFrequency|by1000genomesMG-42-tumorMG-42-normal - 8 1060 c.775G>C

C G MG-42-tumorMG-42-normal + 20 7298 c.7172C>G

G T rs147825872 MG-42-tumorMG-42-normal + 20 4359 c.4282G>T

G C rs2227910byFrequency|by1000genomesMG-42-tumorMG-42-normal + 2 1911 c.804G>C

T C MG-42-tumorMG-42-normal + 8 505 c.505T>C

G A MG-42-tumorMG-42-normal + 16 1442 c.1442G>A

G A rs143974284byFrequency|by1000genomesMG-42-tumorMG-42-normal + 11 1160 c.915G>A

G A rs7234999byFrequency|by1000genomesMG-42-tumorMG-42-normal - 5 5512 c.5299C>T

T C rs61747661byFrequency|by1000genomesMG-42-tumorMG-42-normal + 8 2512 c.1656T>C

A C rs881732 by1000genomesMG-42-tumorMG-42-normal + 17 1912 c.1092A>C

G A rs55656447byFrequency|by1000genomesMG-42-tumorMG-42-normal - 5 5162 c.4949C>T

A G rs61747665byFrequency|by1000genomesMG-42-tumorMG-42-normal + 8 5554 c.4698A>G

C T rs2273779byFrequency|by1000genomesMG-42-tumorMG-42-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-42-tumorMG-42-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-42-tumorMG-42-normal - 3 159 c.115A>G

C T MG-42-tumorMG-42-normal - 1 506 c.507G>A

C G rs180743 by1000genomesMG-42-tumorMG-42-normal + 2 1315 c.1282C>G

G A MG-42-tumorMG-42-normal - 2 82 c.7C>T

G A rs3733415by1000genomesMG-42-tumorMG-42-normal - 2 601 c.392C>T

G A rs34528119 MG-42-tumorMG-42-normal - 11 2832 c.2775C>T

G A rs1804182byFrequency|by1000genomesMG-43-tumorMG-43-normal - 14 1937 c.1681C>T

C G rs2229070byFrequency|by1000genomesMG-43-tumorMG-43-normal + 11 2733 c.2352C>G

C T rs73655342by1000genomesMG-43-tumorMG-43-normal - 38 9629 c.9293G>A

C T rs56753294byFrequency|by1000genomesMG-43-tumorMG-43-normal - 48 12488 c.12270G>A

G C MG-43-tumorMG-43-normal + 15 2065 c.1971G>C

A G rs4532127byFrequency|by1000genomesMG-43-tumorMG-43-normal + 13 1587 c.1377A>G

C G rs145356095by1000genomesMG-43-tumorMG-43-normal + 1 577 c.483C>G

A C rs17886163byFrequency|by1000genomesMG-43-tumorMG-43-normal - 13 2116 c.680T>G

C T MG-43-tumorMG-43-normal + 3 423 c.43C>T

G A rs62070401by1000genomesMG-43-tumorMG-43-normal - 12 2205 c.2162C>T

A G rs7762830by1000genomesMG-43-tumorMG-43-normal + 14 2120 c.1921A>G

T C MG-43-tumorMG-43-normal + 1 848 c.848T>C

A T MG-43-tumorMG-43-normal + 5 579 c.199A>T

T C rs73301427by1000genomesMG-43-tumorMG-43-normal + 5 564 c.539T>C

G A rs3810485by1000genomesMG-43-tumorMG-43-normal - 8 6116 c.6047C>T



T C MG-43-tumorMG-43-normal - 14 2512 c.2294A>G

G A rs1718878byFrequency|by1000genomesMG-43-tumorMG-43-normal + 13 2003 c.1590G>A

G A rs71299249|rs76723438byFrequency|by1000genomesMG-43-tumorMG-43-normal + 1 3698 c.738G>A

A C rs61729297byFrequency|by1000genomesMG-43-tumorMG-43-normal + 16 2512 c.1369A>C

G A MG-43-tumorMG-43-normal - 10 7955 c.7367C>T

T C MG-43-tumorMG-43-normal - 13 2369 c.2326A>G

C T MG-43-tumorMG-43-normal + 1 369 c.369C>T

G T rs139533770byFrequency|by1000genomesMG-43-tumorMG-43-normal - 11 1881 c.1671C>A

G A rs149714320byFrequencyMG-43-tumorMG-43-normal + 7 1389 c.1044G>A

A G rs2973568by1000genomesMG-43-tumorMG-43-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-43-tumorMG-43-normal - 20 4043 c.3072C>A

T C rs2229263byFrequency|by1000genomesMG-43-tumorMG-43-normal - 3 533 c.248A>G

G A rs6601 byFrequency|by1000genomesMG-43-tumorMG-43-normal + 25 3881 c.3672G>A

T A rs115623439by1000genomesMG-43-tumorMG-43-normal + 22 4300 c.4122T>A

T C rs7935 byFrequency|by1000genomesMG-43-tumorMG-43-normal + 9 1808 c.1524T>C

C T MG-43-tumorMG-43-normal + 17 2289 c.2124C>T

C T rs55913776 MG-43-tumorMG-43-normal - 3 1207 c.675G>A

A G rs11915822byFrequency|by1000genomesMG-43-tumorMG-43-normal - 13 6588 c.6478T>C

C T rs73491896byFrequency|by1000genomesMG-43-tumorMG-43-normal - 31 7373 c.6564G>A

C T rs1344932byFrequency|by1000genomesMG-43-tumorMG-43-normal + 12 1449 c.1239C>T

A G rs826549 by1000genomesMG-43-tumorMG-43-normal + 18 2676 c.2550A>G

G C MG-43-tumorMG-43-normal + 14 2296 c.2087G>C

T C rs56291458by1000genomesMG-43-tumorMG-43-normal - 37 6610 c.6274A>G

G A rs113756713byFrequency|by1000genomesMG-43-tumorMG-43-normal - 8 2181 c.1593C>T

T C rs9807555by1000genomesMG-43-tumorMG-43-normal - 1 196 c.197A>G

C G rs34915742byFrequency|by1000genomesMG-43-tumorMG-43-normal - 26 4521 c.4236G>C

C G rs11718329by1000genomesMG-43-tumorMG-43-normal + 4 719 c.647C>G

G A rs111694017byFrequency|by1000genomesMG-43-tumorMG-43-normal + 4 1088 c.808G>A

C T rs2243380byFrequency|by1000genomesMG-43-tumorMG-43-normal - 6 698 c.500G>A

T C rs5927083byFrequency|by1000genomesMG-43-tumorMG-43-normal - 14 1841 c.1635A>G

T C rs10512435byFrequency|by1000genomesMG-43-tumorMG-43-normal + 37 5265 c.4882T>C

G T rs3212254byFrequency|by1000genomesMG-43-tumorMG-43-normal - 10 1693 c.1475C>A

C T rs7904627byFrequency|by1000genomesMG-43-tumorMG-43-normal - 5 1356 c.1242G>A

A G rs3208627 MG-43-tumorMG-43-normal - 2 153 c.60T>C

G A rs1062348byFrequency|by1000genomesMG-43-tumorMG-43-normal - 7 1005 c.846C>T

A C rs62077264 MG-43-tumorMG-43-normal - 7 854 c.761T>G

A G MG-43-tumorMG-43-normal + 1 60 c.60A>G

G T MG-43-tumorMG-43-normal - 1 923 c.501C>A

G C MG-43-tumorMG-43-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-43-tumorMG-43-normal + 22 2662 c.2385C>T

T C rs831042 byFrequency|by1000genomesMG-43-tumorMG-43-normal - 24 3945 c.3660A>G

T C rs7716253by1000genomesMG-43-tumorMG-43-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-43-tumorMG-43-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-43-tumorMG-43-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-43-tumorMG-43-normal - 3 660 c.661T>C

C G rs2509943byFrequency|by1000genomesMG-43-tumorMG-43-normal + 3 776 c.279C>G

C T rs468525 by1000genomesMG-43-tumorMG-43-normal - 6 478 c.111G>A



T C rs62070402by1000genomesMG-43-tumorMG-43-normal - 12 2105 c.2062A>G

C T rs114842251by1000genomesMG-43-tumorMG-43-normal + 1 161 c.134C>T

A G rs13223756byFrequency|by1000genomesMG-43-tumorMG-43-normal + 7 2144 c.1944A>G

A G rs1385600byFrequency|by1000genomesMG-43-tumorMG-43-normal - 5 1375 c.1290T>C

C A rs16942318by1000genomesMG-43-tumorMG-43-normal + 3 680 c.306C>A

C T rs79640036byFrequency|by1000genomesMG-43-tumorMG-43-normal + 18 2519 c.2160C>T

C T rs4802382by1000genomesMG-43-tumorMG-43-normal + 6 554 c.360C>T

C T rs141691551by1000genomesMG-43-tumorMG-43-normal - 18 1395 c.1351G>A

A G rs2074912byFrequency|by1000genomesMG-43-tumorMG-43-normal + 1 1709 c.1709A>G

C G rs149605490by1000genomesMG-43-tumorMG-43-normal + 3 1000 c.781C>G

G A rs55656447byFrequency|by1000genomesMG-43-tumorMG-43-normal - 5 5162 c.4949C>T

C T rs62637614byFrequency|by1000genomesMG-43-tumorMG-43-normal - 2 1183 c.774G>A

T C rs62075623 MG-43-tumorMG-43-normal - 14 1825 c.1732A>G

T C rs831043 byFrequency|by1000genomesMG-43-tumorMG-43-normal - 21 3354 c.3069A>G

G T rs111833521by1000genomesMG-43-tumorMG-43-normal - 1 285 c.87C>A

A C rs73533478by1000genomesMG-43-tumorMG-43-normal + 2 929 c.896A>C

A T MG-43-tumorMG-43-normal + 4 485 c.105A>T

G A rs17052357byFrequency|by1000genomesMG-43-tumorMG-43-normal - 10 1187 c.1185C>T

T C rs3755806byFrequency|by1000genomesMG-43-tumorMG-43-normal - 15 2117 c.2115A>G

G T rs6855837byFrequency|by1000genomesMG-43-tumorMG-43-normal - 14 1433 c.1183C>A

C T rs2853346byFrequency|by1000genomesMG-43-tumorMG-43-normal - 13 5919 c.5544G>A

C T rs61730536byFrequency|by1000genomesMG-43-tumorMG-43-normal - 33 5126 c.4908G>A

C A rs6738031by1000genomesMG-43-tumorMG-43-normal - 18 3000 c.2874G>T

C A rs146141457byFrequency|by1000genomesMG-43-tumorMG-43-normal + 6 1214 c.930C>A

C T MG-43-tumorMG-43-normal - 39 6358 c.6160G>A

G A rs12104022by1000genomesMG-43-tumorMG-43-normal - 3 784 c.252C>T

C T rs2180616byFrequency|by1000genomesMG-43-tumorMG-43-normal - 15 7254 c.7185G>A

T C rs2251219byFrequency|by1000genomesMG-43-tumorMG-43-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-43-tumorMG-43-normal + 1 144 c.57C>T

G A rs141223284byFrequencyMG-43-tumorMG-43-normal + 20 6735 c.6609G>A

C T rs10258429byFrequency|by1000genomesMG-43-tumorMG-43-normal + 16 2213 c.1968C>T

G A rs16912247byFrequency|by1000genomesMG-43-tumorMG-43-normal - 14 9973 c.9598C>T

T C rs1064545 MG-43-tumorMG-43-normal - 10 1261 c.1168A>G

T C rs79454290 MG-43-tumorMG-43-normal - 10 1195 c.1102A>G

G A rs61753697byFrequency|by1000genomesMG-43-tumorMG-43-normal + 1 376 c.99G>A

A C rs77739281 MG-43-tumorMG-43-normal - 10 1194 c.1101T>G

A G rs1136159byFrequency|by1000genomesMG-43-tumorMG-43-normal - 10 1068 c.860T>C

A C MG-43-tumorMG-43-normal + 5 3169 c.3159A>C

A G rs10158395byFrequency|by1000genomesMG-43-tumorMG-43-normal + 7 3434 c.3389A>G

T C MG-43-tumorMG-43-normal + 1 334 c.334T>C

T G rs552183 byFrequency|by1000genomesMG-43-tumorMG-43-normal - 40 6445 c.6247A>C

G A rs4151033byFrequency|by1000genomesMG-43-tumorMG-43-normal + 2 2750 c.2638G>A

G A rs3827025by1000genomesMG-43-tumorMG-43-normal - 6 2094 c.2025C>T

G A rs144112075byFrequency|by1000genomesMG-43-tumorMG-43-normal - 13 2869 c.1389C>T

C A MG-43-tumorMG-43-normal - 3 1331 c.799G>T

T C MG-43-tumorMG-43-normal + 1 114 c.114T>C

A G rs6679449by1000genomesMG-43-tumorMG-43-normal - 3 1923 c.1851T>C



G A rs56337365byFrequency|by1000genomesMG-43-tumorMG-43-normal - 6 908 c.690C>T

A G rs150594 byFrequency|by1000genomesMG-43-tumorMG-43-normal - 13 1559 c.1356T>C

G A rs9804992byFrequency|by1000genomesMG-43-tumorMG-43-normal + 11 3172 c.2529G>A

C T rs58022607by1000genomesMG-43-tumorMG-43-normal - 11 1812 c.1472G>A

C T rs115461273byFrequency|by1000genomesMG-43-tumorMG-43-normal + 2 190 c.81C>T

G A rs2227983byFrequency|by1000genomesMG-43-tumorMG-43-normal + 13 1739 c.1562G>A

C T rs34418613by1000genomesMG-43-tumorMG-43-normal - 6 1961 c.1892G>A

A G rs144929950byFrequency|by1000genomesMG-43-tumorMG-43-normal - 3 6225 c.6153T>C

C T MG-43-tumorMG-43-normal + 14 2640 c.1572C>T

G A MG-43-tumorMG-43-normal - 3 919 c.849C>T

C T rs1064210by1000genomesMG-43-tumorMG-43-normal - 10 1425 c.1426G>A

A G rs2227985byFrequency|by1000genomesMG-43-tumorMG-43-normal + 9 1878 c.1497A>G

G A rs6089925byFrequency|by1000genomesMG-43-tumorMG-43-normal - 4 729 c.660C>T

T C rs7714670by1000genomesMG-43-tumorMG-43-normal + 6 849 c.673T>C

A T rs7095325byFrequency|by1000genomesMG-43-tumorMG-43-normal - 7 1087 c.712T>A

C T rs11873462by1000genomesMG-43-tumorMG-43-normal - 1 47 c.48G>A

G A rs77288131byFrequency|by1000genomesMG-43-tumorMG-43-normal + 12 2707 c.2488G>A

T C MG-43-tumorMG-43-normal - 1 461 c.462A>G

C T rs16829795byFrequency|by1000genomesMG-43-tumorMG-43-normal + 17 2532 c.1389C>T

C T rs150535071byFrequency|by1000genomesMG-43-tumorMG-43-normal + 11 2537 c.1902C>T

T C rs12990449byFrequency|by1000genomesMG-43-tumorMG-43-normal - 2 1114 c.143A>G

C T MG-43-tumorMG-43-normal - 8 1256 c.1038G>A

C T rs10258568byFrequency|by1000genomesMG-43-tumorMG-43-normal + 16 2353 c.2108C>T

C T rs3856748byFrequency|by1000genomesMG-43-tumorMG-43-normal + 9 1796 c.1516C>T

C T rs45554841by1000genomesMG-43-tumorMG-43-normal - 1 214 c.215G>A

T C rs36082715byFrequency|by1000genomesMG-43-tumorMG-43-normal - 19 3011 c.2726A>G

C G rs9329306byFrequency|by1000genomesMG-43-tumorMG-43-normal - 4 501 c.186G>C

T C rs79014342byFrequency|by1000genomesMG-43-tumorMG-43-normal - 14 2257 c.1786A>G

C A rs35674179byFrequency|by1000genomesMG-43-tumorMG-43-normal - 13 5263 c.5153G>T

C T rs1130233byFrequency|by1000genomesMG-43-tumorMG-43-normal - 8 2206 c.726G>A

C T rs61740198byFrequency|by1000genomesMG-43-tumorMG-43-normal + 15 3383 c.3270C>T

A G rs2229267byFrequency|by1000genomesMG-43-tumorMG-43-normal - 29 5160 c.4875T>C

G A MG-43-tumorMG-43-normal + 9 2129 c.1759G>A

G C rs142017909byFrequencyMG-43-tumorMG-43-normal - 12 1953 c.1743C>G

A G rs3181247byFrequency|by1000genomesMG-43-tumorMG-43-normal - 3 522 c.304T>C

C T rs2229265byFrequency|by1000genomesMG-43-tumorMG-43-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-43-tumorMG-43-normal - 34 7560 c.7341T>A

C T rs28444388byFrequency|by1000genomesMG-43-tumorMG-43-normal + 2 1331 c.1131C>T

C T MG-43-tumorMG-43-normal - 27 5717 c.5377G>A

G A rs6089924byFrequency|by1000genomesMG-43-tumorMG-43-normal - 4 920 c.851C>T

G A rs146324805byFrequencyMG-43-tumorMG-43-normal - 3 533 c.500C>T

G A rs10964470byFrequency|by1000genomesMG-43-tumorMG-43-normal + 2 383 c.174G>A

C T rs16844179byFrequency|by1000genomesMG-43-tumorMG-43-normal - 46 8513 c.7542G>A

C A rs148983031byFrequencyMG-43-tumorMG-43-normal - 16 2940 c.2722G>T

G A rs34830600byFrequency|by1000genomesMG-43-tumorMG-43-normal - 8 2874 c.2805C>T

G T rs4252633byFrequency|by1000genomesMG-43-tumorMG-43-normal + 14 1776 c.1266G>T

C T rs71299249|rs77022425byFrequencyMG-43-tumorMG-43-normal + 1 3677 c.717C>T



T A rs56279059by1000genomesMG-43-tumorMG-43-normal - 3 1034 c.502A>T

A G rs4143768byFrequency|by1000genomesMG-43-tumorMG-43-normal - 10 6783 c.6195T>C

C T rs62478357byFrequencyMG-43-tumorMG-43-normal - 8 1268 c.1050G>A

T G rs3208659 MG-43-tumorMG-43-normal - 7 871 c.778A>C

G A rs2127898byFrequency|by1000genomesMG-43-tumorMG-43-normal - 6 1130 c.920C>T

C T rs1386356byFrequency|by1000genomesMG-43-tumorMG-43-normal - 85 14018 c.13047G>A

G A rs114231090byFrequency|by1000genomesMG-43-tumorMG-43-normal + 6 1011 c.454G>A

G A rs61737866byFrequency|by1000genomesMG-43-tumorMG-43-normal - 12 2231 c.2047C>T

C A rs2973558by1000genomesMG-43-tumorMG-43-normal + 20 2514 c.2338C>A

G A rs7624750byFrequency|by1000genomesMG-43-tumorMG-43-normal + 4 707 c.473G>A

T C rs8089144by1000genomesMG-43-tumorMG-43-normal - 7 1142 c.1143A>G

T C rs9851685byFrequency|by1000genomesMG-43-tumorMG-43-normal + 23 2508 c.2274T>C

C T rs2228170byFrequency|by1000genomesMG-43-tumorMG-43-normal - 39 7095 c.6810G>A

G A MG-43-tumorMG-43-normal + 1 555 c.555G>A

T G rs12963422byFrequency|by1000genomesMG-43-tumorMG-43-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-43-tumorMG-43-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-43-tumorMG-43-normal - 31 5385 c.5100C>T

G A rs13007735byFrequency|by1000genomesMG-43-tumorMG-43-normal - 16 3587 c.2616C>T

G C rs76738700byFrequency|by1000genomesMG-43-tumorMG-43-normal + 17 1393 c.1207G>C

G A rs138637882byFrequencyMG-43-tumorMG-43-normal - 23 5100 c.4890C>T

T C rs11373 byFrequency|by1000genomesMG-43-tumorMG-43-normal - 3 787 c.367A>G

C T rs1035938by1000genomesMG-43-tumorMG-43-normal + 6 1538 c.1344C>T

T C MG-43-tumorMG-43-normal - 3 305 c.270A>G

G A rs16825150byFrequency|by1000genomesMG-43-tumorMG-43-normal + 7 954 c.909G>A

G A rs34106261byFrequency|by1000genomesMG-43-tumorMG-43-normal - 7 1117 c.899C>T

G A rs34670300byFrequency|by1000genomesMG-43-tumorMG-43-normal - 5 2038 c.558C>T

T C rs9646771by1000genomesMG-43-tumorMG-43-normal - 4 787 c.447A>G

T C rs2305181by1000genomesMG-43-tumorMG-43-normal + 5 859 c.603T>C

G A rs140460426byFrequency|by1000genomesMG-43-tumorMG-43-normal - 3 6228 c.6156C>T

T C rs61730538byFrequency|by1000genomesMG-43-tumorMG-43-normal - 36 5579 c.5361A>G

C T rs10252263byFrequency|by1000genomesMG-43-tumorMG-43-normal - 38 8258 c.8040G>A

G C rs3088074byFrequency|by1000genomesMG-43-tumorMG-43-normal - 9 2999 c.2785C>G

A C rs76504934by1000genomesMG-43-tumorMG-43-normal - 4 464 c.427T>G

T C rs10817025by1000genomesMG-43-tumorMG-43-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-43-tumorMG-43-normal + 12 1807 c.1631C>T

C A MG-43-tumorMG-43-normal - 24 5233 c.5023G>T

T C MG-43-tumorMG-43-normal - 24 5188 c.4978A>G

T G rs9807633by1000genomesMG-43-tumorMG-43-normal - 1 88 c.89A>C

G C rs77467652 MG-43-tumorMG-43-normal - 5 542 c.449C>G

A G rs147909369by1000genomesMG-43-tumorMG-43-normal + 1 282 c.188A>G

G A rs3793379byFrequency|by1000genomesMG-43-tumorMG-43-normal + 32 4159 c.3882G>A

C G rs150913286byFrequencyMG-43-tumorMG-43-normal - 4 431 c.394G>C

C T MG-43-tumorMG-43-normal - 20 4558 c.4348G>A

T C rs1002519byFrequency|by1000genomesMG-43-tumorMG-43-normal + 1 196 c.196T>C

C T rs62077268 MG-43-tumorMG-43-normal - 3 262 c.169G>A

G C rs45469098by1000genomesMG-43-tumorMG-43-normal - 1 255 c.256C>G

G C rs17173370byFrequency|by1000genomesMG-43-tumorMG-43-normal - 36 7274 c.7056C>G



G C rs13397109byFrequency|by1000genomesMG-43-tumorMG-43-normal - 41 7911 c.7626C>G

A C rs150484407byFrequencyMG-43-tumorMG-43-normal - 3 874 c.802T>G

A G rs17078605byFrequency|by1000genomesMG-43-tumorMG-43-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-43-tumorMG-43-normal + 3 290 c.80G>A

C A rs138908625byFrequency|by1000genomesMG-43-tumorMG-43-normal - 8 1357 c.1139G>T

C T rs6432901by1000genomesMG-43-tumorMG-43-normal - 2 514 c.174G>A

A C rs76437836byFrequencyMG-43-tumorMG-43-normal - 3 142 c.98T>G

G A rs34717358byFrequency|by1000genomesMG-43-tumorMG-43-normal + 11 2250 c.1869G>A

G A rs59275951byFrequency|by1000genomesMG-43-tumorMG-43-normal - 11 1797 c.1587C>T

A C rs114532084byFrequency|by1000genomesMG-43-tumorMG-43-normal + 7 704 c.659A>C

C A rs41306015byFrequency|by1000genomesMG-43-tumorMG-43-normal - 13 4052 c.3677G>T

G T MG-43-tumorMG-43-normal - 9 599 c.232C>A

C T rs2228169byFrequency|by1000genomesMG-43-tumorMG-43-normal - 37 6552 c.6267G>A

G A rs62637622byFrequency|by1000genomesMG-43-tumorMG-43-normal - 2 769 c.360C>T

T C rs56145533byFrequency|by1000genomesMG-43-tumorMG-43-normal - 5 4496 c.4283A>G

G A rs55855602by1000genomesMG-43-tumorMG-43-normal - 3 1030 c.498C>T

G T rs140059935by1000genomesMG-43-tumorMG-43-normal + 16 1408 c.1408G>T

C T rs872665 by1000genomesMG-43-tumorMG-43-normal - 7 1855 c.1519G>A

C T rs2285975byFrequency|by1000genomesMG-43-tumorMG-43-normal - 13 2445 c.2256G>A

C T rs115394118by1000genomesMG-43-tumorMG-43-normal - 5 3296 c.2440G>A

G A rs41315495by1000genomesMG-43-tumorMG-43-normal - 28 5041 c.4848C>T

T C rs111331725by1000genomesMG-43-tumorMG-43-normal + 6 643 c.263T>C

A G rs2737699byFrequency|by1000genomesMG-43-tumorMG-43-normal - 10 12892 c.12304T>C

T C rs33910491byFrequency|by1000genomesMG-43-tumorMG-43-normal - 5 4949 c.4736A>G

A G rs151306742by1000genomesMG-43-tumorMG-43-normal + 4 729 c.285A>G

C T rs17043707byFrequency|by1000genomesMG-43-tumorMG-43-normal - 1 1036 c.876G>A

T C rs41300566byFrequency|by1000genomesMG-43-tumorMG-43-normal - 13 3805 c.3430A>G

G T rs3745765byFrequency|by1000genomesMG-43-tumorMG-43-normal + 9 2360 c.719G>T

G A MG-43-tumorMG-43-normal + 1 584 c.584G>A

C T rs210498 by1000genomesMG-43-tumorMG-43-normal - 23 1885 c.1518G>A

A G MG-43-tumorMG-43-normal + 13 1709 c.1615A>G

G A rs7296694byFrequency|by1000genomesMG-43-tumorMG-43-normal + 15 3343 c.3171G>A

C T rs2931423by1000genomesMG-43-tumorMG-43-normal + 19 2459 c.2283C>T

T C rs74477529byFrequency|by1000genomesMG-43-tumorMG-43-normal + 12 6295 c.5921T>C

A T MG-43-tumorMG-43-normal + 5 625 c.403A>T

G A rs4252610byFrequency|by1000genomesMG-43-tumorMG-43-normal + 4 519 c.9G>A

T C rs2241190byFrequency|by1000genomesMG-43-tumorMG-43-normal - 17 2745 c.2460A>G

G A rs2853344byFrequency|by1000genomesMG-43-tumorMG-43-normal - 13 2990 c.2615C>T

A G MG-43-tumorMG-43-normal + 1 342 c.342A>G

C T rs1800265byFrequency|by1000genomesMG-43-tumorMG-43-normal - 9 1043 c.837G>A

G A rs111789308byFrequency|by1000genomesMG-43-tumorMG-43-normal - 19 4446 c.4236C>T

G A rs7234999byFrequency|by1000genomesMG-43-tumorMG-43-normal - 5 5512 c.5299C>T

G C rs12104021by1000genomesMG-43-tumorMG-43-normal - 3 790 c.258C>G

C G rs2298258byFrequency|by1000genomesMG-43-tumorMG-43-normal + 12 1698 c.1260C>G

C T rs55979329by1000genomesMG-43-tumorMG-43-normal - 3 1257 c.725G>A

G C rs145024494byFrequency|by1000genomesMG-43-tumorMG-43-normal - 6 1342 c.855C>G

T A rs61742682byFrequency|by1000genomesMG-43-tumorMG-43-normal + 9 2464 c.823T>A



G A rs2229266byFrequency|by1000genomesMG-43-tumorMG-43-normal - 6 924 c.639C>T

G A rs73655343by1000genomesMG-43-tumorMG-43-normal - 38 7791 c.7455C>T

G A rs17001073byFrequency|by1000genomesMG-43-tumorMG-43-normal + 8 1697 c.1413G>A

C T rs2229067byFrequency|by1000genomesMG-43-tumorMG-43-normal + 11 3296 c.2915C>T

G A rs1713982byFrequency|by1000genomesMG-43-tumorMG-43-normal + 15 2261 c.1848G>A

A T rs10817021by1000genomesMG-43-tumorMG-43-normal - 24 4324 c.3988T>A

G C rs61995913byFrequency|by1000genomesMG-43-tumorMG-43-normal - 35 5987 c.5702C>G

C T rs1893177byFrequency|by1000genomesMG-43-tumorMG-43-normal + 16 2968 c.2592C>T

G A rs3810490by1000genomesMG-43-tumorMG-43-normal - 6 2067 c.1998C>T

C A rs113972313byFrequency|by1000genomesMG-43-tumorMG-43-normal - 7 1474 c.1230G>T

G A rs34253418by1000genomesMG-43-tumorMG-43-normal + 28 2905 c.2718G>A

C T rs7240355byFrequency|by1000genomesMG-43-tumorMG-43-normal - 5 5238 c.5025G>A

C T MG-43-tumorMG-43-normal - 1 103 c.104G>A

G A rs61748805byFrequency|by1000genomesMG-43-tumorMG-43-normal - 29 4747 c.4191C>T

T C rs2450122byFrequency|by1000genomesMG-43-tumorMG-43-normal - 10 2089 c.2004A>G

A G MG-43-tumorMG-43-normal + 1 175 c.175A>G

A G rs3731128by1000genomesMG-43-tumorMG-43-normal - 9 1576 c.1362T>C

T G rs1889323by1000genomesMG-43-tumorMG-43-normal - 25 4582 c.4246A>C

A G MG-43-tumorMG-43-normal + 1 340 c.340A>G

G A rs114222264by1000genomesMG-43-tumorMG-43-normal - 27 8139 c.7791C>T

C T rs3796032byFrequency|by1000genomesMG-43-tumorMG-43-normal - 17 2381 c.1929G>A

C T MG-43-tumorMG-43-normal + 1 512 c.418C>T

C G MG-43-tumorMG-43-normal - 18 3090 c.2872G>C

T C rs2075252byFrequency|by1000genomesMG-43-tumorMG-43-normal - 66 12565 c.12280A>G

T C rs3856746byFrequency|by1000genomesMG-43-tumorMG-43-normal + 4 700 c.420T>C

G A rs34994118byFrequency|by1000genomesMG-43-tumorMG-43-normal + 22 3283 c.3193G>A

G A rs34660570by1000genomesMG-43-tumorMG-43-normal - 3 977 c.504C>T

A C rs80359426|rs56248502byFrequency|by1000genomesMG-43-tumorMG-43-normal + 11 4317 c.4090A>C

T C rs17114803byFrequency|by1000genomesMG-43-tumorMG-43-normal + 11 1465 c.1299T>C

T C MG-43-tumorMG-43-normal + 1 206 c.206T>C

G A MG-43-tumorMG-43-normal + 1 159 c.159G>A

C T rs3796031byFrequency|by1000genomesMG-43-tumorMG-43-normal - 17 2399 c.1947G>A

C A rs6453022by1000genomesMG-43-tumorMG-43-normal + 7 1027 c.851C>A

C T rs34594998by1000genomesMG-43-tumorMG-43-normal + 9 1733 c.1509C>T

G A rs2248407byFrequency|by1000genomesMG-43-tumorMG-43-normal - 4 1003 c.918C>T

T C rs11886219byFrequency|by1000genomesMG-43-tumorMG-43-normal - 36 6144 c.5859A>G

G A rs2289247byFrequency|by1000genomesMG-43-tumorMG-43-normal + 11 1273 c.1063G>A

G A rs76088304byFrequency|by1000genomesMG-43-tumorMG-43-normal + 16 3501 c.3388G>A

T G rs41292149byFrequencyMG-43-tumorMG-43-normal - 3 525 c.181A>C

T C rs62077266 MG-43-tumorMG-43-normal - 3 311 c.218A>G

T C rs137871677by1000genomesMG-43-tumorMG-43-normal + 5 529 c.149T>C

C T rs75340924by1000genomesMG-43-tumorMG-43-normal - 44 14237 c.14238G>A

A G rs35093512byFrequency|by1000genomesMG-43-tumorMG-43-normal - 13 2321 c.2211T>C

C T MG-43-tumorMG-43-normal - 3 370 c.335G>A

G A rs2973566by1000genomesMG-43-tumorMG-43-normal + 14 1930 c.1754G>A

A G rs139364869byFrequency|by1000genomesMG-43-tumorMG-43-normal - 19 3922 c.3712T>C

G A rs2020921byFrequency|by1000genomesMG-43-tumorMG-43-normal - 6 746 c.490C>T



T A rs17264436byFrequency|by1000genomesMG-43-tumorMG-43-normal - 21 3503 c.3501A>T

G A rs55938102byFrequency|by1000genomesMG-43-tumorMG-43-normal + 48 8467 c.8358G>A

C G rs3735156byFrequency|by1000genomesMG-43-tumorMG-43-normal - 11 1795 c.1577G>C

G T rs918558 byFrequency|by1000genomesMG-43-tumorMG-43-normal + 1 2142 c.2142G>T

C A rs58465962by1000genomesMG-43-tumorMG-43-normal - 10 1498 c.1158G>T

G A MG-43-tumorMG-43-normal + 45 6173 c.5861G>A

T A rs2060198byFrequency|by1000genomesMG-43-tumorMG-43-normal + 27 5204 c.4914T>A

G A rs147879356by1000genomesMG-44-tumorMG-44-normal - 1 105 c.85C>T

C T rs74315497 MG-44-tumorMG-44-normal + 10 1399 c.958C>T

A G MG-44-tumorMG-44-normal + 14 2352 c.1970A>G

G T MG-45-tumorMG-45-normal + 7 1057 c.616G>T

C T rs3745764byFrequency|by1000genomesMG-46-tumorMG-46-normal + 9 2705 c.1064C>T

T C rs831043 byFrequency|by1000genomesMG-46-tumorMG-46-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-46-tumorMG-46-normal + 7 3183 c.3138A>G

C T rs1386356byFrequency|by1000genomesMG-46-tumorMG-46-normal - 85 14018 c.13047G>A

C T rs3811444byFrequency|by1000genomesMG-46-tumorMG-46-normal + 6 1169 c.1121C>T

G A rs62070401by1000genomesMG-46-tumorMG-46-normal - 12 2205 c.2162C>T

C T rs139351719by1000genomesMG-46-tumorMG-46-normal - 5 554 c.13G>A

T C rs2229992byFrequency|by1000genomesMG-46-tumorMG-46-normal + 12 1838 c.1458T>C

C G rs150078700by1000genomesMG-46-tumorMG-46-normal + 12 1039 c.1039C>G

T C rs62637691 MG-46-tumorMG-46-normal - 10 1496 c.1329A>G

G T rs12568784byFrequency|by1000genomesMG-46-tumorMG-46-normal - 3 7202 c.7130C>A

G T rs2075249byFrequency|by1000genomesMG-46-tumorMG-46-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-46-tumorMG-46-normal + 19 2459 c.2283C>T

C T rs62637692 MG-46-tumorMG-46-normal - 10 1499 c.1332G>A

T A rs56279059by1000genomesMG-46-tumorMG-46-normal - 3 1034 c.502A>T

A G rs4143768byFrequency|by1000genomesMG-46-tumorMG-46-normal - 10 6783 c.6195T>C

A C rs10104558byFrequency|by1000genomesMG-46-tumorMG-46-normal + 3 1104 c.950A>C

A G rs11016073byFrequency|by1000genomesMG-46-tumorMG-46-normal - 13 6677 c.6302T>C

T C rs766894 by1000genomesMG-46-tumorMG-46-normal + 25 2461 c.2295T>C

C T rs79448470byFrequency|by1000genomesMG-46-tumorMG-46-normal - 13 6957 c.6888G>A

A G rs2229268byFrequency|by1000genomesMG-46-tumorMG-46-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-46-tumorMG-46-normal - 15 2117 c.2115A>G

T C rs7716253by1000genomesMG-46-tumorMG-46-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-46-tumorMG-46-normal - 13 5919 c.5544G>A

G A rs60571683byFrequency|by1000genomesMG-46-tumorMG-46-normal + 16 2196 c.1977G>A

C T rs41299110byFrequency|by1000genomesMG-46-tumorMG-46-normal + 14 1944 c.1699C>T

G A MG-46-tumorMG-46-normal + 13 2331 c.2051G>A

C A rs149207258by1000genomesMG-46-tumorMG-46-normal - 27 5155 c.4815G>T

C T MG-46-tumorMG-46-normal - 3 5767 c.5692G>A

G A rs7179364by1000genomesMG-46-tumorMG-46-normal + 1 520 c.85G>A

G A rs7624750byFrequency|by1000genomesMG-46-tumorMG-46-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-46-tumorMG-46-normal - 18 3000 c.2874G>T

T C rs9851685byFrequency|by1000genomesMG-46-tumorMG-46-normal + 23 2508 c.2274T>C

G A rs12104022by1000genomesMG-46-tumorMG-46-normal - 3 784 c.252C>T

C T MG-46-tumorMG-46-normal + 1 1338 c.1338C>T

C G rs3818764by1000genomesMG-46-tumorMG-46-normal - 4 1331 c.995G>C



T C rs2251219byFrequency|by1000genomesMG-46-tumorMG-46-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-46-tumorMG-46-normal - 6 924 c.639C>T

T C rs28489116by1000genomesMG-46-tumorMG-46-normal - 10 5194 c.4985A>G

G T rs144792804by1000genomesMG-46-tumorMG-46-normal - 1 174 c.29C>A

G A rs3818831byFrequency|by1000genomesMG-46-tumorMG-46-normal - 2 193 c.121C>T

C T rs3745762by1000genomesMG-46-tumorMG-46-normal + 6 2241 c.2047C>T

G A rs61762608byFrequency|by1000genomesMG-46-tumorMG-46-normal - 13 2608 c.2052C>T

T C rs72676907byFrequency|by1000genomesMG-46-tumorMG-46-normal + 3 517 c.327T>C

G A MG-46-tumorMG-46-normal + 2 163 c.163G>A

G A rs13054014byFrequency|by1000genomesMG-46-tumorMG-46-normal + 2 569 c.210G>A

C T rs45554841by1000genomesMG-46-tumorMG-46-normal - 1 214 c.215G>A

T C MG-46-tumorMG-46-normal - 3 305 c.270A>G

G A rs1718878byFrequency|by1000genomesMG-46-tumorMG-46-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-46-tumorMG-46-normal + 2 1911 c.804G>C

G A rs146517083byFrequencyMG-46-tumorMG-46-normal + 15 2645 c.2269G>A

T G rs79385100by1000genomesMG-46-tumorMG-46-normal - 11 1929 c.1930A>C

G A rs1713982byFrequency|by1000genomesMG-46-tumorMG-46-normal + 15 2261 c.1848G>A

A G MG-46-tumorMG-46-normal - 15 1346 c.1346T>C

A G rs13346368by1000genomesMG-46-tumorMG-46-normal + 10 3324 c.3130A>G

T C MG-46-tumorMG-46-normal + 1 1233 c.1233T>C

T C rs2229263byFrequency|by1000genomesMG-46-tumorMG-46-normal - 3 533 c.248A>G

T C rs144942544byFrequencyMG-46-tumorMG-46-normal - 8 1674 c.1579A>G

T C rs9646771by1000genomesMG-46-tumorMG-46-normal - 4 787 c.447A>G

T G rs552183 byFrequency|by1000genomesMG-46-tumorMG-46-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-46-tumorMG-46-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-46-tumorMG-46-normal - 20 3946 c.3859G>A

C G rs143879890by1000genomesMG-46-tumorMG-46-normal - 16 2320 c.2233G>C

A G MG-46-tumorMG-46-normal + 1 42 c.42A>G

T C rs7714670by1000genomesMG-46-tumorMG-46-normal + 6 849 c.673T>C

G A MG-46-tumorMG-46-normal - 12 1441 c.900C>T

G C rs3088074byFrequency|by1000genomesMG-46-tumorMG-46-normal - 9 2999 c.2785C>G

A C rs76504934by1000genomesMG-46-tumorMG-46-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-46-tumorMG-46-normal + 24 3194 c.3018C>T

T C rs13155212|rs34364709byFrequency|by1000genomesMG-46-tumorMG-46-normal + 7 1597 c.1215T>C

T A MG-46-tumorMG-46-normal - 1 109 c.110A>T

C T rs7300444byFrequency|by1000genomesMG-46-tumorMG-46-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-46-tumorMG-46-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-46-tumorMG-46-normal - 4 895 c.891C>T

T A MG-46-tumorMG-46-normal + 8 5607 c.4751T>A

T C rs2241190byFrequency|by1000genomesMG-46-tumorMG-46-normal - 17 2745 c.2460A>G

T C rs6865460byFrequency|by1000genomesMG-46-tumorMG-46-normal + 10 1960 c.1578T>C

G C rs145179638by1000genomesMG-46-tumorMG-46-normal - 48 9186 c.8901C>G

A T rs111657679byFrequency|by1000genomesMG-46-tumorMG-46-normal - 7 516 c.149T>A

T C rs41266134byFrequency|by1000genomesMG-46-tumorMG-46-normal - 3 1625 c.1550A>G

T G rs9807633by1000genomesMG-46-tumorMG-46-normal - 1 88 c.89A>C

T C rs9807555by1000genomesMG-46-tumorMG-46-normal - 1 196 c.197A>G

T C rs1050476byFrequency|by1000genomesMG-46-tumorMG-46-normal + 7 2254 c.1695T>C



G A rs20539 byFrequency|by1000genomesMG-46-tumorMG-46-normal + 20 3152 c.3111G>A

T A rs146051142by1000genomesMG-46-tumorMG-46-normal - 13 3960 c.3551A>T

G A rs3793379byFrequency|by1000genomesMG-46-tumorMG-46-normal + 32 4159 c.3882G>A

G A rs148459685byFrequencyMG-46-tumorMG-46-normal - 22 3651 c.3462C>T

A G rs826549 by1000genomesMG-46-tumorMG-46-normal + 18 2676 c.2550A>G

C T MG-46-tumorMG-46-normal - 7 745 c.610G>A

A T rs7095325byFrequency|by1000genomesMG-46-tumorMG-46-normal - 7 1087 c.712T>A

T C rs2075252byFrequency|by1000genomesMG-46-tumorMG-46-normal - 66 12565 c.12280A>G

C T rs2243380byFrequency|by1000genomesMG-46-tumorMG-46-normal - 6 698 c.500G>A

T G MG-46-tumorMG-46-normal - 4 1698 c.1225A>C

G A MG-46-tumorMG-46-normal + 1 220 c.220G>A

C G rs149605490by1000genomesMG-46-tumorMG-46-normal + 3 1000 c.781C>G

A C rs75752352by1000genomesMG-46-tumorMG-46-normal - 4 1274 c.1172T>G

T C rs831042 byFrequency|by1000genomesMG-46-tumorMG-46-normal - 24 3945 c.3660A>G

G A rs2003233 MG-46-tumorMG-46-normal - 17 1503 c.1504C>T

G A rs2271189byFrequency|by1000genomesMG-46-tumorMG-46-normal + 27 3788 c.3348G>A

C A MG-46-tumorMG-46-normal + 12 1060 c.962C>A

T C rs12990449byFrequency|by1000genomesMG-46-tumorMG-46-normal - 2 1114 c.143A>G

T C rs11373 byFrequency|by1000genomesMG-46-tumorMG-46-normal - 3 787 c.367A>G

A G rs17078605byFrequency|by1000genomesMG-46-tumorMG-46-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-46-tumorMG-46-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-46-tumorMG-46-normal - 2 514 c.174G>A

C T rs1035938by1000genomesMG-46-tumorMG-46-normal + 6 1538 c.1344C>T

G C rs41288741 MG-46-tumorMG-46-normal - 4 861 c.546C>G

G A rs2973566by1000genomesMG-46-tumorMG-46-normal + 14 1930 c.1754G>A

C T rs34594998by1000genomesMG-46-tumorMG-46-normal + 9 1733 c.1509C>T

T C rs539858|rs78098996byFrequency|by1000genomesMG-46-tumorMG-46-normal - 20 3029 c.3024A>G

A C MG-46-tumorMG-46-normal + 20 2065 c.1933A>C

C A MG-46-tumorMG-46-normal - 9 1522 c.582G>T

G A rs149651686|rs76723236by1000genomesMG-46-tumorMG-46-normal - 11 977 c.610C>T

A G MG-46-tumorMG-46-normal - 1 494 c.495T>C

A G rs28647489by1000genomesMG-46-tumorMG-46-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-46-tumorMG-46-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-46-tumorMG-46-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-46-tumorMG-46-normal - 3 660 c.661T>C

G A rs2289247byFrequency|by1000genomesMG-46-tumorMG-46-normal + 11 1273 c.1063G>A

G A MG-46-tumorMG-46-normal + 1 1592 c.1592G>A

T G MG-46-tumorMG-46-normal - 10 1282 c.1076A>C

C T rs62640392 MG-46-tumorMG-46-normal - 10 1484 c.1317G>A

C G rs2509943byFrequency|by1000genomesMG-46-tumorMG-46-normal + 3 776 c.279C>G

A T rs1063536byFrequency|by1000genomesMG-46-tumorMG-46-normal - 4 612 c.237T>A

A G rs2229267byFrequency|by1000genomesMG-46-tumorMG-46-normal - 29 5160 c.4875T>C

T C MG-46-tumorMG-46-normal + 1 179 c.179T>C

A G rs3729680by1000genomesMG-46-tumorMG-46-normal + 7 1330 c.1173A>G

G A rs55855602by1000genomesMG-46-tumorMG-46-normal - 3 1030 c.498C>T

G T rs140059935by1000genomesMG-46-tumorMG-46-normal + 16 1408 c.1408G>T

C T rs3814883byFrequency|by1000genomesMG-46-tumorMG-46-normal + 13 2402 c.1359C>T



G A rs80198225 MG-46-tumorMG-46-normal + 8 527 c.527G>A

C T rs1050475byFrequency|by1000genomesMG-46-tumorMG-46-normal + 7 1534 c.975C>T

A G rs151306742by1000genomesMG-46-tumorMG-46-normal + 4 729 c.285A>G

G C rs12104021by1000genomesMG-46-tumorMG-46-normal - 3 790 c.258C>G

G A MG-46-tumorMG-46-normal + 1 31 c.31G>A

A G rs2737699byFrequency|by1000genomesMG-46-tumorMG-46-normal - 10 12892 c.12304T>C

C T rs2282303byFrequency|by1000genomesMG-46-tumorMG-46-normal - 3 899 c.827G>A

T A rs17264436byFrequency|by1000genomesMG-46-tumorMG-46-normal - 21 3503 c.3501A>T

G T rs147825872 MG-46-tumorMG-46-normal + 20 4359 c.4282G>T

G A rs12729662byFrequency|by1000genomesMG-46-tumorMG-46-normal - 3 8430 c.8355C>T

T C MG-46-tumorMG-46-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-46-tumorMG-46-normal - 37 5440 c.5234G>A

C T rs4802382by1000genomesMG-46-tumorMG-46-normal + 6 554 c.360C>T

A T rs10107774byFrequency|by1000genomesMG-46-tumorMG-46-normal + 3 1496 c.1342A>T

C T rs55913776 MG-46-tumorMG-46-normal - 3 1207 c.675G>A

T A rs2060198byFrequency|by1000genomesMG-46-tumorMG-46-normal + 27 5204 c.4914T>A

C T rs2273779byFrequency|by1000genomesMG-46-tumorMG-46-normal + 6 583 c.538C>T

C A rs2973558by1000genomesMG-46-tumorMG-46-normal + 20 2514 c.2338C>A

G A rs144383071byFrequencyMG-46-tumorMG-46-normal - 3 3345 c.3270C>T

C T rs3745764byFrequency|by1000genomesMG-460-tumorMG-460-normal + 9 2705 c.1064C>T

G A rs144383071byFrequencyMG-460-tumorMG-460-normal - 3 3345 c.3270C>T

T C rs831043 byFrequency|by1000genomesMG-460-tumorMG-460-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-460-tumorMG-460-normal + 7 3183 c.3138A>G

C T rs1386356byFrequency|by1000genomesMG-460-tumorMG-460-normal - 85 14018 c.13047G>A

C T MG-460-tumorMG-460-normal - 3 300 c.263G>A

G A rs62070401by1000genomesMG-460-tumorMG-460-normal - 12 2205 c.2162C>T

C T rs139351719by1000genomesMG-460-tumorMG-460-normal - 5 554 c.13G>A

C T rs77376932byFrequencyMG-460-tumorMG-460-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-460-tumorMG-460-normal - 3 4602 c.4530C>T

T C rs142304809byFrequencyMG-460-tumorMG-460-normal - 9 1291 c.1259A>G

T C rs2229992byFrequency|by1000genomesMG-460-tumorMG-460-normal + 12 1838 c.1458T>C

G T rs12568784byFrequency|by1000genomesMG-460-tumorMG-460-normal - 3 7202 c.7130C>A

A G MG-460-tumorMG-460-normal + 10 1620 c.1253A>G

G A rs33954691byFrequency|by1000genomesMG-460-tumorMG-460-normal - 14 3096 c.3039C>T

G T rs2075249byFrequency|by1000genomesMG-460-tumorMG-460-normal - 21 3339 c.3054C>A

C T rs62478357byFrequencyMG-460-tumorMG-460-normal - 8 1268 c.1050G>A

C T rs2931423by1000genomesMG-460-tumorMG-460-normal + 19 2459 c.2283C>T

T C rs141049734byFrequencyMG-460-tumorMG-460-normal - 18 3186 c.2968A>G

T A rs56279059by1000genomesMG-460-tumorMG-460-normal - 3 1034 c.502A>T

A G rs4143768byFrequency|by1000genomesMG-460-tumorMG-460-normal - 10 6783 c.6195T>C

A C rs10104558byFrequency|by1000genomesMG-460-tumorMG-460-normal + 3 1104 c.950A>C

A G rs11016073byFrequency|by1000genomesMG-460-tumorMG-460-normal - 13 6677 c.6302T>C

T C rs766894 by1000genomesMG-460-tumorMG-460-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-460-tumorMG-460-normal - 8 1357 c.1139G>T

G A rs139799138byFrequencyMG-460-tumorMG-460-normal - 3 6574 c.6499C>T

C T rs79448470byFrequency|by1000genomesMG-460-tumorMG-460-normal - 13 6957 c.6888G>A

A G rs2229268byFrequency|by1000genomesMG-460-tumorMG-460-normal - 61 11886 c.11601T>C



G C rs145179638by1000genomesMG-460-tumorMG-460-normal - 48 9186 c.8901C>G

T C rs3755806byFrequency|by1000genomesMG-460-tumorMG-460-normal - 15 2117 c.2115A>G

T C rs7716253by1000genomesMG-460-tumorMG-460-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-460-tumorMG-460-normal - 13 5919 c.5544G>A

G A rs60571683byFrequency|by1000genomesMG-460-tumorMG-460-normal + 16 2196 c.1977G>A

C T rs41299110byFrequency|by1000genomesMG-460-tumorMG-460-normal + 14 1944 c.1699C>T

G A MG-460-tumorMG-460-normal + 13 2331 c.2051G>A

C A rs2973558by1000genomesMG-460-tumorMG-460-normal + 20 2514 c.2338C>A

C T MG-460-tumorMG-460-normal - 3 5767 c.5692G>A

G A rs7179364by1000genomesMG-460-tumorMG-460-normal + 1 520 c.85G>A

C T rs55979329by1000genomesMG-460-tumorMG-460-normal - 3 1257 c.725G>A

A T rs111657679byFrequency|by1000genomesMG-460-tumorMG-460-normal - 7 516 c.149T>A

C A rs6738031by1000genomesMG-460-tumorMG-460-normal - 18 3000 c.2874G>T

G A rs41294868by1000genomesMG-460-tumorMG-460-normal + 14 2132 c.1933G>A

T C rs8089144by1000genomesMG-460-tumorMG-460-normal - 7 1142 c.1143A>G

T C rs9851685byFrequency|by1000genomesMG-460-tumorMG-460-normal + 23 2508 c.2274T>C

G A rs12104022by1000genomesMG-460-tumorMG-460-normal - 3 784 c.252C>T

C T MG-460-tumorMG-460-normal + 1 1338 c.1338C>T

C G rs3818764by1000genomesMG-460-tumorMG-460-normal - 4 1331 c.995G>C

G T MG-460-tumorMG-460-normal - 1 487 c.488C>A

T C rs2251219byFrequency|by1000genomesMG-460-tumorMG-460-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-460-tumorMG-460-normal - 6 924 c.639C>T

T C rs28489116by1000genomesMG-460-tumorMG-460-normal - 10 5194 c.4985A>G

G T rs144792804by1000genomesMG-460-tumorMG-460-normal - 1 174 c.29C>A

G A rs3818831byFrequency|by1000genomesMG-460-tumorMG-460-normal - 2 193 c.121C>T

T C rs62070402by1000genomesMG-460-tumorMG-460-normal - 12 2105 c.2062A>G

G A rs11549105byFrequency|by1000genomesMG-460-tumorMG-460-normal - 6 1228 c.1224C>T

G A rs61762608byFrequency|by1000genomesMG-460-tumorMG-460-normal - 13 2608 c.2052C>T

G A rs3810485by1000genomesMG-460-tumorMG-460-normal - 8 6116 c.6047C>T

T C rs72676907byFrequency|by1000genomesMG-460-tumorMG-460-normal + 3 517 c.327T>C

G A MG-460-tumorMG-460-normal + 2 163 c.163G>A

T C rs41266134byFrequency|by1000genomesMG-460-tumorMG-460-normal - 3 1625 c.1550A>G

C T rs151233 by1000genomesMG-460-tumorMG-460-normal + 2 99 c.66C>T

C T rs45554841by1000genomesMG-460-tumorMG-460-normal - 1 214 c.215G>A

T C MG-460-tumorMG-460-normal - 3 305 c.270A>G

G A rs1718878byFrequency|by1000genomesMG-460-tumorMG-460-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-460-tumorMG-460-normal + 2 1911 c.804G>C

G A rs146517083byFrequencyMG-460-tumorMG-460-normal + 15 2645 c.2269G>A

T G rs79385100by1000genomesMG-460-tumorMG-460-normal - 11 1929 c.1930A>C

G A rs1713982byFrequency|by1000genomesMG-460-tumorMG-460-normal + 15 2261 c.1848G>A

A G MG-460-tumorMG-460-normal - 15 1346 c.1346T>C

A G rs13346368by1000genomesMG-460-tumorMG-460-normal + 10 3324 c.3130A>G

T C MG-460-tumorMG-460-normal + 1 1233 c.1233T>C

C A rs149207258by1000genomesMG-460-tumorMG-460-normal - 27 5155 c.4815G>T

T C rs2229263byFrequency|by1000genomesMG-460-tumorMG-460-normal - 3 533 c.248A>G

T C rs12990449byFrequency|by1000genomesMG-460-tumorMG-460-normal - 2 1114 c.143A>G

T C rs144942544byFrequencyMG-460-tumorMG-460-normal - 8 1674 c.1579A>G



T C rs9646771by1000genomesMG-460-tumorMG-460-normal - 4 787 c.447A>G

G A rs10964471byFrequency|by1000genomesMG-460-tumorMG-460-normal + 2 386 c.177G>A

T G rs552183 byFrequency|by1000genomesMG-460-tumorMG-460-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-460-tumorMG-460-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-460-tumorMG-460-normal - 20 3946 c.3859G>A

C G rs150078700by1000genomesMG-460-tumorMG-460-normal + 12 1039 c.1039C>G

C A rs6453022by1000genomesMG-460-tumorMG-460-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-460-tumorMG-460-normal + 2 1791 c.684T>C

C G rs143879890by1000genomesMG-460-tumorMG-460-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-460-tumorMG-460-normal + 7 1855 c.1810A>G

A G MG-460-tumorMG-460-normal + 1 42 c.42A>G

G A MG-460-tumorMG-460-normal + 15 3843 c.3649G>A

A G rs138997916byFrequency|by1000genomesMG-460-tumorMG-460-normal - 3 2832 c.2760T>C

G A rs7624750byFrequency|by1000genomesMG-460-tumorMG-460-normal + 4 707 c.473G>A

C A MG-460-tumorMG-460-normal + 16 1405 c.1405C>A

A G rs6679449by1000genomesMG-460-tumorMG-460-normal - 3 1923 c.1851T>C

T C rs143332174by1000genomesMG-460-tumorMG-460-normal - 3 244 c.207A>G

G A MG-460-tumorMG-460-normal - 12 1441 c.900C>T

G C rs3088074byFrequency|by1000genomesMG-460-tumorMG-460-normal - 9 2999 c.2785C>G

A G MG-460-tumorMG-460-normal + 14 1340 c.1242A>G

G C MG-460-tumorMG-460-normal + 9 744 c.646G>C

A C rs76504934by1000genomesMG-460-tumorMG-460-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-460-tumorMG-460-normal + 24 3194 c.3018C>T

G A rs80198225 MG-460-tumorMG-460-normal + 8 527 c.527G>A

T C rs13155212|rs34364709byFrequency|by1000genomesMG-460-tumorMG-460-normal + 7 1597 c.1215T>C

T C rs831042 byFrequency|by1000genomesMG-460-tumorMG-460-normal - 24 3945 c.3660A>G

T A MG-460-tumorMG-460-normal - 1 109 c.110A>T

C T rs7300444byFrequency|by1000genomesMG-460-tumorMG-460-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-460-tumorMG-460-normal + 17 1912 c.1092A>C

C T rs80127039byFrequency|by1000genomesMG-460-tumorMG-460-normal + 13 2174 c.1657C>T

G A rs11549106byFrequency|by1000genomesMG-460-tumorMG-460-normal - 4 895 c.891C>T

C T rs2973571by1000genomesMG-460-tumorMG-460-normal + 12 1807 c.1631C>T

T A MG-460-tumorMG-460-normal + 8 5607 c.4751T>A

T C rs2241190byFrequency|by1000genomesMG-460-tumorMG-460-normal - 17 2745 c.2460A>G

T C rs6865460byFrequency|by1000genomesMG-460-tumorMG-460-normal + 10 1960 c.1578T>C

G A rs2973566by1000genomesMG-460-tumorMG-460-normal + 14 1930 c.1754G>A

T G rs9807633by1000genomesMG-460-tumorMG-460-normal - 1 88 c.89A>C

T C rs539858|rs78098996byFrequency|by1000genomesMG-460-tumorMG-460-normal - 20 3029 c.3024A>G

T C rs9807555by1000genomesMG-460-tumorMG-460-normal - 1 196 c.197A>G

T C rs1050476byFrequency|by1000genomesMG-460-tumorMG-460-normal + 7 2254 c.1695T>C

G A MG-460-tumorMG-460-normal + 1 130 c.78G>A

T A rs146051142by1000genomesMG-460-tumorMG-460-normal - 13 3960 c.3551A>T

G A rs3793379byFrequency|by1000genomesMG-460-tumorMG-460-normal + 32 4159 c.3882G>A

G A rs148459685byFrequencyMG-460-tumorMG-460-normal - 22 3651 c.3462C>T

A G rs826549 by1000genomesMG-460-tumorMG-460-normal + 18 2676 c.2550A>G

T C rs7714670by1000genomesMG-460-tumorMG-460-normal + 6 849 c.673T>C

C T MG-460-tumorMG-460-normal + 1 1044 c.1044C>T



C T rs11873462by1000genomesMG-460-tumorMG-460-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-460-tumorMG-460-normal - 66 12565 c.12280A>G

C T rs2243380byFrequency|by1000genomesMG-460-tumorMG-460-normal - 6 698 c.500G>A

G A MG-460-tumorMG-460-normal + 1 220 c.220G>A

C G rs149605490by1000genomesMG-460-tumorMG-460-normal + 3 1000 c.781C>G

C T rs3745762by1000genomesMG-460-tumorMG-460-normal + 6 2241 c.2047C>T

G A rs2003233 MG-460-tumorMG-460-normal - 17 1503 c.1504C>T

A G rs2737699byFrequency|by1000genomesMG-460-tumorMG-460-normal - 10 12892 c.12304T>C

A G MG-460-tumorMG-460-normal - 23 5471 c.5280T>C

G A rs20539 byFrequency|by1000genomesMG-460-tumorMG-460-normal + 20 3152 c.3111G>A

C T MG-460-tumorMG-460-normal - 10 1429 c.1430G>A

G A rs2271189byFrequency|by1000genomesMG-460-tumorMG-460-normal + 27 3788 c.3348G>A

G A MG-460-tumorMG-460-normal - 5 563 c.22C>T

C A MG-460-tumorMG-460-normal + 12 1060 c.962C>A

T C rs11373 byFrequency|by1000genomesMG-460-tumorMG-460-normal - 3 787 c.367A>G

G A rs13054014byFrequency|by1000genomesMG-460-tumorMG-460-normal + 2 569 c.210G>A

G A rs6018623byFrequency|by1000genomesMG-460-tumorMG-460-normal + 20 3957 c.3741G>A

A G rs17078605byFrequency|by1000genomesMG-460-tumorMG-460-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-460-tumorMG-460-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-460-tumorMG-460-normal - 2 514 c.174G>A

C T rs1009668byFrequency|by1000genomesMG-460-tumorMG-460-normal - 20 2134 c.1864G>A

A C rs76437836byFrequencyMG-460-tumorMG-460-normal - 3 142 c.98T>G

C A rs144349020by1000genomesMG-460-tumorMG-460-normal + 3 1131 c.912C>A

C T rs1035938by1000genomesMG-460-tumorMG-460-normal + 6 1538 c.1344C>T

G C rs41288741 MG-460-tumorMG-460-normal - 4 861 c.546C>G

G T rs146238849byFrequency|by1000genomesMG-460-tumorMG-460-normal - 8 1391 c.1173C>A

C T rs34594998by1000genomesMG-460-tumorMG-460-normal + 9 1733 c.1509C>T

A C MG-460-tumorMG-460-normal + 20 2065 c.1933A>C

C A rs35430524by1000genomesMG-460-tumorMG-460-normal + 12 3111 c.2737C>A

C A MG-460-tumorMG-460-normal - 9 1522 c.582G>T

G A rs149651686|rs76723236by1000genomesMG-460-tumorMG-460-normal - 11 977 c.610C>T

A G MG-460-tumorMG-460-normal - 1 494 c.495T>C

A G rs28647489by1000genomesMG-460-tumorMG-460-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-460-tumorMG-460-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-460-tumorMG-460-normal - 3 660 c.661T>C

A G MG-460-tumorMG-460-normal + 1 715 c.715A>G

G A rs2289247byFrequency|by1000genomesMG-460-tumorMG-460-normal + 11 1273 c.1063G>A

G A MG-460-tumorMG-460-normal + 1 1592 c.1592G>A

T G MG-460-tumorMG-460-normal - 10 1282 c.1076A>C

G A rs143684430byFrequencyMG-460-tumorMG-460-normal - 3 6591 c.6516C>T

A G rs9552929byFrequency|by1000genomesMG-460-tumorMG-460-normal - 10 9441 c.8853T>C

G C rs62070406by1000genomesMG-460-tumorMG-460-normal - 9 1754 c.1711C>G

C G rs2509943byFrequency|by1000genomesMG-460-tumorMG-460-normal + 3 776 c.279C>G

C T MG-460-tumorMG-460-normal + 14 1347 c.1249C>T

A T rs1063536byFrequency|by1000genomesMG-460-tumorMG-460-normal - 4 612 c.237T>A

A G rs2229267byFrequency|by1000genomesMG-460-tumorMG-460-normal - 29 5160 c.4875T>C

T C MG-460-tumorMG-460-normal + 1 179 c.179T>C



A G rs3729680by1000genomesMG-460-tumorMG-460-normal + 7 1330 c.1173A>G

A C rs80303640by1000genomesMG-460-tumorMG-460-normal - 16 1415 c.1416T>G

G A rs55855602by1000genomesMG-460-tumorMG-460-normal - 3 1030 c.498C>T

G T rs140059935by1000genomesMG-460-tumorMG-460-normal + 16 1408 c.1408G>T

G T rs139431164byFrequencyMG-460-tumorMG-460-normal + 3 1043 c.824G>T

C T rs3814883byFrequency|by1000genomesMG-460-tumorMG-460-normal + 13 2402 c.1359C>T

C T rs1050475byFrequency|by1000genomesMG-460-tumorMG-460-normal + 7 1534 c.975C>T

A G rs151306742by1000genomesMG-460-tumorMG-460-normal + 4 729 c.285A>G

G C rs12104021by1000genomesMG-460-tumorMG-460-normal - 3 790 c.258C>G

G A MG-460-tumorMG-460-normal + 1 31 c.31G>A

T G MG-460-tumorMG-460-normal - 4 1698 c.1225A>C

T C rs17019360by1000genomesMG-460-tumorMG-460-normal + 17 2524 c.1800T>C

C T MG-460-tumorMG-460-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-460-tumorMG-460-normal - 3 899 c.827G>A

A T rs7095325byFrequency|by1000genomesMG-460-tumorMG-460-normal - 7 1087 c.712T>A

T A rs17264436byFrequency|by1000genomesMG-460-tumorMG-460-normal - 21 3503 c.3501A>T

G A rs151001106byFrequencyMG-460-tumorMG-460-normal + 1 192 c.140G>A

G T rs147825872 MG-460-tumorMG-460-normal + 20 4359 c.4282G>T

G A rs12729662byFrequency|by1000genomesMG-460-tumorMG-460-normal - 3 8430 c.8355C>T

T C MG-460-tumorMG-460-normal + 8 505 c.505T>C

A G rs112129664|rs67218125|rs112826888|rs28529067|rs1132443byFrequency|by1000genomesMG-460-tumorMG-460-normal + 20 3996 c.3780A>G

C T rs1801187byFrequency|by1000genomesMG-460-tumorMG-460-normal - 37 5440 c.5234G>A

C T rs4802382by1000genomesMG-460-tumorMG-460-normal + 6 554 c.360C>T

C T rs55913776 MG-460-tumorMG-460-normal - 3 1207 c.675G>A

A T rs10107774byFrequency|by1000genomesMG-460-tumorMG-460-normal + 3 1496 c.1342A>T

T A rs2060198byFrequency|by1000genomesMG-460-tumorMG-460-normal + 27 5204 c.4914T>A

C T rs2273779byFrequency|by1000genomesMG-460-tumorMG-460-normal + 6 583 c.538C>T

A G rs75639578 MG-460-tumorMG-460-normal - 3 6552 c.6477T>C

A T rs150289150byFrequency|by1000genomesMG-5-tumorMG-5-normal - 4 1377 c.1307T>A

C T rs75212846byFrequency|by1000genomesMG-5-tumorMG-5-normal - 35 6033 c.5697G>A

G A rs16847812byFrequency|by1000genomesMG-5-tumorMG-5-normal + 4 978 c.865G>A

G A rs141909084by1000genomesMG-5-tumorMG-5-normal - 3 1154 c.1155C>T

C A rs34400049byFrequency|by1000genomesMG-5-tumorMG-5-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-5-tumorMG-5-normal + 7 3183 c.3138A>G

C T rs143961355byFrequencyMG-5-tumorMG-5-normal - 3 1863 c.1791G>A

T C rs831043 byFrequency|by1000genomesMG-5-tumorMG-5-normal - 21 3354 c.3069A>G

T C rs140478676byFrequencyMG-5-tumorMG-5-normal - 19 3483 c.3273A>G

C T MG-5-tumorMG-5-normal - 3 300 c.263G>A

C T rs139351719by1000genomesMG-5-tumorMG-5-normal - 5 554 c.13G>A

G A rs3809974byFrequency|by1000genomesMG-5-tumorMG-5-normal - 5 2864 c.2651C>T

T C rs2305181by1000genomesMG-5-tumorMG-5-normal + 5 859 c.603T>C

G T rs2075249byFrequency|by1000genomesMG-5-tumorMG-5-normal - 21 3339 c.3054C>A

T G rs9807633by1000genomesMG-5-tumorMG-5-normal - 1 88 c.89A>C

G A rs16898013byFrequency|by1000genomesMG-5-tumorMG-5-normal + 13 1938 c.1848G>A

G A rs61730875byFrequency|by1000genomesMG-5-tumorMG-5-normal - 20 3374 c.2877C>T

C T rs62478357byFrequencyMG-5-tumorMG-5-normal - 8 1268 c.1050G>A

G A rs1062348byFrequency|by1000genomesMG-5-tumorMG-5-normal - 7 1005 c.846C>T



T G rs3208659 MG-5-tumorMG-5-normal - 7 871 c.778A>C

G A rs2127898byFrequency|by1000genomesMG-5-tumorMG-5-normal - 6 1130 c.920C>T

C T rs2293347byFrequency|by1000genomesMG-5-tumorMG-5-normal + 25 3159 c.2982C>T

C T rs2286007byFrequency|by1000genomesMG-5-tumorMG-5-normal + 8 2637 c.1994C>T

A G rs6694078byFrequency|by1000genomesMG-5-tumorMG-5-normal + 11 2688 c.2575A>G

A G MG-5-tumorMG-5-normal + 1 925 c.925A>G

T C rs17065127byFrequency|by1000genomesMG-5-tumorMG-5-normal - 5 5401 c.5188A>G

G A rs2271189byFrequency|by1000genomesMG-5-tumorMG-5-normal + 27 3788 c.3348G>A

G A rs17065139byFrequency|by1000genomesMG-5-tumorMG-5-normal - 5 3795 c.3582C>T

T C MG-5-tumorMG-5-normal - 43 11661 c.11443A>G

C T rs2853346byFrequency|by1000genomesMG-5-tumorMG-5-normal - 13 5919 c.5544G>A

G A rs60571683byFrequency|by1000genomesMG-5-tumorMG-5-normal + 16 2196 c.1977G>A

T G rs41279045byFrequency|by1000genomesMG-5-tumorMG-5-normal - 36 6228 c.5892A>C

C T rs151182657byFrequencyMG-5-tumorMG-5-normal - 9 1295 c.1263G>A

T C rs831042 byFrequency|by1000genomesMG-5-tumorMG-5-normal - 24 3945 c.3660A>G

C G rs2298258byFrequency|by1000genomesMG-5-tumorMG-5-normal + 12 1698 c.1260C>G

G A rs7179364by1000genomesMG-5-tumorMG-5-normal + 1 520 c.85G>A

T C MG-5-tumorMG-5-normal - 3 305 c.270A>G

C A rs6738031by1000genomesMG-5-tumorMG-5-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-5-tumorMG-5-normal - 16 2000 c.1503T>C

C T rs10258429byFrequency|by1000genomesMG-5-tumorMG-5-normal + 16 2213 c.1968C>T

G A rs41294868by1000genomesMG-5-tumorMG-5-normal + 14 2132 c.1933G>A

T C rs8089144by1000genomesMG-5-tumorMG-5-normal - 7 1142 c.1143A>G

T C rs3733406by1000genomesMG-5-tumorMG-5-normal - 10 8361 c.8152A>G

A G MG-5-tumorMG-5-normal + 10 806 c.708A>G

C A rs12454500by1000genomesMG-5-tumorMG-5-normal - 1 497 c.498G>T

G A rs3026098by1000genomesMG-5-tumorMG-5-normal + 13 2111 c.1887G>A

G A MG-5-tumorMG-5-normal - 4 860 c.545C>T

T G rs10817033by1000genomesMG-5-tumorMG-5-normal - 8 2079 c.1743A>C

G A MG-5-tumorMG-5-normal - 4 836 c.837C>T

G T MG-5-tumorMG-5-normal - 1 487 c.488C>A

G C rs17078601byFrequency|by1000genomesMG-5-tumorMG-5-normal - 10 11620 c.11032C>G

G A rs13007735byFrequency|by1000genomesMG-5-tumorMG-5-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-5-tumorMG-5-normal + 14 2120 c.1921A>G

G A rs3810485by1000genomesMG-5-tumorMG-5-normal - 8 6116 c.6047C>T

G A MG-5-tumorMG-5-normal - 5 563 c.22C>T

C T rs1043141byFrequency|by1000genomesMG-5-tumorMG-5-normal + 4 2376 c.342C>T

T C rs72676907byFrequency|by1000genomesMG-5-tumorMG-5-normal + 3 517 c.327T>C

A G rs41278435by1000genomesMG-5-tumorMG-5-normal - 38 9715 c.9379T>C

C T MG-5-tumorMG-5-normal + 5 622 c.400C>T

C T MG-5-tumorMG-5-normal - 8 1260 c.1042G>A

A G rs40831 by1000genomesMG-5-tumorMG-5-normal + 2 2118 c.2085A>G

G A rs1718878byFrequency|by1000genomesMG-5-tumorMG-5-normal + 13 2003 c.1590G>A

G A rs1713982byFrequency|by1000genomesMG-5-tumorMG-5-normal + 15 2261 c.1848G>A

A T rs10817021by1000genomesMG-5-tumorMG-5-normal - 24 4324 c.3988T>A

A G MG-5-tumorMG-5-normal - 15 1346 c.1346T>C

A G MG-5-tumorMG-5-normal + 11 3105 c.3104A>G



T C rs9646771by1000genomesMG-5-tumorMG-5-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-5-tumorMG-5-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-5-tumorMG-5-normal - 20 3946 c.3859G>A

C T rs140935307by1000genomesMG-5-tumorMG-5-normal - 2 2372 c.2163G>A

G A MG-5-tumorMG-5-normal - 14 2438 c.2395C>T

G A rs76469101byFrequency|by1000genomesMG-5-tumorMG-5-normal - 35 5969 c.5633C>T

T A rs3740423byFrequency|by1000genomesMG-5-tumorMG-5-normal - 13 4583 c.4208A>T

T A rs41305611by1000genomesMG-5-tumorMG-5-normal - 3 1170 c.834A>T

T C rs148456904 MG-5-tumorMG-5-normal - 2 298 c.107A>G

C G rs143879890by1000genomesMG-5-tumorMG-5-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-5-tumorMG-5-normal + 7 1855 c.1810A>G

T G rs1058201 MG-5-tumorMG-5-normal - 3 297 c.204A>C

C T rs17290169byFrequency|by1000genomesMG-5-tumorMG-5-normal + 15 2016 c.1839C>T

T C rs7935 byFrequency|by1000genomesMG-5-tumorMG-5-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-5-tumorMG-5-normal - 2 514 c.174G>A

C T MG-5-tumorMG-5-normal - 3 6053 c.5978G>A

G T rs146238849byFrequency|by1000genomesMG-5-tumorMG-5-normal - 8 1391 c.1173C>A

G A rs77689488byFrequency|by1000genomesMG-5-tumorMG-5-normal + 4 1391 c.1308G>A

T C rs2385167byFrequency|by1000genomesMG-5-tumorMG-5-normal + 14 2088 c.1998T>C

T G rs111886835byFrequency|by1000genomesMG-5-tumorMG-5-normal + 2 630 c.249T>G

G C rs3088074byFrequency|by1000genomesMG-5-tumorMG-5-normal - 9 2999 c.2785C>G

C T rs41268685byFrequency|by1000genomesMG-5-tumorMG-5-normal - 73 13535 c.13250G>A

C T MG-5-tumorMG-5-normal - 8 1256 c.1038G>A

C T rs11547311byFrequency|by1000genomesMG-5-tumorMG-5-normal + 8 702 c.570C>T

A C rs76504934by1000genomesMG-5-tumorMG-5-normal - 4 464 c.427T>G

G A MG-5-tumorMG-5-normal - 33 6427 c.5456C>T

G T rs41296069by1000genomesMG-5-tumorMG-5-normal - 11 2415 c.2079C>A

A C rs76437836byFrequencyMG-5-tumorMG-5-normal - 3 142 c.98T>G

G A rs80198225 MG-5-tumorMG-5-normal + 8 527 c.527G>A

C G rs3817428by1000genomesMG-5-tumorMG-5-normal + 15 7493 c.7119C>G

T C rs61751603byFrequency|by1000genomesMG-5-tumorMG-5-normal - 9 1894 c.1672A>G

C T rs11931107by1000genomesMG-5-tumorMG-5-normal - 10 6953 c.6744G>A

T C rs77232056byFrequency|by1000genomesMG-5-tumorMG-5-normal - 3 2236 c.2161A>G

G A rs16885 byFrequency|by1000genomesMG-5-tumorMG-5-normal - 9 3193 c.2257C>T

T C rs10817025by1000genomesMG-5-tumorMG-5-normal - 15 3032 c.2696A>G

A G rs145242944byFrequency|by1000genomesMG-5-tumorMG-5-normal - 13 1656 c.1367T>C

T C rs2229992byFrequency|by1000genomesMG-5-tumorMG-5-normal + 12 1838 c.1458T>C

C T rs151174 by1000genomesMG-5-tumorMG-5-normal + 2 1740 c.1707C>T

T C rs2241190byFrequency|by1000genomesMG-5-tumorMG-5-normal - 17 2745 c.2460A>G

T C rs7714670by1000genomesMG-5-tumorMG-5-normal + 6 849 c.673T>C

A T rs111657679byFrequency|by1000genomesMG-5-tumorMG-5-normal - 7 516 c.149T>A

C T rs144931466byFrequency|by1000genomesMG-5-tumorMG-5-normal + 9 2125 c.1906C>T

C G rs2282302byFrequency|by1000genomesMG-5-tumorMG-5-normal - 3 965 c.893G>C

C T rs2269654byFrequency|by1000genomesMG-5-tumorMG-5-normal + 11 2687 c.2574C>T

C T rs2305180by1000genomesMG-5-tumorMG-5-normal + 5 844 c.588C>T

C T MG-5-tumorMG-5-normal - 1 16 c.17G>A

T G rs1889323by1000genomesMG-5-tumorMG-5-normal - 25 4582 c.4246A>C



T C rs9807555by1000genomesMG-5-tumorMG-5-normal - 1 196 c.197A>G

T C rs147099630byFrequency|by1000genomesMG-5-tumorMG-5-normal - 10 5054 c.4466A>G

G A rs3793379byFrequency|by1000genomesMG-5-tumorMG-5-normal + 32 4159 c.3882G>A

G A rs147475469by1000genomesMG-5-tumorMG-5-normal + 37 4766 c.4489G>A

A G rs17318151byFrequency|by1000genomesMG-5-tumorMG-5-normal + 2 1679 c.1678A>G

A C rs138447937 MG-5-tumorMG-5-normal - 4 1368 c.1298T>G

C T rs11873462by1000genomesMG-5-tumorMG-5-normal - 1 47 c.48G>A

C T MG-5-tumorMG-5-normal - 2 3188 c.2979G>A

G T MG-5-tumorMG-5-normal + 6 996 c.820G>T

A G rs13223756byFrequency|by1000genomesMG-5-tumorMG-5-normal + 7 2144 c.1944A>G

C T rs2078478by1000genomesMG-5-tumorMG-5-normal - 5 411 c.392G>A

C G rs142047019byFrequency|by1000genomesMG-5-tumorMG-5-normal + 5 1538 c.1319C>G

C T MG-5-tumorMG-5-normal + 6 1033 c.592C>T

A G rs149271 by1000genomesMG-5-tumorMG-5-normal + 2 543 c.510A>G

T C rs3026101by1000genomesMG-5-tumorMG-5-normal + 14 2279 c.2055T>C

G A rs2003233 MG-5-tumorMG-5-normal - 17 1503 c.1504C>T

C T rs2305179by1000genomesMG-5-tumorMG-5-normal + 3 604 c.348C>T

C A rs41303871by1000genomesMG-5-tumorMG-5-normal + 2 730 c.703C>A

T G rs3204790byFrequency|by1000genomesMG-5-tumorMG-5-normal + 2 287 c.200T>G

A G MG-5-tumorMG-5-normal + 1 130 c.130A>G

A G rs1136159byFrequency|by1000genomesMG-5-tumorMG-5-normal - 10 1068 c.860T>C

A T MG-5-tumorMG-5-normal - 18 3161 c.2943T>A

C A MG-5-tumorMG-5-normal + 12 1060 c.962C>A

G C rs61731528by1000genomesMG-5-tumorMG-5-normal - 5 1442 c.901C>G

A C rs62077264 MG-5-tumorMG-5-normal - 7 854 c.761T>G

A C MG-5-tumorMG-5-normal + 11 3106 c.3105A>C

C A rs6453022by1000genomesMG-5-tumorMG-5-normal + 7 1027 c.851C>A

C A rs138908625byFrequency|by1000genomesMG-5-tumorMG-5-normal - 8 1357 c.1139G>T

A G rs180744 by1000genomesMG-5-tumorMG-5-normal + 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-5-tumorMG-5-normal + 11 4034 c.3807T>C

A C rs77229081byFrequency|by1000genomesMG-5-tumorMG-5-normal + 2 114 c.27A>C

A G MG-5-tumorMG-5-normal + 1 276 c.276A>G

G C MG-5-tumorMG-5-normal - 5 1009 c.1010C>G

T C rs2075252byFrequency|by1000genomesMG-5-tumorMG-5-normal - 66 12565 c.12280A>G

G A MG-5-tumorMG-5-normal + 1 931 c.931G>A

C T rs45554841by1000genomesMG-5-tumorMG-5-normal - 1 214 c.215G>A

T C rs7716253by1000genomesMG-5-tumorMG-5-normal + 8 1121 c.945T>C

A G rs7505568by1000genomesMG-5-tumorMG-5-normal - 3 660 c.661T>C

T C rs13796 byFrequency|by1000genomesMG-5-tumorMG-5-normal + 2 372 c.159T>C

G A rs35821928byFrequency|by1000genomesMG-5-tumorMG-5-normal - 52 9293 c.8322C>T

C T rs3743398by1000genomesMG-5-tumorMG-5-normal + 12 2965 c.2591C>T

G C rs45469098by1000genomesMG-5-tumorMG-5-normal - 1 255 c.256C>G

C G rs2509943byFrequency|by1000genomesMG-5-tumorMG-5-normal + 3 776 c.279C>G

A G MG-5-tumorMG-5-normal + 1 1105 c.1105A>G

A C rs80303640by1000genomesMG-5-tumorMG-5-normal - 16 1415 c.1416T>G

T C rs62077266 MG-5-tumorMG-5-normal - 3 311 c.218A>G

C T MG-5-tumorMG-5-normal + 1 126 c.126C>T



C T rs35678179byFrequency|by1000genomesMG-5-tumorMG-5-normal - 9 1320 c.1098G>A

G A rs61814946byFrequency|by1000genomesMG-5-tumorMG-5-normal - 3 1785 c.1710C>T

T C MG-5-tumorMG-5-normal + 1 741 c.741T>C

A G rs2929158by1000genomesMG-5-tumorMG-5-normal - 19 4373 c.4163T>C

A G rs11016073byFrequency|by1000genomesMG-5-tumorMG-5-normal - 13 6677 c.6302T>C

T C rs111331725by1000genomesMG-5-tumorMG-5-normal + 6 643 c.263T>C

A G rs3108200byFrequency|by1000genomesMG-5-tumorMG-5-normal + 3 2040 c.810A>G

A G MG-5-tumorMG-5-normal + 1 534 c.534A>G

C T MG-5-tumorMG-5-normal - 3 370 c.335G>A

C T rs72474509byFrequency|by1000genomesMG-5-tumorMG-5-normal - 4 1337 c.1267G>A

G C rs142017909byFrequencyMG-5-tumorMG-5-normal - 12 1953 c.1743C>G

C T rs2229265byFrequency|by1000genomesMG-5-tumorMG-5-normal - 54 10788 c.10503G>A

C T rs141847266by1000genomesMG-5-tumorMG-5-normal + 4 476 c.459C>T

G T rs147825872 MG-5-tumorMG-5-normal + 20 4359 c.4282G>T

C T rs2229975by1000genomesMG-5-tumorMG-5-normal - 5 927 c.852G>A

A G rs13288443byFrequency|by1000genomesMG-5-tumorMG-5-normal + 11 2036 c.1827A>G

G A MG-5-tumorMG-5-normal - 18 1657 c.1658C>T

A G rs1980131byFrequency|by1000genomesMG-5-tumorMG-5-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-5-tumorMG-5-normal - 37 5440 c.5234G>A

C A rs3739298byFrequency|by1000genomesMG-5-tumorMG-5-normal - 9 2230 c.1821G>T

G T rs35546150byFrequency|by1000genomesMG-5-tumorMG-5-normal - 73 12171 c.11200C>A

T C rs12731746byFrequency|by1000genomesMG-5-tumorMG-5-normal - 11 1394 c.897A>G

C T rs2273779byFrequency|by1000genomesMG-5-tumorMG-5-normal + 6 583 c.538C>T

G A MG-5-tumorMG-5-normal + 11 1735 c.1683G>A

C G rs180743 by1000genomesMG-5-tumorMG-5-normal + 2 1315 c.1282C>G

C T rs3745764byFrequency|by1000genomesMG-50-tumorMG-50-normal + 9 2705 c.1064C>T

T C rs831043 byFrequency|by1000genomesMG-50-tumorMG-50-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-50-tumorMG-50-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-50-tumorMG-50-normal + 7 3183 c.3138A>G

C T rs2286007byFrequency|by1000genomesMG-50-tumorMG-50-normal + 8 2637 c.1994C>T

C T rs1386356byFrequency|by1000genomesMG-50-tumorMG-50-normal - 85 14018 c.13047G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-50-tumorMG-50-normal + 7 1073 c.525C>T

T C rs75995642byFrequency|by1000genomesMG-50-tumorMG-50-normal - 13 2976 c.2005A>G

C T rs3811444byFrequency|by1000genomesMG-50-tumorMG-50-normal + 6 1169 c.1121C>T

C T MG-50-tumorMG-50-normal - 3 300 c.263G>A

C T MG-50-tumorMG-50-normal + 3 423 c.43C>T

C T rs77376932byFrequencyMG-50-tumorMG-50-normal - 3 3235 c.3160G>A

A T rs41310248byFrequency|by1000genomesMG-50-tumorMG-50-normal - 3 1001 c.139T>A

G A rs12022217byFrequency|by1000genomesMG-50-tumorMG-50-normal - 3 4602 c.4530C>T

A G MG-50-tumorMG-50-normal + 1 1444 c.1444A>G

G T rs12568784byFrequency|by1000genomesMG-50-tumorMG-50-normal - 3 7202 c.7130C>A

T G rs997983 byFrequency|by1000genomesMG-50-tumorMG-50-normal - 9 2266 c.1891A>C

G A rs61750816by1000genomesMG-50-tumorMG-50-normal + 43 7109 c.6629G>A

G A rs16898013byFrequency|by1000genomesMG-50-tumorMG-50-normal + 13 1938 c.1848G>A

A G rs4143768byFrequency|by1000genomesMG-50-tumorMG-50-normal - 10 6783 c.6195T>C

C T MG-50-tumorMG-50-normal - 2 2943 c.2734G>A

T G rs12145941byFrequency|by1000genomesMG-50-tumorMG-50-normal - 3 1631 c.1556A>C



A G rs56069227by1000genomesMG-50-tumorMG-50-normal + 3 764 c.764A>G

G A MG-50-tumorMG-50-normal + 8 1968 c.1749G>A

A G rs141480481by1000genomesMG-50-tumorMG-50-normal + 4 1425 c.1342A>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-50-tumorMG-50-normal + 6 830 c.282G>C

C T rs2078478by1000genomesMG-50-tumorMG-50-normal - 5 411 c.392G>A

A G rs13288443byFrequency|by1000genomesMG-50-tumorMG-50-normal + 11 2036 c.1827A>G

C T rs62478357byFrequencyMG-50-tumorMG-50-normal - 8 1268 c.1050G>A

G A rs2853344byFrequency|by1000genomesMG-50-tumorMG-50-normal - 13 2990 c.2615C>T

C T rs9105 byFrequency|by1000genomesMG-50-tumorMG-50-normal + 33 4964 c.4680C>T

T C rs766894 by1000genomesMG-50-tumorMG-50-normal + 25 2461 c.2295T>C

G A rs2127898byFrequency|by1000genomesMG-50-tumorMG-50-normal - 6 1130 c.920C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-50-tumorMG-50-normal + 17 2594 c.2046A>C

T G MG-50-tumorMG-50-normal - 4 1698 c.1225A>C

G A rs149181731byFrequencyMG-50-tumorMG-50-normal + 1 431 c.379G>A

T C MG-50-tumorMG-50-normal + 1 324 c.324T>C

T C rs3755806byFrequency|by1000genomesMG-50-tumorMG-50-normal - 15 2117 c.2115A>G

C T rs2229882by1000genomesMG-50-tumorMG-50-normal + 9 1566 c.1566C>T

T C rs7716253by1000genomesMG-50-tumorMG-50-normal + 8 1121 c.945T>C

C T rs41299110byFrequency|by1000genomesMG-50-tumorMG-50-normal + 14 1944 c.1699C>T

T C rs831042 byFrequency|by1000genomesMG-50-tumorMG-50-normal - 24 3945 c.3660A>G

G C rs2240 byFrequency|by1000genomesMG-50-tumorMG-50-normal - 13 2935 c.2560C>G

C T MG-50-tumorMG-50-normal - 3 5767 c.5692G>A

G A rs7624750byFrequency|by1000genomesMG-50-tumorMG-50-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-50-tumorMG-50-normal - 18 3000 c.2874G>T

C T rs74401238byFrequency|by1000genomesMG-50-tumorMG-50-normal - 18 3705 c.3365G>A

A G rs33954745byFrequency|by1000genomesMG-50-tumorMG-50-normal - 17 2661 c.2376T>C

T C rs9851685byFrequency|by1000genomesMG-50-tumorMG-50-normal + 23 2508 c.2274T>C

A G rs2227973byFrequency|by1000genomesMG-50-tumorMG-50-normal + 2 2571 c.2459A>G

C G rs3818764by1000genomesMG-50-tumorMG-50-normal - 4 1331 c.995G>C

C G rs147865267byFrequencyMG-50-tumorMG-50-normal - 4 1304 c.1234G>C

G A rs41283020byFrequency|by1000genomesMG-50-tumorMG-50-normal - 12 6890 c.6821C>T

C A rs61742080byFrequency|by1000genomesMG-50-tumorMG-50-normal + 4 1004 c.891C>A

G A rs2302694byFrequency|by1000genomesMG-50-tumorMG-50-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-50-tumorMG-50-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-50-tumorMG-50-normal + 1 144 c.57C>T

G A rs2229266byFrequency|by1000genomesMG-50-tumorMG-50-normal - 6 924 c.639C>T

A G rs7762830by1000genomesMG-50-tumorMG-50-normal + 14 2120 c.1921A>G

G A rs61738284byFrequency|by1000genomesMG-50-tumorMG-50-normal - 13 6005 c.5630C>T

G A rs3818831byFrequency|by1000genomesMG-50-tumorMG-50-normal - 2 193 c.121C>T

G A MG-50-tumorMG-50-normal + 1 297 c.297G>A

A T MG-50-tumorMG-50-normal + 1 60 c.60A>T

C A rs3739298byFrequency|by1000genomesMG-50-tumorMG-50-normal - 9 2230 c.1821G>T

G A rs11549105byFrequency|by1000genomesMG-50-tumorMG-50-normal - 6 1228 c.1224C>T

C T MG-50-tumorMG-50-normal + 8 988 c.798C>T

C T MG-50-tumorMG-50-normal + 1 114 c.114C>T

C T rs7918199byFrequency|by1000genomesMG-50-tumorMG-50-normal - 13 5050 c.4675G>A

C T rs149190709by1000genomesMG-50-tumorMG-50-normal + 6 1832 c.1197C>T



G T rs6664276byFrequency|by1000genomesMG-50-tumorMG-50-normal + 6 1433 c.1320G>T

G C rs2227910byFrequency|by1000genomesMG-50-tumorMG-50-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-50-tumorMG-50-normal + 16 2064 c.1887T>A

G A rs116628547by1000genomesMG-50-tumorMG-50-normal - 24 12539 c.12330C>T

G A MG-50-tumorMG-50-normal + 1 831 c.831G>A

C T MG-50-tumorMG-50-normal + 1 369 c.369C>T

A G MG-50-tumorMG-50-normal - 5 1800 c.636T>C

T G MG-50-tumorMG-50-normal - 34 5922 c.5586A>C

T C rs2229263byFrequency|by1000genomesMG-50-tumorMG-50-normal - 3 533 c.248A>G

A G rs3729680by1000genomesMG-50-tumorMG-50-normal + 7 1330 c.1173A>G

T C rs9646771by1000genomesMG-50-tumorMG-50-normal - 4 787 c.447A>G

T G rs74842149byFrequencyMG-50-tumorMG-50-normal - 4 1217 c.1147A>C

T C rs41300566byFrequency|by1000genomesMG-50-tumorMG-50-normal - 13 3805 c.3430A>G

A G rs2973568by1000genomesMG-50-tumorMG-50-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-50-tumorMG-50-normal - 20 4043 c.3072C>A

G A rs3810490by1000genomesMG-50-tumorMG-50-normal - 6 2067 c.1998C>T

C T rs76844681 MG-50-tumorMG-50-normal - 16 2899 c.2681G>A

G A rs3827025by1000genomesMG-50-tumorMG-50-normal - 6 2094 c.2025C>T

T C rs1048500byFrequency|by1000genomesMG-50-tumorMG-50-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-50-tumorMG-50-normal - 69 11621 c.10650G>A

G A rs10082432byFrequency|by1000genomesMG-50-tumorMG-50-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-50-tumorMG-50-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-50-tumorMG-50-normal + 7 1855 c.1810A>G

C T rs140581164by1000genomesMG-50-tumorMG-50-normal + 8 593 c.495C>T

T C rs7935 byFrequency|by1000genomesMG-50-tumorMG-50-normal + 9 1808 c.1524T>C

A G MG-50-tumorMG-50-normal - 1 198 c.187T>C

A G rs138997916byFrequency|by1000genomesMG-50-tumorMG-50-normal - 3 2832 c.2760T>C

T C rs2385167byFrequency|by1000genomesMG-50-tumorMG-50-normal + 14 2088 c.1998T>C

A G rs6679449by1000genomesMG-50-tumorMG-50-normal - 3 1923 c.1851T>C

C T MG-50-tumorMG-50-normal - 4 988 c.793G>A

T C MG-50-tumorMG-50-normal + 1 180 c.180T>C

G A MG-50-tumorMG-50-normal + 1 165 c.165G>A

G A rs4514247byFrequency|by1000genomesMG-50-tumorMG-50-normal - 3 878 c.808C>T

G T rs2075249byFrequency|by1000genomesMG-50-tumorMG-50-normal - 21 3339 c.3054C>A

A C rs76504934by1000genomesMG-50-tumorMG-50-normal - 4 464 c.427T>G

T G rs9807633by1000genomesMG-50-tumorMG-50-normal - 1 88 c.89A>C

T C rs10082391byFrequency|by1000genomesMG-50-tumorMG-50-normal - 13 8654 c.8279A>G

G A rs11549106byFrequency|by1000genomesMG-50-tumorMG-50-normal - 4 895 c.891C>T

C G rs3817428by1000genomesMG-50-tumorMG-50-normal + 15 7493 c.7119C>G

G A rs2124203byFrequency|by1000genomesMG-50-tumorMG-50-normal - 19 2832 c.2745C>T

T C rs10817025by1000genomesMG-50-tumorMG-50-normal - 15 3032 c.2696A>G

C A MG-50-tumorMG-50-normal - 13 1735 c.1625G>T

C T rs12777740byFrequency|by1000genomesMG-50-tumorMG-50-normal - 13 8321 c.7946G>A

G A MG-50-tumorMG-50-normal - 1 264 c.117C>T

G A rs2275527byFrequency|by1000genomesMG-50-tumorMG-50-normal - 39 5629 c.5553C>T

C T rs11591817byFrequency|by1000genomesMG-50-tumorMG-50-normal - 13 6002 c.5627G>A

A G rs3822625by1000genomesMG-50-tumorMG-50-normal + 14 3084 c.3084A>G



G A rs6070697byFrequency|by1000genomesMG-50-tumorMG-50-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-50-tumorMG-50-normal + 35 5267 c.4983T>C

C T MG-50-tumorMG-50-normal - 8 1260 c.1042G>A

G A rs116011482by1000genomesMG-50-tumorMG-50-normal - 8 4578 c.4509C>T

T G rs1889323by1000genomesMG-50-tumorMG-50-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-50-tumorMG-50-normal - 24 4324 c.3988T>A

A G MG-50-tumorMG-50-normal + 1 340 c.340A>G

T C rs9807555by1000genomesMG-50-tumorMG-50-normal - 1 196 c.197A>G

C T rs3796032byFrequency|by1000genomesMG-50-tumorMG-50-normal - 17 2381 c.1929G>A

G A MG-50-tumorMG-50-normal + 1 130 c.78G>A

G A rs3793379byFrequency|by1000genomesMG-50-tumorMG-50-normal + 32 4159 c.3882G>A

G A rs144449508byFrequencyMG-50-tumorMG-50-normal - 37 6333 c.6048C>T

T C rs17364812byFrequency|by1000genomesMG-50-tumorMG-50-normal + 13 1219 c.1110T>C

G A rs6089925byFrequency|by1000genomesMG-50-tumorMG-50-normal - 4 729 c.660C>T

T C rs7714670by1000genomesMG-50-tumorMG-50-normal + 6 849 c.673T>C

A T rs7095325byFrequency|by1000genomesMG-50-tumorMG-50-normal - 7 1087 c.712T>A

C T rs11121691byFrequency|by1000genomesMG-50-tumorMG-50-normal - 49 6985 c.6909G>A

T C rs2241190byFrequency|by1000genomesMG-50-tumorMG-50-normal - 17 2745 c.2460A>G

C T rs11873462by1000genomesMG-50-tumorMG-50-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-50-tumorMG-50-normal - 66 12565 c.12280A>G

T C rs5927083byFrequency|by1000genomesMG-50-tumorMG-50-normal - 14 1841 c.1635A>G

G C rs45469098by1000genomesMG-50-tumorMG-50-normal - 1 255 c.256C>G

G A rs77288131byFrequency|by1000genomesMG-50-tumorMG-50-normal + 12 2707 c.2488G>A

C T rs10082533byFrequency|by1000genomesMG-50-tumorMG-50-normal - 13 8753 c.8378G>A

C T rs4082360byFrequencyMG-50-tumorMG-50-normal - 19 3307 c.3097G>A

C T MG-50-tumorMG-50-normal + 40 5059 c.4782C>T

G A rs144383071byFrequencyMG-50-tumorMG-50-normal - 3 3345 c.3270C>T

G C MG-50-tumorMG-50-normal - 39 11793 c.11794C>G

C T rs12708402by1000genomesMG-50-tumorMG-50-normal - 16 3405 c.3178G>A

G A rs34830600byFrequency|by1000genomesMG-50-tumorMG-50-normal - 8 2874 c.2805C>T

C T rs4822790byFrequency|by1000genomesMG-50-tumorMG-50-normal + 15 2042 c.1683C>T

C T rs4750936byFrequency|by1000genomesMG-50-tumorMG-50-normal - 13 4011 c.3636G>A

G A rs2271189byFrequency|by1000genomesMG-50-tumorMG-50-normal + 27 3788 c.3348G>A

C G rs11016076byFrequency|by1000genomesMG-50-tumorMG-50-normal - 8 1866 c.1491G>C

G A rs16912247byFrequency|by1000genomesMG-50-tumorMG-50-normal - 14 9973 c.9598C>T

T C rs116046497byFrequency|by1000genomesMG-50-tumorMG-50-normal - 9 1284 c.1174A>G

A G rs77145198byFrequency|by1000genomesMG-50-tumorMG-50-normal - 20 2943 c.2856T>C

A C rs76437836byFrequencyMG-50-tumorMG-50-normal - 3 142 c.98T>G

C A rs140903569 MG-50-tumorMG-50-normal + 11 3115 c.2726C>A

A G rs35873108|rs111782215byFrequencyMG-50-tumorMG-50-normal + 48 8443 c.8334A>G

T C rs11373 byFrequency|by1000genomesMG-50-tumorMG-50-normal - 3 787 c.367A>G

A G rs17078605byFrequency|by1000genomesMG-50-tumorMG-50-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-50-tumorMG-50-normal + 3 290 c.80G>A

A G rs9667 by1000genomesMG-50-tumorMG-50-normal + 3 354 c.168A>G

T C rs17019360by1000genomesMG-50-tumorMG-50-normal + 17 2524 c.1800T>C

C T rs6432901by1000genomesMG-50-tumorMG-50-normal - 2 514 c.174G>A

T C rs41266134byFrequency|by1000genomesMG-50-tumorMG-50-normal - 3 1625 c.1550A>G



G C MG-50-tumorMG-50-normal - 5 1009 c.1010C>G

C T rs45554841by1000genomesMG-50-tumorMG-50-normal - 1 214 c.215G>A

T C MG-50-tumorMG-50-normal - 3 305 c.270A>G

C A rs41306015byFrequency|by1000genomesMG-50-tumorMG-50-normal - 13 4052 c.3677G>T

T G rs142197601byFrequencyMG-50-tumorMG-50-normal - 15 2459 c.2457A>C

A G rs11778209byFrequency|by1000genomesMG-50-tumorMG-50-normal - 39 6448 c.6204T>C

T C rs11886219byFrequency|by1000genomesMG-50-tumorMG-50-normal - 36 6144 c.5859A>G

T C rs539858|rs78098996byFrequency|by1000genomesMG-50-tumorMG-50-normal - 20 3029 c.3024A>G

A G rs9552929byFrequency|by1000genomesMG-50-tumorMG-50-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-50-tumorMG-50-normal - 3 660 c.661T>C

G A rs2289247byFrequency|by1000genomesMG-50-tumorMG-50-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-50-tumorMG-50-normal + 2 372 c.159T>C

T C rs2229992byFrequency|by1000genomesMG-50-tumorMG-50-normal + 12 1838 c.1458T>C

G A rs61753697byFrequency|by1000genomesMG-50-tumorMG-50-normal + 1 376 c.99G>A

T C rs11016071byFrequency|by1000genomesMG-50-tumorMG-50-normal - 13 9086 c.8711A>G

G A rs143684430byFrequencyMG-50-tumorMG-50-normal - 3 6591 c.6516C>T

G A MG-50-tumorMG-50-normal + 17 1738 c.1606G>A

G A MG-50-tumorMG-50-normal + 3 414 c.34G>A

G A rs35821928byFrequency|by1000genomesMG-50-tumorMG-50-normal - 52 9293 c.8322C>T

G A MG-50-tumorMG-50-normal + 1 666 c.666G>A

G A rs45463297by1000genomesMG-50-tumorMG-50-normal - 8 4311 c.4242C>T

C T rs3743398by1000genomesMG-50-tumorMG-50-normal + 12 2965 c.2591C>T

C T MG-50-tumorMG-50-normal - 46 10925 c.10589G>A

A T rs1063536byFrequency|by1000genomesMG-50-tumorMG-50-normal - 4 612 c.237T>A

C T rs3796031byFrequency|by1000genomesMG-50-tumorMG-50-normal - 17 2399 c.1947G>A

A G rs2229267byFrequency|by1000genomesMG-50-tumorMG-50-normal - 29 5160 c.4875T>C

G A rs4750685byFrequency|by1000genomesMG-50-tumorMG-50-normal - 13 4115 c.3740C>T

C T rs3814883byFrequency|by1000genomesMG-50-tumorMG-50-normal + 13 2402 c.1359C>T

C T rs872665 by1000genomesMG-50-tumorMG-50-normal - 7 1855 c.1519G>A

C T MG-50-tumorMG-50-normal + 12 3217 c.2843C>T

G C rs2240089byFrequency|by1000genomesMG-50-tumorMG-50-normal - 12 3187 c.3003C>G

C T rs144623440byFrequency|by1000genomesMG-50-tumorMG-50-normal - 23 1964 c.1597G>A

A G rs2737699byFrequency|by1000genomesMG-50-tumorMG-50-normal - 10 12892 c.12304T>C

G A rs11762213byFrequency|by1000genomesMG-50-tumorMG-50-normal + 2 344 c.144G>A

A G rs13223756byFrequency|by1000genomesMG-50-tumorMG-50-normal + 7 2144 c.1944A>G

C T rs2282303byFrequency|by1000genomesMG-50-tumorMG-50-normal - 3 899 c.827G>A

G A rs1128761byFrequency|by1000genomesMG-50-tumorMG-50-normal + 7 1219 c.966G>A

G A MG-50-tumorMG-50-normal - 7 889 c.796C>T

G A rs2227983byFrequency|by1000genomesMG-50-tumorMG-50-normal + 13 1739 c.1562G>A

C T rs2229265byFrequency|by1000genomesMG-50-tumorMG-50-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-50-tumorMG-50-normal - 21 3503 c.3501A>T

G C rs143139621by1000genomesMG-50-tumorMG-50-normal - 8 5946 c.5877C>G

G T rs147825872 MG-50-tumorMG-50-normal + 20 4359 c.4282G>T

G A rs12729662byFrequency|by1000genomesMG-50-tumorMG-50-normal - 3 8430 c.8355C>T

A G rs17443123by1000genomesMG-50-tumorMG-50-normal + 5 915 c.750A>G

G A MG-50-tumorMG-50-normal + 1 760 c.760G>A

A G rs1980131byFrequency|by1000genomesMG-50-tumorMG-50-normal + 2 2992 c.2880A>G



C T rs1801187byFrequency|by1000genomesMG-50-tumorMG-50-normal - 37 5440 c.5234G>A

G A rs13054014byFrequency|by1000genomesMG-50-tumorMG-50-normal + 2 569 c.210G>A

T C rs111331725by1000genomesMG-50-tumorMG-50-normal + 6 643 c.263T>C

C G rs2509943byFrequency|by1000genomesMG-50-tumorMG-50-normal + 3 776 c.279C>G

C T rs10082504byFrequency|by1000genomesMG-50-tumorMG-50-normal - 14 10059 c.9684G>A

C A rs6453022by1000genomesMG-50-tumorMG-50-normal + 7 1027 c.851C>A

T G rs1050767byFrequency|by1000genomesMG-50-tumorMG-50-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-50-tumorMG-50-normal + 6 583 c.538C>T

A G rs75639578 MG-50-tumorMG-50-normal - 3 6552 c.6477T>C

T C rs831043 byFrequency|by1000genomesMG-51-tumorMG-51-normal - 21 3354 c.3069A>G

C T rs3745764byFrequency|by1000genomesMG-51-tumorMG-51-normal + 9 2705 c.1064C>T

C T rs75212846byFrequency|by1000genomesMG-51-tumorMG-51-normal - 35 6033 c.5697G>A

T C rs140192268byFrequency|by1000genomesMG-51-tumorMG-51-normal + 6 1398 c.1114T>C

A G MG-51-tumorMG-51-normal + 1 1053 c.1053A>G

C A rs12627379byFrequency|by1000genomesMG-51-tumorMG-51-normal - 23 1834

C T rs2293347byFrequency|by1000genomesMG-51-tumorMG-51-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-51-tumorMG-51-normal - 85 14018 c.13047G>A

A G MG-51-tumorMG-51-normal - 1 440 c.441T>C

C T rs12777740byFrequency|by1000genomesMG-51-tumorMG-51-normal - 13 8321 c.7946G>A

C T MG-51-tumorMG-51-normal + 3 423 c.43C>T

G A rs2229079byFrequency|by1000genomesMG-51-tumorMG-51-normal - 21 3524 c.3326C>T

C T MG-51-tumorMG-51-normal + 3 802 c.421C>T

A G MG-51-tumorMG-51-normal + 1 861 c.861A>G

T C rs141049734byFrequencyMG-51-tumorMG-51-normal - 18 3186 c.2968A>G

T A rs56279059by1000genomesMG-51-tumorMG-51-normal - 3 1034 c.502A>T

A G MG-51-tumorMG-51-normal + 1 448 c.448A>G

G A rs118203400 MG-51-tumorMG-51-normal - 7 789 c.568C>T

A G MG-51-tumorMG-51-normal + 1 281 c.281A>G

T C rs766894 by1000genomesMG-51-tumorMG-51-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-51-tumorMG-51-normal - 8 1357 c.1139G>T

G A rs11551685byFrequency|by1000genomesMG-51-tumorMG-51-normal - 16 7464 c.7395C>T

G A rs45517277|rs137854287byFrequencyMG-51-tumorMG-51-normal + 27 3609 c.2979G>A

G A rs146271489byFrequency|by1000genomesMG-51-tumorMG-51-normal + 4 1264 c.1177G>A

G T rs140059935by1000genomesMG-51-tumorMG-51-normal + 16 1408 c.1408G>T

T C rs3755806byFrequency|by1000genomesMG-51-tumorMG-51-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-51-tumorMG-51-normal + 36 5181 c.5016C>T

T C rs7716253by1000genomesMG-51-tumorMG-51-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-51-tumorMG-51-normal - 13 5919 c.5544G>A

T C rs61756670byFrequency|by1000genomesMG-51-tumorMG-51-normal + 6 949 c.750T>C

G A rs2228000byFrequency|by1000genomesMG-51-tumorMG-51-normal - 9 1710 c.1496C>T

G C rs2240 byFrequency|by1000genomesMG-51-tumorMG-51-normal - 13 2935 c.2560C>G

G A rs7624750byFrequency|by1000genomesMG-51-tumorMG-51-normal + 4 707 c.473G>A

C T rs55979329by1000genomesMG-51-tumorMG-51-normal - 3 1257 c.725G>A

C A rs6738031by1000genomesMG-51-tumorMG-51-normal - 18 3000 c.2874G>T

T C rs9851685byFrequency|by1000genomesMG-51-tumorMG-51-normal + 23 2508 c.2274T>C

C T rs137854246|rs34012042byFrequency|by1000genomesMG-51-tumorMG-51-normal + 15 2208 c.1578C>T

C T rs2274550by1000genomesMG-51-tumorMG-51-normal + 54 8820 c.8286C>T



C G rs3818764by1000genomesMG-51-tumorMG-51-normal - 4 1331 c.995G>C

G A rs61738955byFrequency|by1000genomesMG-51-tumorMG-51-normal + 18 4633 c.4632G>A

C T rs1130059byFrequency|by1000genomesMG-51-tumorMG-51-normal - 3 822 c.291G>A

C T rs35719940by1000genomesMG-51-tumorMG-51-normal - 15 3241 c.3184G>A

G T rs146238849byFrequency|by1000genomesMG-51-tumorMG-51-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-51-tumorMG-51-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-51-tumorMG-51-normal - 26 4397 c.4395A>G

G A rs13007735byFrequency|by1000genomesMG-51-tumorMG-51-normal - 16 3587 c.2616C>T

G T MG-51-tumorMG-51-normal + 15 2254 c.2082G>T

C T rs77376932byFrequencyMG-51-tumorMG-51-normal - 3 3235 c.3160G>A

G A rs11549105byFrequency|by1000genomesMG-51-tumorMG-51-normal - 6 1228 c.1224C>T

G A rs3810485by1000genomesMG-51-tumorMG-51-normal - 8 6116 c.6047C>T

G C rs34897046byFrequency|by1000genomesMG-51-tumorMG-51-normal - 9 873 c.623C>G

A G rs41278435by1000genomesMG-51-tumorMG-51-normal - 38 9715 c.9379T>C

A G rs7743469|rs139349791by1000genomesMG-51-tumorMG-51-normal + 7 1114 c.948A>G

A G rs40831 by1000genomesMG-51-tumorMG-51-normal + 2 2118 c.2085A>G

C A rs3817753 MG-51-tumorMG-51-normal - 8 1575 c.639G>T

T A rs17337023byFrequency|by1000genomesMG-51-tumorMG-51-normal + 16 2064 c.1887T>A

A G MG-51-tumorMG-51-normal + 1 492 c.492A>G

G C rs2240089byFrequency|by1000genomesMG-51-tumorMG-51-normal - 12 3187 c.3003C>G

A G MG-51-tumorMG-51-normal - 15 1346 c.1346T>C

A G rs1136159byFrequency|by1000genomesMG-51-tumorMG-51-normal - 10 1068 c.860T>C

G C MG-51-tumorMG-51-normal + 5 1754 c.1554G>C

G T MG-51-tumorMG-51-normal - 3 805 c.770C>A

G C rs11611231by1000genomesMG-51-tumorMG-51-normal + 9 2190 c.2190G>C

A G rs11538677by1000genomesMG-51-tumorMG-51-normal + 49 8035 c.7501A>G

C A rs114687140byFrequency|by1000genomesMG-51-tumorMG-51-normal - 13 9413 c.9038G>T

T C rs9646771by1000genomesMG-51-tumorMG-51-normal - 4 787 c.447A>G

T G rs552183 byFrequency|by1000genomesMG-51-tumorMG-51-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-51-tumorMG-51-normal + 13 1856 c.1680A>G

G A MG-51-tumorMG-51-normal + 1 1032 c.1032G>A

T C rs35942532byFrequencyMG-51-tumorMG-51-normal - 69 13010 c.12725A>G

G A rs76469101byFrequency|by1000genomesMG-51-tumorMG-51-normal - 35 5969 c.5633C>T

C T rs28997582byFrequency|by1000genomesMG-51-tumorMG-51-normal + 29 4337 c.4053C>T

A T rs3739451by1000genomesMG-51-tumorMG-51-normal - 39 9817 c.9481T>A

G A MG-51-tumorMG-51-normal - 4 453 c.138C>T

C T rs2227999byFrequency|by1000genomesMG-51-tumorMG-51-normal - 9 1689 c.1475G>A

G A rs10082432byFrequency|by1000genomesMG-51-tumorMG-51-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-51-tumorMG-51-normal - 16 2320 c.2233G>C

A G MG-51-tumorMG-51-normal + 4 642 c.198A>G

T C rs7935 byFrequency|by1000genomesMG-51-tumorMG-51-normal + 9 1808 c.1524T>C

C G rs45556841 MG-51-tumorMG-51-normal + 14 2816 c.2816C>G

T A rs79661992byFrequency|by1000genomesMG-51-tumorMG-51-normal - 13 8111 c.7736A>T

G A MG-51-tumorMG-51-normal + 1 678 c.678G>A

T C MG-51-tumorMG-51-normal + 1 910 c.910T>C

G T rs2075249byFrequency|by1000genomesMG-51-tumorMG-51-normal - 21 3339 c.3054C>A

A C rs76504934by1000genomesMG-51-tumorMG-51-normal - 4 464 c.427T>G



G T rs41296069by1000genomesMG-51-tumorMG-51-normal - 11 2415 c.2079C>A

C T rs34488539by1000genomesMG-51-tumorMG-51-normal + 22 3555 c.3390C>T

T C rs10082391byFrequency|by1000genomesMG-51-tumorMG-51-normal - 13 8654 c.8279A>G

C T rs7300444byFrequency|by1000genomesMG-51-tumorMG-51-normal + 19 5383 c.4740C>T

C A rs78225807byFrequency|by1000genomesMG-51-tumorMG-51-normal - 11 919 c.552G>T

A C rs881732 by1000genomesMG-51-tumorMG-51-normal + 17 1912 c.1092A>C

C T rs55913776 MG-51-tumorMG-51-normal - 3 1207 c.675G>A

T C rs10817025by1000genomesMG-51-tumorMG-51-normal - 15 3032 c.2696A>G

T C rs2229992byFrequency|by1000genomesMG-51-tumorMG-51-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-51-tumorMG-51-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-51-tumorMG-51-normal - 13 6002 c.5627G>A

C T MG-51-tumorMG-51-normal - 19 3825 c.3485G>A

C G rs2282302byFrequency|by1000genomesMG-51-tumorMG-51-normal - 3 965 c.893G>C

G C rs61735455by1000genomesMG-51-tumorMG-51-normal + 12 2108 c.1884G>C

A G rs4143768byFrequency|by1000genomesMG-51-tumorMG-51-normal - 10 6783 c.6195T>C

C T rs10082533byFrequency|by1000genomesMG-51-tumorMG-51-normal - 13 8753 c.8378G>A

A C MG-51-tumorMG-51-normal - 13 1534 c.1494T>G

T C rs7714670by1000genomesMG-51-tumorMG-51-normal + 6 849 c.673T>C

G C rs60140950byFrequency|by1000genomesMG-51-tumorMG-51-normal + 9 986 c.767G>C

A T rs7095325byFrequency|by1000genomesMG-51-tumorMG-51-normal - 7 1087 c.712T>A

T G rs41279045byFrequency|by1000genomesMG-51-tumorMG-51-normal - 36 6228 c.5892A>C

A T rs13180095byFrequency|by1000genomesMG-51-tumorMG-51-normal - 21 3570 c.3381T>A

C A MG-51-tumorMG-51-normal + 1 706 c.706C>A

G C rs45469098by1000genomesMG-51-tumorMG-51-normal - 1 255 c.256C>G

G A rs61740940byFrequency|by1000genomesMG-51-tumorMG-51-normal - 4 662 c.165C>T

G C rs150893072byFrequency|by1000genomesMG-51-tumorMG-51-normal + 6 708 c.618G>C

G A rs35296183byFrequency|by1000genomesMG-51-tumorMG-51-normal - 55 9794 c.8823C>T

A G rs149271 by1000genomesMG-51-tumorMG-51-normal + 2 543 c.510A>G

C T rs142424978byFrequencyMG-51-tumorMG-51-normal - 3 3233 c.3158G>A

C T rs4750936byFrequency|by1000genomesMG-51-tumorMG-51-normal - 13 4011 c.3636G>A

G A rs2271189byFrequency|by1000genomesMG-51-tumorMG-51-normal + 27 3788 c.3348G>A

C G rs11016076byFrequency|by1000genomesMG-51-tumorMG-51-normal - 8 1866 c.1491G>C

T C rs17114803byFrequency|by1000genomesMG-51-tumorMG-51-normal + 11 1465 c.1299T>C

G A rs17591320byFrequency|by1000genomesMG-51-tumorMG-51-normal - 3 657 c.466C>T

A T rs142508835by1000genomesMG-51-tumorMG-51-normal - 34 5872 c.5536T>A

A G MG-51-tumorMG-51-normal + 1 1386 c.1386A>G

C T rs3811444byFrequency|by1000genomesMG-51-tumorMG-51-normal + 6 1169 c.1121C>T

T C rs72676907byFrequency|by1000genomesMG-51-tumorMG-51-normal + 3 517 c.327T>C

G A MG-51-tumorMG-51-normal + 1 159 c.159G>A

G A rs1062348byFrequency|by1000genomesMG-51-tumorMG-51-normal - 7 1005 c.846C>T

T C rs2075252byFrequency|by1000genomesMG-51-tumorMG-51-normal - 66 12565 c.12280A>G

T C rs11016071byFrequency|by1000genomesMG-51-tumorMG-51-normal - 13 9086 c.8711A>G

C A rs6453022by1000genomesMG-51-tumorMG-51-normal + 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-51-tumorMG-51-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-51-tumorMG-51-normal + 3 290 c.80G>A

C T rs17290169byFrequency|by1000genomesMG-51-tumorMG-51-normal + 15 2016 c.1839C>T

C T rs6432901by1000genomesMG-51-tumorMG-51-normal - 2 514 c.174G>A



C T MG-51-tumorMG-51-normal - 17 1517 c.1518G>A

G A MG-51-tumorMG-51-normal - 3 1505 c.973C>T

G C MG-51-tumorMG-51-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-51-tumorMG-51-normal + 22 2662 c.2385C>T

T G rs35793438byFrequency|by1000genomesMG-51-tumorMG-51-normal - 22 2698 c.2448A>C

T C rs831042 byFrequency|by1000genomesMG-51-tumorMG-51-normal - 24 3945 c.3660A>G

A G rs11778209byFrequency|by1000genomesMG-51-tumorMG-51-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-51-tumorMG-51-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-51-tumorMG-51-normal - 10 9441 c.8853T>C

G A rs2289247byFrequency|by1000genomesMG-51-tumorMG-51-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-51-tumorMG-51-normal + 2 372 c.159T>C

C T rs2285975byFrequency|by1000genomesMG-51-tumorMG-51-normal - 13 2445 c.2256G>A

G A rs143684430byFrequencyMG-51-tumorMG-51-normal - 3 6591 c.6516C>T

C T rs151174 by1000genomesMG-51-tumorMG-51-normal + 2 1740 c.1707C>T

G A rs55855602by1000genomesMG-51-tumorMG-51-normal - 3 1030 c.498C>T

T C rs4149056byFrequency|by1000genomesMG-51-tumorMG-51-normal + 6 617 c.521T>C

C T rs3814883byFrequency|by1000genomesMG-51-tumorMG-51-normal + 13 2402 c.1359C>T

G A MG-51-tumorMG-51-normal + 1 1375 c.1375G>A

C T MG-51-tumorMG-51-normal - 3 5767 c.5692G>A

A G rs2929158by1000genomesMG-51-tumorMG-51-normal - 19 4373 c.4163T>C

A G rs151306742by1000genomesMG-51-tumorMG-51-normal + 4 729 c.285A>G

A G rs2737699byFrequency|by1000genomesMG-51-tumorMG-51-normal - 10 12892 c.12304T>C

A C rs1410048by1000genomesMG-51-tumorMG-51-normal - 40 10053 c.9717T>G

T A rs35737760by1000genomesMG-51-tumorMG-51-normal + 19 2685 c.2520T>A

C T rs41293475byFrequencyMG-51-tumorMG-51-normal + 10 1378 c.1151C>T

A G rs143254940byFrequencyMG-51-tumorMG-51-normal - 5 832 c.546T>C

G C rs142017909byFrequencyMG-51-tumorMG-51-normal - 12 1953 c.1743C>G

G A rs2227983byFrequency|by1000genomesMG-51-tumorMG-51-normal + 13 1739 c.1562G>A

C T rs2229265byFrequency|by1000genomesMG-51-tumorMG-51-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-51-tumorMG-51-normal - 21 3503 c.3501A>T

G T rs147825872 MG-51-tumorMG-51-normal + 20 4359 c.4282G>T

G A rs12729662byFrequency|by1000genomesMG-51-tumorMG-51-normal - 3 8430 c.8355C>T

G A MG-51-tumorMG-51-normal + 1 171 c.171G>A

C T rs1801187byFrequency|by1000genomesMG-51-tumorMG-51-normal - 37 5440 c.5234G>A

C G MG-51-tumorMG-51-normal + 1 565 c.471C>G

G A rs9789047by1000genomesMG-51-tumorMG-51-normal + 10 998 c.998G>A

T G rs1050767byFrequency|by1000genomesMG-51-tumorMG-51-normal - 13 8533 c.8158A>C

T G rs1998206byFrequency|by1000genomesMG-51-tumorMG-51-normal - 5 631 c.433A>C

A G rs75639578 MG-51-tumorMG-51-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-51-tumorMG-51-normal + 2 1315 c.1282C>G

C T rs76334433byFrequency|by1000genomesMG-54-tumorMG-54-normal - 4 615 c.553G>A

A C rs4788428by1000genomesMG-54-tumorMG-54-normal + 5 428 c.299A>C

A G MG-54-tumorMG-54-normal - 15 1346 c.1346T>C

C G rs2229070byFrequency|by1000genomesMG-54-tumorMG-54-normal + 11 2733 c.2352C>G

A G MG-54-tumorMG-54-normal + 1 1243 c.1243A>G

G T rs8178781byFrequency|by1000genomesMG-54-tumorMG-54-normal - 11 1423 c.1167C>A

C T MG-54-tumorMG-54-normal + 3 423 c.43C>T



A T MG-54-tumorMG-54-normal - 8 591

C T rs16883323byFrequency|by1000genomesMG-54-tumorMG-54-normal - 61 10096 c.9852G>A

A C rs143125033by1000genomesMG-54-tumorMG-54-normal + 45 7563 c.7029A>C

C T rs61743100byFrequency|by1000genomesMG-54-tumorMG-54-normal + 8 5278 c.4422C>T

G A rs12256916byFrequency|by1000genomesMG-54-tumorMG-54-normal + 5 2021 c.1843G>A

A G rs4532127byFrequency|by1000genomesMG-54-tumorMG-54-normal + 13 1587 c.1377A>G

G A rs11555434byFrequencyMG-54-tumorMG-54-normal - 11 2659 c.1179C>T

T C MG-54-tumorMG-54-normal + 1 183 c.183T>C

G A MG-54-tumorMG-54-normal + 1 219 c.219G>A

T C rs4652678by1000genomesMG-54-tumorMG-54-normal + 28 4116 c.3951T>C

A G rs7762830by1000genomesMG-54-tumorMG-54-normal + 14 2120 c.1921A>G

T C MG-54-tumorMG-54-normal - 14 2512 c.2294A>G

C T rs151233 by1000genomesMG-54-tumorMG-54-normal + 2 99 c.66C>T

G A MG-54-tumorMG-54-normal + 1 276 c.276G>A

A G rs40831 by1000genomesMG-54-tumorMG-54-normal + 2 2118 c.2085A>G

A T rs1063536byFrequency|by1000genomesMG-54-tumorMG-54-normal - 4 612 c.237T>A

G A rs1718878byFrequency|by1000genomesMG-54-tumorMG-54-normal + 13 2003 c.1590G>A

T C rs143637783byFrequencyMG-54-tumorMG-54-normal + 6 1119 c.1067T>C

A G rs76736071byFrequency|by1000genomesMG-54-tumorMG-54-normal + 4 577 c.387A>G

T A rs17337023byFrequency|by1000genomesMG-54-tumorMG-54-normal + 16 2064 c.1887T>A

T C rs16912752byFrequency|by1000genomesMG-54-tumorMG-54-normal - 16 1297 c.1285A>G

A G rs2973568by1000genomesMG-54-tumorMG-54-normal + 13 1856 c.1680A>G

G T MG-54-tumorMG-54-normal + 1 67 c.29G>T

C T rs72647374byFrequency|by1000genomesMG-54-tumorMG-54-normal + 1 1327 c.684C>T

T C MG-54-tumorMG-54-normal - 7 1121 c.903A>G

A G rs17078605byFrequency|by1000genomesMG-54-tumorMG-54-normal - 10 10694 c.10106T>C

G A rs6601 byFrequency|by1000genomesMG-54-tumorMG-54-normal + 25 3881 c.3672G>A

C T rs17290169byFrequency|by1000genomesMG-54-tumorMG-54-normal + 15 2016 c.1839C>T

C G rs45556841 MG-54-tumorMG-54-normal + 14 2816 c.2816C>G

C T MG-54-tumorMG-54-normal - 8 581 c.582G>A

G T rs2075249byFrequency|by1000genomesMG-54-tumorMG-54-normal - 21 3339 c.3054C>A

C A MG-54-tumorMG-54-normal - 20 2955 c.2868G>T

G C rs62070406by1000genomesMG-54-tumorMG-54-normal - 9 1754 c.1711C>G

T C rs10082391byFrequency|by1000genomesMG-54-tumorMG-54-normal - 13 8654 c.8279A>G

T C rs2241190byFrequency|by1000genomesMG-54-tumorMG-54-normal - 17 2745 c.2460A>G

C T MG-54-tumorMG-54-normal + 1 321 c.269C>T

G A rs141861459byFrequencyMG-54-tumorMG-54-normal + 4 1285 c.1182G>A

T G rs145807475 MG-54-tumorMG-54-normal - 9 2894 c.2680A>C

G A MG-54-tumorMG-54-normal + 1 360 c.360G>A

G A rs8110913by1000genomesMG-54-tumorMG-54-normal + 6 695 c.501G>A

G A rs4962081byFrequency|by1000genomesMG-54-tumorMG-54-normal - 22 3050 c.2829C>T

C T rs145405488byFrequencyMG-54-tumorMG-54-normal - 4 427 c.112G>A

C G rs11718329by1000genomesMG-54-tumorMG-54-normal + 4 719 c.647C>G

T C rs5927083byFrequency|by1000genomesMG-54-tumorMG-54-normal - 14 1841 c.1635A>G

T C rs13286541by1000genomesMG-54-tumorMG-54-normal - 9 2245 c.1909A>G

C T rs7904627byFrequency|by1000genomesMG-54-tumorMG-54-normal - 5 1356 c.1242G>A

C A rs16829829byFrequency|by1000genomesMG-54-tumorMG-54-normal + 23 3457 c.2314C>A



C T rs35473255byFrequency|by1000genomesMG-54-tumorMG-54-normal + 22 4454 c.3819C>T

G A rs74034321by1000genomesMG-54-tumorMG-54-normal - 6 604 c.585C>T

A C rs76437836byFrequencyMG-54-tumorMG-54-normal - 3 142 c.98T>G

A C rs1052908 MG-54-tumorMG-54-normal + 4 1261 c.1158A>C

T C rs17114803byFrequency|by1000genomesMG-54-tumorMG-54-normal + 11 1465 c.1299T>C

A T rs113848288byFrequencyMG-54-tumorMG-54-normal + 8 1944 c.1088A>T

T C rs831042 byFrequency|by1000genomesMG-54-tumorMG-54-normal - 24 3945 c.3660A>G

C T MG-54-tumorMG-54-normal + 1 66 c.28C>T

T C rs539858|rs78098996byFrequency|by1000genomesMG-54-tumorMG-54-normal - 20 3029 c.3024A>G

C T rs1131176byFrequency|by1000genomesMG-54-tumorMG-54-normal + 17 2321 c.1962C>T

T C rs7716253by1000genomesMG-54-tumorMG-54-normal + 8 1121 c.945T>C

A G rs9552929byFrequency|by1000genomesMG-54-tumorMG-54-normal - 10 9441 c.8853T>C

A G MG-54-tumorMG-54-normal + 1 798 c.798A>G

A G rs141935694by1000genomesMG-54-tumorMG-54-normal + 10 735 c.735A>G

C T MG-54-tumorMG-54-normal - 3 5977 c.5902G>A

C G rs2509943byFrequency|by1000genomesMG-54-tumorMG-54-normal + 3 776 c.279C>G

T C rs61740142byFrequency|by1000genomesMG-54-tumorMG-54-normal - 6 1982 c.1495A>G

G A rs75853379byFrequency|by1000genomesMG-54-tumorMG-54-normal - 20 2123 c.1744C>T

G A rs10964525byFrequency|by1000genomesMG-54-tumorMG-54-normal + 4 926 c.717G>A

A G rs74714907byFrequency|by1000genomesMG-54-tumorMG-54-normal + 16 2456 c.2330A>G

A G rs2229268byFrequency|by1000genomesMG-54-tumorMG-54-normal - 61 11886 c.11601T>C

C T rs468525 by1000genomesMG-54-tumorMG-54-normal - 6 478 c.111G>A

C T rs149207118byFrequencyMG-54-tumorMG-54-normal + 9 1213 c.1087C>T

C T rs74093612by1000genomesMG-54-tumorMG-54-normal - 5 979 c.788G>A

C T rs2271422byFrequency|by1000genomesMG-54-tumorMG-54-normal - 27 4453 c.3897G>A

G A MG-54-tumorMG-54-normal + 1 988 c.988G>A

A G rs1980131byFrequency|by1000genomesMG-54-tumorMG-54-normal + 2 2992 c.2880A>G

G A rs41302123byFrequency|by1000genomesMG-54-tumorMG-54-normal - 24 4000 c.3444C>T

C G rs149605490by1000genomesMG-54-tumorMG-54-normal + 3 1000 c.781C>G

C T rs10082504byFrequency|by1000genomesMG-54-tumorMG-54-normal - 14 10059 c.9684G>A

T C rs28639589byFrequency|by1000genomesMG-54-tumorMG-54-normal - 12 1809 c.1611A>G

G A MG-54-tumorMG-54-normal - 27 8133 c.7785C>T

T C rs831043 byFrequency|by1000genomesMG-54-tumorMG-54-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-54-tumorMG-54-normal + 14 2474 c.2092C>A

G A rs74034320byFrequency|by1000genomesMG-54-tumorMG-54-normal - 7 854 c.217C>T

G C MG-54-tumorMG-54-normal + 15 1293 c.1293G>C

A G rs1799944byFrequency|by1000genomesMG-54-tumorMG-54-normal + 11 3198 c.2971A>G

G A rs62637713byFrequency|by1000genomesMG-54-tumorMG-54-normal - 4 1385 c.1323C>T

G C rs2240 byFrequency|by1000genomesMG-54-tumorMG-54-normal - 13 2935 c.2560C>G

A C MG-54-tumorMG-54-normal - 3 1080 c.548T>G

G T rs149223222byFrequencyMG-54-tumorMG-54-normal - 2 161 c.121C>A

C T rs2229068byFrequency|by1000genomesMG-54-tumorMG-54-normal + 11 2280 c.1899C>T

C T MG-54-tumorMG-54-normal - 3 1048 c.516G>A

G A rs17052357byFrequency|by1000genomesMG-54-tumorMG-54-normal - 10 1187 c.1185C>T

C T rs72987361byFrequency|by1000genomesMG-54-tumorMG-54-normal - 3 898 c.558G>A

G T rs138591330by1000genomesMG-54-tumorMG-54-normal - 27 8211 c.7863C>A

G A MG-54-tumorMG-54-normal - 8 1231 c.1013C>T



C T rs41299110byFrequency|by1000genomesMG-54-tumorMG-54-normal + 14 1944 c.1699C>T

C T rs148340134byFrequencyMG-54-tumorMG-54-normal - 3 2008 c.1936G>A

C G rs59565875by1000genomesMG-54-tumorMG-54-normal + 10 843 c.843C>G

G A rs4987048byFrequency|by1000genomesMG-54-tumorMG-54-normal + 11 5931 c.5704G>A

C A rs6738031by1000genomesMG-54-tumorMG-54-normal - 18 3000 c.2874G>T

G A rs143131546byFrequency|by1000genomesMG-54-tumorMG-54-normal + 8 851 c.606G>A

G T MG-54-tumorMG-54-normal - 1 487 c.488C>A

G A MG-54-tumorMG-54-normal + 6 711 c.489G>A

C T MG-54-tumorMG-54-normal + 1 282 c.282C>T

G A MG-54-tumorMG-54-normal + 1 387 c.387G>A

C T rs7918199byFrequency|by1000genomesMG-54-tumorMG-54-normal - 13 5050 c.4675G>A

A G MG-54-tumorMG-54-normal + 1 1086 c.1086A>G

G C rs11611231by1000genomesMG-54-tumorMG-54-normal + 9 2190 c.2190G>C

T C MG-54-tumorMG-54-normal + 1 334 c.334T>C

C T rs8178777byFrequency|by1000genomesMG-54-tumorMG-54-normal - 9 1117 c.861G>A

A G rs61753940by1000genomesMG-54-tumorMG-54-normal + 2 2084 c.2051A>G

G A rs3827025by1000genomesMG-54-tumorMG-54-normal - 6 2094 c.2025C>T

G A MG-54-tumorMG-54-normal - 4 453 c.138C>T

A G rs61831150byFrequency|by1000genomesMG-54-tumorMG-54-normal + 7 1855 c.1810A>G

C T MG-54-tumorMG-54-normal + 1 1353 c.1353C>T

T C MG-54-tumorMG-54-normal + 1 114 c.114T>C

C A rs61742080byFrequency|by1000genomesMG-54-tumorMG-54-normal + 4 1004 c.891C>A

A G rs6679449by1000genomesMG-54-tumorMG-54-normal - 3 1923 c.1851T>C

A G rs150594 byFrequency|by1000genomesMG-54-tumorMG-54-normal - 13 1559 c.1356T>C

G A rs61759498byFrequency|by1000genomesMG-54-tumorMG-54-normal - 9 1738 c.1494C>T

G A rs80198225 MG-54-tumorMG-54-normal + 8 527 c.527G>A

G A rs2275527byFrequency|by1000genomesMG-54-tumorMG-54-normal - 39 5629 c.5553C>T

C T rs11591817byFrequency|by1000genomesMG-54-tumorMG-54-normal - 13 6002 c.5627G>A

A G rs3822625by1000genomesMG-54-tumorMG-54-normal + 14 3084 c.3084A>G

T C rs7714670by1000genomesMG-54-tumorMG-54-normal + 6 849 c.673T>C

C T rs1064210by1000genomesMG-54-tumorMG-54-normal - 10 1425 c.1426G>A

A G rs2227985byFrequency|by1000genomesMG-54-tumorMG-54-normal + 9 1878 c.1497A>G

G A rs6089925byFrequency|by1000genomesMG-54-tumorMG-54-normal - 4 729 c.660C>T

A T rs7095325byFrequency|by1000genomesMG-54-tumorMG-54-normal - 7 1087 c.712T>A

T C rs17848169byFrequency|by1000genomesMG-54-tumorMG-54-normal - 42 8179 c.7894A>G

C T rs56790426by1000genomesMG-54-tumorMG-54-normal - 10 5593 c.5384G>A

T C rs45520238 MG-54-tumorMG-54-normal - 1 2574 c.1620A>G

C T rs4750936byFrequency|by1000genomesMG-54-tumorMG-54-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-54-tumorMG-54-normal - 8 1866 c.1491G>C

C T MG-54-tumorMG-54-normal + 1 288 c.288C>T

A T MG-54-tumorMG-54-normal - 7 1124 c.906T>A

G A rs35120858by1000genomesMG-54-tumorMG-54-normal + 11 2496 c.2122G>A

A G rs180744 by1000genomesMG-54-tumorMG-54-normal + 2 1719 c.1686A>G

T C rs79054985byFrequency|by1000genomesMG-54-tumorMG-54-normal - 27 5363 c.4392A>G

G A MG-54-tumorMG-54-normal - 8 1243 c.1025C>T

G A MG-54-tumorMG-54-normal - 3 1505 c.973C>T

A C rs35629274by1000genomesMG-54-tumorMG-54-normal - 7 1074 c.860T>G



C A rs3817753 MG-54-tumorMG-54-normal - 8 1575 c.639G>T

C T rs3796031byFrequency|by1000genomesMG-54-tumorMG-54-normal - 17 2399 c.1947G>A

A G rs2229267byFrequency|by1000genomesMG-54-tumorMG-54-normal - 29 5160 c.4875T>C

G A rs1800267byFrequency|by1000genomesMG-54-tumorMG-54-normal - 16 2075 c.1869C>T

G A rs4750685byFrequency|by1000genomesMG-54-tumorMG-54-normal - 13 4115 c.3740C>T

A T rs6685892byFrequency|by1000genomesMG-54-tumorMG-54-normal - 34 7560 c.7341T>A

C T MG-54-tumorMG-54-normal + 1 79 c.79C>T

C T rs28444388byFrequency|by1000genomesMG-54-tumorMG-54-normal + 2 1331 c.1131C>T

C T rs57014690by1000genomesMG-54-tumorMG-54-normal - 6 1554 c.1232G>A

G A rs6089924byFrequency|by1000genomesMG-54-tumorMG-54-normal - 4 920 c.851C>T

T G rs1050767byFrequency|by1000genomesMG-54-tumorMG-54-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-54-tumorMG-54-normal + 6 583 c.538C>T

T G rs1998206byFrequency|by1000genomesMG-54-tumorMG-54-normal - 5 631 c.433A>C

A G rs75639578 MG-54-tumorMG-54-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-54-tumorMG-54-normal + 2 1315 c.1282C>G

C T MG-54-tumorMG-54-normal + 1 369 c.369C>T

A G rs61741045byFrequency|by1000genomesMG-54-tumorMG-54-normal - 5 3145 c.2932T>C

G A rs34830600byFrequency|by1000genomesMG-54-tumorMG-54-normal - 8 2874 c.2805C>T

G T rs4252633byFrequency|by1000genomesMG-54-tumorMG-54-normal + 14 1776 c.1266G>T

A G rs4143768byFrequency|by1000genomesMG-54-tumorMG-54-normal - 10 6783 c.6195T>C

A G rs41304577 MG-54-tumorMG-54-normal - 4 1006 c.691T>C

C T MG-54-tumorMG-54-normal - 3 2464 c.2392G>A

G A rs78335246byFrequency|by1000genomesMG-54-tumorMG-54-normal + 41 8171 c.7536G>A

G A rs2127898byFrequency|by1000genomesMG-54-tumorMG-54-normal - 6 1130 c.920C>T

G C rs147363182byFrequency|by1000genomesMG-54-tumorMG-54-normal - 13 6938 c.6563C>G

C T MG-54-tumorMG-54-normal + 1 1314 c.1314C>T

C A rs2973558by1000genomesMG-54-tumorMG-54-normal + 20 2514 c.2338C>A

A G rs1206038byFrequency|by1000genomesMG-54-tumorMG-54-normal + 29 5706 c.5071A>G

C G rs115924441byFrequency|by1000genomesMG-54-tumorMG-54-normal - 3 2499 c.2424G>C

T C rs12299012byFrequency|by1000genomesMG-54-tumorMG-54-normal + 13 1898 c.1679T>C

G T rs146238849byFrequency|by1000genomesMG-54-tumorMG-54-normal - 8 1391 c.1173C>A

G A rs13007735byFrequency|by1000genomesMG-54-tumorMG-54-normal - 16 3587 c.2616C>T

G A rs61738284byFrequency|by1000genomesMG-54-tumorMG-54-normal - 13 6005 c.5630C>T

G A rs11574872by1000genomesMG-54-tumorMG-54-normal - 4 738 c.663C>T

T C MG-54-tumorMG-54-normal + 1 51 c.51T>C

C G rs141327200byFrequency|by1000genomesMG-54-tumorMG-54-normal - 3 5513 c.5441G>C

T C MG-54-tumorMG-54-normal + 1 924 c.924T>C

T C rs61839057byFrequencyMG-54-tumorMG-54-normal - 4 444 c.129A>G

T C rs2229263byFrequency|by1000genomesMG-54-tumorMG-54-normal - 3 533 c.248A>G

G A rs45516102byFrequency|by1000genomesMG-54-tumorMG-54-normal + 12 2539 c.2259G>A

G A rs145586769byFrequency|by1000genomesMG-54-tumorMG-54-normal - 4 1832 c.1619C>T

T C rs9646771by1000genomesMG-54-tumorMG-54-normal - 4 787 c.447A>G

A G rs144740103byFrequencyMG-54-tumorMG-54-normal - 4 488 c.173T>C

T C rs143154682byFrequency|by1000genomesMG-54-tumorMG-54-normal - 4 406 c.91A>G

C T rs10252263byFrequency|by1000genomesMG-54-tumorMG-54-normal - 38 8258 c.8040G>A

A G rs3211362byFrequency|by1000genomesMG-54-tumorMG-54-normal - 9 1020 c.846T>C

G C rs3088074byFrequency|by1000genomesMG-54-tumorMG-54-normal - 9 2999 c.2785C>G



T C rs7744765by1000genomesMG-54-tumorMG-54-normal + 14 1929 c.1730T>C

G A rs17880521byFrequency|by1000genomesMG-54-tumorMG-54-normal + 37 5312 c.4929G>A

G A rs7296694byFrequency|by1000genomesMG-54-tumorMG-54-normal + 15 3343 c.3171G>A

T C rs28621009byFrequency|by1000genomesMG-54-tumorMG-54-normal + 13 2864 c.2229T>C

C T rs3749645by1000genomesMG-54-tumorMG-54-normal + 24 3194 c.3018C>T

C T rs116784674by1000genomesMG-54-tumorMG-54-normal - 10 7909 c.7700G>A

G T rs73404416byFrequency|by1000genomesMG-54-tumorMG-54-normal - 5 1237 c.1142C>A

A G MG-54-tumorMG-54-normal + 1 1557 c.1557A>G

C A rs78225807byFrequency|by1000genomesMG-54-tumorMG-54-normal - 11 919 c.552G>T

G A rs145580583byFrequencyMG-54-tumorMG-54-normal + 4 1269 c.1182G>A

T C rs10817025by1000genomesMG-54-tumorMG-54-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-54-tumorMG-54-normal + 12 1807 c.1631C>T

C T rs28363406byFrequency|by1000genomesMG-54-tumorMG-54-normal + 6 745 c.655C>T

T C MG-54-tumorMG-54-normal - 24 5188 c.4978A>G

C T rs77276626by1000genomesMG-54-tumorMG-54-normal + 10 1402 c.1212C>T

G A MG-54-tumorMG-54-normal - 14 4008 c.3824C>T

T G MG-54-tumorMG-54-normal - 1 335 c.137A>C

C T rs111733491 MG-54-tumorMG-54-normal - 29 5018 c.4733G>A

A G rs826549 by1000genomesMG-54-tumorMG-54-normal + 18 2676 c.2550A>G

C T rs73701331byFrequency|by1000genomesMG-54-tumorMG-54-normal - 5 990 c.746G>A

A G MG-54-tumorMG-54-normal + 1 1152 c.1152A>G

C T rs11121691byFrequency|by1000genomesMG-54-tumorMG-54-normal - 49 6985 c.6909G>A

C T rs10082533byFrequency|by1000genomesMG-54-tumorMG-54-normal - 13 8753 c.8378G>A

G A rs59505617by1000genomesMG-54-tumorMG-54-normal - 6 1756 c.1434C>T

T C rs113364666byFrequency|by1000genomesMG-54-tumorMG-54-normal - 19 7958 c.7889A>G

G A rs76765512byFrequencyMG-54-tumorMG-54-normal + 5 787 c.343G>A

T C rs61995915byFrequency|by1000genomesMG-54-tumorMG-54-normal - 39 7538 c.7253A>G

A G rs149271 by1000genomesMG-54-tumorMG-54-normal + 2 543 c.510A>G

T C rs1150712byFrequency|by1000genomesMG-54-tumorMG-54-normal - 5 1536 c.1293A>G

G A MG-54-tumorMG-54-normal - 1 320 c.269C>T

C T rs148653429by1000genomesMG-54-tumorMG-54-normal - 19 1804 c.1804G>A

C T rs1127606byFrequency|by1000genomesMG-54-tumorMG-54-normal - 8 1939 c.1530G>A

G A rs3733415by1000genomesMG-54-tumorMG-54-normal - 2 601 c.392C>T

G C rs13397109byFrequency|by1000genomesMG-54-tumorMG-54-normal - 41 7911 c.7626C>G

A G rs35043160byFrequency|by1000genomesMG-54-tumorMG-54-normal + 16 8084 c.7704A>G

C T MG-54-tumorMG-54-normal + 1 555 c.555C>T

C T rs2424156byFrequency|by1000genomesMG-54-tumorMG-54-normal + 7 1792 c.1233C>T

C T rs143427005byFrequency|by1000genomesMG-54-tumorMG-54-normal - 3 3047 c.2972G>A

C T rs6432901by1000genomesMG-54-tumorMG-54-normal - 2 514 c.174G>A

C A rs79011039byFrequency|by1000genomesMG-54-tumorMG-54-normal + 6 1050 c.572C>A

T C MG-54-tumorMG-54-normal + 1 369 c.369T>C

T A rs143576640byFrequencyMG-54-tumorMG-54-normal + 6 833 c.734T>A

G A rs141593520byFrequency|by1000genomesMG-54-tumorMG-54-normal - 6 1944 c.1457C>T

G A MG-54-tumorMG-54-normal - 27 8079 c.7731C>T

C T rs5992599by1000genomesMG-54-tumorMG-54-normal - 8 1529 c.1422G>A

A G MG-54-tumorMG-54-normal - 2 706 c.655T>C

T C rs111331725by1000genomesMG-54-tumorMG-54-normal + 6 643 c.263T>C



A G rs2737699byFrequency|by1000genomesMG-54-tumorMG-54-normal - 10 12892 c.12304T>C

T A rs9332842byFrequency|by1000genomesMG-54-tumorMG-54-normal + 27 8984 c.8961T>A

C A rs151033591byFrequency|by1000genomesMG-54-tumorMG-54-normal - 3 8539 c.8464G>T

C G rs114954140byFrequency|by1000genomesMG-54-tumorMG-54-normal + 13 2791 c.2156C>G

A G rs12321909by1000genomesMG-54-tumorMG-54-normal + 7 936 c.871A>G

C T rs7300444byFrequency|by1000genomesMG-54-tumorMG-54-normal + 19 5383 c.4740C>T

G A rs116630802byFrequency|by1000genomesMG-54-tumorMG-54-normal + 30 5909 c.5274G>A

T C rs34282756byFrequency|by1000genomesMG-54-tumorMG-54-normal - 37 6872 c.5901A>G

A G rs151306742by1000genomesMG-54-tumorMG-54-normal + 4 729 c.285A>G

T C rs78472618byFrequencyMG-54-tumorMG-54-normal - 3 159 c.115A>G

A G MG-54-tumorMG-54-normal + 1 663 c.663A>G

T G rs997983 byFrequency|by1000genomesMG-54-tumorMG-54-normal - 9 2266 c.1891A>C

T C rs142619172byFrequencyMG-54-tumorMG-54-normal - 4 604 c.289A>G

C T rs1386356byFrequency|by1000genomesMG-54-tumorMG-54-normal - 85 14018 c.13047G>A

G T rs3745765byFrequency|by1000genomesMG-54-tumorMG-54-normal + 9 2360 c.719G>T

C T rs210498 by1000genomesMG-54-tumorMG-54-normal - 23 1885 c.1518G>A

C T rs12777740byFrequency|by1000genomesMG-54-tumorMG-54-normal - 13 8321 c.7946G>A

C T MG-54-tumorMG-54-normal + 1 1170 c.1170C>T

C T rs2931423by1000genomesMG-54-tumorMG-54-normal + 19 2459 c.2283C>T

A G rs78770909byFrequency|by1000genomesMG-54-tumorMG-54-normal + 12 2764 c.2390A>G

G A rs4252610byFrequency|by1000genomesMG-54-tumorMG-54-normal + 4 519 c.9G>A

C T rs34291900byFrequency|by1000genomesMG-54-tumorMG-54-normal - 15 2291 c.2006G>A

C T rs2078478by1000genomesMG-54-tumorMG-54-normal - 5 411 c.392G>A

C T rs151174 by1000genomesMG-54-tumorMG-54-normal + 2 1740 c.1707C>T

T C rs766894 by1000genomesMG-54-tumorMG-54-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-54-tumorMG-54-normal - 8 1357 c.1139G>T

C T rs1800265byFrequency|by1000genomesMG-54-tumorMG-54-normal - 9 1043 c.837G>A

G A rs17336437byFrequency|by1000genomesMG-54-tumorMG-54-normal + 4 708 c.531G>A

G A rs62075712by1000genomesMG-54-tumorMG-54-normal - 3 984 c.452C>T

C G rs2298258byFrequency|by1000genomesMG-54-tumorMG-54-normal + 12 1698 c.1260C>G

C A rs78806080byFrequency|by1000genomesMG-54-tumorMG-54-normal - 13 3029 c.2058G>T

G A rs116531573byFrequency|by1000genomesMG-54-tumorMG-54-normal + 15 4664 c.4492G>A

T C rs7109090by1000genomesMG-54-tumorMG-54-normal - 2 3135 c.1851A>G

G A rs17656599byFrequency|by1000genomesMG-54-tumorMG-54-normal - 12 2007 c.1823C>T

C T MG-54-tumorMG-54-normal + 1 645 c.645C>T

T C MG-54-tumorMG-54-normal + 1 1453 c.1453T>C

A G rs2233612byFrequency|by1000genomesMG-54-tumorMG-54-normal + 4 2782 c.2640A>G

G A MG-54-tumorMG-54-normal + 18 1972 c.1111G>A

T C MG-54-tumorMG-54-normal + 1 1486 c.1486T>C

G A rs1713982byFrequency|by1000genomesMG-54-tumorMG-54-normal + 15 2261 c.1848G>A

C G rs138133959by1000genomesMG-54-tumorMG-54-normal - 4 367 c.368G>C

A G rs13346368by1000genomesMG-54-tumorMG-54-normal + 10 3324 c.3130A>G

G A rs77042968byFrequency|by1000genomesMG-54-tumorMG-54-normal + 6 1061 c.583G>A

A T rs3795696byFrequency|by1000genomesMG-54-tumorMG-54-normal - 6 1136 c.897T>A

G A rs3810490by1000genomesMG-54-tumorMG-54-normal - 6 2067 c.1998C>T

G A rs10082432byFrequency|by1000genomesMG-54-tumorMG-54-normal - 13 8757 c.8382C>T

G A MG-54-tumorMG-54-normal - 1 113 c.114C>T



C G MG-54-tumorMG-54-normal - 3 276 c.277G>C

A G MG-54-tumorMG-54-normal + 1 175 c.175A>G

G C rs61735455by1000genomesMG-54-tumorMG-54-normal + 12 2108 c.1884G>C

A G MG-54-tumorMG-54-normal + 1 340 c.340A>G

C T rs3796032byFrequency|by1000genomesMG-54-tumorMG-54-normal - 17 2381 c.1929G>A

A G MG-54-tumorMG-54-normal + 1 23 c.23A>G

C T rs34298574byFrequency|by1000genomesMG-54-tumorMG-54-normal + 9 1118 c.900C>T

C T rs142404413by1000genomesMG-54-tumorMG-54-normal + 5 1301 c.1103C>T

T C rs2075252byFrequency|by1000genomesMG-54-tumorMG-54-normal - 66 12565 c.12280A>G

C T MG-54-tumorMG-54-normal + 1 103 c.103C>T

T C MG-54-tumorMG-54-normal + 8 505 c.505T>C

G A MG-54-tumorMG-54-normal - 3 1485 c.953C>T

A G rs61756316byFrequency|by1000genomesMG-54-tumorMG-54-normal + 19 5485 c.5114A>G

C A rs6453022by1000genomesMG-54-tumorMG-54-normal + 7 1027 c.851C>A

G A MG-54-tumorMG-54-normal - 1 350 c.351C>T

G A MG-54-tumorMG-54-normal + 1 10 c.10G>A

A G MG-54-tumorMG-54-normal + 1 769 c.769A>G

G A rs2289247byFrequency|by1000genomesMG-54-tumorMG-54-normal + 11 1273 c.1063G>A

T C rs11016071byFrequency|by1000genomesMG-54-tumorMG-54-normal - 13 9086 c.8711A>G

A G rs115392624byFrequency|by1000genomesMG-54-tumorMG-54-normal - 1 44 c.11T>C

T C rs2072736byFrequency|by1000genomesMG-54-tumorMG-54-normal - 8 1410 c.474A>G

G A MG-54-tumorMG-54-normal - 4 1015 c.700C>T

A G MG-54-tumorMG-54-normal - 4 842 c.843T>C

G C rs2240089byFrequency|by1000genomesMG-54-tumorMG-54-normal - 12 3187 c.3003C>G

C T rs75340924by1000genomesMG-54-tumorMG-54-normal - 44 14237 c.14238G>A

A G rs34173244byFrequency|by1000genomesMG-54-tumorMG-54-normal - 10 1049 c.1047T>C

G A rs2973566by1000genomesMG-54-tumorMG-54-normal + 14 1930 c.1754G>A

G C rs147658374byFrequencyMG-54-tumorMG-54-normal - 19 4366 c.4156C>G

A G MG-54-tumorMG-54-normal + 3 393 c.13A>G

C T rs34555836byFrequency|by1000genomesMG-54-tumorMG-54-normal + 9 998 c.898C>T

G A rs1676211by1000genomesMG-54-tumorMG-54-normal + 13 2154 c.2154G>A

C G rs3735156byFrequency|by1000genomesMG-54-tumorMG-54-normal - 11 1795 c.1577G>C

G A MG-54-tumorMG-54-normal + 1 1379 c.513G>A

G A rs148697550 MG-54-tumorMG-54-normal - 1 922 c.699C>T

T C MG-54-tumorMG-54-normal - 1 495 c.496A>G

G A rs78563787byFrequency|by1000genomesMG-54-tumorMG-54-normal + 3 366 c.366G>A

G A rs2003233 MG-54-tumorMG-54-normal - 17 1503 c.1504C>T

T A rs2060198byFrequency|by1000genomesMG-54-tumorMG-54-normal + 27 5204 c.4914T>A

T G rs71625166byFrequency|by1000genomesMG-54-tumorMG-54-normal - 3 3180 c.3105A>C

T C MG-54-tumorMG-54-normal + 1 2 c.2T>C

T C rs831043 byFrequency|by1000genomesMG-57-tumorMG-57-normal - 21 3354 c.3069A>G

C A rs34400049byFrequency|by1000genomesMG-57-tumorMG-57-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-57-tumorMG-57-normal + 7 3183 c.3138A>G

C T MG-57-tumorMG-57-normal - 10 2697 c.2640G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-57-tumorMG-57-normal + 7 1073 c.525C>T

C T rs3811444byFrequency|by1000genomesMG-57-tumorMG-57-normal + 6 1169 c.1121C>T

C T MG-57-tumorMG-57-normal + 3 423 c.43C>T



G A rs2229079byFrequency|by1000genomesMG-57-tumorMG-57-normal - 21 3524 c.3326C>T

A T MG-57-tumorMG-57-normal - 1 303 c.143T>A

G A rs12022217byFrequency|by1000genomesMG-57-tumorMG-57-normal - 3 4602 c.4530C>T

C G rs149605490by1000genomesMG-57-tumorMG-57-normal + 3 1000 c.781C>G

G T rs12568784byFrequency|by1000genomesMG-57-tumorMG-57-normal - 3 7202 c.7130C>A

G A rs2921563byFrequency|by1000genomesMG-57-tumorMG-57-normal + 9 2165 c.524G>A

A G rs2229267byFrequency|by1000genomesMG-57-tumorMG-57-normal - 29 5160 c.4875T>C

G T rs2075249byFrequency|by1000genomesMG-57-tumorMG-57-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-57-tumorMG-57-normal + 19 2459 c.2283C>T

G A rs35664708byFrequency|by1000genomesMG-57-tumorMG-57-normal + 16 2470 c.2271G>A

T C rs141049734byFrequencyMG-57-tumorMG-57-normal - 18 3186 c.2968A>G

T A rs56279059by1000genomesMG-57-tumorMG-57-normal - 3 1034 c.502A>T

A G rs4143768byFrequency|by1000genomesMG-57-tumorMG-57-normal - 10 6783 c.6195T>C

C T MG-57-tumorMG-57-normal + 15 4594 c.4400C>T

G C rs2229933|rs116048761byFrequency|by1000genomesMG-57-tumorMG-57-normal + 6 830 c.282G>C

C T rs62478357byFrequencyMG-57-tumorMG-57-normal - 8 1268 c.1050G>A

C A rs3739298byFrequency|by1000genomesMG-57-tumorMG-57-normal - 9 2230 c.1821G>T

A G rs11016073byFrequency|by1000genomesMG-57-tumorMG-57-normal - 13 6677 c.6302T>C

C A rs138908625byFrequency|by1000genomesMG-57-tumorMG-57-normal - 8 1357 c.1139G>T

G A rs139799138byFrequencyMG-57-tumorMG-57-normal - 3 6574 c.6499C>T

C T MG-57-tumorMG-57-normal - 3 1048 c.516G>A

A G rs2229268byFrequency|by1000genomesMG-57-tumorMG-57-normal - 61 11886 c.11601T>C

A G rs3108200byFrequency|by1000genomesMG-57-tumorMG-57-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-57-tumorMG-57-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-57-tumorMG-57-normal + 36 5181 c.5016C>T

C T rs2853346byFrequency|by1000genomesMG-57-tumorMG-57-normal - 13 5919 c.5544G>A

G A rs2228000byFrequency|by1000genomesMG-57-tumorMG-57-normal - 9 1710 c.1496C>T

A C rs7995564by1000genomesMG-57-tumorMG-57-normal + 10 2068 c.1534A>C

C G MG-57-tumorMG-57-normal + 21 5081 c.5004C>G

G C rs12104021by1000genomesMG-57-tumorMG-57-normal - 3 790 c.258C>G

C A rs2973558by1000genomesMG-57-tumorMG-57-normal + 20 2514 c.2338C>A

A G MG-57-tumorMG-57-normal + 1 472 c.472A>G

C G rs2298258byFrequency|by1000genomesMG-57-tumorMG-57-normal + 12 1698 c.1260C>G

G A MG-57-tumorMG-57-normal + 1 271 c.271G>A

A G rs138718549byFrequency|by1000genomesMG-57-tumorMG-57-normal - 3 2929 c.2857T>C

G A rs7624750byFrequency|by1000genomesMG-57-tumorMG-57-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-57-tumorMG-57-normal - 18 3000 c.2874G>T

C T rs2229265byFrequency|by1000genomesMG-57-tumorMG-57-normal - 54 10788 c.10503G>A

C T rs872665 by1000genomesMG-57-tumorMG-57-normal - 7 1855 c.1519G>A

A G rs33954745byFrequency|by1000genomesMG-57-tumorMG-57-normal - 17 2661 c.2376T>C

C T MG-57-tumorMG-57-normal + 1 918 c.918C>T

T C rs9851685byFrequency|by1000genomesMG-57-tumorMG-57-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-57-tumorMG-57-normal - 3 1368 c.836T>C

G T rs145450406by1000genomesMG-57-tumorMG-57-normal + 28 4197 c.4032G>T

G A rs12104022by1000genomesMG-57-tumorMG-57-normal - 3 784 c.252C>T

C T rs150486662 MG-57-tumorMG-57-normal + 41 8327 c.7692C>T

T G rs10817033by1000genomesMG-57-tumorMG-57-normal - 8 2079 c.1743A>C



C T rs1050475byFrequency|by1000genomesMG-57-tumorMG-57-normal + 7 1534 c.975C>T

G A rs143131546byFrequency|by1000genomesMG-57-tumorMG-57-normal + 8 851 c.606G>A

C A rs61742080byFrequency|by1000genomesMG-57-tumorMG-57-normal + 4 1004 c.891C>A

G A rs2302694byFrequency|by1000genomesMG-57-tumorMG-57-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-57-tumorMG-57-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-57-tumorMG-57-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-57-tumorMG-57-normal - 16 3587 c.2616C>T

G A rs1713982byFrequency|by1000genomesMG-57-tumorMG-57-normal + 15 2261 c.1848G>A

A G rs7762830by1000genomesMG-57-tumorMG-57-normal + 14 2120 c.1921A>G

C T rs34409589|rs121434592MG-57-tumorMG-57-normal - 2 1529 c.49G>A

G A rs3818831byFrequency|by1000genomesMG-57-tumorMG-57-normal - 2 193 c.121C>T

T C rs17019360by1000genomesMG-57-tumorMG-57-normal + 17 2524 c.1800T>C

G A rs11549105byFrequency|by1000genomesMG-57-tumorMG-57-normal - 6 1228 c.1224C>T

G C rs139111507byFrequencyMG-57-tumorMG-57-normal - 51 13044 c.12826C>G

G T rs918558 byFrequency|by1000genomesMG-57-tumorMG-57-normal + 1 2142 c.2142G>T

T C MG-57-tumorMG-57-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-57-tumorMG-57-normal + 1 376 c.99G>A

C G MG-57-tumorMG-57-normal + 12 6516 c.6142C>G

T C rs12990449byFrequency|by1000genomesMG-57-tumorMG-57-normal - 2 1114 c.143A>G

C T rs117475463by1000genomesMG-57-tumorMG-57-normal - 6 1811 c.1475G>A

G A rs1718878byFrequency|by1000genomesMG-57-tumorMG-57-normal + 13 2003 c.1590G>A

A G MG-57-tumorMG-57-normal - 3 1337 c.805T>C

G C rs2227910byFrequency|by1000genomesMG-57-tumorMG-57-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-57-tumorMG-57-normal + 16 2064 c.1887T>A

A G rs17051895by1000genomesMG-57-tumorMG-57-normal + 23 4485 c.3951A>G

G C rs2240089byFrequency|by1000genomesMG-57-tumorMG-57-normal - 12 3187 c.3003C>G

C T rs140879180by1000genomesMG-57-tumorMG-57-normal + 2 879 c.852C>T

T C rs2229263byFrequency|by1000genomesMG-57-tumorMG-57-normal - 3 533 c.248A>G

G A rs145772007byFrequencyMG-57-tumorMG-57-normal + 2 2738 c.2626G>A

G A rs16825150byFrequency|by1000genomesMG-57-tumorMG-57-normal + 7 954 c.909G>A

A G rs11538677by1000genomesMG-57-tumorMG-57-normal + 49 8035 c.7501A>G

C G rs114279527by1000genomesMG-57-tumorMG-57-normal - 2 3137 c.2928G>C

T G rs35294865byFrequency|by1000genomesMG-57-tumorMG-57-normal - 12 1833 c.1413A>C

C T rs17881168byFrequency|by1000genomesMG-57-tumorMG-57-normal + 2 551 c.168C>T

T C rs9646771by1000genomesMG-57-tumorMG-57-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-57-tumorMG-57-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-57-tumorMG-57-normal + 14 2279 c.2055T>C

C T rs2229994byFrequency|by1000genomesMG-57-tumorMG-57-normal + 16 7581 c.7201C>T

C T rs55993306by1000genomesMG-57-tumorMG-57-normal - 20 3946 c.3859G>A

A G rs2227985byFrequency|by1000genomesMG-57-tumorMG-57-normal + 9 1878 c.1497A>G

T A rs35737760by1000genomesMG-57-tumorMG-57-normal + 19 2685 c.2520T>A

T G rs12963422byFrequency|by1000genomesMG-57-tumorMG-57-normal - 5 2988 c.2775A>C

T A rs3740423byFrequency|by1000genomesMG-57-tumorMG-57-normal - 13 4583 c.4208A>T

C A rs6453022by1000genomesMG-57-tumorMG-57-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-57-tumorMG-57-normal + 2 1791 c.684T>C

C T rs17215402byFrequency|by1000genomesMG-57-tumorMG-57-normal + 1 1158 c.929C>T

G A MG-57-tumorMG-57-normal - 4 453 c.138C>T



C T rs146330869byFrequency|by1000genomesMG-57-tumorMG-57-normal + 9 2565 c.924C>T

C G rs143879890by1000genomesMG-57-tumorMG-57-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-57-tumorMG-57-normal + 7 1855 c.1810A>G

T C rs7716253by1000genomesMG-57-tumorMG-57-normal + 8 1121 c.945T>C

C T rs2282303byFrequency|by1000genomesMG-57-tumorMG-57-normal - 3 899 c.827G>A

C T rs6432901by1000genomesMG-57-tumorMG-57-normal - 2 514 c.174G>A

T C rs4652678by1000genomesMG-57-tumorMG-57-normal + 28 4116 c.3951T>C

A G rs4862726by1000genomesMG-57-tumorMG-57-normal - 2 2054 c.1845T>C

A G rs6679449by1000genomesMG-57-tumorMG-57-normal - 3 1923 c.1851T>C

G A rs55855602by1000genomesMG-57-tumorMG-57-normal - 3 1030 c.498C>T

C T rs12708402by1000genomesMG-57-tumorMG-57-normal - 16 3405 c.3178G>A

G C rs3088074byFrequency|by1000genomesMG-57-tumorMG-57-normal - 9 2999 c.2785C>G

T C rs7744765by1000genomesMG-57-tumorMG-57-normal + 14 1929 c.1730T>C

T A rs61749580byFrequency|by1000genomesMG-57-tumorMG-57-normal - 3 576 c.504A>T

G A rs9804992byFrequency|by1000genomesMG-57-tumorMG-57-normal + 11 3172 c.2529G>A

C T rs3749645by1000genomesMG-57-tumorMG-57-normal + 24 3194 c.3018C>T

A C rs76437836byFrequencyMG-57-tumorMG-57-normal - 3 142 c.98T>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-57-tumorMG-57-normal + 7 1597 c.1215T>C

C T rs11558834byFrequency|by1000genomesMG-57-tumorMG-57-normal + 11 3321 c.2940C>T

C T MG-57-tumorMG-57-normal - 46 14412 c.14413G>A

T C rs61751603byFrequency|by1000genomesMG-57-tumorMG-57-normal - 9 1894 c.1672A>G

G A rs34949187by1000genomesMG-57-tumorMG-57-normal + 6 1198 c.824G>A

A G rs2074912byFrequency|by1000genomesMG-57-tumorMG-57-normal + 1 1709 c.1709A>G

C T rs7300444byFrequency|by1000genomesMG-57-tumorMG-57-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-57-tumorMG-57-normal + 17 1912 c.1092A>C

C T rs55913776 MG-57-tumorMG-57-normal - 3 1207 c.675G>A

G A rs11549106byFrequency|by1000genomesMG-57-tumorMG-57-normal - 4 895 c.891C>T

C T rs2973571by1000genomesMG-57-tumorMG-57-normal + 12 1807 c.1631C>T

C T rs151313714byFrequencyMG-57-tumorMG-57-normal + 1 3257 c.297C>T

T C rs2229992byFrequency|by1000genomesMG-57-tumorMG-57-normal + 12 1838 c.1458T>C

C T rs151174 by1000genomesMG-57-tumorMG-57-normal + 2 1740 c.1707C>T

A G rs1801426byFrequency|by1000genomesMG-57-tumorMG-57-normal + 27 10461 c.10234A>G

C T rs144931466byFrequency|by1000genomesMG-57-tumorMG-57-normal + 9 2125 c.1906C>T

T C rs41286961byFrequency|by1000genomesMG-57-tumorMG-57-normal + 14 1440 c.1340T>C

G A rs17656599byFrequency|by1000genomesMG-57-tumorMG-57-normal - 12 2007 c.1823C>T

G A rs17591320byFrequency|by1000genomesMG-57-tumorMG-57-normal - 3 657 c.466C>T

C T MG-57-tumorMG-57-normal - 8 1260 c.1042G>A

T G rs9807633by1000genomesMG-57-tumorMG-57-normal - 1 88 c.89A>C

A C rs76504934by1000genomesMG-57-tumorMG-57-normal - 4 464 c.427T>G

A G rs147736998byFrequency|by1000genomesMG-57-tumorMG-57-normal + 4 1587 c.1242A>G

C T MG-57-tumorMG-57-normal - 2 1701 c.1492G>A

T C MG-57-tumorMG-57-normal + 1 1281 c.1281T>C

A G MG-57-tumorMG-57-normal + 1 340 c.340A>G

T C rs9807555by1000genomesMG-57-tumorMG-57-normal - 1 196 c.197A>G

T C rs1050476byFrequency|by1000genomesMG-57-tumorMG-57-normal + 7 2254 c.1695T>C

C T rs3796032byFrequency|by1000genomesMG-57-tumorMG-57-normal - 17 2381 c.1929G>A

G A MG-57-tumorMG-57-normal + 1 130 c.78G>A



C T rs34488539by1000genomesMG-57-tumorMG-57-normal + 22 3555 c.3390C>T

T C rs7714670by1000genomesMG-57-tumorMG-57-normal + 6 849 c.673T>C

G C rs60140950byFrequency|by1000genomesMG-57-tumorMG-57-normal + 9 986 c.767G>C

C T rs11873462by1000genomesMG-57-tumorMG-57-normal - 1 47 c.48G>A

A G rs41292197by1000genomesMG-57-tumorMG-57-normal + 27 5038 c.4504A>G

T C rs2075252byFrequency|by1000genomesMG-57-tumorMG-57-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-57-tumorMG-57-normal + 1 196 c.196T>C

T C rs2241190byFrequency|by1000genomesMG-57-tumorMG-57-normal - 17 2745 c.2460A>G

C T rs2243380byFrequency|by1000genomesMG-57-tumorMG-57-normal - 6 698 c.500G>A

C A rs2233604byFrequency|by1000genomesMG-57-tumorMG-57-normal + 1 1077 c.1077C>A

G A rs79983774byFrequency|by1000genomesMG-57-tumorMG-57-normal - 3 5937 c.5865C>T

A T rs13180095byFrequency|by1000genomesMG-57-tumorMG-57-normal - 21 3570 c.3381T>A

G C rs45469098by1000genomesMG-57-tumorMG-57-normal - 1 255 c.256C>G

C G rs11718329by1000genomesMG-57-tumorMG-57-normal + 4 719 c.647C>G

G T rs3212254byFrequency|by1000genomesMG-57-tumorMG-57-normal - 10 1693 c.1475C>A

G A rs114878147byFrequency|by1000genomesMG-57-tumorMG-57-normal - 9 1116 c.860C>T

G A rs4151025byFrequency|by1000genomesMG-57-tumorMG-57-normal + 2 415 c.303G>A

T C rs831042 byFrequency|by1000genomesMG-57-tumorMG-57-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-57-tumorMG-57-normal + 2 543 c.510A>G

C G rs143770939byFrequencyMG-57-tumorMG-57-normal + 2 277 c.187C>G

C G rs41278611by1000genomesMG-57-tumorMG-57-normal - 2 594 c.385G>C

G A rs2271189byFrequency|by1000genomesMG-57-tumorMG-57-normal + 27 3788 c.3348G>A

T C rs111245230by1000genomesMG-57-tumorMG-57-normal - 38 8441 c.8105A>G

C G rs2229070byFrequency|by1000genomesMG-57-tumorMG-57-normal + 11 2733 c.2352C>G

T C rs11373 byFrequency|by1000genomesMG-57-tumorMG-57-normal - 3 787 c.367A>G

T C rs766894 by1000genomesMG-57-tumorMG-57-normal + 25 2461 c.2295T>C

A G rs17078605byFrequency|by1000genomesMG-57-tumorMG-57-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-57-tumorMG-57-normal + 3 290 c.80G>A

A G MG-57-tumorMG-57-normal + 1 47 c.47A>G

A G rs180744 by1000genomesMG-57-tumorMG-57-normal + 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-57-tumorMG-57-normal + 11 4034 c.3807T>C

G A rs2127898byFrequency|by1000genomesMG-57-tumorMG-57-normal - 6 1130 c.920C>T

T C rs11886219byFrequency|by1000genomesMG-57-tumorMG-57-normal - 36 6144 c.5859A>G

G A MG-57-tumorMG-57-normal - 3 1505 c.973C>T

G C MG-57-tumorMG-57-normal - 5 1009 c.1010C>G

C A MG-57-tumorMG-57-normal + 0 369

C T rs45554841by1000genomesMG-57-tumorMG-57-normal - 1 214 c.215G>A

A G rs11778209byFrequency|by1000genomesMG-57-tumorMG-57-normal - 39 6448 c.6204T>C

A G rs9552929byFrequency|by1000genomesMG-57-tumorMG-57-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-57-tumorMG-57-normal - 3 660 c.661T>C

G A rs10817003by1000genomesMG-57-tumorMG-57-normal - 43 10512 c.10176C>T

T C rs13796 byFrequency|by1000genomesMG-57-tumorMG-57-normal + 2 372 c.159T>C

C T rs2285975byFrequency|by1000genomesMG-57-tumorMG-57-normal - 13 2445 c.2256G>A

A G rs40831 by1000genomesMG-57-tumorMG-57-normal + 2 2118 c.2085A>G

C G rs2509943byFrequency|by1000genomesMG-57-tumorMG-57-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-57-tumorMG-57-normal + 11 1273 c.1063G>A

C T rs34996572byFrequency|by1000genomesMG-57-tumorMG-57-normal - 8 6006 c.5937G>A



G A rs41304253by1000genomesMG-57-tumorMG-57-normal + 20 3100 c.2935G>A

C T rs3796031byFrequency|by1000genomesMG-57-tumorMG-57-normal - 17 2399 c.1947G>A

G A MG-57-tumorMG-57-normal + 1 107 c.13G>A

T C MG-57-tumorMG-57-normal + 1 1026 c.1026T>C

C T rs3814883byFrequency|by1000genomesMG-57-tumorMG-57-normal + 13 2402 c.1359C>T

C T rs35678179byFrequency|by1000genomesMG-57-tumorMG-57-normal - 9 1320 c.1098G>A

T A rs2060198byFrequency|by1000genomesMG-57-tumorMG-57-normal + 27 5204 c.4914T>A

C T MG-57-tumorMG-57-normal + 3 460 c.357C>T

A G rs2737699byFrequency|by1000genomesMG-57-tumorMG-57-normal - 10 12892 c.12304T>C

G A rs146319427byFrequency|by1000genomesMG-57-tumorMG-57-normal - 14 4159 c.3975C>T

A G rs141935694by1000genomesMG-57-tumorMG-57-normal + 10 735 c.735A>G

C T rs78336331byFrequency|by1000genomesMG-57-tumorMG-57-normal - 3 1442 c.1239G>A

G A rs2973566by1000genomesMG-57-tumorMG-57-normal + 14 1930 c.1754G>A

G A rs73007787byFrequency|by1000genomesMG-57-tumorMG-57-normal - 3 4878 c.4806C>T

G A rs2227983byFrequency|by1000genomesMG-57-tumorMG-57-normal + 13 1739 c.1562G>A

T A rs17264436byFrequency|by1000genomesMG-57-tumorMG-57-normal - 21 3503 c.3501A>T

G A rs55938102byFrequency|by1000genomesMG-57-tumorMG-57-normal + 48 8467 c.8358G>A

G T rs147825872 MG-57-tumorMG-57-normal + 20 4359 c.4282G>T

T G rs1998206byFrequency|by1000genomesMG-57-tumorMG-57-normal - 5 631 c.433A>C

C T MG-57-tumorMG-57-normal - 1 178 c.127G>A

C T rs1801187byFrequency|by1000genomesMG-57-tumorMG-57-normal - 37 5440 c.5234G>A

A T MG-57-tumorMG-57-normal + 13 1303 c.1171A>T

C T rs55979329by1000genomesMG-57-tumorMG-57-normal - 3 1257 c.725G>A

T C rs16833974byFrequency|by1000genomesMG-57-tumorMG-57-normal - 3 3818 c.3746A>G

C T rs2273779byFrequency|by1000genomesMG-57-tumorMG-57-normal + 6 583 c.538C>T

T C rs78472618byFrequencyMG-57-tumorMG-57-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-57-tumorMG-57-normal + 2 1315 c.1282C>G

A C rs55912465 MG-57-tumorMG-57-normal + 14 3588 c.3588A>C

T C rs831043 byFrequency|by1000genomesMG-6-tumorMG-6-normal - 21 3354 c.3069A>G

G A rs114068985|rs25497byFrequency|by1000genomesMG-6-tumorMG-6-normal + 4 1190 c.597G>A

C T rs1386356byFrequency|by1000genomesMG-6-tumorMG-6-normal - 85 14018 c.13047G>A

G A rs2289247byFrequency|by1000genomesMG-6-tumorMG-6-normal + 11 1273 c.1063G>A

A G MG-6-tumorMG-6-normal - 15 1346 c.1346T>C

C T MG-6-tumorMG-6-normal - 3 300 c.263G>A

T C rs147099630byFrequency|by1000genomesMG-6-tumorMG-6-normal - 10 5054 c.4466A>G

C A rs34400049byFrequency|by1000genomesMG-6-tumorMG-6-normal + 14 2474 c.2092C>A

G A rs62070401by1000genomesMG-6-tumorMG-6-normal - 12 2205 c.2162C>T

C T rs2071702byFrequency|by1000genomesMG-6-tumorMG-6-normal + 27 7277 c.7254C>T

A G MG-6-tumorMG-6-normal + 10 1620 c.1253A>G

G A MG-6-tumorMG-6-normal + 13 2272 c.1890G>A

T C MG-6-tumorMG-6-normal + 1 269 c.269T>C

G T rs2075249byFrequency|by1000genomesMG-6-tumorMG-6-normal - 21 3339 c.3054C>A

T C rs2292561byFrequency|by1000genomesMG-6-tumorMG-6-normal - 15 1569 c.1299A>G

G T rs41268673by1000genomesMG-6-tumorMG-6-normal - 12 2171 c.1831C>A

A G rs4143768byFrequency|by1000genomesMG-6-tumorMG-6-normal - 10 6783 c.6195T>C

T G rs12145941byFrequency|by1000genomesMG-6-tumorMG-6-normal - 3 1631 c.1556A>C

G A rs7179364by1000genomesMG-6-tumorMG-6-normal + 1 520 c.85G>A



T C rs766894 by1000genomesMG-6-tumorMG-6-normal + 25 2461 c.2295T>C

C T rs77791636by1000genomesMG-6-tumorMG-6-normal + 6 1132 c.1080C>T

C A rs144269248byFrequencyMG-6-tumorMG-6-normal - 34 4641 c.4611G>T

A G rs2229268byFrequency|by1000genomesMG-6-tumorMG-6-normal - 61 11886 c.11601T>C

C T rs2292559byFrequency|by1000genomesMG-6-tumorMG-6-normal - 24 2661 c.2391G>A

T C rs3755806byFrequency|by1000genomesMG-6-tumorMG-6-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-6-tumorMG-6-normal + 36 5181 c.5016C>T

G C rs137854581|rs1801166byFrequency|by1000genomesMG-6-tumorMG-6-normal + 16 4329 c.3949G>C

C T rs2853346byFrequency|by1000genomesMG-6-tumorMG-6-normal - 13 5919 c.5544G>A

A G rs56274823byFrequency|by1000genomesMG-6-tumorMG-6-normal - 10 1306 c.1108T>C

T C rs61734875by1000genomesMG-6-tumorMG-6-normal + 25 3470 c.3294T>C

G A rs150657714 MG-6-tumorMG-6-normal - 34 7305 c.7086C>T

A G rs11016073byFrequency|by1000genomesMG-6-tumorMG-6-normal - 13 6677 c.6302T>C

C A rs6738031by1000genomesMG-6-tumorMG-6-normal - 18 3000 c.2874G>T

C T rs3811444byFrequency|by1000genomesMG-6-tumorMG-6-normal + 6 1169 c.1121C>T

G A rs11549105byFrequency|by1000genomesMG-6-tumorMG-6-normal - 6 1228 c.1224C>T

A C rs1208606byFrequency|by1000genomesMG-6-tumorMG-6-normal - 6 1571 c.1359T>G

T C MG-6-tumorMG-6-normal + 1 541 c.541T>C

A G rs10853307by1000genomesMG-6-tumorMG-6-normal - 3 1368 c.836T>C

C T rs351854 byFrequency|by1000genomesMG-6-tumorMG-6-normal + 13 1904 c.1659C>T

T C rs9646771by1000genomesMG-6-tumorMG-6-normal - 4 787 c.447A>G

C T MG-6-tumorMG-6-normal + 1 852 c.852C>T

C T rs148154172byFrequencyMG-6-tumorMG-6-normal + 51 7978 c.7595C>T

T C rs4652678by1000genomesMG-6-tumorMG-6-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-6-tumorMG-6-normal - 26 4397 c.4395A>G

G A MG-6-tumorMG-6-normal + 1 701 c.701G>A

G A rs2229266byFrequency|by1000genomesMG-6-tumorMG-6-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-6-tumorMG-6-normal - 16 3587 c.2616C>T

T G rs552183 byFrequency|by1000genomesMG-6-tumorMG-6-normal - 40 6445 c.6247A>C

C T rs150298716byFrequency|by1000genomesMG-6-tumorMG-6-normal - 3 2711 c.2636G>A

G A rs3810485by1000genomesMG-6-tumorMG-6-normal - 8 6116 c.6047C>T

A G rs4659654byFrequency|by1000genomesMG-6-tumorMG-6-normal - 16 2000 c.1503T>C

T C rs72676907byFrequency|by1000genomesMG-6-tumorMG-6-normal + 3 517 c.327T>C

C T rs1035938by1000genomesMG-6-tumorMG-6-normal + 6 1538 c.1344C>T

C T rs151233 by1000genomesMG-6-tumorMG-6-normal + 2 99 c.66C>T

T C MG-6-tumorMG-6-normal - 3 305 c.270A>G

G T rs11952292byFrequency|by1000genomesMG-6-tumorMG-6-normal + 1 2442 c.2442G>T

T C rs61839057byFrequencyMG-6-tumorMG-6-normal - 4 444 c.129A>G

T C MG-6-tumorMG-6-normal + 1 928 c.928T>C

A G MG-6-tumorMG-6-normal - 3 1337 c.805T>C

G C rs2227910byFrequency|by1000genomesMG-6-tumorMG-6-normal + 2 1911 c.804G>C

C G rs2282302byFrequency|by1000genomesMG-6-tumorMG-6-normal - 3 965 c.893G>C

T G rs79385100by1000genomesMG-6-tumorMG-6-normal - 11 1929 c.1930A>C

C T rs2292556byFrequency|by1000genomesMG-6-tumorMG-6-normal - 19 1959 c.1689G>A

G A MG-6-tumorMG-6-normal + 14 1734 c.719G>A

G T rs11054277 MG-6-tumorMG-6-normal - 3 652 c.617C>A

C T MG-6-tumorMG-6-normal - 10 1429 c.1430G>A



A G rs13346368by1000genomesMG-6-tumorMG-6-normal + 10 3324 c.3130A>G

C T rs2274550by1000genomesMG-6-tumorMG-6-normal + 54 8820 c.8286C>T

A G MG-6-tumorMG-6-normal + 1 298 c.298A>G

T C rs2229263byFrequency|by1000genomesMG-6-tumorMG-6-normal - 3 533 c.248A>G

T G rs10817033by1000genomesMG-6-tumorMG-6-normal - 8 2079 c.1743A>C

A G rs11538677by1000genomesMG-6-tumorMG-6-normal + 49 8035 c.7501A>G

C G rs114279527by1000genomesMG-6-tumorMG-6-normal - 2 3137 c.2928G>C

T C rs831042 byFrequency|by1000genomesMG-6-tumorMG-6-normal - 24 3945 c.3660A>G

G A MG-6-tumorMG-6-normal - 3 1346 c.814C>T

G A rs2880955by1000genomesMG-6-tumorMG-6-normal + 12 1031 c.1031G>A

A G rs2973568by1000genomesMG-6-tumorMG-6-normal + 13 1856 c.1680A>G

C A MG-6-tumorMG-6-normal + 6 781 c.682C>A

T C rs3026101by1000genomesMG-6-tumorMG-6-normal + 14 2279 c.2055T>C

G A rs80198225 MG-6-tumorMG-6-normal + 8 527 c.527G>A

C T rs872665 by1000genomesMG-6-tumorMG-6-normal - 7 1855 c.1519G>A

T C rs1048500byFrequency|by1000genomesMG-6-tumorMG-6-normal + 2 1791 c.684T>C

T C rs143154682byFrequency|by1000genomesMG-6-tumorMG-6-normal - 4 406 c.91A>G

C G rs143879890by1000genomesMG-6-tumorMG-6-normal - 16 2320 c.2233G>C

G C rs6771157byFrequency|by1000genomesMG-6-tumorMG-6-normal - 19 3392 c.3393C>G

C T MG-6-tumorMG-6-normal - 3 370 c.335G>A

C G MG-6-tumorMG-6-normal - 15 1302 c.1302G>C

G A rs16847812byFrequency|by1000genomesMG-6-tumorMG-6-normal + 4 978 c.865G>A

G A rs1197682by1000genomesMG-6-tumorMG-6-normal - 16 3384 c.3157C>T

A G rs1211708byFrequency|by1000genomesMG-6-tumorMG-6-normal - 6 1888 c.1338T>C

C T rs45554841by1000genomesMG-6-tumorMG-6-normal - 1 214 c.215G>A

A C rs76504934by1000genomesMG-6-tumorMG-6-normal - 4 464 c.427T>G

C T rs7300444byFrequency|by1000genomesMG-6-tumorMG-6-normal + 19 5383 c.4740C>T

C T rs80127039byFrequency|by1000genomesMG-6-tumorMG-6-normal + 13 2174 c.1657C>T

G A rs11549106byFrequency|by1000genomesMG-6-tumorMG-6-normal - 4 895 c.891C>T

C T MG-6-tumorMG-6-normal - 5 1505 c.1436G>A

G A rs16885 byFrequency|by1000genomesMG-6-tumorMG-6-normal - 9 3193 c.2257C>T

A G rs2074912byFrequency|by1000genomesMG-6-tumorMG-6-normal + 1 1709 c.1709A>G

T C rs146307712by1000genomesMG-6-tumorMG-6-normal + 16 1462 c.1462T>C

A G rs7762830by1000genomesMG-6-tumorMG-6-normal + 14 2120 c.1921A>G

G A rs2275527byFrequency|by1000genomesMG-6-tumorMG-6-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-6-tumorMG-6-normal - 17 2745 c.2460A>G

T C rs142904621byFrequency|by1000genomesMG-6-tumorMG-6-normal + 12 2969 c.2750T>C

C T rs12236219byFrequency|by1000genomesMG-6-tumorMG-6-normal + 5 1231 c.1141C>T

T A rs17264436byFrequency|by1000genomesMG-6-tumorMG-6-normal - 21 3503 c.3501A>T

A T rs111657679byFrequency|by1000genomesMG-6-tumorMG-6-normal - 7 516 c.149T>A

C T rs144931466byFrequency|by1000genomesMG-6-tumorMG-6-normal + 9 2125 c.1906C>T

G A rs2074852byFrequency|by1000genomesMG-6-tumorMG-6-normal - 6 702 c.372C>T

C T rs2269654byFrequency|by1000genomesMG-6-tumorMG-6-normal + 11 2687 c.2574C>T

T G rs9807633by1000genomesMG-6-tumorMG-6-normal - 1 88 c.89A>C

T C rs72962460by1000genomesMG-6-tumorMG-6-normal + 4 3701 c.3684T>C

T C MG-6-tumorMG-6-normal - 3 386 c.311A>G

T C rs9807555by1000genomesMG-6-tumorMG-6-normal - 1 196 c.197A>G



G T rs147825872 MG-6-tumorMG-6-normal + 20 4359 c.4282G>T

G A MG-6-tumorMG-6-normal - 18 2937 c.2842C>T

C G rs11718329by1000genomesMG-6-tumorMG-6-normal + 4 719 c.647C>G

A C rs9332801byFrequency|by1000genomesMG-6-tumorMG-6-normal + 10 4307 c.4284A>C

C T rs11873462by1000genomesMG-6-tumorMG-6-normal - 1 47 c.48G>A

G T rs138154232by1000genomesMG-6-tumorMG-6-normal + 18 2037 c.2037G>T

T C rs2075252byFrequency|by1000genomesMG-6-tumorMG-6-normal - 66 12565 c.12280A>G

A G rs151306742by1000genomesMG-6-tumorMG-6-normal + 4 729 c.285A>G

T C rs1002519byFrequency|by1000genomesMG-6-tumorMG-6-normal + 1 196 c.196T>C

A G rs13288443byFrequency|by1000genomesMG-6-tumorMG-6-normal + 11 2036 c.1827A>G

G A rs56055912 MG-6-tumorMG-6-normal - 3 6539 c.6464C>T

T C rs5927083byFrequency|by1000genomesMG-6-tumorMG-6-normal - 14 1841 c.1635A>G

G C rs45469098by1000genomesMG-6-tumorMG-6-normal - 1 255 c.256C>G

T C rs143746315 MG-6-tumorMG-6-normal + 5 787 c.574T>C

C T rs3745762by1000genomesMG-6-tumorMG-6-normal + 6 2241 c.2047C>T

C T rs2078478by1000genomesMG-6-tumorMG-6-normal - 5 411 c.392G>A

A T rs2074930byFrequency|by1000genomesMG-6-tumorMG-6-normal + 9 1056 c.1016A>T

C T rs3135867byFrequency|by1000genomesMG-6-tumorMG-6-normal + 4 673 c.417C>T

G A rs9789047by1000genomesMG-6-tumorMG-6-normal + 10 998 c.998G>A

C T MG-6-tumorMG-6-normal - 1 278 c.60G>A

G A rs34506289byFrequency|by1000genomesMG-6-tumorMG-6-normal + 16 5645 c.5265G>A

C T rs7904627byFrequency|by1000genomesMG-6-tumorMG-6-normal - 5 1356 c.1242G>A

C T rs4822790byFrequency|by1000genomesMG-6-tumorMG-6-normal + 15 2042 c.1683C>T

C G rs41278611by1000genomesMG-6-tumorMG-6-normal - 2 594 c.385G>C

T C rs17114803byFrequency|by1000genomesMG-6-tumorMG-6-normal + 11 1465 c.1299T>C

T C rs11373 byFrequency|by1000genomesMG-6-tumorMG-6-normal - 3 787 c.367A>G

A G rs17078605byFrequency|by1000genomesMG-6-tumorMG-6-normal - 10 10694 c.10106T>C

G A rs142837205byFrequencyMG-6-tumorMG-6-normal - 14 1589 c.1549C>T

G A rs11177 byFrequency|by1000genomesMG-6-tumorMG-6-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-6-tumorMG-6-normal - 2 514 c.174G>A

A G rs7107305byFrequency|by1000genomesMG-6-tumorMG-6-normal + 21 5702 c.5679A>G

A C rs76437836byFrequencyMG-6-tumorMG-6-normal - 3 142 c.98T>G

C T rs2229265byFrequency|by1000genomesMG-6-tumorMG-6-normal - 54 10788 c.10503G>A

G C MG-6-tumorMG-6-normal - 5 1009 c.1010C>G

C A rs35430524by1000genomesMG-6-tumorMG-6-normal + 12 3111 c.2737C>A

G C MG-6-tumorMG-6-normal - 10 10887 c.10215C>G

G A rs140326719byFrequency|by1000genomesMG-6-tumorMG-6-normal - 4 940 c.936C>T

A G rs4444457byFrequency|by1000genomesMG-6-tumorMG-6-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-6-tumorMG-6-normal - 3 660 c.661T>C

G A rs61753697byFrequency|by1000genomesMG-6-tumorMG-6-normal + 1 376 c.99G>A

T A MG-6-tumorMG-6-normal + 4 486 c.106T>A

G A rs9804992byFrequency|by1000genomesMG-6-tumorMG-6-normal + 11 3172 c.2529G>A

T C MG-6-tumorMG-6-normal + 14 1761 c.746T>C

A G rs9552929byFrequency|by1000genomesMG-6-tumorMG-6-normal - 10 9441 c.8853T>C

G C rs62070406by1000genomesMG-6-tumorMG-6-normal - 9 1754 c.1711C>G

G A MG-6-tumorMG-6-normal - 4 909 c.696C>T

T C rs12990449byFrequency|by1000genomesMG-6-tumorMG-6-normal - 2 1114 c.143A>G



A G rs6694078byFrequency|by1000genomesMG-6-tumorMG-6-normal + 11 2688 c.2575A>G

G A rs116660656byFrequency|by1000genomesMG-6-tumorMG-6-normal + 8 1956 c.1868G>A

C T rs3814883byFrequency|by1000genomesMG-6-tumorMG-6-normal + 13 2402 c.1359C>T

G T rs138591330by1000genomesMG-6-tumorMG-6-normal - 27 8211 c.7863C>A

A G rs150196149by1000genomesMG-6-tumorMG-6-normal - 9 1008 c.989T>C

G A rs61814946byFrequency|by1000genomesMG-6-tumorMG-6-normal - 3 1785 c.1710C>T

T C rs62070402by1000genomesMG-6-tumorMG-6-normal - 12 2105 c.2062A>G

G C MG-6-tumorMG-6-normal + 13 1449 c.1449G>C

G C rs2240089byFrequency|by1000genomesMG-6-tumorMG-6-normal - 12 3187 c.3003C>G

A G rs2737699byFrequency|by1000genomesMG-6-tumorMG-6-normal - 10 12892 c.12304T>C

G T rs3745765byFrequency|by1000genomesMG-6-tumorMG-6-normal + 9 2360 c.719G>T

A G rs13223756byFrequency|by1000genomesMG-6-tumorMG-6-normal + 7 2144 c.1944A>G

G A MG-6-tumorMG-6-normal + 1 130 c.78G>A

G A rs17656599byFrequency|by1000genomesMG-6-tumorMG-6-normal - 12 2007 c.1823C>T

C G MG-6-tumorMG-6-normal + 1 683 c.454C>G

C A MG-6-tumorMG-6-normal + 4 487 c.107C>A

G A rs148848913byFrequency|by1000genomesMG-6-tumorMG-6-normal + 7 1369 c.513G>A

C T rs56067142|rs149102622byFrequencyMG-6-tumorMG-6-normal + 4 805 c.639C>T

A T rs6685892byFrequency|by1000genomesMG-6-tumorMG-6-normal - 34 7560 c.7341T>A

G A rs11551685byFrequency|by1000genomesMG-6-tumorMG-6-normal - 16 7464 c.7395C>T

G T rs918558 byFrequency|by1000genomesMG-6-tumorMG-6-normal + 1 2142 c.2142G>T

T C MG-6-tumorMG-6-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-6-tumorMG-6-normal - 37 5440 c.5234G>A

G A rs62075712by1000genomesMG-6-tumorMG-6-normal - 3 984 c.452C>T

G T MG-6-tumorMG-6-normal - 4 372 c.335C>A

A G MG-6-tumorMG-6-normal + 19 1864 c.1864A>G

C G rs149605490by1000genomesMG-6-tumorMG-6-normal + 3 1000 c.781C>G

G A rs151060280byFrequencyMG-6-tumorMG-6-normal + 20 3990 c.3774G>A

G A rs56057569byFrequency|by1000genomesMG-6-tumorMG-6-normal + 8 2488 c.1632G>A

T C rs12731746byFrequency|by1000genomesMG-6-tumorMG-6-normal - 11 1394 c.897A>G

G A rs41269803byFrequency|by1000genomesMG-6-tumorMG-6-normal + 8 1857 c.1001G>A

C T rs55979329by1000genomesMG-6-tumorMG-6-normal - 3 1257 c.725G>A

C G rs2509943byFrequency|by1000genomesMG-6-tumorMG-6-normal + 3 776 c.279C>G

T C rs78472618byFrequencyMG-6-tumorMG-6-normal - 3 159 c.115A>G

G A rs20539 byFrequency|by1000genomesMG-6-tumorMG-6-normal + 20 3152 c.3111G>A

C T rs4802382by1000genomesMG-6-tumorMG-6-normal + 6 554 c.360C>T

G A rs142702316byFrequencyMG-6-tumorMG-6-normal + 1 160 c.108G>A

C T rs2293347byFrequency|by1000genomesMG-60-tumorMG-60-normal + 25 3159 c.2982C>T

A G MG-60-tumorMG-60-normal - 15 1346 c.1346T>C

C T MG-60-tumorMG-60-normal + 3 423 c.43C>T

G A MG-60-tumorMG-60-normal + 2 355 c.329G>A

A G rs3737940byFrequency|by1000genomesMG-60-tumorMG-60-normal + 7 3183 c.3138A>G

G A rs12720442byFrequency|by1000genomesMG-60-tumorMG-60-normal + 1 980 c.751G>A

C T rs145207636byFrequencyMG-60-tumorMG-60-normal - 18 3086 c.2842G>A

C T MG-60-tumorMG-60-normal - 15 2425 c.1995G>A

T C rs140856347by1000genomesMG-60-tumorMG-60-normal - 20 3525 c.3438A>G

G C rs2240 byFrequency|by1000genomesMG-60-tumorMG-60-normal - 13 2935 c.2560C>G



G A MG-60-tumorMG-60-normal - 10 7907 c.7698C>T

A G rs7762830by1000genomesMG-60-tumorMG-60-normal + 14 2120 c.1921A>G

T G rs552183 byFrequency|by1000genomesMG-60-tumorMG-60-normal - 40 6445 c.6247A>C

A G rs73085334byFrequency|by1000genomesMG-60-tumorMG-60-normal - 6 1741 c.1254T>C

A G MG-60-tumorMG-60-normal - 3 441 c.362T>C

C T rs3745762by1000genomesMG-60-tumorMG-60-normal + 6 2241 c.2047C>T

G A rs3810485by1000genomesMG-60-tumorMG-60-normal - 8 6116 c.6047C>T

G A rs56145411byFrequency|by1000genomesMG-60-tumorMG-60-normal + 4 1211 c.1124G>A

G A MG-60-tumorMG-60-normal + 5 869 c.806G>A

T C MG-60-tumorMG-60-normal + 1 52 c.52T>C

G A rs1718878byFrequency|by1000genomesMG-60-tumorMG-60-normal + 13 2003 c.1590G>A

C A rs114687140byFrequency|by1000genomesMG-60-tumorMG-60-normal - 13 9413 c.9038G>T

A G rs2973568by1000genomesMG-60-tumorMG-60-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-60-tumorMG-60-normal - 20 4043 c.3072C>A

T A rs3740423byFrequency|by1000genomesMG-60-tumorMG-60-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-60-tumorMG-60-normal - 3 533 c.248A>G

G A rs6601 byFrequency|by1000genomesMG-60-tumorMG-60-normal + 25 3881 c.3672G>A

T C rs7935 byFrequency|by1000genomesMG-60-tumorMG-60-normal + 9 1808 c.1524T>C

G A rs17065139byFrequency|by1000genomesMG-60-tumorMG-60-normal - 5 3795 c.3582C>T

T C rs143332174by1000genomesMG-60-tumorMG-60-normal - 3 244 c.207A>G

T C MG-60-tumorMG-60-normal + 1 540 c.540T>C

G T rs2075249byFrequency|by1000genomesMG-60-tumorMG-60-normal - 21 3339 c.3054C>A

G C rs62070406by1000genomesMG-60-tumorMG-60-normal - 9 1754 c.1711C>G

T C rs10082391byFrequency|by1000genomesMG-60-tumorMG-60-normal - 13 8654 c.8279A>G

G A rs17552682by1000genomesMG-60-tumorMG-60-normal + 4 443 c.267G>A

C T rs55913776 MG-60-tumorMG-60-normal - 3 1207 c.675G>A

A G rs34360279by1000genomesMG-60-tumorMG-60-normal - 10 5027 c.4818T>C

T C rs2241190byFrequency|by1000genomesMG-60-tumorMG-60-normal - 17 2745 c.2460A>G

G T MG-60-tumorMG-60-normal - 23 3946 c.3944C>A

G A rs17656599byFrequency|by1000genomesMG-60-tumorMG-60-normal - 12 2007 c.1823C>T

G C rs60140950byFrequency|by1000genomesMG-60-tumorMG-60-normal + 9 986 c.767G>C

A G rs141971833byFrequencyMG-60-tumorMG-60-normal + 16 5077 c.4434A>G

G C MG-60-tumorMG-60-normal - 5 1009 c.1010C>G

T C rs831042 byFrequency|by1000genomesMG-60-tumorMG-60-normal - 24 3945 c.3660A>G

T C rs7716253by1000genomesMG-60-tumorMG-60-normal + 8 1121 c.945T>C

C G rs2509943byFrequency|by1000genomesMG-60-tumorMG-60-normal + 3 776 c.279C>G

G C MG-60-tumorMG-60-normal - 7 1180 c.1129C>G

T C rs17065127byFrequency|by1000genomesMG-60-tumorMG-60-normal - 5 5401 c.5188A>G

G A rs80198225 MG-60-tumorMG-60-normal + 8 527 c.527G>A

A G rs1385600byFrequency|by1000genomesMG-60-tumorMG-60-normal - 5 1375 c.1290T>C

C T rs61751437byFrequency|by1000genomesMG-60-tumorMG-60-normal - 3 895 c.363G>A

T C rs17364812byFrequency|by1000genomesMG-60-tumorMG-60-normal + 13 1219 c.1110T>C

C T rs4802382by1000genomesMG-60-tumorMG-60-normal + 6 554 c.360C>T

C G rs149605490by1000genomesMG-60-tumorMG-60-normal + 3 1000 c.781C>G

G A rs13054014byFrequency|by1000genomesMG-60-tumorMG-60-normal + 2 569 c.210G>A

G A rs144517660by1000genomesMG-60-tumorMG-60-normal + 12 1734 c.1569G>A

T C rs831043 byFrequency|by1000genomesMG-60-tumorMG-60-normal - 21 3354 c.3069A>G



C A rs34400049byFrequency|by1000genomesMG-60-tumorMG-60-normal + 14 2474 c.2092C>A

T C rs142353749by1000genomesMG-60-tumorMG-60-normal - 91 14770 c.13799A>G

A G rs1799944byFrequency|by1000genomesMG-60-tumorMG-60-normal + 11 3198 c.2971A>G

G T rs12568784byFrequency|by1000genomesMG-60-tumorMG-60-normal - 3 7202 c.7130C>A

T C rs3755806byFrequency|by1000genomesMG-60-tumorMG-60-normal - 15 2117 c.2115A>G

C T rs41299110byFrequency|by1000genomesMG-60-tumorMG-60-normal + 14 1944 c.1699C>T

C A rs6738031by1000genomesMG-60-tumorMG-60-normal - 18 3000 c.2874G>T

A G rs9653483by1000genomesMG-60-tumorMG-60-normal - 21 5040 c.4953T>C

G A rs12104022by1000genomesMG-60-tumorMG-60-normal - 3 784 c.252C>T

G T MG-60-tumorMG-60-normal - 1 487 c.488C>A

T C rs2251219byFrequency|by1000genomesMG-60-tumorMG-60-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-60-tumorMG-60-normal + 1 144 c.57C>T

G T rs144792804by1000genomesMG-60-tumorMG-60-normal - 1 174 c.29C>A

A G rs41305024byFrequency|by1000genomesMG-60-tumorMG-60-normal - 13 3872 c.3497T>C

G T MG-60-tumorMG-60-normal - 31 6032 c.5982C>A

C G MG-60-tumorMG-60-normal - 17 1560 c.1561G>C

C T rs45443899byFrequency|by1000genomesMG-60-tumorMG-60-normal + 2 304 c.217C>T

A G rs61831150byFrequency|by1000genomesMG-60-tumorMG-60-normal + 7 1855 c.1810A>G

A G rs138997916byFrequency|by1000genomesMG-60-tumorMG-60-normal - 3 2832 c.2760T>C

A G rs6679449by1000genomesMG-60-tumorMG-60-normal - 3 1923 c.1851T>C

C T rs12708402by1000genomesMG-60-tumorMG-60-normal - 16 3405 c.3178G>A

A G rs4659654byFrequency|by1000genomesMG-60-tumorMG-60-normal - 16 2000 c.1503T>C

C T rs9904366byFrequency|by1000genomesMG-60-tumorMG-60-normal - 3 554 c.175G>A

C T rs11591817byFrequency|by1000genomesMG-60-tumorMG-60-normal - 13 6002 c.5627G>A

G A rs3818831byFrequency|by1000genomesMG-60-tumorMG-60-normal - 2 193 c.121C>T

G A MG-60-tumorMG-60-normal + 1 1155 c.1155G>A

C A rs145848316byFrequency|by1000genomesMG-60-tumorMG-60-normal - 34 5271 c.5053G>T

C T rs4750936byFrequency|by1000genomesMG-60-tumorMG-60-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-60-tumorMG-60-normal - 8 1866 c.1491G>C

G A rs41441645byFrequency|by1000genomesMG-60-tumorMG-60-normal - 24 2526 c.2256C>T

C T MG-60-tumorMG-60-normal - 22 3886 c.3642G>A

A C rs766173 byFrequency|by1000genomesMG-60-tumorMG-60-normal + 10 1092 c.865A>C

T C MG-60-tumorMG-60-normal - 3 305 c.270A>G

A G rs11778209byFrequency|by1000genomesMG-60-tumorMG-60-normal - 39 6448 c.6204T>C

C T rs1130233byFrequency|by1000genomesMG-60-tumorMG-60-normal - 8 2206 c.726G>A

T C rs55960450byFrequency|by1000genomesMG-60-tumorMG-60-normal - 31 7430 c.6621A>G

A G rs1801439byFrequency|by1000genomesMG-60-tumorMG-60-normal + 10 1592 c.1365A>G

C T rs3796031byFrequency|by1000genomesMG-60-tumorMG-60-normal - 17 2399 c.1947G>A

A T MG-60-tumorMG-60-normal + 3 205 c.122A>T

G C rs142017909byFrequencyMG-60-tumorMG-60-normal - 12 1953 c.1743C>G

C T rs2229265byFrequency|by1000genomesMG-60-tumorMG-60-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-60-tumorMG-60-normal - 34 7560 c.7341T>A

T C MG-60-tumorMG-60-normal + 8 505 c.505T>C

G T rs138591330by1000genomesMG-60-tumorMG-60-normal - 27 8211 c.7863C>A

C T rs57014690by1000genomesMG-60-tumorMG-60-normal - 6 1554 c.1232G>A

T G rs1050767byFrequency|by1000genomesMG-60-tumorMG-60-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-60-tumorMG-60-normal + 6 583 c.538C>T



T C rs61942218by1000genomesMG-60-tumorMG-60-normal - 38 10670 c.10671A>G

G A rs142702316byFrequencyMG-60-tumorMG-60-normal + 1 160 c.108G>A

C T MG-60-tumorMG-60-normal - 3 300 c.263G>A

T A rs56279059by1000genomesMG-60-tumorMG-60-normal - 3 1034 c.502A>T

C T rs62478357byFrequencyMG-60-tumorMG-60-normal - 8 1268 c.1050G>A

C T rs1386356byFrequency|by1000genomesMG-60-tumorMG-60-normal - 85 14018 c.13047G>A

A G MG-60-tumorMG-60-normal + 1 231 c.231A>G

G A rs2228000byFrequency|by1000genomesMG-60-tumorMG-60-normal - 9 1710 c.1496C>T

C T rs73241801by1000genomesMG-60-tumorMG-60-normal + 16 2273 c.2208C>T

G A rs13007735byFrequency|by1000genomesMG-60-tumorMG-60-normal - 16 3587 c.2616C>T

C G MG-60-tumorMG-60-normal - 6 293 c.249G>C

T C rs11373 byFrequency|by1000genomesMG-60-tumorMG-60-normal - 3 787 c.367A>G

C T rs1035938by1000genomesMG-60-tumorMG-60-normal + 6 1538 c.1344C>T

C T rs61753700byFrequency|by1000genomesMG-60-tumorMG-60-normal + 24 3207 c.2930C>T

T C rs9646771by1000genomesMG-60-tumorMG-60-normal - 4 787 c.447A>G

A G MG-60-tumorMG-60-normal + 1 81 c.81A>G

T A rs79661992byFrequency|by1000genomesMG-60-tumorMG-60-normal - 13 8111 c.7736A>T

A C rs76504934by1000genomesMG-60-tumorMG-60-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-60-tumorMG-60-normal + 24 3194 c.3018C>T

G A rs34949187by1000genomesMG-60-tumorMG-60-normal + 6 1198 c.824G>A

C T rs7300444byFrequency|by1000genomesMG-60-tumorMG-60-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-60-tumorMG-60-normal + 17 1912 c.1092A>C

G A MG-60-tumorMG-60-normal + 5 942 c.631G>A

C T rs12777740byFrequency|by1000genomesMG-60-tumorMG-60-normal - 13 8321 c.7946G>A

T A rs17264436byFrequency|by1000genomesMG-60-tumorMG-60-normal - 21 3503 c.3501A>T

G A rs4514247byFrequency|by1000genomesMG-60-tumorMG-60-normal - 3 878 c.808C>T

G A rs144449508byFrequencyMG-60-tumorMG-60-normal - 37 6333 c.6048C>T

C T rs10082533byFrequency|by1000genomesMG-60-tumorMG-60-normal - 13 8753 c.8378G>A

G A rs59505617by1000genomesMG-60-tumorMG-60-normal - 6 1756 c.1434C>T

G A MG-60-tumorMG-60-normal + 1 529 c.529G>A

A G rs141480481by1000genomesMG-60-tumorMG-60-normal + 4 1425 c.1342A>G

T A MG-60-tumorMG-60-normal - 4 982 c.931A>T

G C rs45469098by1000genomesMG-60-tumorMG-60-normal - 1 255 c.256C>G

C T MG-60-tumorMG-60-normal - 1 282 c.53G>A

A G MG-60-tumorMG-60-normal + 20 3080 c.3003A>G

T C rs7744765by1000genomesMG-60-tumorMG-60-normal + 14 1929 c.1730T>C

G A rs3733415by1000genomesMG-60-tumorMG-60-normal - 2 601 c.392C>T

G A rs11177 byFrequency|by1000genomesMG-60-tumorMG-60-normal + 3 290 c.80G>A

A G rs9667 by1000genomesMG-60-tumorMG-60-normal + 3 354 c.168A>G

G C rs3088074byFrequency|by1000genomesMG-60-tumorMG-60-normal - 9 2999 c.2785C>G

G A rs2289247byFrequency|by1000genomesMG-60-tumorMG-60-normal + 11 1273 c.1063G>A

C T rs3812596by1000genomesMG-60-tumorMG-60-normal - 34 6723 c.6648G>A

C T rs34996572byFrequency|by1000genomesMG-60-tumorMG-60-normal - 8 6006 c.5937G>A

G A MG-60-tumorMG-60-normal + 1 31 c.31G>A

G T MG-60-tumorMG-60-normal + 18 1810 c.1678G>T

C T rs1801187byFrequency|by1000genomesMG-60-tumorMG-60-normal - 37 5440 c.5234G>A

T C MG-60-tumorMG-60-normal - 9 621 c.609A>G



C T rs1049622|rs114303286byFrequency|by1000genomesMG-60-tumorMG-60-normal + 7 1073 c.525C>T

C G MG-60-tumorMG-60-normal - 10 10481 c.9893G>C

A G rs73233606byFrequency|by1000genomesMG-60-tumorMG-60-normal + 11 1719 c.1330A>G

G A rs12022217byFrequency|by1000genomesMG-60-tumorMG-60-normal - 3 4602 c.4530C>T

G A rs3809974byFrequency|by1000genomesMG-60-tumorMG-60-normal - 5 2864 c.2651C>T

G A MG-60-tumorMG-60-normal + 8 623 c.623G>A

G C rs2229933|rs116048761byFrequency|by1000genomesMG-60-tumorMG-60-normal + 6 830 c.282G>C

C T rs2078478by1000genomesMG-60-tumorMG-60-normal - 5 411 c.392G>A

G A rs11551685byFrequency|by1000genomesMG-60-tumorMG-60-normal - 16 7464 c.7395C>T

G A rs3744249byFrequency|by1000genomesMG-60-tumorMG-60-normal + 11 2561 c.2172G>A

C T rs61741759by1000genomesMG-60-tumorMG-60-normal + 22 2332 c.2145C>T

G C rs12104021by1000genomesMG-60-tumorMG-60-normal - 3 790 c.258C>G

C A rs149207258by1000genomesMG-60-tumorMG-60-normal - 27 5155 c.4815G>T

C T rs55979329by1000genomesMG-60-tumorMG-60-normal - 3 1257 c.725G>A

C A rs78806080byFrequency|by1000genomesMG-60-tumorMG-60-normal - 13 3029 c.2058G>T

T G rs114432784byFrequency|by1000genomesMG-60-tumorMG-60-normal - 4 1539 c.1326A>C

C G rs147865267byFrequencyMG-60-tumorMG-60-normal - 4 1304 c.1234G>C

T C rs2450122byFrequency|by1000genomesMG-60-tumorMG-60-normal - 10 2089 c.2004A>G

T C rs1801499byFrequency|by1000genomesMG-60-tumorMG-60-normal + 11 2456 c.2229T>C

T C rs72676907byFrequency|by1000genomesMG-60-tumorMG-60-normal + 3 517 c.327T>C

G A rs1713982byFrequency|by1000genomesMG-60-tumorMG-60-normal + 15 2261 c.1848G>A

A G rs13346368by1000genomesMG-60-tumorMG-60-normal + 10 3324 c.3130A>G

C T rs61730876byFrequency|by1000genomesMG-60-tumorMG-60-normal - 20 3385 c.2888G>A

G A rs2880955by1000genomesMG-60-tumorMG-60-normal + 12 1031 c.1031G>A

T G rs74842149byFrequencyMG-60-tumorMG-60-normal - 4 1217 c.1147A>C

T C rs3026101by1000genomesMG-60-tumorMG-60-normal + 14 2279 c.2055T>C

G A rs10082432byFrequency|by1000genomesMG-60-tumorMG-60-normal - 13 8757 c.8382C>T

G A rs55855602by1000genomesMG-60-tumorMG-60-normal - 3 1030 c.498C>T

T C rs141331335by1000genomesMG-60-tumorMG-60-normal + 2 368 c.342T>C

G A rs16885 byFrequency|by1000genomesMG-60-tumorMG-60-normal - 9 3193 c.2257C>T

T C rs2229992byFrequency|by1000genomesMG-60-tumorMG-60-normal + 12 1838 c.1458T>C

G T rs149186881 MG-60-tumorMG-60-normal + 19 5282 c.4639G>T

T C rs7275 by1000genomesMG-60-tumorMG-60-normal + 35 5267 c.4983T>C

C T MG-60-tumorMG-60-normal - 8 1260 c.1042G>A

A G MG-60-tumorMG-60-normal + 1 340 c.340A>G

C T rs3796032byFrequency|by1000genomesMG-60-tumorMG-60-normal - 17 2381 c.1929G>A

G A rs148585727byFrequencyMG-60-tumorMG-60-normal - 43 10981 c.10763C>T

A G MG-60-tumorMG-60-normal + 1 174 c.174A>G

G A rs3744007byFrequency|by1000genomesMG-60-tumorMG-60-normal - 4 658 c.279C>T

T C rs2075252byFrequency|by1000genomesMG-60-tumorMG-60-normal - 66 12565 c.12280A>G

T G MG-60-tumorMG-60-normal - 4 1698 c.1225A>C

C A rs3739298byFrequency|by1000genomesMG-60-tumorMG-60-normal - 9 2230 c.1821G>T

A G rs28624496 MG-60-tumorMG-60-normal - 1 626 c.196T>C

T C MG-60-tumorMG-60-normal + 1 492 c.492T>C

C A rs6453022by1000genomesMG-60-tumorMG-60-normal + 7 1027 c.851C>A

G T MG-60-tumorMG-60-normal - 4 372 c.335C>A

G A MG-60-tumorMG-60-normal + 1 10 c.10G>A



G A rs2248407byFrequency|by1000genomesMG-60-tumorMG-60-normal - 4 1003 c.918C>T

T C rs13796 byFrequency|by1000genomesMG-60-tumorMG-60-normal + 2 372 c.159T>C

C G rs60738318byFrequency|by1000genomesMG-60-tumorMG-60-normal + 8 996 c.607C>G

G A MG-60-tumorMG-60-normal + 1 756 c.756G>A

G A rs61753697byFrequency|by1000genomesMG-60-tumorMG-60-normal + 1 376 c.99G>A

T C rs11016071byFrequency|by1000genomesMG-60-tumorMG-60-normal - 13 9086 c.8711A>G

T G rs61757612byFrequency|by1000genomesMG-60-tumorMG-60-normal - 9 2110 c.1701A>C

T C rs4149056byFrequency|by1000genomesMG-60-tumorMG-60-normal + 6 617 c.521T>C

C T rs140608359 MG-60-tumorMG-60-normal + 1 388 c.336C>T

A G rs2929158by1000genomesMG-60-tumorMG-60-normal - 19 4373 c.4163T>C

G C rs2240089byFrequency|by1000genomesMG-60-tumorMG-60-normal - 12 3187 c.3003C>G

C T MG-60-tumorMG-60-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-60-tumorMG-60-normal - 3 899 c.827G>A

A G rs13288443byFrequency|by1000genomesMG-60-tumorMG-60-normal + 11 2036 c.1827A>G

T C rs12731746byFrequency|by1000genomesMG-60-tumorMG-60-normal - 11 1394 c.897A>G

C T MG-60-tumorMG-60-normal - 1 506 c.507G>A

C T rs3811444byFrequency|by1000genomesMG-61-tumorMG-61-normal + 6 1169 c.1121C>T

G A MG-61-tumorMG-61-normal - 4 653 c.338C>T

A G MG-61-tumorMG-61-normal + 11 3307 c.2664A>G

G A rs139799138byFrequencyMG-61-tumorMG-61-normal - 3 6574 c.6499C>T

A G rs3108200byFrequency|by1000genomesMG-61-tumorMG-61-normal + 3 2040 c.810A>G

C T rs199930 by1000genomesMG-61-tumorMG-61-normal + 36 5181 c.5016C>T

G C rs2240 byFrequency|by1000genomesMG-61-tumorMG-61-normal - 13 2935 c.2560C>G

C G rs3818764by1000genomesMG-61-tumorMG-61-normal - 4 1331 c.995G>C

T C rs4652678by1000genomesMG-61-tumorMG-61-normal + 28 4116 c.3951T>C

A G rs7762830by1000genomesMG-61-tumorMG-61-normal + 14 2120 c.1921A>G

A G rs40831 by1000genomesMG-61-tumorMG-61-normal + 2 2118 c.2085A>G

G A rs1718878byFrequency|by1000genomesMG-61-tumorMG-61-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-61-tumorMG-61-normal + 16 2064 c.1887T>A

C T MG-61-tumorMG-61-normal + 1 369 c.369C>T

A G rs2973568by1000genomesMG-61-tumorMG-61-normal + 13 1856 c.1680A>G

T C rs2229263byFrequency|by1000genomesMG-61-tumorMG-61-normal - 3 533 c.248A>G

A T rs3739451by1000genomesMG-61-tumorMG-61-normal - 39 9817 c.9481T>A

C T rs1779132byFrequency|by1000genomesMG-61-tumorMG-61-normal - 6 2113 c.1563G>A

G A rs6601 byFrequency|by1000genomesMG-61-tumorMG-61-normal + 25 3881 c.3672G>A

C T rs17290169byFrequency|by1000genomesMG-61-tumorMG-61-normal + 15 2016 c.1839C>T

A G rs1211708byFrequency|by1000genomesMG-61-tumorMG-61-normal - 6 1888 c.1338T>C

G T rs2075249byFrequency|by1000genomesMG-61-tumorMG-61-normal - 21 3339 c.3054C>A

T C rs10082391byFrequency|by1000genomesMG-61-tumorMG-61-normal - 13 8654 c.8279A>G

A G MG-61-tumorMG-61-normal - 15 1346 c.1346T>C

T C rs34750407byFrequency|by1000genomesMG-61-tumorMG-61-normal - 14 9680 c.9305A>G

T C rs2241190byFrequency|by1000genomesMG-61-tumorMG-61-normal - 17 2745 c.2460A>G

A G rs826549 by1000genomesMG-61-tumorMG-61-normal + 18 2676 c.2550A>G

T C rs9807555by1000genomesMG-61-tumorMG-61-normal - 1 196 c.197A>G

A T MG-61-tumorMG-61-normal - 12 2086 c.1842T>A

C G rs11718329by1000genomesMG-61-tumorMG-61-normal + 4 719 c.647C>G

C T rs1208731byFrequency|by1000genomesMG-61-tumorMG-61-normal - 6 2191 c.1641G>A



C T rs7904627byFrequency|by1000genomesMG-61-tumorMG-61-normal - 5 1356 c.1242G>A

C T rs148931839by1000genomesMG-61-tumorMG-61-normal + 6 563 c.431C>T

A T rs142508835by1000genomesMG-61-tumorMG-61-normal - 34 5872 c.5536T>A

C T rs61748181byFrequency|by1000genomesMG-61-tumorMG-61-normal - 2 892 c.835G>A

A G MG-61-tumorMG-61-normal + 34 4483 c.4307A>G

G C MG-61-tumorMG-61-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-61-tumorMG-61-normal + 22 2662 c.2385C>T

T C rs831042 byFrequency|by1000genomesMG-61-tumorMG-61-normal - 24 3945 c.3660A>G

T C rs7716253by1000genomesMG-61-tumorMG-61-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-61-tumorMG-61-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-61-tumorMG-61-normal - 3 660 c.661T>C

A G rs4659654byFrequency|by1000genomesMG-61-tumorMG-61-normal - 16 2000 c.1503T>C

C T MG-61-tumorMG-61-normal + 1 468 c.468C>T

A G rs2229268byFrequency|by1000genomesMG-61-tumorMG-61-normal - 61 11886 c.11601T>C

A C rs1410048by1000genomesMG-61-tumorMG-61-normal - 40 10053 c.9717T>G

A G rs13223756byFrequency|by1000genomesMG-61-tumorMG-61-normal + 7 2144 c.1944A>G

G T MG-61-tumorMG-61-normal + 24 4302 c.3822G>T

T C rs831043 byFrequency|by1000genomesMG-61-tumorMG-61-normal - 21 3354 c.3069A>G

C T rs58473148by1000genomesMG-61-tumorMG-61-normal - 8 1195 c.1044G>A

G T rs140551762byFrequencyMG-61-tumorMG-61-normal - 10 8981 c.8393C>A

G A rs16898013byFrequency|by1000genomesMG-61-tumorMG-61-normal + 13 1938 c.1848G>A

T C rs56145533byFrequency|by1000genomesMG-61-tumorMG-61-normal - 5 4496 c.4283A>G

A C rs115945341|rs2267641byFrequency|by1000genomesMG-61-tumorMG-61-normal + 17 2594 c.2046A>C

C T MG-61-tumorMG-61-normal - 2 1544 c.1335G>A

G A MG-61-tumorMG-61-normal - 14 2739 c.2521C>T

T C rs3755806byFrequency|by1000genomesMG-61-tumorMG-61-normal - 15 2117 c.2115A>G

A G rs149103253 MG-61-tumorMG-61-normal - 13 1536 c.1247T>C

C T rs2853346byFrequency|by1000genomesMG-61-tumorMG-61-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-61-tumorMG-61-normal + 14 1944 c.1699C>T

T C rs61734875by1000genomesMG-61-tumorMG-61-normal + 25 3470 c.3294T>C

A G rs11016073byFrequency|by1000genomesMG-61-tumorMG-61-normal - 13 6677 c.6302T>C

C T rs77791636by1000genomesMG-61-tumorMG-61-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-61-tumorMG-61-normal - 18 3000 c.2874G>T

A G rs9653483by1000genomesMG-61-tumorMG-61-normal - 21 5040 c.4953T>C

T C rs2251219byFrequency|by1000genomesMG-61-tumorMG-61-normal - 26 4397 c.4395A>G

G A rs61762608byFrequency|by1000genomesMG-61-tumorMG-61-normal - 13 2608 c.2052C>T

C T rs149887425byFrequency|by1000genomesMG-61-tumorMG-61-normal - 3 2039 c.1137G>A

G A rs61753697byFrequency|by1000genomesMG-61-tumorMG-61-normal + 1 376 c.99G>A

T G rs552183 byFrequency|by1000genomesMG-61-tumorMG-61-normal - 40 6445 c.6247A>C

C T rs28997582byFrequency|by1000genomesMG-61-tumorMG-61-normal + 29 4337 c.4053C>T

G A rs61741669byFrequency|by1000genomesMG-61-tumorMG-61-normal - 4 391 c.266C>T

C G rs143879890by1000genomesMG-61-tumorMG-61-normal - 16 2320 c.2233G>C

G A rs10845349 MG-61-tumorMG-61-normal - 3 855 c.820C>T

G A rs1800273byFrequency|by1000genomesMG-61-tumorMG-61-normal - 45 6669 c.6463C>T

C T rs12708402by1000genomesMG-61-tumorMG-61-normal - 16 3405 c.3178G>A

C T rs11931107by1000genomesMG-61-tumorMG-61-normal - 10 6953 c.6744G>A

G A rs2124203byFrequency|by1000genomesMG-61-tumorMG-61-normal - 19 2832 c.2745C>T



G A rs2275527byFrequency|by1000genomesMG-61-tumorMG-61-normal - 39 5629 c.5553C>T

C T rs11591817byFrequency|by1000genomesMG-61-tumorMG-61-normal - 13 6002 c.5627G>A

T C MG-61-tumorMG-61-normal + 1 318 c.318T>C

T C rs7714670by1000genomesMG-61-tumorMG-61-normal + 6 849 c.673T>C

C T rs17605476by1000genomesMG-61-tumorMG-61-normal + 5 1338 c.1140C>T

A T rs7095325byFrequency|by1000genomesMG-61-tumorMG-61-normal - 7 1087 c.712T>A

C T rs11873462by1000genomesMG-61-tumorMG-61-normal - 1 47 c.48G>A

C T rs11016072byFrequency|by1000genomesMG-61-tumorMG-61-normal - 13 8909 c.8534G>A

C T rs4750936byFrequency|by1000genomesMG-61-tumorMG-61-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-61-tumorMG-61-normal - 8 1866 c.1491G>C

A G rs180744 by1000genomesMG-61-tumorMG-61-normal + 2 1719 c.1686A>G

C T rs45554841by1000genomesMG-61-tumorMG-61-normal - 1 214 c.215G>A

G A rs45541540byFrequencyMG-61-tumorMG-61-normal + 3 1015 c.735G>A

A G rs11778209byFrequency|by1000genomesMG-61-tumorMG-61-normal - 39 6448 c.6204T>C

T C MG-61-tumorMG-61-normal + 1 179 c.179T>C

C T rs151174 by1000genomesMG-61-tumorMG-61-normal + 2 1740 c.1707C>T

A C rs80303640by1000genomesMG-61-tumorMG-61-normal - 16 1415 c.1416T>G

G A rs151006962byFrequencyMG-61-tumorMG-61-normal - 10 1184 c.928C>T

C A MG-61-tumorMG-61-normal - 2 533 c.493G>T

T C rs17019360by1000genomesMG-61-tumorMG-61-normal + 17 2524 c.1800T>C

A T rs6685892byFrequency|by1000genomesMG-61-tumorMG-61-normal - 34 7560 c.7341T>A

G T rs147825872 MG-61-tumorMG-61-normal + 20 4359 c.4282G>T

T C MG-61-tumorMG-61-normal + 8 505 c.505T>C

T G rs1050767byFrequency|by1000genomesMG-61-tumorMG-61-normal - 13 8533 c.8158A>C

G A rs142702316byFrequencyMG-61-tumorMG-61-normal + 1 160 c.108G>A

A G rs75639578 MG-61-tumorMG-61-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-61-tumorMG-61-normal + 2 1315 c.1282C>G

C T rs3745764byFrequency|by1000genomesMG-61-tumorMG-61-normal + 9 2705 c.1064C>T

C T MG-61-tumorMG-61-normal - 3 300 c.263G>A

A G MG-61-tumorMG-61-normal + 1 1630 c.1630A>G

T G rs9807633by1000genomesMG-61-tumorMG-61-normal - 1 88 c.89A>C

A G rs41304577 MG-61-tumorMG-61-normal - 4 1006 c.691T>C

C T rs62478357byFrequencyMG-61-tumorMG-61-normal - 8 1268 c.1050G>A

C T rs1386356byFrequency|by1000genomesMG-61-tumorMG-61-normal - 85 14018 c.13047G>A

C A rs2973558by1000genomesMG-61-tumorMG-61-normal + 20 2514 c.2338C>A

G A rs7624750byFrequency|by1000genomesMG-61-tumorMG-61-normal + 4 707 c.473G>A

A C rs1208606byFrequency|by1000genomesMG-61-tumorMG-61-normal - 6 1571 c.1359T>G

T C rs8089144by1000genomesMG-61-tumorMG-61-normal - 7 1142 c.1143A>G

T C rs3733406by1000genomesMG-61-tumorMG-61-normal - 10 8361 c.8152A>G

T C rs9851685byFrequency|by1000genomesMG-61-tumorMG-61-normal + 23 2508 c.2274T>C

T G rs12963422byFrequency|by1000genomesMG-61-tumorMG-61-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-61-tumorMG-61-normal - 8 1391 c.1173C>A

T C rs11373 byFrequency|by1000genomesMG-61-tumorMG-61-normal - 3 787 c.367A>G

T C MG-61-tumorMG-61-normal - 3 305 c.270A>G

T C rs61839057byFrequencyMG-61-tumorMG-61-normal - 4 444 c.129A>G

G A rs16825150byFrequency|by1000genomesMG-61-tumorMG-61-normal + 7 954 c.909G>A

T C rs9646771by1000genomesMG-61-tumorMG-61-normal - 4 787 c.447A>G



C T rs41266136byFrequency|by1000genomesMG-61-tumorMG-61-normal - 3 1018 c.943G>A

T C rs143154682byFrequency|by1000genomesMG-61-tumorMG-61-normal - 4 406 c.91A>G

T C rs7744765by1000genomesMG-61-tumorMG-61-normal + 14 1929 c.1730T>C

A C rs76504934by1000genomesMG-61-tumorMG-61-normal - 4 464 c.427T>G

G A MG-61-tumorMG-61-normal - 8 2748 c.2679C>T

C T rs7300444byFrequency|by1000genomesMG-61-tumorMG-61-normal + 19 5383 c.4740C>T

G A rs11549106byFrequency|by1000genomesMG-61-tumorMG-61-normal - 4 895 c.891C>T

C T rs2973571by1000genomesMG-61-tumorMG-61-normal + 12 1807 c.1631C>T

C T rs12777740byFrequency|by1000genomesMG-61-tumorMG-61-normal - 13 8321 c.7946G>A

A T rs111657679byFrequency|by1000genomesMG-61-tumorMG-61-normal - 7 516 c.149T>A

G A MG-61-tumorMG-61-normal + 22 5688 c.4974G>A

C T rs11121691byFrequency|by1000genomesMG-61-tumorMG-61-normal - 49 6985 c.6909G>A

C T rs10082533byFrequency|by1000genomesMG-61-tumorMG-61-normal - 13 8753 c.8378G>A

G C rs45469098by1000genomesMG-61-tumorMG-61-normal - 1 255 c.256C>G

A G rs149271 by1000genomesMG-61-tumorMG-61-normal + 2 543 c.510A>G

G A rs2271189byFrequency|by1000genomesMG-61-tumorMG-61-normal + 27 3788 c.3348G>A

G A rs3733415by1000genomesMG-61-tumorMG-61-normal - 2 601 c.392C>T

G A rs11177 byFrequency|by1000genomesMG-61-tumorMG-61-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-61-tumorMG-61-normal - 2 514 c.174G>A

A C rs76437836byFrequencyMG-61-tumorMG-61-normal - 3 142 c.98T>G

G A rs149651686|rs76723236by1000genomesMG-61-tumorMG-61-normal - 11 977 c.610C>T

A G MG-61-tumorMG-61-normal + 14 2431 c.2431A>G

C T rs12741518byFrequency|by1000genomesMG-61-tumorMG-61-normal - 3 575 c.500G>A

T C MG-61-tumorMG-61-normal - 1 203 c.204A>G

G A rs2227983byFrequency|by1000genomesMG-61-tumorMG-61-normal + 13 1739 c.1562G>A

T C rs33910491byFrequency|by1000genomesMG-61-tumorMG-61-normal - 5 4949 c.4736A>G

G A rs12729662byFrequency|by1000genomesMG-61-tumorMG-61-normal - 3 8430 c.8355C>T

C T rs1801187byFrequency|by1000genomesMG-61-tumorMG-61-normal - 37 5440 c.5234G>A

G A rs62075712by1000genomesMG-61-tumorMG-61-normal - 3 984 c.452C>T

T C rs78472618byFrequencyMG-61-tumorMG-61-normal - 3 159 c.115A>G

C T rs1049622|rs114303286byFrequency|by1000genomesMG-61-tumorMG-61-normal + 7 1073 c.525C>T

G T rs71238527by1000genomesMG-61-tumorMG-61-normal + 3 639 c.494G>T

G A rs17634853by1000genomesMG-61-tumorMG-61-normal + 34 4564 c.4388G>A

A G MG-61-tumorMG-61-normal + 10 1620 c.1253A>G

C T rs2931423by1000genomesMG-61-tumorMG-61-normal + 19 2459 c.2283C>T

G C rs34188717byFrequency|by1000genomesMG-61-tumorMG-61-normal - 3 2484 c.2409C>G

G A rs61730875byFrequency|by1000genomesMG-61-tumorMG-61-normal - 20 3374 c.2877C>T

G C rs2229933|rs116048761byFrequency|by1000genomesMG-61-tumorMG-61-normal + 6 830 c.282G>C

T C rs766894 by1000genomesMG-61-tumorMG-61-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-61-tumorMG-61-normal - 8 1357 c.1139G>T

G A rs3744249byFrequency|by1000genomesMG-61-tumorMG-61-normal + 11 2561 c.2172G>A

C T rs112703040byFrequency|by1000genomesMG-61-tumorMG-61-normal + 20 5923 c.5922C>T

G A rs7234999byFrequency|by1000genomesMG-61-tumorMG-61-normal - 5 5512 c.5299C>T

C A rs149207258by1000genomesMG-61-tumorMG-61-normal - 27 5155 c.4815G>T

G A MG-61-tumorMG-61-normal + 8 623 c.623G>A

C T rs142336181 MG-61-tumorMG-61-normal - 3 2776 c.2701G>A

G A rs2229266byFrequency|by1000genomesMG-61-tumorMG-61-normal - 6 924 c.639C>T



C G rs3791251by1000genomesMG-61-tumorMG-61-normal - 25 4912 c.4786G>C

G A rs11549105byFrequency|by1000genomesMG-61-tumorMG-61-normal - 6 1228 c.1224C>T

A G rs33953730by1000genomesMG-61-tumorMG-61-normal - 25 4326 c.4200T>C

T G MG-61-tumorMG-61-normal - 12 1584 c.1328A>C

C A rs1801270byFrequency|by1000genomesMG-61-tumorMG-61-normal + 2 328 c.93C>A

G T rs11952292byFrequency|by1000genomesMG-61-tumorMG-61-normal + 1 2442 c.2442G>T

T A MG-61-tumorMG-61-normal - 6 1145 c.700A>T

T A MG-61-tumorMG-61-normal - 37 5387 c.5181A>T

C T rs111505885 MG-61-tumorMG-61-normal + 1 340 c.324C>T

G A rs1713982byFrequency|by1000genomesMG-61-tumorMG-61-normal + 15 2261 c.1848G>A

T C rs3026101by1000genomesMG-61-tumorMG-61-normal + 14 2279 c.2055T>C

A G rs147227382byFrequencyMG-61-tumorMG-61-normal + 2 604 c.235A>G

G A rs10082432byFrequency|by1000genomesMG-61-tumorMG-61-normal - 13 8757 c.8382C>T

A G rs34625286byFrequency|by1000genomesMG-61-tumorMG-61-normal - 3 2493 c.2418T>C

C T rs7240355byFrequency|by1000genomesMG-61-tumorMG-61-normal - 5 5238 c.5025G>A

T C rs2385167byFrequency|by1000genomesMG-61-tumorMG-61-normal + 14 2088 c.1998T>C

G T MG-61-tumorMG-61-normal + 4 345 c.252G>T

T A rs41305611by1000genomesMG-61-tumorMG-61-normal - 3 1170 c.834A>T

G A rs16885 byFrequency|by1000genomesMG-61-tumorMG-61-normal - 9 3193 c.2257C>T

C T rs113857613byFrequencyMG-61-tumorMG-61-normal - 12 1037 c.670G>A

C T MG-61-tumorMG-61-normal - 8 1260 c.1042G>A

C T rs34488539by1000genomesMG-61-tumorMG-61-normal + 22 3555 c.3390C>T

G A rs33956095byFrequency|by1000genomesMG-61-tumorMG-61-normal - 5 2088 c.2031C>T

T C rs2075252byFrequency|by1000genomesMG-61-tumorMG-61-normal - 66 12565 c.12280A>G

A G rs28624496 MG-61-tumorMG-61-normal - 1 626 c.196T>C

A G rs77145198byFrequency|by1000genomesMG-61-tumorMG-61-normal - 20 2943 c.2856T>C

G A MG-61-tumorMG-61-normal + 1 154 c.154G>A

C G rs11971880byFrequency|by1000genomesMG-61-tumorMG-61-normal + 3 1192 c.634C>G

C A rs6453022by1000genomesMG-61-tumorMG-61-normal + 7 1027 c.851C>A

C T MG-61-tumorMG-61-normal - 16 1421 c.1422G>A

G A rs2973566by1000genomesMG-61-tumorMG-61-normal + 14 1930 c.1754G>A

G A rs2289247byFrequency|by1000genomesMG-61-tumorMG-61-normal + 11 1273 c.1063G>A

T C rs11016071byFrequency|by1000genomesMG-61-tumorMG-61-normal - 13 9086 c.8711A>G

G T rs7083622byFrequency|by1000genomesMG-61-tumorMG-61-normal - 13 7385 c.7010C>A

G A MG-61-tumorMG-61-normal - 4 1015 c.700C>T

C T rs3814883byFrequency|by1000genomesMG-61-tumorMG-61-normal + 13 2402 c.1359C>T

G A MG-61-tumorMG-61-normal - 1 879 c.504C>T

C T MG-61-tumorMG-61-normal - 3 370 c.335G>A

C T MG-61-tumorMG-61-normal - 1 878 c.503G>A

T A rs17264436byFrequency|by1000genomesMG-61-tumorMG-61-normal - 21 3503 c.3501A>T

G A rs61738759by1000genomesMG-61-tumorMG-61-normal + 3 3096 c.3063G>A

T C rs12731746byFrequency|by1000genomesMG-61-tumorMG-61-normal - 11 1394 c.897A>G

T A rs2060198byFrequency|by1000genomesMG-61-tumorMG-61-normal + 27 5204 c.4914T>A

T C rs831043 byFrequency|by1000genomesMG-62-tumorMG-62-normal - 21 3354 c.3069A>G

T C rs4989318by1000genomesMG-62-tumorMG-62-normal - 4 1325 c.1130A>G

A G rs3737940byFrequency|by1000genomesMG-62-tumorMG-62-normal + 7 3183 c.3138A>G

C T MG-62-tumorMG-62-normal - 34 6888 c.6669G>A



C T MG-62-tumorMG-62-normal - 3 300 c.263G>A

C A rs138341092by1000genomesMG-62-tumorMG-62-normal - 1 226 c.7G>T

G A MG-62-tumorMG-62-normal - 1 288 c.237C>T

G A rs34830600byFrequency|by1000genomesMG-62-tumorMG-62-normal - 8 2874 c.2805C>T

G C rs79548905byFrequency|by1000genomesMG-62-tumorMG-62-normal + 8 1052 c.663G>C

G T rs2075249byFrequency|by1000genomesMG-62-tumorMG-62-normal - 21 3339 c.3054C>A

C G rs34693334byFrequency|by1000genomesMG-62-tumorMG-62-normal - 8 1060 c.775G>C

A T MG-62-tumorMG-62-normal + 5 625 c.403A>T

A G rs4143768byFrequency|by1000genomesMG-62-tumorMG-62-normal - 10 6783 c.6195T>C

G T rs6748626byFrequency|by1000genomesMG-62-tumorMG-62-normal - 20 4043 c.3072C>A

G C rs2229933|rs116048761byFrequency|by1000genomesMG-62-tumorMG-62-normal + 6 830 c.282G>C

C T rs62478357byFrequencyMG-62-tumorMG-62-normal - 8 1268 c.1050G>A

G A rs2127898byFrequency|by1000genomesMG-62-tumorMG-62-normal - 6 1130 c.920C>T

A G rs2229268byFrequency|by1000genomesMG-62-tumorMG-62-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-62-tumorMG-62-normal - 15 2117 c.2115A>G

T G rs141319407byFrequencyMG-62-tumorMG-62-normal - 11 945 c.578A>C

C T rs2853346byFrequency|by1000genomesMG-62-tumorMG-62-normal - 13 5919 c.5544G>A

G A MG-62-tumorMG-62-normal + 9 918 c.538G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-62-tumorMG-62-normal + 7 1073 c.525C>T

C A rs2973558by1000genomesMG-62-tumorMG-62-normal + 20 2514 c.2338C>A

G A rs7179364by1000genomesMG-62-tumorMG-62-normal + 1 520 c.85G>A

C T rs77791636by1000genomesMG-62-tumorMG-62-normal + 6 1132 c.1080C>T

A G rs4659654byFrequency|by1000genomesMG-62-tumorMG-62-normal - 16 2000 c.1503T>C

G A rs17591320byFrequency|by1000genomesMG-62-tumorMG-62-normal - 3 657 c.466C>T

G A rs41294868by1000genomesMG-62-tumorMG-62-normal + 14 2132 c.1933G>A

G T rs148401196by1000genomesMG-62-tumorMG-62-normal - 3 395 c.316C>A

T G MG-62-tumorMG-62-normal - 27 8235 c.7887A>C

G A rs3730349byFrequency|by1000genomesMG-62-tumorMG-62-normal + 2 215 c.87G>A

A G rs2227973byFrequency|by1000genomesMG-62-tumorMG-62-normal + 2 2571 c.2459A>G

T G rs12963422byFrequency|by1000genomesMG-62-tumorMG-62-normal - 5 2988 c.2775A>C

T C rs74597491byFrequency|by1000genomesMG-62-tumorMG-62-normal - 9 2185 c.1849A>G

T C rs4652678by1000genomesMG-62-tumorMG-62-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-62-tumorMG-62-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-62-tumorMG-62-normal + 1 144 c.57C>T

G T rs148069128byFrequencyMG-62-tumorMG-62-normal - 13 1531 c.1491C>A

G A rs13007735byFrequency|by1000genomesMG-62-tumorMG-62-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-62-tumorMG-62-normal + 14 2120 c.1921A>G

G T rs144792804by1000genomesMG-62-tumorMG-62-normal - 1 174 c.29C>A

G A MG-62-tumorMG-62-normal + 1 740 c.510G>A

G A rs11549105byFrequency|by1000genomesMG-62-tumorMG-62-normal - 6 1228 c.1224C>T

C T rs1043141byFrequency|by1000genomesMG-62-tumorMG-62-normal + 4 2376 c.342C>T

A G MG-62-tumorMG-62-normal + 5 1159 c.777A>G

G C rs34897046byFrequency|by1000genomesMG-62-tumorMG-62-normal - 9 873 c.623C>G

C T rs151233 by1000genomesMG-62-tumorMG-62-normal + 2 99 c.66C>T

T C MG-62-tumorMG-62-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-62-tumorMG-62-normal + 1 376 c.99G>A

C T MG-62-tumorMG-62-normal - 8 1260 c.1042G>A



T C rs17019360by1000genomesMG-62-tumorMG-62-normal + 17 2524 c.1800T>C

C T rs146040859byFrequencyMG-62-tumorMG-62-normal + 10 2011 c.1731C>T

G T rs11952292byFrequency|by1000genomesMG-62-tumorMG-62-normal + 1 2442 c.2442G>T

G A rs1718878byFrequency|by1000genomesMG-62-tumorMG-62-normal + 13 2003 c.1590G>A

A C rs10473959by1000genomesMG-62-tumorMG-62-normal + 6 999 c.823A>C

G A rs116910054byFrequency|by1000genomesMG-62-tumorMG-62-normal + 4 741 c.555G>A

G C MG-62-tumorMG-62-normal + 1 111 c.34G>C

C T MG-62-tumorMG-62-normal - 18 3144 c.2926G>A

G A rs17634853by1000genomesMG-62-tumorMG-62-normal + 34 4564 c.4388G>A

G A rs66568705|rs9993357MG-62-tumorMG-62-normal + 1 250 c.105G>A

G A rs1713982byFrequency|by1000genomesMG-62-tumorMG-62-normal + 15 2261 c.1848G>A

A G rs13346368by1000genomesMG-62-tumorMG-62-normal + 10 3324 c.3130A>G

G T rs55985569by1000genomesMG-62-tumorMG-62-normal + 2 704 c.504G>T

G A rs16825150byFrequency|by1000genomesMG-62-tumorMG-62-normal + 7 954 c.909G>A

C T rs17634865by1000genomesMG-62-tumorMG-62-normal + 34 4818 c.4642C>T

G A rs6089924byFrequency|by1000genomesMG-62-tumorMG-62-normal - 4 920 c.851C>T

A G rs2973568by1000genomesMG-62-tumorMG-62-normal + 13 1856 c.1680A>G

G A rs34741608by1000genomesMG-62-tumorMG-62-normal + 43 5952 c.5787G>A

G A rs150390977by1000genomesMG-62-tumorMG-62-normal - 1 227 c.8C>T

G A rs3810490by1000genomesMG-62-tumorMG-62-normal - 6 2067 c.1998C>T

T C rs2229263byFrequency|by1000genomesMG-62-tumorMG-62-normal - 3 533 c.248A>G

C T rs76844681 MG-62-tumorMG-62-normal - 16 2899 c.2681G>A

G A rs3827025by1000genomesMG-62-tumorMG-62-normal - 6 2094 c.2025C>T

C G rs143879890by1000genomesMG-62-tumorMG-62-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-62-tumorMG-62-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-62-tumorMG-62-normal - 19 3392 c.3393C>G

G A rs10845349 MG-62-tumorMG-62-normal - 3 855 c.820C>T

A G MG-62-tumorMG-62-normal + 10 1620 c.1253A>G

C T rs139729752byFrequencyMG-62-tumorMG-62-normal - 3 398 c.328G>A

A G rs3211362byFrequency|by1000genomesMG-62-tumorMG-62-normal - 9 1020 c.846T>C

G A rs116011482by1000genomesMG-62-tumorMG-62-normal - 8 4578 c.4509C>T

T C rs831042 byFrequency|by1000genomesMG-62-tumorMG-62-normal - 24 3945 c.3660A>G

C T rs4802382by1000genomesMG-62-tumorMG-62-normal + 6 554 c.360C>T

A C rs76504934by1000genomesMG-62-tumorMG-62-normal - 4 464 c.427T>G

C T rs2931423by1000genomesMG-62-tumorMG-62-normal + 19 2459 c.2283C>T

C T MG-62-tumorMG-62-normal - 4 1323 c.1128G>A

G A rs3793379byFrequency|by1000genomesMG-62-tumorMG-62-normal + 32 4159 c.3882G>A

A G rs17443123by1000genomesMG-62-tumorMG-62-normal + 5 915 c.750A>G

G A rs11549106byFrequency|by1000genomesMG-62-tumorMG-62-normal - 4 895 c.891C>T

T A rs2060198byFrequency|by1000genomesMG-62-tumorMG-62-normal + 27 5204 c.4914T>A

G A rs16885 byFrequency|by1000genomesMG-62-tumorMG-62-normal - 9 3193 c.2257C>T

C T rs2973571by1000genomesMG-62-tumorMG-62-normal + 12 1807 c.1631C>T

G A rs137854420|rs45517419byFrequencyMG-62-tumorMG-62-normal + 42 5989 c.5359G>A

T C rs2229992byFrequency|by1000genomesMG-62-tumorMG-62-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-62-tumorMG-62-normal - 17 2745 c.2460A>G

G A rs6070697byFrequency|by1000genomesMG-62-tumorMG-62-normal + 4 1189 c.920G>A

C T rs45571737byFrequency|by1000genomesMG-62-tumorMG-62-normal + 2 664 c.384C>T



T C rs7714670by1000genomesMG-62-tumorMG-62-normal + 6 849 c.673T>C

G T rs149139390byFrequencyMG-62-tumorMG-62-normal + 16 2490 c.2400G>T

C T rs34488539by1000genomesMG-62-tumorMG-62-normal + 22 3555 c.3390C>T

A G rs826549 by1000genomesMG-62-tumorMG-62-normal + 18 2676 c.2550A>G

C T rs17605476by1000genomesMG-62-tumorMG-62-normal + 5 1338 c.1140C>T

G A rs7234999byFrequency|by1000genomesMG-62-tumorMG-62-normal - 5 5512 c.5299C>T

C T MG-62-tumorMG-62-normal + 7 1075 c.634C>T

C T rs2243380byFrequency|by1000genomesMG-62-tumorMG-62-normal - 6 698 c.500G>A

T C rs112827102byFrequency|by1000genomesMG-62-tumorMG-62-normal - 19 3495 c.3285A>G

C G rs11718329by1000genomesMG-62-tumorMG-62-normal + 4 719 c.647C>G

C T rs3745762by1000genomesMG-62-tumorMG-62-normal + 6 2241 c.2047C>T

T G rs1800275byFrequency|by1000genomesMG-62-tumorMG-62-normal - 48 7302 c.7096A>C

A G rs149271 by1000genomesMG-62-tumorMG-62-normal + 2 543 c.510A>G

A C rs62534884by1000genomesMG-62-tumorMG-62-normal + 4 892 c.683A>C

C A rs3739298byFrequency|by1000genomesMG-62-tumorMG-62-normal - 9 2230 c.1821G>T

T G MG-62-tumorMG-62-normal + 16 1842

G A rs17608189byFrequency|by1000genomesMG-62-tumorMG-62-normal - 3 754 c.510C>T

G A rs116660656byFrequency|by1000genomesMG-62-tumorMG-62-normal + 8 1956 c.1868G>A

A G rs146624492 MG-62-tumorMG-62-normal - 28 6380 c.5889T>C

A G rs2737699byFrequency|by1000genomesMG-62-tumorMG-62-normal - 10 12892 c.12304T>C

A T rs35238720byFrequency|by1000genomesMG-62-tumorMG-62-normal + 4 1205 c.860A>T

T A rs141688173 MG-62-tumorMG-62-normal - 12 1489 c.1286A>T

G A rs61737954byFrequency|by1000genomesMG-62-tumorMG-62-normal - 13 3908 c.3724C>T

A C rs1052908 MG-62-tumorMG-62-normal + 4 1261 c.1158A>C

A G rs1136159byFrequency|by1000genomesMG-62-tumorMG-62-normal - 10 1068 c.860T>C

A G rs35873108|rs111782215byFrequencyMG-62-tumorMG-62-normal + 48 8443 c.8334A>G

T C rs12990449byFrequency|by1000genomesMG-62-tumorMG-62-normal - 2 1114 c.143A>G

C T rs7240355byFrequency|by1000genomesMG-62-tumorMG-62-normal - 5 5238 c.5025G>A

G A rs6089925byFrequency|by1000genomesMG-62-tumorMG-62-normal - 4 729 c.660C>T

A G rs17078605byFrequency|by1000genomesMG-62-tumorMG-62-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-62-tumorMG-62-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-62-tumorMG-62-normal + 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-62-tumorMG-62-normal + 11 4034 c.3807T>C

C T rs1009668byFrequency|by1000genomesMG-62-tumorMG-62-normal - 20 2134 c.1864G>A

A C rs76437836byFrequencyMG-62-tumorMG-62-normal - 3 142 c.98T>G

T C MG-62-tumorMG-62-normal + 14 1761 c.746T>C

C T rs1035938by1000genomesMG-62-tumorMG-62-normal + 6 1538 c.1344C>T

G T rs34104660byFrequency|by1000genomesMG-62-tumorMG-62-normal - 4 687 c.402C>A

G T MG-62-tumorMG-62-normal - 4 372 c.335C>A

T C rs2075252byFrequency|by1000genomesMG-62-tumorMG-62-normal - 66 12565 c.12280A>G

G C MG-62-tumorMG-62-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-62-tumorMG-62-normal + 22 2662 c.2385C>T

C T rs34594998by1000genomesMG-62-tumorMG-62-normal + 9 1733 c.1509C>T

G A rs3810188byFrequency|by1000genomesMG-62-tumorMG-62-normal - 2 1528 c.1173C>T

C A rs35430524by1000genomesMG-62-tumorMG-62-normal + 12 3111 c.2737C>A

T C rs7716253by1000genomesMG-62-tumorMG-62-normal + 8 1121 c.945T>C

T G rs35793438byFrequency|by1000genomesMG-62-tumorMG-62-normal - 22 2698 c.2448A>C



G A rs2289247byFrequency|by1000genomesMG-62-tumorMG-62-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-62-tumorMG-62-normal + 2 372 c.159T>C

T C MG-62-tumorMG-62-normal + 1 751 c.751T>C

C T rs1130233byFrequency|by1000genomesMG-62-tumorMG-62-normal - 8 2206 c.726G>A

A G rs40831 by1000genomesMG-62-tumorMG-62-normal + 2 2118 c.2085A>G

G A rs45463297by1000genomesMG-62-tumorMG-62-normal - 8 4311 c.4242C>T

A G rs9552929byFrequency|by1000genomesMG-62-tumorMG-62-normal - 10 9441 c.8853T>C

C G rs2509943byFrequency|by1000genomesMG-62-tumorMG-62-normal + 3 776 c.279C>G

A C rs11552054byFrequency|by1000genomesMG-62-tumorMG-62-normal + 5 630 c.540A>C

A G MG-62-tumorMG-62-normal + 24 4770 c.4236A>G

A G rs151306742by1000genomesMG-62-tumorMG-62-normal + 4 729 c.285A>G

G C rs45469098by1000genomesMG-62-tumorMG-62-normal - 1 255 c.256C>G

A G rs2229267byFrequency|by1000genomesMG-62-tumorMG-62-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-62-tumorMG-62-normal + 2 1740 c.1707C>T

G A rs80198225 MG-62-tumorMG-62-normal + 8 527 c.527G>A

T G rs144968313byFrequencyMG-62-tumorMG-62-normal - 26 2921 c.2542A>C

C T rs872665 by1000genomesMG-62-tumorMG-62-normal - 7 1855 c.1519G>A

C T rs2286007byFrequency|by1000genomesMG-62-tumorMG-62-normal + 8 2637 c.1994C>T

C G rs78992879byFrequency|by1000genomesMG-62-tumorMG-62-normal + 34 4798 c.4622C>G

C T MG-62-tumorMG-62-normal + 1 36 c.36C>T

G A rs2973566by1000genomesMG-62-tumorMG-62-normal + 14 1930 c.1754G>A

A G rs11016073byFrequency|by1000genomesMG-62-tumorMG-62-normal - 13 6677 c.6302T>C

C T rs75417771byFrequency|by1000genomesMG-62-tumorMG-62-normal + 6 1265 c.409C>T

A G rs3108200byFrequency|by1000genomesMG-62-tumorMG-62-normal + 3 2040 c.810A>G

A G rs13223756byFrequency|by1000genomesMG-62-tumorMG-62-normal + 7 2144 c.1944A>G

C T MG-62-tumorMG-62-normal - 3 370 c.335G>A

C A rs2230018byFrequency|by1000genomesMG-62-tumorMG-62-normal + 17 2218 c.2177C>A

C T rs2229265byFrequency|by1000genomesMG-62-tumorMG-62-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-62-tumorMG-62-normal - 21 3503 c.3501A>T

G T rs147825872 MG-62-tumorMG-62-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-62-tumorMG-62-normal - 5 4949 c.4736A>G

T C MG-62-tumorMG-62-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-62-tumorMG-62-normal - 37 5440 c.5234G>A

G A rs2880955by1000genomesMG-62-tumorMG-62-normal + 12 1031 c.1031G>A

G A rs9789047by1000genomesMG-62-tumorMG-62-normal + 10 998 c.998G>A

C G rs138760432byFrequencyMG-62-tumorMG-62-normal - 31 3362 c.2983G>C

T C rs12731746byFrequency|by1000genomesMG-62-tumorMG-62-normal - 11 1394 c.897A>G

A G rs9667 by1000genomesMG-62-tumorMG-62-normal + 3 354 c.168A>G

C A rs6453022by1000genomesMG-62-tumorMG-62-normal + 7 1027 c.851C>A

C T rs2273779byFrequency|by1000genomesMG-62-tumorMG-62-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-62-tumorMG-62-normal + 1 160 c.108G>A

C G rs180743 by1000genomesMG-62-tumorMG-62-normal + 2 1315 c.1282C>G

G A MG-63-tumorMG-63-normal - 2 402 c.188C>T

T C rs41315020byFrequency|by1000genomesMG-63-tumorMG-63-normal - 8 1497 c.909A>G

C T rs75212846byFrequency|by1000genomesMG-63-tumorMG-63-normal - 35 6033 c.5697G>A

T C rs831043 byFrequency|by1000genomesMG-63-tumorMG-63-normal - 21 3354 c.3069A>G

C A rs12627379byFrequency|by1000genomesMG-63-tumorMG-63-normal - 23 1834



C T rs2293347byFrequency|by1000genomesMG-63-tumorMG-63-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-63-tumorMG-63-normal - 85 14018 c.13047G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-63-tumorMG-63-normal + 7 1073 c.525C>T

G T rs3745765byFrequency|by1000genomesMG-63-tumorMG-63-normal + 9 2360 c.719G>T

G A MG-63-tumorMG-63-normal - 34 5329 c.4773C>T

C T MG-63-tumorMG-63-normal - 3 300 c.263G>A

C T MG-63-tumorMG-63-normal + 3 423 c.43C>T

C T rs11873462by1000genomesMG-63-tumorMG-63-normal - 1 47 c.48G>A

G A rs61754477byFrequency|by1000genomesMG-63-tumorMG-63-normal - 10 4776 c.4188C>T

G A rs140666618 MG-63-tumorMG-63-normal - 5 537 c.267C>T

C T rs77376932byFrequencyMG-63-tumorMG-63-normal - 3 3235 c.3160G>A

G A rs11168830by1000genomesMG-63-tumorMG-63-normal - 41 13688 c.13689C>T

C G rs12664076byFrequency|by1000genomesMG-63-tumorMG-63-normal - 32 5524 c.5326G>C

G A rs12022217byFrequency|by1000genomesMG-63-tumorMG-63-normal - 3 4602 c.4530C>T

A G rs3737940byFrequency|by1000genomesMG-63-tumorMG-63-normal + 7 3183 c.3138A>G

C T rs9550956byFrequency|by1000genomesMG-63-tumorMG-63-normal - 10 6855 c.6267G>A

G T rs75510639 MG-63-tumorMG-63-normal - 42 6837 c.6639C>A

G T rs12568784byFrequency|by1000genomesMG-63-tumorMG-63-normal - 3 7202 c.7130C>A

G A rs2921563byFrequency|by1000genomesMG-63-tumorMG-63-normal + 9 2165 c.524G>A

A G rs2229267byFrequency|by1000genomesMG-63-tumorMG-63-normal - 29 5160 c.4875T>C

G A MG-63-tumorMG-63-normal + 3 489 c.210G>A

G T rs2075249byFrequency|by1000genomesMG-63-tumorMG-63-normal - 21 3339 c.3054C>A

A G MG-63-tumorMG-63-normal + 22 5504 c.4790A>G

C T rs2282303byFrequency|by1000genomesMG-63-tumorMG-63-normal - 3 899 c.827G>A

G A rs16898013byFrequency|by1000genomesMG-63-tumorMG-63-normal + 13 1938 c.1848G>A

G A MG-63-tumorMG-63-normal + 1 1059 c.1059G>A

G C rs2229933|rs116048761byFrequency|by1000genomesMG-63-tumorMG-63-normal + 6 830 c.282G>C

G A MG-63-tumorMG-63-normal - 8 1794 c.858C>T

G A rs75758215by1000genomesMG-63-tumorMG-63-normal - 89 14409 c.13438C>T

G A rs1062348byFrequency|by1000genomesMG-63-tumorMG-63-normal - 7 1005 c.846C>T

C A rs138908625byFrequency|by1000genomesMG-63-tumorMG-63-normal - 8 1357 c.1139G>T

T G rs3208659 MG-63-tumorMG-63-normal - 7 871 c.778A>C

G A rs139799138byFrequencyMG-63-tumorMG-63-normal - 3 6574 c.6499C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-63-tumorMG-63-normal + 17 2594 c.2046A>C

G A MG-63-tumorMG-63-normal + 1 70 c.70G>A

T C rs3750904by1000genomesMG-63-tumorMG-63-normal - 27 6099 c.5759A>G

G A rs2248407byFrequency|by1000genomesMG-63-tumorMG-63-normal - 4 1003 c.918C>T

A G rs3108200byFrequency|by1000genomesMG-63-tumorMG-63-normal + 3 2040 c.810A>G

C T rs210498 by1000genomesMG-63-tumorMG-63-normal - 23 1885 c.1518G>A

A G MG-63-tumorMG-63-normal + 1 1086 c.1086A>G

C T rs199930 by1000genomesMG-63-tumorMG-63-normal + 36 5181 c.5016C>T

G A rs12729662byFrequency|by1000genomesMG-63-tumorMG-63-normal - 3 8430 c.8355C>T

G A MG-63-tumorMG-63-normal + 1 1434 c.1434G>A

G C rs11611231by1000genomesMG-63-tumorMG-63-normal + 9 2190 c.2190G>C

C G rs17036536byFrequency|by1000genomesMG-63-tumorMG-63-normal - 23 3538 c.3462G>C

T C rs7716253by1000genomesMG-63-tumorMG-63-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-63-tumorMG-63-normal - 13 5919 c.5544G>A



T C rs17114803byFrequency|by1000genomesMG-63-tumorMG-63-normal + 11 1465 c.1299T>C

A C rs7995564by1000genomesMG-63-tumorMG-63-normal + 10 2068 c.1534A>C

T C rs142304809byFrequencyMG-63-tumorMG-63-normal - 9 1291 c.1259A>G

C G rs2298258byFrequency|by1000genomesMG-63-tumorMG-63-normal + 12 1698 c.1260C>G

C T rs73241801by1000genomesMG-63-tumorMG-63-normal + 16 2273 c.2208C>T

G A rs7624750byFrequency|by1000genomesMG-63-tumorMG-63-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-63-tumorMG-63-normal - 18 3000 c.2874G>T

G A MG-63-tumorMG-63-normal - 0 346

T C rs8089144by1000genomesMG-63-tumorMG-63-normal - 7 1142 c.1143A>G

A G MG-63-tumorMG-63-normal - 14 2589 c.2371T>C

G A MG-63-tumorMG-63-normal - 12 1393 c.1014C>T

A G rs9653483by1000genomesMG-63-tumorMG-63-normal - 21 5040 c.4953T>C

C G rs76554185byFrequency|by1000genomesMG-63-tumorMG-63-normal - 70 11815 c.10844G>C

C A rs12454500by1000genomesMG-63-tumorMG-63-normal - 1 497 c.498G>T

A G rs1799944byFrequency|by1000genomesMG-63-tumorMG-63-normal + 11 3198 c.2971A>G

A G rs2227973byFrequency|by1000genomesMG-63-tumorMG-63-normal + 2 2571 c.2459A>G

G A MG-63-tumorMG-63-normal + 1 82 c.82G>A

G T rs146238849byFrequency|by1000genomesMG-63-tumorMG-63-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-63-tumorMG-63-normal + 28 4116 c.3951T>C

T C rs9851685byFrequency|by1000genomesMG-63-tumorMG-63-normal + 23 2508 c.2274T>C

G A rs2229266byFrequency|by1000genomesMG-63-tumorMG-63-normal - 6 924 c.639C>T

T C rs28489116by1000genomesMG-63-tumorMG-63-normal - 10 5194 c.4985A>G

G A rs13007735byFrequency|by1000genomesMG-63-tumorMG-63-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-63-tumorMG-63-normal + 14 2120 c.1921A>G

G A rs3818831byFrequency|by1000genomesMG-63-tumorMG-63-normal - 2 193 c.121C>T

C T rs139351719by1000genomesMG-63-tumorMG-63-normal - 5 554 c.13G>A

C T rs13306824byFrequency|by1000genomesMG-63-tumorMG-63-normal - 14 1795 c.1539G>A

T C MG-63-tumorMG-63-normal + 8 505 c.505T>C

C T rs1043141byFrequency|by1000genomesMG-63-tumorMG-63-normal + 4 2376 c.342C>T

C A rs1801270byFrequency|by1000genomesMG-63-tumorMG-63-normal + 2 328 c.93C>A

A G rs41278435by1000genomesMG-63-tumorMG-63-normal - 38 9715 c.9379T>C

G A rs117101251by1000genomesMG-63-tumorMG-63-normal - 4 1317 c.887C>T

A G rs1801439byFrequency|by1000genomesMG-63-tumorMG-63-normal + 10 1592 c.1365A>G

G A rs1718878byFrequency|by1000genomesMG-63-tumorMG-63-normal + 13 2003 c.1590G>A

G A rs1713982byFrequency|by1000genomesMG-63-tumorMG-63-normal + 15 2261 c.1848G>A

T C rs79940627 MG-63-tumorMG-63-normal - 3 6118 c.6043A>G

G A rs76784555by1000genomesMG-63-tumorMG-63-normal - 19 4018 c.3808C>T

C T rs117554009by1000genomesMG-63-tumorMG-63-normal + 17 2600 c.2376C>T

A G rs2973568by1000genomesMG-63-tumorMG-63-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-63-tumorMG-63-normal + 14 2279 c.2055T>C

A T rs117625520byFrequency|by1000genomesMG-63-tumorMG-63-normal + 3 842 c.345A>T

T G rs12963422byFrequency|by1000genomesMG-63-tumorMG-63-normal - 5 2988 c.2775A>C

T A rs3740423byFrequency|by1000genomesMG-63-tumorMG-63-normal - 13 4583 c.4208A>T

G A MG-63-tumorMG-63-normal + 1 527 c.527G>A

C A rs6453022by1000genomesMG-63-tumorMG-63-normal + 7 1027 c.851C>A

A G rs61831150byFrequency|by1000genomesMG-63-tumorMG-63-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-63-tumorMG-63-normal - 19 3392 c.3393C>G



A G rs4444457byFrequency|by1000genomesMG-63-tumorMG-63-normal - 54 9497 c.8526T>C

C T rs12236219byFrequency|by1000genomesMG-63-tumorMG-63-normal + 5 1231 c.1141C>T

C T rs10980419by1000genomesMG-63-tumorMG-63-normal - 5 1618 c.1282G>A

T C rs7935 byFrequency|by1000genomesMG-63-tumorMG-63-normal + 9 1808 c.1524T>C

C T MG-63-tumorMG-63-normal - 4 451 c.364G>A

A G rs138997916byFrequency|by1000genomesMG-63-tumorMG-63-normal - 3 2832 c.2760T>C

T C rs2385167byFrequency|by1000genomesMG-63-tumorMG-63-normal + 14 2088 c.1998T>C

A G rs6679449by1000genomesMG-63-tumorMG-63-normal - 3 1923 c.1851T>C

T C rs28639589byFrequency|by1000genomesMG-63-tumorMG-63-normal - 12 1809 c.1611A>G

G A rs17848553byFrequency|by1000genomesMG-63-tumorMG-63-normal - 39 5545 c.5469C>T

G C MG-63-tumorMG-63-normal - 10 2018 c.1933C>G

A C rs76504934by1000genomesMG-63-tumorMG-63-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-63-tumorMG-63-normal + 24 3194 c.3018C>T

A G rs9667 by1000genomesMG-63-tumorMG-63-normal + 3 354 c.168A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-63-tumorMG-63-normal + 7 1597 c.1215T>C

C T rs2270516byFrequency|by1000genomesMG-63-tumorMG-63-normal + 10 1312 c.923C>T

T C rs2450122byFrequency|by1000genomesMG-63-tumorMG-63-normal - 10 2089 c.2004A>G

C T rs2271422byFrequency|by1000genomesMG-63-tumorMG-63-normal - 27 4453 c.3897G>A

C T MG-63-tumorMG-63-normal - 1 565 c.514G>A

C T rs7300444byFrequency|by1000genomesMG-63-tumorMG-63-normal + 19 5383 c.4740C>T

C A rs78225807byFrequency|by1000genomesMG-63-tumorMG-63-normal - 11 919 c.552G>T

T C MG-63-tumorMG-63-normal - 3 305 c.270A>G

G A MG-63-tumorMG-63-normal + 1 342 c.342G>A

T C rs10817025by1000genomesMG-63-tumorMG-63-normal - 15 3032 c.2696A>G

C G rs2282302byFrequency|by1000genomesMG-63-tumorMG-63-normal - 3 965 c.893G>C

G A rs114068985|rs25497byFrequency|by1000genomesMG-63-tumorMG-63-normal + 4 1190 c.597G>A

T C rs2229992byFrequency|by1000genomesMG-63-tumorMG-63-normal + 12 1838 c.1458T>C

C T rs140707343by1000genomesMG-63-tumorMG-63-normal + 13 1250 c.1084C>T

T C rs2241190byFrequency|by1000genomesMG-63-tumorMG-63-normal - 17 2745 c.2460A>G

C T rs16921265by1000genomesMG-63-tumorMG-63-normal + 1 417 c.117C>T

T C rs7714670by1000genomesMG-63-tumorMG-63-normal + 6 849 c.673T>C

T C rs7275 by1000genomesMG-63-tumorMG-63-normal + 35 5267 c.4983T>C

T C rs1801499byFrequency|by1000genomesMG-63-tumorMG-63-normal + 11 2456 c.2229T>C

T G rs9807633by1000genomesMG-63-tumorMG-63-normal - 1 88 c.89A>C

T C rs9807555by1000genomesMG-63-tumorMG-63-normal - 1 196 c.197A>G

C T rs3796032byFrequency|by1000genomesMG-63-tumorMG-63-normal - 17 2381 c.1929G>A

T C MG-63-tumorMG-63-normal + 1 140 c.140T>C

A G rs150594 byFrequency|by1000genomesMG-63-tumorMG-63-normal - 13 1559 c.1356T>C

G A rs74405922byFrequency|by1000genomesMG-63-tumorMG-63-normal - 13 2148 c.1938C>T

A C rs76437836byFrequencyMG-63-tumorMG-63-normal - 3 142 c.98T>G

A G rs41292197by1000genomesMG-63-tumorMG-63-normal + 27 5038 c.4504A>G

A G MG-63-tumorMG-63-normal + 1 474 c.474A>G

G A rs3744007byFrequency|by1000genomesMG-63-tumorMG-63-normal - 4 658 c.279C>T

C T rs140581164by1000genomesMG-63-tumorMG-63-normal + 8 593 c.495C>T

A G rs17051895by1000genomesMG-63-tumorMG-63-normal + 23 4485 c.3951A>G

T G rs41279045byFrequency|by1000genomesMG-63-tumorMG-63-normal - 36 6228 c.5892A>C

G A rs79617857by1000genomesMG-63-tumorMG-63-normal - 19 4050 c.3840C>T



T C rs35676128by1000genomesMG-63-tumorMG-63-normal + 12 6383 c.6009T>C

T C MG-63-tumorMG-63-normal + 14 1761 c.746T>C

T C rs112827102byFrequency|by1000genomesMG-63-tumorMG-63-normal - 19 3495 c.3285A>G

T C rs831042 byFrequency|by1000genomesMG-63-tumorMG-63-normal - 24 3945 c.3660A>G

C A rs3739298byFrequency|by1000genomesMG-63-tumorMG-63-normal - 9 2230 c.1821G>T

A T rs2074930byFrequency|by1000genomesMG-63-tumorMG-63-normal + 9 1056 c.1016A>T

C T MG-63-tumorMG-63-normal - 19 3103 c.3027G>A

C T rs169758 by1000genomesMG-63-tumorMG-63-normal - 23 1959 c.1592G>A

C T MG-63-tumorMG-63-normal + 1 780 c.780C>T

T C rs282414 by1000genomesMG-63-tumorMG-63-normal + 37 5214 c.5038T>C

A C MG-63-tumorMG-63-normal + 6 730 c.508A>C

C A rs117510452by1000genomesMG-63-tumorMG-63-normal + 15 1877 c.1825C>A

C T rs112325579 MG-63-tumorMG-63-normal - 19 10841 c.10632G>A

G A rs146662463byFrequency|by1000genomesMG-63-tumorMG-63-normal - 19 3489 c.3279C>T

G A MG-63-tumorMG-63-normal - 5 563 c.22C>T

C A MG-63-tumorMG-63-normal + 12 1060 c.962C>A

A G rs40831 by1000genomesMG-63-tumorMG-63-normal + 2 2118 c.2085A>G

T C MG-63-tumorMG-63-normal + 1 699 c.699T>C

G A rs12366766 MG-63-tumorMG-63-normal + 48 8392 c.8283G>A

T C rs11373 byFrequency|by1000genomesMG-63-tumorMG-63-normal - 3 787 c.367A>G

G C rs74916892by1000genomesMG-63-tumorMG-63-normal + 15 2600 c.2428G>C

G A rs6018623byFrequency|by1000genomesMG-63-tumorMG-63-normal + 20 3957 c.3741G>A

C T rs139770288 MG-63-tumorMG-63-normal - 38 8047 c.7829G>A

C T rs6432901by1000genomesMG-63-tumorMG-63-normal - 2 514 c.174G>A

C T MG-63-tumorMG-63-normal - 20 4515 c.4305G>A

T C rs41266134byFrequency|by1000genomesMG-63-tumorMG-63-normal - 3 1625 c.1550A>G

A G rs75639578 MG-63-tumorMG-63-normal - 3 6552 c.6477T>C

G T MG-63-tumorMG-63-normal - 4 372 c.335C>A

A G rs3752564byFrequency|by1000genomesMG-63-tumorMG-63-normal - 29 4981 c.4783T>C

G A MG-63-tumorMG-63-normal - 1 276 c.225C>T

A C rs766173 byFrequency|by1000genomesMG-63-tumorMG-63-normal + 10 1092 c.865A>C

C G rs77370625by1000genomesMG-63-tumorMG-63-normal + 4 1021 c.676C>G

C T rs45554841by1000genomesMG-63-tumorMG-63-normal - 1 214 c.215G>A

T C rs17019360by1000genomesMG-63-tumorMG-63-normal + 17 2524 c.1800T>C

T C rs9646771by1000genomesMG-63-tumorMG-63-normal - 4 787 c.447A>G

A G MG-63-tumorMG-63-normal + 8 1152 c.875A>G

A G rs11778209byFrequency|by1000genomesMG-63-tumorMG-63-normal - 39 6448 c.6204T>C

C T MG-63-tumorMG-63-normal + 1 546 c.546C>T

A G rs28647489by1000genomesMG-63-tumorMG-63-normal - 15 10210 c.10001T>C

A G rs7505568by1000genomesMG-63-tumorMG-63-normal - 3 660 c.661T>C

T C rs146330323by1000genomesMG-63-tumorMG-63-normal + 10 1106 c.919T>C

C T rs2273779byFrequency|by1000genomesMG-63-tumorMG-63-normal + 6 583 c.538C>T

G C MG-63-tumorMG-63-normal + 1 1592 c.1592G>C

C T rs2285975byFrequency|by1000genomesMG-63-tumorMG-63-normal - 13 2445 c.2256G>A

G A rs143684430byFrequencyMG-63-tumorMG-63-normal - 3 6591 c.6516C>T

C T rs2277548byFrequency|by1000genomesMG-63-tumorMG-63-normal - 7 1311 c.1101G>A

T C rs2072736byFrequency|by1000genomesMG-63-tumorMG-63-normal - 8 1410 c.474A>G



G A rs2290770byFrequency|by1000genomesMG-63-tumorMG-63-normal - 21 2356 c.1977C>T

G T rs41296069by1000genomesMG-63-tumorMG-63-normal - 11 2415 c.2079C>A

C T rs16843864byFrequency|by1000genomesMG-63-tumorMG-63-normal - 69 11621 c.10650G>A

C G rs2509943byFrequency|by1000genomesMG-63-tumorMG-63-normal + 3 776 c.279C>G

G A MG-63-tumorMG-63-normal - 18 1657 c.1658C>T

C T rs3796031byFrequency|by1000genomesMG-63-tumorMG-63-normal - 17 2399 c.1947G>A

G A MG-63-tumorMG-63-normal - 6 975 c.900C>T

T C rs12990449byFrequency|by1000genomesMG-63-tumorMG-63-normal - 2 1114 c.143A>G

A G rs1136159byFrequency|by1000genomesMG-63-tumorMG-63-normal - 10 1068 c.860T>C

C T MG-63-tumorMG-63-normal - 31 5414 c.5216G>A

A C rs80303640by1000genomesMG-63-tumorMG-63-normal - 16 1415 c.1416T>G

G A MG-63-tumorMG-63-normal + 1 1423 c.1423G>A

C T MG-63-tumorMG-63-normal + 1 166 c.114C>T

C T rs3814883byFrequency|by1000genomesMG-63-tumorMG-63-normal + 13 2402 c.1359C>T

C T rs872665 by1000genomesMG-63-tumorMG-63-normal - 7 1855 c.1519G>A

G A MG-63-tumorMG-63-normal - 19 3503 c.3293C>T

G C rs3816748byFrequency|by1000genomesMG-63-tumorMG-63-normal - 2 650 c.241C>G

C T rs468525 by1000genomesMG-63-tumorMG-63-normal - 6 478 c.111G>A

G A MG-63-tumorMG-63-normal - 1 165 c.114C>T

A G rs2929158by1000genomesMG-63-tumorMG-63-normal - 19 4373 c.4163T>C

T C rs144587694 MG-63-tumorMG-63-normal - 28 5723 c.5232A>G

C T rs1130233byFrequency|by1000genomesMG-63-tumorMG-63-normal - 8 2206 c.726G>A

G C rs2240089byFrequency|by1000genomesMG-63-tumorMG-63-normal - 12 3187 c.3003C>G

G A rs3795666byFrequency|by1000genomesMG-63-tumorMG-63-normal - 34 6640 c.6421C>T

C T MG-63-tumorMG-63-normal + 1 664 c.664C>T

A G rs13223756byFrequency|by1000genomesMG-63-tumorMG-63-normal + 7 2144 c.1944A>G

C A rs3736306byFrequency|by1000genomesMG-63-tumorMG-63-normal + 14 4184 c.3795C>A

C T MG-63-tumorMG-63-normal - 3 370 c.335G>A

G A MG-63-tumorMG-63-normal + 1 130 c.78G>A

T C MG-63-tumorMG-63-normal + 1 150 c.150T>C

A T rs74882029byFrequency|by1000genomesMG-63-tumorMG-63-normal - 13 2261 c.2042T>A

G A MG-63-tumorMG-63-normal - 7 889 c.796C>T

A G rs1385600byFrequency|by1000genomesMG-63-tumorMG-63-normal - 5 1375 c.1290T>C

C A rs2230018byFrequency|by1000genomesMG-63-tumorMG-63-normal + 17 2218 c.2177C>A

C T rs78425180byFrequency|by1000genomesMG-63-tumorMG-63-normal - 27 4709 c.4710G>A

T G rs1998206byFrequency|by1000genomesMG-63-tumorMG-63-normal - 5 631 c.433A>C

G C rs62077263 MG-63-tumorMG-63-normal - 7 916 c.823C>G

A G rs112129664|rs67218125|rs112826888|rs28529067|rs1132443byFrequency|by1000genomesMG-63-tumorMG-63-normal + 20 3996 c.3780A>G

C T rs1801187byFrequency|by1000genomesMG-63-tumorMG-63-normal - 37 5440 c.5234G>A

G A rs41302123byFrequency|by1000genomesMG-63-tumorMG-63-normal - 24 4000 c.3444C>T

G A rs2003233 MG-63-tumorMG-63-normal - 17 1503 c.1504C>T

T A rs2060198byFrequency|by1000genomesMG-63-tumorMG-63-normal + 27 5204 c.4914T>A

A G rs151306742by1000genomesMG-63-tumorMG-63-normal + 4 729 c.285A>G

G A rs2127898byFrequency|by1000genomesMG-63-tumorMG-63-normal - 6 1130 c.920C>T

G A rs144383071byFrequencyMG-63-tumorMG-63-normal - 3 3345 c.3270C>T

T C rs78472618byFrequencyMG-63-tumorMG-63-normal - 3 159 c.115A>G

T C MG-63-tumorMG-63-normal + 1 489 c.489T>C



C T rs139396383byFrequency|by1000genomesMG-63-tumorMG-63-normal - 9 647 c.280G>A

T C rs55696045 MG-63-tumorMG-63-normal + 7 841 c.551T>C

G A rs3733415by1000genomesMG-63-tumorMG-63-normal - 2 601 c.392C>T

C T rs3745764byFrequency|by1000genomesMG-64-tumorMG-64-normal + 9 2705 c.1064C>T

T C rs831043 byFrequency|by1000genomesMG-64-tumorMG-64-normal - 21 3354 c.3069A>G

C T rs1386356byFrequency|by1000genomesMG-64-tumorMG-64-normal - 85 14018 c.13047G>A

G T rs3745765byFrequency|by1000genomesMG-64-tumorMG-64-normal + 9 2360 c.719G>T

C T MG-64-tumorMG-64-normal - 3 300 c.263G>A

G A rs62070401by1000genomesMG-64-tumorMG-64-normal - 12 2205 c.2162C>T

G A rs45492196byFrequency|by1000genomesMG-64-tumorMG-64-normal - 4 1499 c.943C>T

G A rs41304253by1000genomesMG-64-tumorMG-64-normal + 20 3100 c.2935G>A

A T rs71299249|rs142640592byFrequencyMG-64-tumorMG-64-normal + 1 3479 c.519A>T

G T rs2075249byFrequency|by1000genomesMG-64-tumorMG-64-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-64-tumorMG-64-normal + 19 2459 c.2283C>T

C G rs149605490by1000genomesMG-64-tumorMG-64-normal + 3 1000 c.781C>G

G A rs2275527byFrequency|by1000genomesMG-64-tumorMG-64-normal - 39 5629 c.5553C>T

A T MG-64-tumorMG-64-normal + 5 625 c.403A>T

T C rs141049734byFrequencyMG-64-tumorMG-64-normal - 18 3186 c.2968A>G

C T rs62478357byFrequencyMG-64-tumorMG-64-normal - 8 1268 c.1050G>A

G A rs11551685byFrequency|by1000genomesMG-64-tumorMG-64-normal - 16 7464 c.7395C>T

G A rs61742585by1000genomesMG-64-tumorMG-64-normal - 8 2676 c.2607C>T

A G rs2229268byFrequency|by1000genomesMG-64-tumorMG-64-normal - 61 11886 c.11601T>C

G A rs2271189byFrequency|by1000genomesMG-64-tumorMG-64-normal + 27 3788 c.3348G>A

C T rs210498 by1000genomesMG-64-tumorMG-64-normal - 23 1885 c.1518G>A

T C rs3755806byFrequency|by1000genomesMG-64-tumorMG-64-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-64-tumorMG-64-normal + 36 5181 c.5016C>T

G A rs7234999byFrequency|by1000genomesMG-64-tumorMG-64-normal - 5 5512 c.5299C>T

C T rs2853346byFrequency|by1000genomesMG-64-tumorMG-64-normal - 13 5919 c.5544G>A

G A rs2228000byFrequency|by1000genomesMG-64-tumorMG-64-normal - 9 1710 c.1496C>T

G A rs17634853by1000genomesMG-64-tumorMG-64-normal + 34 4564 c.4388G>A

A G rs11016073byFrequency|by1000genomesMG-64-tumorMG-64-normal - 13 6677 c.6302T>C

G A rs7624750byFrequency|by1000genomesMG-64-tumorMG-64-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-64-tumorMG-64-normal + 6 1132 c.1080C>T

A G rs4659654byFrequency|by1000genomesMG-64-tumorMG-64-normal - 16 2000 c.1503T>C

C T MG-64-tumorMG-64-normal + 1 1064 c.835C>T

G A rs41294868by1000genomesMG-64-tumorMG-64-normal + 14 2132 c.1933G>A

G A rs117552523byFrequency|by1000genomesMG-64-tumorMG-64-normal + 3 371 c.281G>A

C G rs2509943byFrequency|by1000genomesMG-64-tumorMG-64-normal + 3 776 c.279C>G

G T rs79706622byFrequency|by1000genomesMG-64-tumorMG-64-normal + 23 4228 c.4140G>T

G A rs11574889by1000genomesMG-64-tumorMG-64-normal - 10 1710 c.1635C>T

C T rs17634865by1000genomesMG-64-tumorMG-64-normal + 34 4818 c.4642C>T

T C rs74597491byFrequency|by1000genomesMG-64-tumorMG-64-normal - 9 2185 c.1849A>G

G T rs146238849byFrequency|by1000genomesMG-64-tumorMG-64-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-64-tumorMG-64-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-64-tumorMG-64-normal - 26 4397 c.4395A>G

T C rs9851685byFrequency|by1000genomesMG-64-tumorMG-64-normal + 23 2508 c.2274T>C

G A rs2229266byFrequency|by1000genomesMG-64-tumorMG-64-normal - 6 924 c.639C>T



G A rs13007735byFrequency|by1000genomesMG-64-tumorMG-64-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-64-tumorMG-64-normal + 14 2120 c.1921A>G

G T rs144792804by1000genomesMG-64-tumorMG-64-normal - 1 174 c.29C>A

G A MG-64-tumorMG-64-normal + 2 591 c.479G>A

G A rs11549105byFrequency|by1000genomesMG-64-tumorMG-64-normal - 6 1228 c.1224C>T

C T MG-64-tumorMG-64-normal - 3 1182 c.650G>A

T C rs72676907byFrequency|by1000genomesMG-64-tumorMG-64-normal + 3 517 c.327T>C

C A rs1801270byFrequency|by1000genomesMG-64-tumorMG-64-normal + 2 328 c.93C>A

T C MG-64-tumorMG-64-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-64-tumorMG-64-normal + 1 376 c.99G>A

G A rs1718878byFrequency|by1000genomesMG-64-tumorMG-64-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-64-tumorMG-64-normal + 16 2064 c.1887T>A

C G rs2282302byFrequency|by1000genomesMG-64-tumorMG-64-normal - 3 965 c.893G>C

A G rs41305024byFrequency|by1000genomesMG-64-tumorMG-64-normal - 13 3872 c.3497T>C

T G rs79385100by1000genomesMG-64-tumorMG-64-normal - 11 1929 c.1930A>C

G A rs1713982byFrequency|by1000genomesMG-64-tumorMG-64-normal + 15 2261 c.1848G>A

A G rs13346368by1000genomesMG-64-tumorMG-64-normal + 10 3324 c.3130A>G

C A rs149207258by1000genomesMG-64-tumorMG-64-normal - 27 5155 c.4815G>T

G C rs2227910byFrequency|by1000genomesMG-64-tumorMG-64-normal + 2 1911 c.804G>C

G C rs11611231by1000genomesMG-64-tumorMG-64-normal + 9 2190 c.2190G>C

T C rs9646771by1000genomesMG-64-tumorMG-64-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-64-tumorMG-64-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-64-tumorMG-64-normal - 20 3946 c.3859G>A

T G rs12963422byFrequency|by1000genomesMG-64-tumorMG-64-normal - 5 2988 c.2775A>C

G A rs116816080byFrequency|by1000genomesMG-64-tumorMG-64-normal - 6 1819 c.1750C>T

T A rs3740423byFrequency|by1000genomesMG-64-tumorMG-64-normal - 13 4583 c.4208A>T

C T rs76844681 MG-64-tumorMG-64-normal - 16 2899 c.2681G>A

G A rs138040503byFrequency|by1000genomesMG-64-tumorMG-64-normal + 16 2282 c.1755G>A

T C rs1048500byFrequency|by1000genomesMG-64-tumorMG-64-normal + 2 1791 c.684T>C

C G rs143879890by1000genomesMG-64-tumorMG-64-normal - 16 2320 c.2233G>C

C T rs6432901by1000genomesMG-64-tumorMG-64-normal - 2 514 c.174G>A

A G rs3211362byFrequency|by1000genomesMG-64-tumorMG-64-normal - 9 1020 c.846T>C

T C rs1002519byFrequency|by1000genomesMG-64-tumorMG-64-normal + 1 196 c.196T>C

A C rs76504934by1000genomesMG-64-tumorMG-64-normal - 4 464 c.427T>G

G C rs62070406by1000genomesMG-64-tumorMG-64-normal - 9 1754 c.1711C>G

A C rs76437836byFrequencyMG-64-tumorMG-64-normal - 3 142 c.98T>G

G A MG-64-tumorMG-64-normal + 39 4446 c.4280G>A

C G rs3817428by1000genomesMG-64-tumorMG-64-normal + 15 7493 c.7119C>G

T C rs16006 by1000genomesMG-64-tumorMG-64-normal - 6 875 c.876A>G

C T rs7300444byFrequency|by1000genomesMG-64-tumorMG-64-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-64-tumorMG-64-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-64-tumorMG-64-normal - 4 895 c.891C>T

C T rs2973571by1000genomesMG-64-tumorMG-64-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-64-tumorMG-64-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-64-tumorMG-64-normal - 17 2745 c.2460A>G

A G rs826549 by1000genomesMG-64-tumorMG-64-normal + 18 2676 c.2550A>G

G A rs17656599byFrequency|by1000genomesMG-64-tumorMG-64-normal - 12 2007 c.1823C>T



G C rs61735455by1000genomesMG-64-tumorMG-64-normal + 12 2108 c.1884G>C

C T rs17802557byFrequency|by1000genomesMG-64-tumorMG-64-normal - 6 756 c.567G>A

C T rs7240355byFrequency|by1000genomesMG-64-tumorMG-64-normal - 5 5238 c.5025G>A

C T MG-64-tumorMG-64-normal - 8 1260 c.1042G>A

G A rs80359051 MG-64-tumorMG-64-normal + 18 8317 c.8090G>A

T C rs7714670by1000genomesMG-64-tumorMG-64-normal + 6 849 c.673T>C

C T rs34488539by1000genomesMG-64-tumorMG-64-normal + 22 3555 c.3390C>T

G A rs147549623byFrequencyMG-64-tumorMG-64-normal + 16 7894 c.7514G>A

T C rs17848169byFrequency|by1000genomesMG-64-tumorMG-64-normal - 42 8179 c.7894A>G

T C rs34980032by1000genomesMG-64-tumorMG-64-normal - 8 5734 c.5665A>G

A G rs151306742by1000genomesMG-64-tumorMG-64-normal + 4 729 c.285A>G

C T rs11121691byFrequency|by1000genomesMG-64-tumorMG-64-normal - 49 6985 c.6909G>A

G A rs2973566by1000genomesMG-64-tumorMG-64-normal + 14 1930 c.1754G>A

C T rs2293347byFrequency|by1000genomesMG-64-tumorMG-64-normal + 25 3159 c.2982C>T

G C rs45469098by1000genomesMG-64-tumorMG-64-normal - 1 255 c.256C>G

A G MG-64-tumorMG-64-normal - 7 1475 c.1231T>C

C T rs3745762by1000genomesMG-64-tumorMG-64-normal + 6 2241 c.2047C>T

G A rs35296183byFrequency|by1000genomesMG-64-tumorMG-64-normal - 55 9794 c.8823C>T

T C rs831042 byFrequency|by1000genomesMG-64-tumorMG-64-normal - 24 3945 c.3660A>G

A C rs62534884by1000genomesMG-64-tumorMG-64-normal + 4 892 c.683A>C

C A rs3739298byFrequency|by1000genomesMG-64-tumorMG-64-normal - 9 2230 c.1821G>T

G A rs17608189byFrequency|by1000genomesMG-64-tumorMG-64-normal - 3 754 c.510C>T

G A rs149181731byFrequencyMG-64-tumorMG-64-normal + 1 431 c.379G>A

G A rs145430946byFrequencyMG-64-tumorMG-64-normal - 15 2537 c.2442C>T

G A rs61737954byFrequency|by1000genomesMG-64-tumorMG-64-normal - 13 3908 c.3724C>T

T C MG-64-tumorMG-64-normal + 1 910 c.910T>C

G A rs41441645byFrequency|by1000genomesMG-64-tumorMG-64-normal - 24 2526 c.2256C>T

T C rs17114803byFrequency|by1000genomesMG-64-tumorMG-64-normal + 11 1465 c.1299T>C

T C rs2075252byFrequency|by1000genomesMG-64-tumorMG-64-normal - 66 12565 c.12280A>G

G A rs151318906by1000genomesMG-64-tumorMG-64-normal + 37 6519 c.5985G>A

G A rs13054014byFrequency|by1000genomesMG-64-tumorMG-64-normal + 2 569 c.210G>A

T G MG-64-tumorMG-64-normal - 13 7846 c.7471A>C

C A rs6453022by1000genomesMG-64-tumorMG-64-normal + 7 1027 c.851C>A

G C rs2240089byFrequency|by1000genomesMG-64-tumorMG-64-normal - 12 3187 c.3003C>G

G A rs11177 byFrequency|by1000genomesMG-64-tumorMG-64-normal + 3 290 c.80G>A

C A rs138908625byFrequency|by1000genomesMG-64-tumorMG-64-normal - 8 1357 c.1139G>T

C T MG-64-tumorMG-64-normal - 8 1256 c.1038G>A

A G MG-64-tumorMG-64-normal + 1 1396 c.1396A>G

G A rs143224517byFrequency|by1000genomesMG-64-tumorMG-64-normal - 3 219 c.87C>T

C T rs1035938by1000genomesMG-64-tumorMG-64-normal + 6 1538 c.1344C>T

A G rs34172482by1000genomesMG-64-tumorMG-64-normal + 3 253 c.87A>G

G C MG-64-tumorMG-64-normal - 5 1009 c.1010C>G

G A rs9789047by1000genomesMG-64-tumorMG-64-normal + 10 998 c.998G>A

C T rs143179717byFrequencyMG-64-tumorMG-64-normal - 41 7610 c.6639G>A

C A rs35430524by1000genomesMG-64-tumorMG-64-normal + 12 3111 c.2737C>A

T C rs7716253by1000genomesMG-64-tumorMG-64-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-64-tumorMG-64-normal - 54 9497 c.8526T>C



G A rs35037984byFrequency|by1000genomesMG-64-tumorMG-64-normal - 29 3161 c.2782C>T

G A rs45469491by1000genomesMG-64-tumorMG-64-normal - 8 4518 c.4449C>T

G A rs2289247byFrequency|by1000genomesMG-64-tumorMG-64-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-64-tumorMG-64-normal + 2 372 c.159T>C

G A rs3810485by1000genomesMG-64-tumorMG-64-normal - 8 6116 c.6047C>T

G A rs61814946byFrequency|by1000genomesMG-64-tumorMG-64-normal - 3 1785 c.1710C>T

C T rs3743398by1000genomesMG-64-tumorMG-64-normal + 12 2965 c.2591C>T

G C MG-64-tumorMG-64-normal - 2 544 c.540C>G

A G rs11778209byFrequency|by1000genomesMG-64-tumorMG-64-normal - 39 6448 c.6204T>C

T C MG-64-tumorMG-64-normal + 5 516 c.136T>C

A T MG-64-tumorMG-64-normal + 3 205 c.122A>T

C T rs3814883byFrequency|by1000genomesMG-64-tumorMG-64-normal + 13 2402 c.1359C>T

T A MG-64-tumorMG-64-normal - 1 203 c.204A>T

C T rs872665 by1000genomesMG-64-tumorMG-64-normal - 7 1855 c.1519G>A

C G rs78992879byFrequency|by1000genomesMG-64-tumorMG-64-normal + 34 4798 c.4622C>G

C T rs468525 by1000genomesMG-64-tumorMG-64-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-64-tumorMG-64-normal - 12 2105 c.2062A>G

T A rs35737760by1000genomesMG-64-tumorMG-64-normal + 19 2685 c.2520T>A

C T MG-64-tumorMG-64-normal - 3 370 c.335G>A

G A rs2227983byFrequency|by1000genomesMG-64-tumorMG-64-normal + 13 1739 c.1562G>A

C T rs2229265byFrequency|by1000genomesMG-64-tumorMG-64-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-64-tumorMG-64-normal - 21 3503 c.3501A>T

G T rs918558 byFrequency|by1000genomesMG-64-tumorMG-64-normal + 1 2142 c.2142G>T

G T rs147825872 MG-64-tumorMG-64-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-64-tumorMG-64-normal - 5 4949 c.4736A>G

A G rs17443123by1000genomesMG-64-tumorMG-64-normal + 5 915 c.750A>G

T C MG-64-tumorMG-64-normal + 8 505 c.505T>C

A T rs35238720byFrequency|by1000genomesMG-64-tumorMG-64-normal + 4 1205 c.860A>T

C T rs4802382by1000genomesMG-64-tumorMG-64-normal + 6 554 c.360C>T

A G rs2074912byFrequency|by1000genomesMG-64-tumorMG-64-normal + 1 1709 c.1709A>G

G A rs112167630byFrequency|by1000genomesMG-64-tumorMG-64-normal + 39 7488 c.6853G>A

T C MG-64-tumorMG-64-normal - 39 11885 c.11886A>G

T C rs12731746byFrequency|by1000genomesMG-64-tumorMG-64-normal - 11 1394 c.897A>G

T C rs111331725by1000genomesMG-64-tumorMG-64-normal + 6 643 c.263T>C

C A rs2973558by1000genomesMG-64-tumorMG-64-normal + 20 2514 c.2338C>A

G A rs142702316byFrequencyMG-64-tumorMG-64-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-64-tumorMG-64-normal - 3 159 c.115A>G

T C rs7744765by1000genomesMG-64-tumorMG-64-normal + 14 1929 c.1730T>C

G A rs33969768byFrequency|by1000genomesMG-65-tumorMG-65-normal - 8 5863 c.5650C>T

T C rs831043 byFrequency|by1000genomesMG-65-tumorMG-65-normal - 21 3354 c.3069A>G

C A rs12627379byFrequency|by1000genomesMG-65-tumorMG-65-normal - 23 1834

C A MG-65-tumorMG-65-normal - 24 5233 c.5023G>T

C T rs1386356byFrequency|by1000genomesMG-65-tumorMG-65-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-65-tumorMG-65-normal - 20 2134 c.1864G>A

A G MG-65-tumorMG-65-normal - 15 1346 c.1346T>C

C T MG-65-tumorMG-65-normal - 3 300 c.263G>A

G C MG-65-tumorMG-65-normal + 16 5032 c.4860G>C



C A rs34400049byFrequency|by1000genomesMG-65-tumorMG-65-normal + 14 2474 c.2092C>A

G A rs62070401by1000genomesMG-65-tumorMG-65-normal - 12 2205 c.2162C>T

C T rs77376932byFrequencyMG-65-tumorMG-65-normal - 3 3235 c.3160G>A

C T rs139963428byFrequency|by1000genomesMG-65-tumorMG-65-normal - 15 1211 c.844G>A

G A rs12022217byFrequency|by1000genomesMG-65-tumorMG-65-normal - 3 4602 c.4530C>T

T C rs2229992byFrequency|by1000genomesMG-65-tumorMG-65-normal + 12 1838 c.1458T>C

C T rs17290559byFrequency|by1000genomesMG-65-tumorMG-65-normal + 21 2685 c.2508C>T

G T rs12568784byFrequency|by1000genomesMG-65-tumorMG-65-normal - 3 7202 c.7130C>A

G T rs3212254byFrequency|by1000genomesMG-65-tumorMG-65-normal - 10 1693 c.1475C>A

G T rs2075249byFrequency|by1000genomesMG-65-tumorMG-65-normal - 21 3339 c.3054C>A

G C rs117663825byFrequency|by1000genomesMG-65-tumorMG-65-normal + 6 1483 c.1203G>C

C G rs149605490by1000genomesMG-65-tumorMG-65-normal + 3 1000 c.781C>G

C T rs34291900byFrequency|by1000genomesMG-65-tumorMG-65-normal - 15 2291 c.2006G>A

G A rs28694264 MG-65-tumorMG-65-normal + 16 2869 c.2389G>A

C T MG-65-tumorMG-65-normal + 1 1270 c.1269C>T

C A rs138908625byFrequency|by1000genomesMG-65-tumorMG-65-normal - 8 1357 c.1139G>T

C T rs115572434byFrequency|by1000genomesMG-65-tumorMG-65-normal + 8 3730 c.2874C>T

A T MG-65-tumorMG-65-normal + 6 724 c.502A>T

A G rs2229268byFrequency|by1000genomesMG-65-tumorMG-65-normal - 61 11886 c.11601T>C

T C rs3755806byFrequency|by1000genomesMG-65-tumorMG-65-normal - 15 2117 c.2115A>G

G A rs7234999byFrequency|by1000genomesMG-65-tumorMG-65-normal - 5 5512 c.5299C>T

C T rs41299110byFrequency|by1000genomesMG-65-tumorMG-65-normal + 14 1944 c.1699C>T

G C rs2240 byFrequency|by1000genomesMG-65-tumorMG-65-normal - 13 2935 c.2560C>G

G C rs13397109byFrequency|by1000genomesMG-65-tumorMG-65-normal - 41 7911 c.7626C>G

C A rs6738031by1000genomesMG-65-tumorMG-65-normal - 18 3000 c.2874G>T

C T rs872665 by1000genomesMG-65-tumorMG-65-normal - 7 1855 c.1519G>A

G T rs34104660byFrequency|by1000genomesMG-65-tumorMG-65-normal - 4 687 c.402C>A

T C rs11373 byFrequency|by1000genomesMG-65-tumorMG-65-normal - 3 787 c.367A>G

T C rs138093894byFrequencyMG-65-tumorMG-65-normal + 11 3924 c.3879T>C

T G rs1889323by1000genomesMG-65-tumorMG-65-normal - 25 4582 c.4246A>C

C G rs3818764by1000genomesMG-65-tumorMG-65-normal - 4 1331 c.995G>C

T C rs2251219byFrequency|by1000genomesMG-65-tumorMG-65-normal - 26 4397 c.4395A>G

G A MG-65-tumorMG-65-normal + 4 436 c.359G>A

C T rs2229975by1000genomesMG-65-tumorMG-65-normal - 5 927 c.852G>A

G A rs2229266byFrequency|by1000genomesMG-65-tumorMG-65-normal - 6 924 c.639C>T

T C rs28489116by1000genomesMG-65-tumorMG-65-normal - 10 5194 c.4985A>G

T C MG-65-tumorMG-65-normal + 23 2956 c.2446T>C

A G rs7762830by1000genomesMG-65-tumorMG-65-normal + 14 2120 c.1921A>G

C T MG-65-tumorMG-65-normal + 13 1955 c.1710C>T

C G rs2282302byFrequency|by1000genomesMG-65-tumorMG-65-normal - 3 965 c.893G>C

C G rs3791251by1000genomesMG-65-tumorMG-65-normal - 25 4912 c.4786G>C

T C MG-65-tumorMG-65-normal + 5 516 c.136T>C

G A rs3818831byFrequency|by1000genomesMG-65-tumorMG-65-normal - 2 193 c.121C>T

G A rs75124368byFrequency|by1000genomesMG-65-tumorMG-65-normal - 50 9074 c.8103C>T

G A rs11549105byFrequency|by1000genomesMG-65-tumorMG-65-normal - 6 1228 c.1224C>T

T C rs56201064byFrequency|by1000genomesMG-65-tumorMG-65-normal + 8 1948 c.1092T>C

C A rs61747667byFrequency|by1000genomesMG-65-tumorMG-65-normal + 8 1615 c.759C>A



C T rs61747664byFrequency|by1000genomesMG-65-tumorMG-65-normal + 8 2896 c.2040C>T

A G rs33953730by1000genomesMG-65-tumorMG-65-normal - 25 4326 c.4200T>C

T C rs1064545 MG-65-tumorMG-65-normal - 10 1261 c.1168A>G

C T rs151233 by1000genomesMG-65-tumorMG-65-normal + 2 99 c.66C>T

T C MG-65-tumorMG-65-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-65-tumorMG-65-normal + 1 376 c.99G>A

G T rs11952292byFrequency|by1000genomesMG-65-tumorMG-65-normal + 1 2442 c.2442G>T

G A rs77288131byFrequency|by1000genomesMG-65-tumorMG-65-normal + 12 2707 c.2488G>A

C T MG-65-tumorMG-65-normal - 3 605 c.421G>A

G A rs16825150byFrequency|by1000genomesMG-65-tumorMG-65-normal + 7 954 c.909G>A

C A rs114687140byFrequency|by1000genomesMG-65-tumorMG-65-normal - 13 9413 c.9038G>T

T C rs9646771by1000genomesMG-65-tumorMG-65-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-65-tumorMG-65-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-65-tumorMG-65-normal + 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-65-tumorMG-65-normal - 5 2988 c.2775A>C

T C rs17019360by1000genomesMG-65-tumorMG-65-normal + 17 2524 c.1800T>C

C A rs6453022by1000genomesMG-65-tumorMG-65-normal + 7 1027 c.851C>A

A T rs3739451by1000genomesMG-65-tumorMG-65-normal - 39 9817 c.9481T>A

G A rs10082432byFrequency|by1000genomesMG-65-tumorMG-65-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-65-tumorMG-65-normal - 16 2320 c.2233G>C

G C rs6771157byFrequency|by1000genomesMG-65-tumorMG-65-normal - 19 3392 c.3393C>G

C T MG-65-tumorMG-65-normal - 19 4474 c.4264G>A

T C rs7716253by1000genomesMG-65-tumorMG-65-normal + 8 1121 c.945T>C

C T rs12236219byFrequency|by1000genomesMG-65-tumorMG-65-normal + 5 1231 c.1141C>T

A G rs138997916byFrequency|by1000genomesMG-65-tumorMG-65-normal - 3 2832 c.2760T>C

C T rs3796032byFrequency|by1000genomesMG-65-tumorMG-65-normal - 17 2381 c.1929G>A

T A rs79661992byFrequency|by1000genomesMG-65-tumorMG-65-normal - 13 8111 c.7736A>T

A G rs6679449by1000genomesMG-65-tumorMG-65-normal - 3 1923 c.1851T>C

A G MG-65-tumorMG-65-normal + 1 12 c.12A>G

G C rs3088074byFrequency|by1000genomesMG-65-tumorMG-65-normal - 9 2999 c.2785C>G

C T MG-65-tumorMG-65-normal - 4 988 c.793G>A

C T rs56391007by1000genomesMG-65-tumorMG-65-normal + 14 3175 c.2975C>T

C T rs34315566byFrequency|by1000genomesMG-65-tumorMG-65-normal + 35 5595 c.4527C>T

A C rs76504934by1000genomesMG-65-tumorMG-65-normal - 4 464 c.427T>G

G A rs9804992byFrequency|by1000genomesMG-65-tumorMG-65-normal + 11 3172 c.2529G>A

G T rs6748626byFrequency|by1000genomesMG-65-tumorMG-65-normal - 20 4043 c.3072C>A

A G rs61747663byFrequency|by1000genomesMG-65-tumorMG-65-normal + 8 2422 c.1566A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-65-tumorMG-65-normal + 7 1597 c.1215T>C

G A rs150256961byFrequencyMG-65-tumorMG-65-normal - 19 1589 c.1222C>T

C A rs78225807byFrequency|by1000genomesMG-65-tumorMG-65-normal - 11 919 c.552G>T

A C rs881732 by1000genomesMG-65-tumorMG-65-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-65-tumorMG-65-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-65-tumorMG-65-normal - 15 3032 c.2696A>G

C T rs12777740byFrequency|by1000genomesMG-65-tumorMG-65-normal - 13 8321 c.7946G>A

T G rs78697077byFrequency|by1000genomesMG-65-tumorMG-65-normal - 34 5286 c.5068A>C

T C MG-65-tumorMG-65-normal - 24 5188 c.4978A>G

T C rs2241190byFrequency|by1000genomesMG-65-tumorMG-65-normal - 17 2745 c.2460A>G



C T rs11591817byFrequency|by1000genomesMG-65-tumorMG-65-normal - 13 6002 c.5627G>A

G A rs13054014byFrequency|by1000genomesMG-65-tumorMG-65-normal + 2 569 c.210G>A

A G rs826549 by1000genomesMG-65-tumorMG-65-normal + 18 2676 c.2550A>G

G A rs17656599byFrequency|by1000genomesMG-65-tumorMG-65-normal - 12 2007 c.1823C>T

G A MG-65-tumorMG-65-normal - 31 6810 c.6811C>T

C T rs7240355byFrequency|by1000genomesMG-65-tumorMG-65-normal - 5 5238 c.5025G>A

T G rs9807633by1000genomesMG-65-tumorMG-65-normal - 1 88 c.89A>C

A T rs10817021by1000genomesMG-65-tumorMG-65-normal - 24 4324 c.3988T>A

C T rs10082533byFrequency|by1000genomesMG-65-tumorMG-65-normal - 13 8753 c.8378G>A

C T rs140871032byFrequency|by1000genomesMG-65-tumorMG-65-normal + 4 664 c.220C>T

T C rs7714670by1000genomesMG-65-tumorMG-65-normal + 6 849 c.673T>C

G A rs3793379byFrequency|by1000genomesMG-65-tumorMG-65-normal + 32 4159 c.3882G>A

A G MG-65-tumorMG-65-normal - 20 3662 c.3575T>C

C T rs17605476by1000genomesMG-65-tumorMG-65-normal + 5 1338 c.1140C>T

G A rs10025433 MG-65-tumorMG-65-normal + 2 501 c.21G>A

T C rs17848169byFrequency|by1000genomesMG-65-tumorMG-65-normal - 42 8179 c.7894A>G

G A rs59505617by1000genomesMG-65-tumorMG-65-normal - 6 1756 c.1434C>T

C T rs11873462by1000genomesMG-65-tumorMG-65-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-65-tumorMG-65-normal - 66 12565 c.12280A>G

A T MG-65-tumorMG-65-normal + 1 345 c.345A>T

T C rs1002519byFrequency|by1000genomesMG-65-tumorMG-65-normal + 1 196 c.196T>C

G A rs1128761byFrequency|by1000genomesMG-65-tumorMG-65-normal + 7 1219 c.966G>A

C T rs2243380byFrequency|by1000genomesMG-65-tumorMG-65-normal - 6 698 c.500G>A

T C rs5927083byFrequency|by1000genomesMG-65-tumorMG-65-normal - 14 1841 c.1635A>G

G C rs45469098by1000genomesMG-65-tumorMG-65-normal - 1 255 c.256C>G

G A rs2229354byFrequency|by1000genomesMG-65-tumorMG-65-normal + 7 1131 c.924G>A

G A MG-65-tumorMG-65-normal + 1 130 c.78G>A

G T rs3135897byFrequency|by1000genomesMG-65-tumorMG-65-normal + 13 1909 c.1653G>T

G A rs3795666byFrequency|by1000genomesMG-65-tumorMG-65-normal - 34 6640 c.6421C>T

G A rs35296183byFrequency|by1000genomesMG-65-tumorMG-65-normal - 55 9794 c.8823C>T

T C rs831042 byFrequency|by1000genomesMG-65-tumorMG-65-normal - 24 3945 c.3660A>G

G A rs144383071byFrequencyMG-65-tumorMG-65-normal - 3 3345 c.3270C>T

G A rs12729662byFrequency|by1000genomesMG-65-tumorMG-65-normal - 3 8430 c.8355C>T

G A rs149181731byFrequencyMG-65-tumorMG-65-normal + 1 431 c.379G>A

T C rs61747661byFrequency|by1000genomesMG-65-tumorMG-65-normal + 8 2512 c.1656T>C

C T rs4750936byFrequency|by1000genomesMG-65-tumorMG-65-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-65-tumorMG-65-normal - 8 1866 c.1491G>C

T C rs72716244byFrequency|by1000genomesMG-65-tumorMG-65-normal - 25 12862 c.12653A>G

A T rs142508835by1000genomesMG-65-tumorMG-65-normal - 34 5872 c.5536T>A

T C rs539858|rs78098996byFrequency|by1000genomesMG-65-tumorMG-65-normal - 20 3029 c.3024A>G

A C rs62077264 MG-65-tumorMG-65-normal - 7 854 c.761T>G

C A rs41309435byFrequency|by1000genomesMG-65-tumorMG-65-normal - 11 1408 c.1110G>T

G A rs6018623byFrequency|by1000genomesMG-65-tumorMG-65-normal + 20 3957 c.3741G>A

G A rs11177 byFrequency|by1000genomesMG-65-tumorMG-65-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-65-tumorMG-65-normal + 2 1719 c.1686A>G

T G rs3208659 MG-65-tumorMG-65-normal - 7 871 c.778A>C

C T rs61748181byFrequency|by1000genomesMG-65-tumorMG-65-normal - 2 892 c.835G>A



A C rs76437836byFrequencyMG-65-tumorMG-65-normal - 3 142 c.98T>G

C G rs116238585byFrequency|by1000genomesMG-65-tumorMG-65-normal + 8 3701 c.2845C>G

T C rs41266134byFrequency|by1000genomesMG-65-tumorMG-65-normal - 3 1625 c.1550A>G

A T MG-65-tumorMG-65-normal + 6 678 c.298A>T

G C MG-65-tumorMG-65-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-65-tumorMG-65-normal + 22 2662 c.2385C>T

G A rs3810479byFrequency|by1000genomesMG-65-tumorMG-65-normal - 17 7692 c.7623C>T

A T rs141964620byFrequencyMG-65-tumorMG-65-normal - 13 4659 c.4284T>A

C T rs34594998by1000genomesMG-65-tumorMG-65-normal + 9 1733 c.1509C>T

A G rs11778209byFrequency|by1000genomesMG-65-tumorMG-65-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-65-tumorMG-65-normal - 54 9497 c.8526T>C

A G rs77870608 MG-65-tumorMG-65-normal - 12 1431 c.1380T>C

G A rs2289247byFrequency|by1000genomesMG-65-tumorMG-65-normal + 11 1273 c.1063G>A

T C rs11016071byFrequency|by1000genomesMG-65-tumorMG-65-normal - 13 9086 c.8711A>G

G A rs143684430byFrequencyMG-65-tumorMG-65-normal - 3 6591 c.6516C>T

A G rs40831 by1000genomesMG-65-tumorMG-65-normal + 2 2118 c.2085A>G

G C rs144879674|rs71581015byFrequencyMG-65-tumorMG-65-normal + 1 415 c.186G>C

C T rs3749645by1000genomesMG-65-tumorMG-65-normal + 24 3194 c.3018C>T

A T rs61154129byFrequency|by1000genomesMG-65-tumorMG-65-normal + 5 1102 c.1012A>T

C T rs6432901by1000genomesMG-65-tumorMG-65-normal - 2 514 c.174G>A

C T MG-65-tumorMG-65-normal + 3 423 c.43C>T

C T rs3796031byFrequency|by1000genomesMG-65-tumorMG-65-normal - 17 2399 c.1947G>A

T C rs10082391byFrequency|by1000genomesMG-65-tumorMG-65-normal - 13 8654 c.8279A>G

A G rs2229267byFrequency|by1000genomesMG-65-tumorMG-65-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-65-tumorMG-65-normal + 2 1740 c.1707C>T

G A rs10964525byFrequency|by1000genomesMG-65-tumorMG-65-normal + 4 926 c.717G>A

A G rs4659654byFrequency|by1000genomesMG-65-tumorMG-65-normal - 16 2000 c.1503T>C

G A rs61729203byFrequency|by1000genomesMG-65-tumorMG-65-normal - 13 5031 c.4656C>T

T C rs62070402by1000genomesMG-65-tumorMG-65-normal - 12 2105 c.2062A>G

A G rs2929158by1000genomesMG-65-tumorMG-65-normal - 19 4373 c.4163T>C

G C rs2240089byFrequency|by1000genomesMG-65-tumorMG-65-normal - 12 3187 c.3003C>G

G A rs33956095byFrequency|by1000genomesMG-65-tumorMG-65-normal - 5 2088 c.2031C>T

A C rs1410048by1000genomesMG-65-tumorMG-65-normal - 40 10053 c.9717T>G

A G rs13223756byFrequency|by1000genomesMG-65-tumorMG-65-normal + 7 2144 c.1944A>G

C T MG-65-tumorMG-65-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-65-tumorMG-65-normal - 3 899 c.827G>A

G A rs17350795byFrequency|by1000genomesMG-65-tumorMG-65-normal + 8 2205 c.1349G>A

G C rs142017909byFrequencyMG-65-tumorMG-65-normal - 12 1953 c.1743C>G

A C rs75752352by1000genomesMG-65-tumorMG-65-normal - 4 1274 c.1172T>G

T A rs17264436byFrequency|by1000genomesMG-65-tumorMG-65-normal - 21 3503 c.3501A>T

G T rs918558 byFrequency|by1000genomesMG-65-tumorMG-65-normal + 1 2142 c.2142G>T

G T rs147825872 MG-65-tumorMG-65-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-65-tumorMG-65-normal - 5 4949 c.4736A>G

G T rs80359436|rs28897727byFrequencyMG-65-tumorMG-65-normal + 11 4485 c.4258G>T

A G rs149271 by1000genomesMG-65-tumorMG-65-normal + 2 543 c.510A>G

A G rs61747665byFrequency|by1000genomesMG-65-tumorMG-65-normal + 8 5554 c.4698A>G

C T rs1801187byFrequency|by1000genomesMG-65-tumorMG-65-normal - 37 5440 c.5234G>A



C T rs3814883byFrequency|by1000genomesMG-65-tumorMG-65-normal + 13 2402 c.1359C>T

C A rs3739298byFrequency|by1000genomesMG-65-tumorMG-65-normal - 9 2230 c.1821G>T

A G rs2074912byFrequency|by1000genomesMG-65-tumorMG-65-normal + 1 1709 c.1709A>G

T C rs12731746byFrequency|by1000genomesMG-65-tumorMG-65-normal - 11 1394 c.897A>G

A C MG-65-tumorMG-65-normal - 2 150 c.80T>G

A G rs28647489by1000genomesMG-65-tumorMG-65-normal - 15 10210 c.10001T>C

C T rs57014690by1000genomesMG-65-tumorMG-65-normal - 6 1554 c.1232G>A

C G rs2509943byFrequency|by1000genomesMG-65-tumorMG-65-normal + 3 776 c.279C>G

T G rs1050767byFrequency|by1000genomesMG-65-tumorMG-65-normal - 13 8533 c.8158A>C

C T rs3745764byFrequency|by1000genomesMG-65-tumorMG-65-normal + 9 2705 c.1064C>T

T G rs79385100by1000genomesMG-65-tumorMG-65-normal - 11 1929 c.1930A>C

T C rs78472618byFrequencyMG-65-tumorMG-65-normal - 3 159 c.115A>G

A G rs75639578 MG-65-tumorMG-65-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-65-tumorMG-65-normal + 2 1315 c.1282C>G

G A rs3733415by1000genomesMG-65-tumorMG-65-normal - 2 601 c.392C>T

T C rs831043 byFrequency|by1000genomesMG-66-tumorMG-66-normal - 21 3354 c.3069A>G

C T rs3745764byFrequency|by1000genomesMG-66-tumorMG-66-normal + 9 2705 c.1064C>T

A G rs3737940byFrequency|by1000genomesMG-66-tumorMG-66-normal + 7 3183 c.3138A>G

T G rs61757612byFrequency|by1000genomesMG-66-tumorMG-66-normal - 9 2110 c.1701A>C

G A rs142702316byFrequencyMG-66-tumorMG-66-normal + 1 160 c.108G>A

C T rs2293347byFrequency|by1000genomesMG-66-tumorMG-66-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-66-tumorMG-66-normal - 85 14018 c.13047G>A

G T rs3745765byFrequency|by1000genomesMG-66-tumorMG-66-normal + 9 2360 c.719G>T

C T rs3811444byFrequency|by1000genomesMG-66-tumorMG-66-normal + 6 1169 c.1121C>T

C T MG-66-tumorMG-66-normal - 3 300 c.263G>A

C T MG-66-tumorMG-66-normal + 3 423 c.43C>T

C A MG-66-tumorMG-66-normal + 5 631 c.409C>A

G A rs34830600byFrequency|by1000genomesMG-66-tumorMG-66-normal - 8 2874 c.2805C>T

T C MG-66-tumorMG-66-normal + 1 1026 c.1026T>C

C T rs2931423by1000genomesMG-66-tumorMG-66-normal + 19 2459 c.2283C>T

C A rs1801270byFrequency|by1000genomesMG-66-tumorMG-66-normal + 2 328 c.93C>A

G A rs16898013byFrequency|by1000genomesMG-66-tumorMG-66-normal + 13 1938 c.1848G>A

A G rs4143768byFrequency|by1000genomesMG-66-tumorMG-66-normal - 10 6783 c.6195T>C

G A MG-66-tumorMG-66-normal - 25 4418 c.4174C>T

A G rs141480481by1000genomesMG-66-tumorMG-66-normal + 4 1425 c.1342A>G

C T rs62478357byFrequencyMG-66-tumorMG-66-normal - 8 1268 c.1050G>A

G A rs1062348byFrequency|by1000genomesMG-66-tumorMG-66-normal - 7 1005 c.846C>T

T C rs766894 by1000genomesMG-66-tumorMG-66-normal + 25 2461 c.2295T>C

T G rs3208659 MG-66-tumorMG-66-normal - 7 871 c.778A>C

G A rs139799138byFrequencyMG-66-tumorMG-66-normal - 3 6574 c.6499C>T

C T MG-66-tumorMG-66-normal - 3 1048 c.516G>A

A G rs2229267byFrequency|by1000genomesMG-66-tumorMG-66-normal - 29 5160 c.4875T>C

C T rs210498 by1000genomesMG-66-tumorMG-66-normal - 23 1885 c.1518G>A

T C rs3755806byFrequency|by1000genomesMG-66-tumorMG-66-normal - 15 2117 c.2115A>G

G A rs61737954byFrequency|by1000genomesMG-66-tumorMG-66-normal - 13 3908 c.3724C>T

G A rs61998196by1000genomesMG-66-tumorMG-66-normal - 5 1488 c.1152C>T

T C rs7716253by1000genomesMG-66-tumorMG-66-normal + 8 1121 c.945T>C



T C rs7935 byFrequency|by1000genomesMG-66-tumorMG-66-normal + 9 1808 c.1524T>C

G A rs2228000byFrequency|by1000genomesMG-66-tumorMG-66-normal - 9 1710 c.1496C>T

G A MG-66-tumorMG-66-normal + 1 577 c.577G>A

A G MG-66-tumorMG-66-normal - 11 815 c.771T>C

C A rs149207258by1000genomesMG-66-tumorMG-66-normal - 27 5155 c.4815G>T

C A rs2973558by1000genomesMG-66-tumorMG-66-normal + 20 2514 c.2338C>A

A G MG-66-tumorMG-66-normal + 1 614 c.614A>G

A G MG-66-tumorMG-66-normal + 1 472 c.472A>G

C G rs2298258byFrequency|by1000genomesMG-66-tumorMG-66-normal + 12 1698 c.1260C>G

T G rs112631212byFrequency|by1000genomesMG-66-tumorMG-66-normal - 2 155 c.115A>C

G A rs7624750byFrequency|by1000genomesMG-66-tumorMG-66-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-66-tumorMG-66-normal - 18 3000 c.2874G>T

T C rs62077265 MG-66-tumorMG-66-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-66-tumorMG-66-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-66-tumorMG-66-normal - 3 1368 c.836T>C

T C rs9646771by1000genomesMG-66-tumorMG-66-normal - 4 787 c.447A>G

C T rs2273779byFrequency|by1000genomesMG-66-tumorMG-66-normal + 6 583 c.538C>T

G C rs76882791by1000genomesMG-66-tumorMG-66-normal - 27 7921 c.7573C>G

A G rs28624496 MG-66-tumorMG-66-normal - 1 626 c.196T>C

C G rs147865267byFrequencyMG-66-tumorMG-66-normal - 4 1304 c.1234G>C

G T MG-66-tumorMG-66-normal - 1 487 c.488C>A

G A rs2302694byFrequency|by1000genomesMG-66-tumorMG-66-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-66-tumorMG-66-normal - 26 4397 c.4395A>G

G C MG-66-tumorMG-66-normal - 3 1273 c.741C>G

G A rs2229266byFrequency|by1000genomesMG-66-tumorMG-66-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-66-tumorMG-66-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-66-tumorMG-66-normal + 14 2120 c.1921A>G

C G MG-66-tumorMG-66-normal - 6 293 c.249G>C

A G MG-66-tumorMG-66-normal + 1 276 c.276A>G

G A rs11549105byFrequency|by1000genomesMG-66-tumorMG-66-normal - 6 1228 c.1224C>T

T C MG-66-tumorMG-66-normal - 14 2512 c.2294A>G

C T rs1043141byFrequency|by1000genomesMG-66-tumorMG-66-normal + 4 2376 c.342C>T

T C rs72676907byFrequency|by1000genomesMG-66-tumorMG-66-normal + 3 517 c.327T>C

C T rs151233 by1000genomesMG-66-tumorMG-66-normal + 2 99 c.66C>T

T C MG-66-tumorMG-66-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-66-tumorMG-66-normal + 1 376 c.99G>A

G A rs1718878byFrequency|by1000genomesMG-66-tumorMG-66-normal + 13 2003 c.1590G>A

C T rs113708906byFrequency|by1000genomesMG-66-tumorMG-66-normal + 4 1103 c.1000C>T

G C rs2227910byFrequency|by1000genomesMG-66-tumorMG-66-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-66-tumorMG-66-normal + 16 2064 c.1887T>A

G A MG-66-tumorMG-66-normal + 1 271 c.271G>A

G A rs1713982byFrequency|by1000genomesMG-66-tumorMG-66-normal + 15 2261 c.1848G>A

A G rs1136159byFrequency|by1000genomesMG-66-tumorMG-66-normal - 10 1068 c.860T>C

A G rs13346368by1000genomesMG-66-tumorMG-66-normal + 10 3324 c.3130A>G

C G rs114279527by1000genomesMG-66-tumorMG-66-normal - 2 3137 c.2928G>C

G A rs2880955by1000genomesMG-66-tumorMG-66-normal + 12 1031 c.1031G>A

T G rs74842149byFrequencyMG-66-tumorMG-66-normal - 4 1217 c.1147A>C



T G rs552183 byFrequency|by1000genomesMG-66-tumorMG-66-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-66-tumorMG-66-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-66-tumorMG-66-normal + 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-66-tumorMG-66-normal - 5 2988 c.2775A>C

G A rs3810490by1000genomesMG-66-tumorMG-66-normal - 6 2067 c.1998C>T

C T rs9489143byFrequency|by1000genomesMG-66-tumorMG-66-normal - 13 2184 c.1986G>A

T A rs3740423byFrequency|by1000genomesMG-66-tumorMG-66-normal - 13 4583 c.4208A>T

G A rs3827025by1000genomesMG-66-tumorMG-66-normal - 6 2094 c.2025C>T

C A rs6453022by1000genomesMG-66-tumorMG-66-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-66-tumorMG-66-normal + 2 1791 c.684T>C

G A MG-66-tumorMG-66-normal - 4 453 c.138C>T

C T rs45443899byFrequency|by1000genomesMG-66-tumorMG-66-normal + 2 304 c.217C>T

C G rs143879890by1000genomesMG-66-tumorMG-66-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-66-tumorMG-66-normal + 7 1855 c.1810A>G

G A rs6601 byFrequency|by1000genomesMG-66-tumorMG-66-normal + 25 3881 c.3672G>A

C G MG-66-tumorMG-66-normal - 1 259 c.37G>C

A G rs151306742by1000genomesMG-66-tumorMG-66-normal + 4 729 c.285A>G

G A rs1566622byFrequency|by1000genomesMG-66-tumorMG-66-normal - 22 3705 c.3516C>T

C T rs10252263byFrequency|by1000genomesMG-66-tumorMG-66-normal - 38 8258 c.8040G>A

C G MG-66-tumorMG-66-normal - 15 1302 c.1302G>C

G A rs150552608byFrequency|by1000genomesMG-66-tumorMG-66-normal - 23 3737 c.3452C>T

T C rs2385167byFrequency|by1000genomesMG-66-tumorMG-66-normal + 14 2088 c.1998T>C

A G rs3211362byFrequency|by1000genomesMG-66-tumorMG-66-normal - 9 1020 c.846T>C

G T MG-66-tumorMG-66-normal + 14 1974

C T rs11547311byFrequency|by1000genomesMG-66-tumorMG-66-normal + 8 702 c.570C>T

G A rs4514247byFrequency|by1000genomesMG-66-tumorMG-66-normal - 3 878 c.808C>T

A C rs76504934by1000genomesMG-66-tumorMG-66-normal - 4 464 c.427T>G

C T rs2271806byFrequency|by1000genomesMG-66-tumorMG-66-normal + 18 2822 c.2409C>T

A G MG-66-tumorMG-66-normal - 15 1346 c.1346T>C

A G rs17443123by1000genomesMG-66-tumorMG-66-normal + 5 915 c.750A>G

C T rs7300444byFrequency|by1000genomesMG-66-tumorMG-66-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-66-tumorMG-66-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-66-tumorMG-66-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-66-tumorMG-66-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-66-tumorMG-66-normal + 12 1807 c.1631C>T

T G rs78697077byFrequency|by1000genomesMG-66-tumorMG-66-normal - 34 5286 c.5068A>C

T C rs2229992byFrequency|by1000genomesMG-66-tumorMG-66-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-66-tumorMG-66-normal - 17 2745 c.2460A>G

C T rs16921265by1000genomesMG-66-tumorMG-66-normal + 1 417 c.117C>T

T C rs7714670by1000genomesMG-66-tumorMG-66-normal + 6 849 c.673T>C

C T rs144931466byFrequency|by1000genomesMG-66-tumorMG-66-normal + 9 2125 c.1906C>T

T G rs1889323by1000genomesMG-66-tumorMG-66-normal - 25 4582 c.4246A>C

C T rs140871032byFrequency|by1000genomesMG-66-tumorMG-66-normal + 4 664 c.220C>T

A T rs10817021by1000genomesMG-66-tumorMG-66-normal - 24 4324 c.3988T>A

T C rs34488772byFrequency|by1000genomesMG-66-tumorMG-66-normal - 59 10390 c.9419A>G

T C MG-66-tumorMG-66-normal + 1 1281 c.1281T>C

G A rs7179364by1000genomesMG-66-tumorMG-66-normal + 1 520 c.85G>A



C G rs34915742byFrequency|by1000genomesMG-66-tumorMG-66-normal - 26 4521 c.4236G>C

C G rs3735156byFrequency|by1000genomesMG-66-tumorMG-66-normal - 11 1795 c.1577G>C

G A rs56145411byFrequency|by1000genomesMG-66-tumorMG-66-normal + 4 1211 c.1124G>A

T C rs2075252byFrequency|by1000genomesMG-66-tumorMG-66-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-66-tumorMG-66-normal + 1 196 c.196T>C

C T rs3812458byFrequency|by1000genomesMG-66-tumorMG-66-normal + 22 2662 c.2385C>T

T A MG-66-tumorMG-66-normal - 4 982 c.931A>T

G C rs45469098by1000genomesMG-66-tumorMG-66-normal - 1 255 c.256C>G

C G rs149605490by1000genomesMG-66-tumorMG-66-normal + 3 1000 c.781C>G

G A rs2229354byFrequency|by1000genomesMG-66-tumorMG-66-normal + 7 1131 c.924G>A

C T rs3745762by1000genomesMG-66-tumorMG-66-normal + 6 2241 c.2047C>T

C G MG-66-tumorMG-66-normal - 39 9976 c.9640G>C

G A rs149181731byFrequencyMG-66-tumorMG-66-normal + 1 431 c.379G>A

C T rs169758 by1000genomesMG-66-tumorMG-66-normal - 23 1959 c.1592G>A

C T rs4822790byFrequency|by1000genomesMG-66-tumorMG-66-normal + 15 2042 c.1683C>T

C G rs41278611by1000genomesMG-66-tumorMG-66-normal - 2 594 c.385G>C

G A rs2973566by1000genomesMG-66-tumorMG-66-normal + 14 1930 c.1754G>A

A C rs1052908 MG-66-tumorMG-66-normal + 4 1261 c.1158A>C

G A rs6089925byFrequency|by1000genomesMG-66-tumorMG-66-normal - 4 729 c.660C>T

C T rs3796031byFrequency|by1000genomesMG-66-tumorMG-66-normal - 17 2399 c.1947G>A

A G MG-66-tumorMG-66-normal + 2 555

A G rs17078605byFrequency|by1000genomesMG-66-tumorMG-66-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-66-tumorMG-66-normal + 3 290 c.80G>A

A G MG-66-tumorMG-66-normal + 1 47 c.47A>G

C T MG-66-tumorMG-66-normal - 8 1256 c.1038G>A

G A rs74351250byFrequency|by1000genomesMG-66-tumorMG-66-normal - 9 1013 c.1014C>T

C A MG-66-tumorMG-66-normal + 5 585 c.205C>A

C T rs1035938by1000genomesMG-66-tumorMG-66-normal + 6 1538 c.1344C>T

G A MG-66-tumorMG-66-normal - 3 1505 c.973C>T

G C MG-66-tumorMG-66-normal - 5 1009 c.1010C>G

C A rs35430524by1000genomesMG-66-tumorMG-66-normal + 12 3111 c.2737C>A

G A rs149651686|rs76723236by1000genomesMG-66-tumorMG-66-normal - 11 977 c.610C>T

A G rs11778209byFrequency|by1000genomesMG-66-tumorMG-66-normal - 39 6448 c.6204T>C

A G rs4444457byFrequency|by1000genomesMG-66-tumorMG-66-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-66-tumorMG-66-normal - 10 9441 c.8853T>C

G A rs2289247byFrequency|by1000genomesMG-66-tumorMG-66-normal + 11 1273 c.1063G>A

G A MG-66-tumorMG-66-normal + 1 618 c.618G>A

T C MG-66-tumorMG-66-normal + 14 1761 c.746T>C

T C rs74789055byFrequency|by1000genomesMG-66-tumorMG-66-normal - 58 10196 c.9225A>G

G A MG-66-tumorMG-66-normal - 1 288 c.237C>T

G C rs62070406by1000genomesMG-66-tumorMG-66-normal - 9 1754 c.1711C>G

C T rs6432901by1000genomesMG-66-tumorMG-66-normal - 2 514 c.174G>A

G T rs11952292byFrequency|by1000genomesMG-66-tumorMG-66-normal + 1 2442 c.2442G>T

C T rs3814883byFrequency|by1000genomesMG-66-tumorMG-66-normal + 13 2402 c.1359C>T

G T rs138591330by1000genomesMG-66-tumorMG-66-normal - 27 8211 c.7863C>A

T A rs2060198byFrequency|by1000genomesMG-66-tumorMG-66-normal + 27 5204 c.4914T>A

C T rs468525 by1000genomesMG-66-tumorMG-66-normal - 6 478 c.111G>A



G C rs2240089byFrequency|by1000genomesMG-66-tumorMG-66-normal - 12 3187 c.3003C>G

G A MG-66-tumorMG-66-normal + 41 8718 c.8083G>A

A T rs146352451by1000genomesMG-66-tumorMG-66-normal + 10 797 c.699A>T

C T rs1130233byFrequency|by1000genomesMG-66-tumorMG-66-normal - 8 2206 c.726G>A

C T rs142934522byFrequencyMG-66-tumorMG-66-normal - 67 12665 c.12380G>A

A C rs76437836byFrequencyMG-66-tumorMG-66-normal - 3 142 c.98T>G

A G rs113995284byFrequency|by1000genomesMG-66-tumorMG-66-normal + 7 1761 c.1673A>G

G A rs2227983byFrequency|by1000genomesMG-66-tumorMG-66-normal + 13 1739 c.1562G>A

A G rs142022985byFrequencyMG-66-tumorMG-66-normal + 4 670 c.670A>G

C T rs2229265byFrequency|by1000genomesMG-66-tumorMG-66-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-66-tumorMG-66-normal - 34 7560 c.7341T>A

T A rs17264436byFrequency|by1000genomesMG-66-tumorMG-66-normal - 21 3503 c.3501A>T

A G MG-66-tumorMG-66-normal - 3 1337 c.805T>C

G A rs151001106byFrequencyMG-66-tumorMG-66-normal + 1 192 c.140G>A

G T rs147825872 MG-66-tumorMG-66-normal + 20 4359 c.4282G>T

C T rs2229975by1000genomesMG-66-tumorMG-66-normal - 5 927 c.852G>A

A G rs13288443byFrequency|by1000genomesMG-66-tumorMG-66-normal + 11 2036 c.1827A>G

T C MG-66-tumorMG-66-normal + 8 505 c.505T>C

A G rs1980131byFrequency|by1000genomesMG-66-tumorMG-66-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-66-tumorMG-66-normal - 37 5440 c.5234G>A

C T rs4802382by1000genomesMG-66-tumorMG-66-normal + 6 554 c.360C>T

A G rs2737699byFrequency|by1000genomesMG-66-tumorMG-66-normal - 10 12892 c.12304T>C

A G rs2074912byFrequency|by1000genomesMG-66-tumorMG-66-normal + 1 1709 c.1709A>G

G A rs13054014byFrequency|by1000genomesMG-66-tumorMG-66-normal + 2 569 c.210G>A

G A rs6089924byFrequency|by1000genomesMG-66-tumorMG-66-normal - 4 920 c.851C>T

C T rs55979329by1000genomesMG-66-tumorMG-66-normal - 3 1257 c.725G>A

G T rs918558 byFrequency|by1000genomesMG-66-tumorMG-66-normal + 1 2142 c.2142G>T

T C rs78472618byFrequencyMG-66-tumorMG-66-normal - 3 159 c.115A>G

T C rs7744765by1000genomesMG-66-tumorMG-66-normal + 14 1929 c.1730T>C

G A rs3733415by1000genomesMG-66-tumorMG-66-normal - 2 601 c.392C>T

G A rs16885 byFrequency|by1000genomesMG-67-tumorMG-67-normal - 9 3193 c.2257C>T

T C rs831043 byFrequency|by1000genomesMG-67-tumorMG-67-normal - 21 3354 c.3069A>G

T C rs4989318by1000genomesMG-67-tumorMG-67-normal - 4 1325 c.1130A>G

C A rs34400049byFrequency|by1000genomesMG-67-tumorMG-67-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-67-tumorMG-67-normal + 7 3183 c.3138A>G

C T rs1386356byFrequency|by1000genomesMG-67-tumorMG-67-normal - 85 14018 c.13047G>A

G T rs3745765byFrequency|by1000genomesMG-67-tumorMG-67-normal + 9 2360 c.719G>T

C T rs3811444byFrequency|by1000genomesMG-67-tumorMG-67-normal + 6 1169 c.1121C>T

C T MG-67-tumorMG-67-normal - 3 300 c.263G>A

C T rs2078478by1000genomesMG-67-tumorMG-67-normal - 5 411 c.392G>A

G A rs62070401by1000genomesMG-67-tumorMG-67-normal - 12 2205 c.2162C>T

T C rs61734875by1000genomesMG-67-tumorMG-67-normal + 25 3470 c.3294T>C

A G rs56051835byFrequency|by1000genomesMG-67-tumorMG-67-normal - 47 6700 c.6624T>C

G A MG-67-tumorMG-67-normal - 1 288 c.237C>T

C T rs34307082byFrequency|by1000genomesMG-67-tumorMG-67-normal + 6 863 c.629C>T

G T rs2075249byFrequency|by1000genomesMG-67-tumorMG-67-normal - 21 3339 c.3054C>A

A C rs78767626byFrequency|by1000genomesMG-67-tumorMG-67-normal + 19 2007 c.1773A>C



G A rs16898013byFrequency|by1000genomesMG-67-tumorMG-67-normal + 13 1938 c.1848G>A

A C rs61764072by1000genomesMG-67-tumorMG-67-normal + 11 3306 c.2917A>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-67-tumorMG-67-normal + 6 830 c.282G>C

A G MG-67-tumorMG-67-normal + 1 758 c.758A>G

C A rs3739298byFrequency|by1000genomesMG-67-tumorMG-67-normal - 9 2230 c.1821G>T

T C rs62070402by1000genomesMG-67-tumorMG-67-normal - 12 2105 c.2062A>G

G A MG-67-tumorMG-67-normal + 1 1368 c.1368G>A

C T rs2229265byFrequency|by1000genomesMG-67-tumorMG-67-normal - 54 10788 c.10503G>A

G A rs139799138byFrequencyMG-67-tumorMG-67-normal - 3 6574 c.6499C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-67-tumorMG-67-normal + 17 2594 c.2046A>C

G T rs140059935by1000genomesMG-67-tumorMG-67-normal + 16 1408 c.1408G>T

A G rs2229267byFrequency|by1000genomesMG-67-tumorMG-67-normal - 29 5160 c.4875T>C

T C rs3755806byFrequency|by1000genomesMG-67-tumorMG-67-normal - 15 2117 c.2115A>G

T C rs16006 by1000genomesMG-67-tumorMG-67-normal - 6 875 c.876A>G

T C MG-67-tumorMG-67-normal - 20 3938 c.3851A>G

T C rs7716253by1000genomesMG-67-tumorMG-67-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-67-tumorMG-67-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-67-tumorMG-67-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-67-tumorMG-67-normal - 9 1710 c.1496C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-67-tumorMG-67-normal + 7 1073 c.525C>T

G A rs7624750byFrequency|by1000genomesMG-67-tumorMG-67-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-67-tumorMG-67-normal - 18 3000 c.2874G>T

A G rs33954745byFrequency|by1000genomesMG-67-tumorMG-67-normal - 17 2661 c.2376T>C

A G rs9653483by1000genomesMG-67-tumorMG-67-normal - 21 5040 c.4953T>C

C G rs76554185byFrequency|by1000genomesMG-67-tumorMG-67-normal - 70 11815 c.10844G>C

C T rs2273779byFrequency|by1000genomesMG-67-tumorMG-67-normal + 6 583 c.538C>T

T G rs10817033by1000genomesMG-67-tumorMG-67-normal - 8 2079 c.1743A>C

G A rs2302694byFrequency|by1000genomesMG-67-tumorMG-67-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-67-tumorMG-67-normal - 26 4397 c.4395A>G

T C rs9851685byFrequency|by1000genomesMG-67-tumorMG-67-normal + 23 2508 c.2274T>C

G T rs148069128byFrequencyMG-67-tumorMG-67-normal - 13 1531 c.1491C>A

G A rs13007735byFrequency|by1000genomesMG-67-tumorMG-67-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-67-tumorMG-67-normal + 14 2120 c.1921A>G

C G rs3791251by1000genomesMG-67-tumorMG-67-normal - 25 4912 c.4786G>C

C T rs150298716byFrequency|by1000genomesMG-67-tumorMG-67-normal - 3 2711 c.2636G>A

G T rs6748626byFrequency|by1000genomesMG-67-tumorMG-67-normal - 20 4043 c.3072C>A

A G MG-67-tumorMG-67-normal + 1 276 c.276A>G

G A rs3810485by1000genomesMG-67-tumorMG-67-normal - 8 6116 c.6047C>T

A G rs33953730by1000genomesMG-67-tumorMG-67-normal - 25 4326 c.4200T>C

C T rs1043141byFrequency|by1000genomesMG-67-tumorMG-67-normal + 4 2376 c.342C>T

C T rs151233 by1000genomesMG-67-tumorMG-67-normal + 2 99 c.66C>T

G A rs13054014byFrequency|by1000genomesMG-67-tumorMG-67-normal + 2 569 c.210G>A

T C MG-67-tumorMG-67-normal - 3 305 c.270A>G

G A rs1718878byFrequency|by1000genomesMG-67-tumorMG-67-normal + 13 2003 c.1590G>A

C G rs34693334byFrequency|by1000genomesMG-67-tumorMG-67-normal - 8 1060 c.775G>C

G C rs2227910byFrequency|by1000genomesMG-67-tumorMG-67-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-67-tumorMG-67-normal + 16 2064 c.1887T>A



A G MG-67-tumorMG-67-normal + 1 492 c.492A>G

G A MG-67-tumorMG-67-normal - 3 639 c.51C>T

T G rs79385100by1000genomesMG-67-tumorMG-67-normal - 11 1929 c.1930A>C

G A rs66568705|rs9993357MG-67-tumorMG-67-normal + 1 250 c.105G>A

G A rs1713982byFrequency|by1000genomesMG-67-tumorMG-67-normal + 15 2261 c.1848G>A

G A MG-67-tumorMG-67-normal + 11 787 c.787G>A

T C rs831042 byFrequency|by1000genomesMG-67-tumorMG-67-normal - 24 3945 c.3660A>G

T C rs9646771by1000genomesMG-67-tumorMG-67-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-67-tumorMG-67-normal + 13 1856 c.1680A>G

T G rs12963422byFrequency|by1000genomesMG-67-tumorMG-67-normal - 5 2988 c.2775A>C

T A rs3740423byFrequency|by1000genomesMG-67-tumorMG-67-normal - 13 4583 c.4208A>T

C T rs61752773byFrequency|by1000genomesMG-67-tumorMG-67-normal - 4 887 c.677G>A

T C rs1048500byFrequency|by1000genomesMG-67-tumorMG-67-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-67-tumorMG-67-normal - 69 11621 c.10650G>A

C T rs28997582byFrequency|by1000genomesMG-67-tumorMG-67-normal + 29 4337 c.4053C>T

G A MG-67-tumorMG-67-normal - 8 1274 c.1056C>T

C G rs143879890by1000genomesMG-67-tumorMG-67-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-67-tumorMG-67-normal + 7 1855 c.1810A>G

C T MG-67-tumorMG-67-normal - 3 370 c.335G>A

G A rs10817003by1000genomesMG-67-tumorMG-67-normal - 43 10512 c.10176C>T

G C MG-67-tumorMG-67-normal - 5 1009 c.1010C>G

T C rs2385167byFrequency|by1000genomesMG-67-tumorMG-67-normal + 14 2088 c.1998T>C

T C MG-67-tumorMG-67-normal - 4 796 c.481A>G

G A rs16847812byFrequency|by1000genomesMG-67-tumorMG-67-normal + 4 978 c.865G>A

G A MG-67-tumorMG-67-normal - 28 5873 c.5874C>T

T C rs7744765by1000genomesMG-67-tumorMG-67-normal + 14 1929 c.1730T>C

T C rs111245230by1000genomesMG-67-tumorMG-67-normal - 38 8441 c.8105A>G

T A rs41305611by1000genomesMG-67-tumorMG-67-normal - 3 1170 c.834A>T

G A rs9804992byFrequency|by1000genomesMG-67-tumorMG-67-normal + 11 3172 c.2529G>A

G A MG-67-tumorMG-67-normal + 2 1765 c.1732G>A

T C rs13155212|rs34364709byFrequency|by1000genomesMG-67-tumorMG-67-normal + 7 1597 c.1215T>C

C T rs7300444byFrequency|by1000genomesMG-67-tumorMG-67-normal + 19 5383 c.4740C>T

C T rs2269654byFrequency|by1000genomesMG-67-tumorMG-67-normal + 11 2687 c.2574C>T

T C rs17114803byFrequency|by1000genomesMG-67-tumorMG-67-normal + 11 1465 c.1299T>C

C A MG-67-tumorMG-67-normal - 24 5233 c.5023G>T

T C rs2229992byFrequency|by1000genomesMG-67-tumorMG-67-normal + 12 1838 c.1458T>C

G A rs2275527byFrequency|by1000genomesMG-67-tumorMG-67-normal - 39 5629 c.5553C>T

T C rs140856347by1000genomesMG-67-tumorMG-67-normal - 20 3525 c.3438A>G

C T MG-67-tumorMG-67-normal - 60 9239 c.9033G>A

A T rs111657679byFrequency|by1000genomesMG-67-tumorMG-67-normal - 7 516 c.149T>A

T C rs79492089by1000genomesMG-67-tumorMG-67-normal + 3 395 c.292T>C

G A MG-67-tumorMG-67-normal + 1 1372 c.1372G>A

G T rs139431164byFrequencyMG-67-tumorMG-67-normal + 3 1043 c.824G>T

T A rs17264436byFrequency|by1000genomesMG-67-tumorMG-67-normal - 21 3503 c.3501A>T

T C rs34488772byFrequency|by1000genomesMG-67-tumorMG-67-normal - 59 10390 c.9419A>G

A G MG-67-tumorMG-67-normal + 1 340 c.340A>G

T C rs7714670by1000genomesMG-67-tumorMG-67-normal + 6 849 c.673T>C



T C MG-67-tumorMG-67-normal + 1 179 c.179T>C

T C rs1800372byFrequency|by1000genomesMG-67-tumorMG-67-normal - 6 771 c.639A>G

G A rs3810479byFrequency|by1000genomesMG-67-tumorMG-67-normal - 17 7692 c.7623C>T

C T rs11121691byFrequency|by1000genomesMG-67-tumorMG-67-normal - 49 6985 c.6909G>A

A G rs4659654byFrequency|by1000genomesMG-67-tumorMG-67-normal - 16 2000 c.1503T>C

G A rs80198225 MG-67-tumorMG-67-normal + 8 527 c.527G>A

A G rs13223756byFrequency|by1000genomesMG-67-tumorMG-67-normal + 7 2144 c.1944A>G

T C rs2241190byFrequency|by1000genomesMG-67-tumorMG-67-normal - 17 2745 c.2460A>G

C A MG-67-tumorMG-67-normal + 1 706 c.706C>A

C G rs7297795by1000genomesMG-67-tumorMG-67-normal - 3 796

C G rs149605490by1000genomesMG-67-tumorMG-67-normal + 3 1000 c.781C>G

C G rs11718329by1000genomesMG-67-tumorMG-67-normal + 4 719 c.647C>G

C T rs28444388byFrequency|by1000genomesMG-67-tumorMG-67-normal + 2 1331 c.1131C>T

C A MG-67-tumorMG-67-normal + 1 561 c.561C>A

C T rs4822790byFrequency|by1000genomesMG-67-tumorMG-67-normal + 15 2042 c.1683C>T

G A rs79863383byFrequency|by1000genomesMG-67-tumorMG-67-normal - 4 1403 c.1190C>T

G A rs2271189byFrequency|by1000genomesMG-67-tumorMG-67-normal + 27 3788 c.3348G>A

A T MG-67-tumorMG-67-normal + 4 943 c.734A>T

T C MG-67-tumorMG-67-normal + 1 910 c.910T>C

G A rs3733415by1000genomesMG-67-tumorMG-67-normal - 2 601 c.392C>T

C T rs3796031byFrequency|by1000genomesMG-67-tumorMG-67-normal - 17 2399 c.1947G>A

A G MG-67-tumorMG-67-normal + 1 1345 c.1345A>G

T C rs11373 byFrequency|by1000genomesMG-67-tumorMG-67-normal - 3 787 c.367A>G

T C MG-67-tumorMG-67-normal + 1 52 c.52T>C

C A rs6453022by1000genomesMG-67-tumorMG-67-normal + 7 1027 c.851C>A

T C rs74789055byFrequency|by1000genomesMG-67-tumorMG-67-normal - 58 10196 c.9225A>G

G A rs11177 byFrequency|by1000genomesMG-67-tumorMG-67-normal + 3 290 c.80G>A

T C rs543304 byFrequency|by1000genomesMG-67-tumorMG-67-normal + 11 4034 c.3807T>C

A G rs11016073byFrequency|by1000genomesMG-67-tumorMG-67-normal - 13 6677 c.6302T>C

C A rs144349020by1000genomesMG-67-tumorMG-67-normal + 3 1131 c.912C>A

C T rs3135867byFrequency|by1000genomesMG-67-tumorMG-67-normal + 4 673 c.417C>T

T C rs2075252byFrequency|by1000genomesMG-67-tumorMG-67-normal - 66 12565 c.12280A>G

G A rs1128761byFrequency|by1000genomesMG-67-tumorMG-67-normal + 7 1219 c.966G>A

C T rs3812458byFrequency|by1000genomesMG-67-tumorMG-67-normal + 22 2662 c.2385C>T

A G rs150594 byFrequency|by1000genomesMG-67-tumorMG-67-normal - 13 1559 c.1356T>C

A G rs11778209byFrequency|by1000genomesMG-67-tumorMG-67-normal - 39 6448 c.6204T>C

G A rs74483926byFrequency|by1000genomesMG-67-tumorMG-67-normal - 43 11197 c.10979C>T

A C rs76504934by1000genomesMG-67-tumorMG-67-normal - 4 464 c.427T>G

A G rs4444457byFrequency|by1000genomesMG-67-tumorMG-67-normal - 54 9497 c.8526T>C

A G rs147390101byFrequency|by1000genomesMG-67-tumorMG-67-normal + 9 2132 c.2044A>G

G A rs2289247byFrequency|by1000genomesMG-67-tumorMG-67-normal + 11 1273 c.1063G>A

T C rs12731746byFrequency|by1000genomesMG-67-tumorMG-67-normal - 11 1394 c.897A>G

G A rs61814946byFrequency|by1000genomesMG-67-tumorMG-67-normal - 3 1785 c.1710C>T

A T MG-67-tumorMG-67-normal + 36 3639 c.3473A>T

G C rs62070406by1000genomesMG-67-tumorMG-67-normal - 9 1754 c.1711C>G

C T rs6432901by1000genomesMG-67-tumorMG-67-normal - 2 514 c.174G>A

G C rs45469098by1000genomesMG-67-tumorMG-67-normal - 1 255 c.256C>G



G T MG-67-tumorMG-67-normal - 3 283 c.248C>A

T C rs56145533byFrequency|by1000genomesMG-67-tumorMG-67-normal - 5 4496 c.4283A>G

A G rs6694078byFrequency|by1000genomesMG-67-tumorMG-67-normal + 11 2688 c.2575A>G

C G MG-67-tumorMG-67-normal + 1 407 c.355C>G

T C rs4149056byFrequency|by1000genomesMG-67-tumorMG-67-normal + 6 617 c.521T>C

C T MG-67-tumorMG-67-normal + 17 7784 c.7410C>T

C T rs139014237by1000genomesMG-67-tumorMG-67-normal + 4 983 c.948C>T

T A rs2060198byFrequency|by1000genomesMG-67-tumorMG-67-normal + 27 5204 c.4914T>A

C T MG-67-tumorMG-67-normal + 1 651 c.651C>T

A G rs151306742by1000genomesMG-67-tumorMG-67-normal + 4 729 c.285A>G

G C rs2240089byFrequency|by1000genomesMG-67-tumorMG-67-normal - 12 3187 c.3003C>G

A G rs3108200byFrequency|by1000genomesMG-67-tumorMG-67-normal + 3 2040 c.810A>G

G C rs142017909byFrequencyMG-67-tumorMG-67-normal - 12 1953 c.1743C>G

T C rs7935 byFrequency|by1000genomesMG-67-tumorMG-67-normal + 9 1808 c.1524T>C

T C rs17364812byFrequency|by1000genomesMG-67-tumorMG-67-normal + 13 1219 c.1110T>C

T C rs141193500byFrequencyMG-67-tumorMG-67-normal + 3 1321 c.1029T>C

G T rs147825872 MG-67-tumorMG-67-normal + 20 4359 c.4282G>T

T C MG-67-tumorMG-67-normal + 8 505 c.505T>C

A G rs1980131byFrequency|by1000genomesMG-67-tumorMG-67-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-67-tumorMG-67-normal - 37 5440 c.5234G>A

A C rs881732 by1000genomesMG-67-tumorMG-67-normal + 17 1912 c.1092A>C

C T rs111505885 MG-67-tumorMG-67-normal + 1 340 c.324C>T

G A MG-67-tumorMG-67-normal - 43 10536 c.10200C>T

C T rs139729752byFrequencyMG-67-tumorMG-67-normal - 3 398 c.328G>A

C T rs62637614byFrequency|by1000genomesMG-67-tumorMG-67-normal - 2 1183 c.774G>A

C T rs2229975by1000genomesMG-67-tumorMG-67-normal - 5 927 c.852G>A

C A rs34400049byFrequency|by1000genomesMG-68-tumorMG-68-normal + 14 2474 c.2092C>A

A G rs3737940byFrequency|by1000genomesMG-68-tumorMG-68-normal + 7 3183 c.3138A>G

A G rs62077275 MG-68-tumorMG-68-normal - 2 173 c.80T>C

C T rs1386356byFrequency|by1000genomesMG-68-tumorMG-68-normal - 85 14018 c.13047G>A

G T rs3745765byFrequency|by1000genomesMG-68-tumorMG-68-normal + 9 2360 c.719G>T

A C rs1141701by1000genomesMG-68-tumorMG-68-normal - 10 1239 c.1146T>G

G A rs12022217byFrequency|by1000genomesMG-68-tumorMG-68-normal - 3 4602 c.4530C>T

G A rs34830600byFrequency|by1000genomesMG-68-tumorMG-68-normal - 8 2874 c.2805C>T

G T rs12568784byFrequency|by1000genomesMG-68-tumorMG-68-normal - 3 7202 c.7130C>A

T C rs141049734byFrequencyMG-68-tumorMG-68-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-68-tumorMG-68-normal - 10 6783 c.6195T>C

A G MG-68-tumorMG-68-normal + 9 1351 c.1225A>G

C T rs62478357byFrequencyMG-68-tumorMG-68-normal - 8 1268 c.1050G>A

G A rs1062348byFrequency|by1000genomesMG-68-tumorMG-68-normal - 7 1005 c.846C>T

T G rs3208659 MG-68-tumorMG-68-normal - 7 871 c.778A>C

A G rs2229268byFrequency|by1000genomesMG-68-tumorMG-68-normal - 61 11886 c.11601T>C

T C rs139473357by1000genomesMG-68-tumorMG-68-normal - 9 2069 c.1847A>G

G C rs12104021by1000genomesMG-68-tumorMG-68-normal - 3 790 c.258C>G

A G rs62077276 MG-68-tumorMG-68-normal - 2 170 c.77T>C

G A rs7624750byFrequency|by1000genomesMG-68-tumorMG-68-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-68-tumorMG-68-normal + 6 1132 c.1080C>T



A G rs4659654byFrequency|by1000genomesMG-68-tumorMG-68-normal - 16 2000 c.1503T>C

T C rs3733406by1000genomesMG-68-tumorMG-68-normal - 10 8361 c.8152A>G

T C rs62077265 MG-68-tumorMG-68-normal - 3 321 c.228A>G

C T MG-68-tumorMG-68-normal + 22 5237 c.5160C>T

C T rs210498 by1000genomesMG-68-tumorMG-68-normal - 23 1885 c.1518G>A

T C MG-68-tumorMG-68-normal - 9 1441 c.1390A>G

G A rs12104022by1000genomesMG-68-tumorMG-68-normal - 3 784 c.252C>T

C G MG-68-tumorMG-68-normal + 5 515 c.135C>G

T G rs10817033by1000genomesMG-68-tumorMG-68-normal - 8 2079 c.1743A>C

T C rs41286961byFrequency|by1000genomesMG-68-tumorMG-68-normal + 14 1440 c.1340T>C

T G rs12963422byFrequency|by1000genomesMG-68-tumorMG-68-normal - 5 2988 c.2775A>C

T A MG-68-tumorMG-68-normal + 22 5236 c.5159T>A

T C rs9851685byFrequency|by1000genomesMG-68-tumorMG-68-normal + 23 2508 c.2274T>C

G A rs2229266byFrequency|by1000genomesMG-68-tumorMG-68-normal - 6 924 c.639C>T

T C MG-68-tumorMG-68-normal + 1 276 c.276T>C

G A rs141223284byFrequencyMG-68-tumorMG-68-normal + 20 6735 c.6609G>A

A G rs7762830by1000genomesMG-68-tumorMG-68-normal + 14 2120 c.1921A>G

G A rs3818831byFrequency|by1000genomesMG-68-tumorMG-68-normal - 2 193 c.121C>T

G A rs45549235byFrequency|by1000genomesMG-68-tumorMG-68-normal - 13 6887 c.6512C>T

T C rs1064545 MG-68-tumorMG-68-normal - 10 1261 c.1168A>G

G C rs62077263 MG-68-tumorMG-68-normal - 7 916 c.823C>G

T C rs79454290 MG-68-tumorMG-68-normal - 10 1195 c.1102A>G

A T rs1063536byFrequency|by1000genomesMG-68-tumorMG-68-normal - 4 612 c.237T>A

G A rs1718878byFrequency|by1000genomesMG-68-tumorMG-68-normal + 13 2003 c.1590G>A

C T rs3740424byFrequency|by1000genomesMG-68-tumorMG-68-normal - 13 3576 c.3201G>A

G A rs1713982byFrequency|by1000genomesMG-68-tumorMG-68-normal + 15 2261 c.1848G>A

G A MG-68-tumorMG-68-normal + 1 70 c.70G>A

T C rs9646771by1000genomesMG-68-tumorMG-68-normal - 4 787 c.447A>G

T G rs74842149byFrequencyMG-68-tumorMG-68-normal - 4 1217 c.1147A>C

A G rs2973568by1000genomesMG-68-tumorMG-68-normal + 13 1856 c.1680A>G

A G rs13223756byFrequency|by1000genomesMG-68-tumorMG-68-normal + 7 2144 c.1944A>G

G A MG-68-tumorMG-68-normal - 4 453 c.138C>T

C G rs143879890by1000genomesMG-68-tumorMG-68-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-68-tumorMG-68-normal + 7 1855 c.1810A>G

G A MG-68-tumorMG-68-normal + 6 1154 c.1102G>A

T G rs1058201 MG-68-tumorMG-68-normal - 3 297 c.204A>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-68-tumorMG-68-normal + 7 1597 c.1215T>C

G A MG-68-tumorMG-68-normal + 1 751 c.751G>A

A G rs80120716 MG-68-tumorMG-68-normal - 10 1214 c.1121T>C

A G rs6679449by1000genomesMG-68-tumorMG-68-normal - 3 1923 c.1851T>C

A G rs62077272 MG-68-tumorMG-68-normal - 3 219 c.126T>C

T A rs41305611by1000genomesMG-68-tumorMG-68-normal - 3 1170 c.834A>T

T G rs62075657 MG-68-tumorMG-68-normal - 13 1770 c.1677A>C

A C rs76504934by1000genomesMG-68-tumorMG-68-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-68-tumorMG-68-normal + 24 3194 c.3018C>T

A C rs76437836byFrequencyMG-68-tumorMG-68-normal - 3 142 c.98T>G

A C rs881732 by1000genomesMG-68-tumorMG-68-normal + 17 1912 c.1092A>C



G T rs7206111byFrequency|by1000genomesMG-68-tumorMG-68-normal - 9 1041 c.404C>A

T C rs2229992byFrequency|by1000genomesMG-68-tumorMG-68-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-68-tumorMG-68-normal - 17 2745 c.2460A>G

T G MG-68-tumorMG-68-normal - 13 1654 c.1561A>C

C T MG-68-tumorMG-68-normal - 8 1260 c.1042G>A

C T rs2292556byFrequency|by1000genomesMG-68-tumorMG-68-normal - 19 1959 c.1689G>A

G A rs10817003by1000genomesMG-68-tumorMG-68-normal - 43 10512 c.10176C>T

G A MG-68-tumorMG-68-normal - 1 68 c.57C>T

G A rs116011482by1000genomesMG-68-tumorMG-68-normal - 8 4578 c.4509C>T

A T rs7095325byFrequency|by1000genomesMG-68-tumorMG-68-normal - 7 1087 c.712T>A

G A rs35296183byFrequency|by1000genomesMG-68-tumorMG-68-normal - 55 9794 c.8823C>T

T C rs2075252byFrequency|by1000genomesMG-68-tumorMG-68-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-68-tumorMG-68-normal + 1 196 c.196T>C

T C rs62075619 MG-68-tumorMG-68-normal - 14 1980 c.1887A>G

G C rs45469098by1000genomesMG-68-tumorMG-68-normal - 1 255 c.256C>G

T C rs3026101by1000genomesMG-68-tumorMG-68-normal + 14 2279 c.2055T>C

G T MG-68-tumorMG-68-normal - 7 405 c.406C>A

C G rs147865267byFrequencyMG-68-tumorMG-68-normal - 4 1304 c.1234G>C

C T rs169758 by1000genomesMG-68-tumorMG-68-normal - 23 1959 c.1592G>A

T C rs34174591by1000genomesMG-68-tumorMG-68-normal - 27 13403 c.13194A>G

T G rs74612656 MG-68-tumorMG-68-normal - 11 1320 c.1227A>C

G A rs3733415by1000genomesMG-68-tumorMG-68-normal - 2 601 c.392C>T

A G rs3208627 MG-68-tumorMG-68-normal - 2 153 c.60T>C

A C rs62077264 MG-68-tumorMG-68-normal - 7 854 c.761T>G

G A rs76836956by1000genomesMG-68-tumorMG-68-normal - 10 1209 c.1116C>T

T C rs12990449byFrequency|by1000genomesMG-68-tumorMG-68-normal - 2 1114 c.143A>G

A G rs17078605byFrequency|by1000genomesMG-68-tumorMG-68-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-68-tumorMG-68-normal + 3 290 c.80G>A

T C rs543304 byFrequency|by1000genomesMG-68-tumorMG-68-normal + 11 4034 c.3807T>C

A G rs77870608 MG-68-tumorMG-68-normal - 12 1431 c.1380T>C

G C MG-68-tumorMG-68-normal - 5 1009 c.1010C>G

T C MG-68-tumorMG-68-normal - 7 406 c.407A>G

T C rs831042 byFrequency|by1000genomesMG-68-tumorMG-68-normal - 24 3945 c.3660A>G

A G rs150594 byFrequency|by1000genomesMG-68-tumorMG-68-normal - 13 1559 c.1356T>C

T C rs7716253by1000genomesMG-68-tumorMG-68-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-68-tumorMG-68-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-68-tumorMG-68-normal - 10 9441 c.8853T>C

G A rs2289247byFrequency|by1000genomesMG-68-tumorMG-68-normal + 11 1273 c.1063G>A

G A rs35821928byFrequency|by1000genomesMG-68-tumorMG-68-normal - 52 9293 c.8322C>T

C T rs6432901by1000genomesMG-68-tumorMG-68-normal - 2 514 c.174G>A

T C MG-68-tumorMG-68-normal + 5 516 c.136T>C

C T rs150268140byFrequencyMG-68-tumorMG-68-normal + 25 4194 c.3126C>T

A G rs2229267byFrequency|by1000genomesMG-68-tumorMG-68-normal - 29 5160 c.4875T>C

T G rs77320707 MG-68-tumorMG-68-normal - 5 520 c.427A>C

T C rs62077266 MG-68-tumorMG-68-normal - 3 311 c.218A>G

T A rs79348596 MG-68-tumorMG-68-normal - 4 360 c.267A>T

C T rs872665 by1000genomesMG-68-tumorMG-68-normal - 7 1855 c.1519G>A



C T rs468525 by1000genomesMG-68-tumorMG-68-normal - 6 478 c.111G>A

A G rs2737699byFrequency|by1000genomesMG-68-tumorMG-68-normal - 10 12892 c.12304T>C

C T rs2282303byFrequency|by1000genomesMG-68-tumorMG-68-normal - 3 899 c.827G>A

C T rs150516342byFrequencyMG-68-tumorMG-68-normal - 34 6442 c.6223G>A

C A rs2230018byFrequency|by1000genomesMG-68-tumorMG-68-normal + 17 2218 c.2177C>A

T C MG-68-tumorMG-68-normal + 1 543 c.543T>C

G A rs9789047by1000genomesMG-68-tumorMG-68-normal + 10 998 c.998G>A

G T rs147825872 MG-68-tumorMG-68-normal + 20 4359 c.4282G>T

C T MG-68-tumorMG-68-normal + 13 1896 c.1806C>T

C T rs151182657byFrequencyMG-68-tumorMG-68-normal - 9 1295 c.1263G>A

A T MG-68-tumorMG-68-normal - 13 1655 c.1562T>A

T C rs12731746byFrequency|by1000genomesMG-68-tumorMG-68-normal - 11 1394 c.897A>G

T G rs62075658 MG-68-tumorMG-68-normal - 13 1761 c.1668A>C

A G rs75731161 MG-68-tumorMG-68-normal - 14 1942 c.1849T>C

T A rs2060198byFrequency|by1000genomesMG-68-tumorMG-68-normal + 27 5204 c.4914T>A

A G rs151306742by1000genomesMG-68-tumorMG-68-normal + 4 729 c.285A>G

T C rs74424517by1000genomesMG-68-tumorMG-68-normal - 17 10469 c.10260A>G

C T rs2273779byFrequency|by1000genomesMG-68-tumorMG-68-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-68-tumorMG-68-normal + 1 160 c.108G>A

C T rs3745764byFrequency|by1000genomesMG-69-tumorMG-69-normal + 9 2705 c.1064C>T

A G rs3737940byFrequency|by1000genomesMG-69-tumorMG-69-normal + 7 3183 c.3138A>G

T C rs831043 byFrequency|by1000genomesMG-69-tumorMG-69-normal - 21 3354 c.3069A>G

C T rs2286007byFrequency|by1000genomesMG-69-tumorMG-69-normal + 8 2637 c.1994C>T

C T rs1386356byFrequency|by1000genomesMG-69-tumorMG-69-normal - 85 14018 c.13047G>A

G A rs34395441by1000genomesMG-69-tumorMG-69-normal + 2 2563 c.2530G>A

C T MG-69-tumorMG-69-normal - 2 1610 c.1401G>A

G T rs71238527by1000genomesMG-69-tumorMG-69-normal + 3 639 c.494G>T

G A rs62070401by1000genomesMG-69-tumorMG-69-normal - 12 2205 c.2162C>T

C A rs149207258by1000genomesMG-69-tumorMG-69-normal - 27 5155 c.4815G>T

C T rs80358600 MG-69-tumorMG-69-normal + 11 3742 c.3515C>T

T C rs2229992byFrequency|by1000genomesMG-69-tumorMG-69-normal + 12 1838 c.1458T>C

C T rs2071702byFrequency|by1000genomesMG-69-tumorMG-69-normal + 27 7277 c.7254C>T

C T MG-69-tumorMG-69-normal + 2 1260 c.420C>T

G A rs61751542by1000genomesMG-69-tumorMG-69-normal - 25 4204 c.4129C>T

G T rs2075249byFrequency|by1000genomesMG-69-tumorMG-69-normal - 21 3339 c.3054C>A

G A rs117865341byFrequency|by1000genomesMG-69-tumorMG-69-normal - 18 2858 c.2660C>T

A G rs3181247byFrequency|by1000genomesMG-69-tumorMG-69-normal - 3 522 c.304T>C

C T rs142019382by1000genomesMG-69-tumorMG-69-normal - 26 5588 c.5571G>A

G T rs6748626byFrequency|by1000genomesMG-69-tumorMG-69-normal - 20 4043 c.3072C>A

A G rs1206038byFrequency|by1000genomesMG-69-tumorMG-69-normal + 29 5706 c.5071A>G

G A rs3793379byFrequency|by1000genomesMG-69-tumorMG-69-normal + 32 4159 c.3882G>A

G A rs16885 byFrequency|by1000genomesMG-69-tumorMG-69-normal - 9 3193 c.2257C>T

C T rs62478357byFrequencyMG-69-tumorMG-69-normal - 8 1268 c.1050G>A

G A rs2853344byFrequency|by1000genomesMG-69-tumorMG-69-normal - 13 2990 c.2615C>T

A G rs13288443byFrequency|by1000genomesMG-69-tumorMG-69-normal + 11 2036 c.1827A>G

A G rs2229268byFrequency|by1000genomesMG-69-tumorMG-69-normal - 61 11886 c.11601T>C

G A rs2271189byFrequency|by1000genomesMG-69-tumorMG-69-normal + 27 3788 c.3348G>A



G A rs61753643byFrequency|by1000genomesMG-69-tumorMG-69-normal - 19 1908 c.1638C>T

T C rs3755806byFrequency|by1000genomesMG-69-tumorMG-69-normal - 15 2117 c.2115A>G

T G MG-69-tumorMG-69-normal + 2 681

T C rs140856347by1000genomesMG-69-tumorMG-69-normal - 20 3525 c.3438A>G

G A rs7853155by1000genomesMG-69-tumorMG-69-normal - 30 5337 c.5001C>T

G A rs2228000byFrequency|by1000genomesMG-69-tumorMG-69-normal - 9 1710 c.1496C>T

A C rs7995564by1000genomesMG-69-tumorMG-69-normal + 10 2068 c.1534A>C

C A rs146853248byFrequencyMG-69-tumorMG-69-normal - 8 1203 c.267G>T

T C MG-69-tumorMG-69-normal + 1 61 c.61T>C

G A rs111789308byFrequency|by1000genomesMG-69-tumorMG-69-normal - 19 4446 c.4236C>T

A C rs1208606byFrequency|by1000genomesMG-69-tumorMG-69-normal - 6 1571 c.1359T>G

C A rs78806080byFrequency|by1000genomesMG-69-tumorMG-69-normal - 13 3029 c.2058G>T

A G rs9653483by1000genomesMG-69-tumorMG-69-normal - 21 5040 c.4953T>C

C T rs2273779byFrequency|by1000genomesMG-69-tumorMG-69-normal + 6 583 c.538C>T

T C rs13155212|rs34364709byFrequency|by1000genomesMG-69-tumorMG-69-normal + 7 1597 c.1215T>C

A G rs10853307by1000genomesMG-69-tumorMG-69-normal - 3 1368 c.836T>C

T C rs62070402by1000genomesMG-69-tumorMG-69-normal - 12 2105 c.2062A>G

T C MG-69-tumorMG-69-normal - 2 110 c.91A>G

G C rs75831573byFrequency|by1000genomesMG-69-tumorMG-69-normal - 34 7294 c.7075C>G

C T rs2274550by1000genomesMG-69-tumorMG-69-normal + 54 8820 c.8286C>T

C G rs3818764by1000genomesMG-69-tumorMG-69-normal - 4 1331 c.995G>C

G A rs61738955byFrequency|by1000genomesMG-69-tumorMG-69-normal + 18 4633 c.4632G>A

C T rs35719940by1000genomesMG-69-tumorMG-69-normal - 15 3241 c.3184G>A

T C rs2251219byFrequency|by1000genomesMG-69-tumorMG-69-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-69-tumorMG-69-normal + 1 144 c.57C>T

G A rs13007735byFrequency|by1000genomesMG-69-tumorMG-69-normal - 16 3587 c.2616C>T

G C rs3816748byFrequency|by1000genomesMG-69-tumorMG-69-normal - 2 650 c.241C>G

C T MG-69-tumorMG-69-normal + 1 270 c.270C>T

A G rs7762830by1000genomesMG-69-tumorMG-69-normal + 14 2120 c.1921A>G

G T rs144792804by1000genomesMG-69-tumorMG-69-normal - 1 174 c.29C>A

C G rs76554185byFrequency|by1000genomesMG-69-tumorMG-69-normal - 70 11815 c.10844G>C

C A rs3739298byFrequency|by1000genomesMG-69-tumorMG-69-normal - 9 2230 c.1821G>T

G C rs12350212byFrequency|by1000genomesMG-69-tumorMG-69-normal + 5 1878 c.1788G>C

T C MG-69-tumorMG-69-normal - 23 5381 c.5300A>G

G C rs62077263 MG-69-tumorMG-69-normal - 7 916 c.823C>G

C T rs151233 by1000genomesMG-69-tumorMG-69-normal + 2 99 c.66C>T

T C MG-69-tumorMG-69-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-69-tumorMG-69-normal + 1 376 c.99G>A

C T rs139963428byFrequency|by1000genomesMG-69-tumorMG-69-normal - 15 1211 c.844G>A

G A rs1718878byFrequency|by1000genomesMG-69-tumorMG-69-normal + 13 2003 c.1590G>A

G A rs17001073byFrequency|by1000genomesMG-69-tumorMG-69-normal + 8 1697 c.1413G>A

G C rs2227910byFrequency|by1000genomesMG-69-tumorMG-69-normal + 2 1911 c.804G>C

C T rs111505885 MG-69-tumorMG-69-normal + 1 340 c.324C>T

A G rs17051895by1000genomesMG-69-tumorMG-69-normal + 23 4485 c.3951A>G

G A rs1713982byFrequency|by1000genomesMG-69-tumorMG-69-normal + 15 2261 c.1848G>A

A G MG-69-tumorMG-69-normal - 15 1346 c.1346T>C

G A rs61742321by1000genomesMG-69-tumorMG-69-normal - 2 813 c.486C>T



G A rs34106261byFrequency|by1000genomesMG-69-tumorMG-69-normal - 7 1117 c.899C>T

A G rs11538677by1000genomesMG-69-tumorMG-69-normal + 49 8035 c.7501A>G

T C rs9646771by1000genomesMG-69-tumorMG-69-normal - 4 787 c.447A>G

T C rs41300566byFrequency|by1000genomesMG-69-tumorMG-69-normal - 13 3805 c.3430A>G

G A MG-69-tumorMG-69-normal + 12 2772 c.2659G>A

T C rs3026101by1000genomesMG-69-tumorMG-69-normal + 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-69-tumorMG-69-normal - 5 2988 c.2775A>C

T A rs3740423byFrequency|by1000genomesMG-69-tumorMG-69-normal - 13 4583 c.4208A>T

G A rs138040503byFrequency|by1000genomesMG-69-tumorMG-69-normal + 16 2282 c.1755G>A

C A rs6453022by1000genomesMG-69-tumorMG-69-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-69-tumorMG-69-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-69-tumorMG-69-normal - 69 11621 c.10650G>A

G T MG-69-tumorMG-69-normal - 10 2073 c.2074C>A

A T rs3739451by1000genomesMG-69-tumorMG-69-normal - 39 9817 c.9481T>A

C T rs139729752byFrequencyMG-69-tumorMG-69-normal - 3 398 c.328G>A

C T rs2227999byFrequency|by1000genomesMG-69-tumorMG-69-normal - 9 1689 c.1475G>A

C T rs1779132byFrequency|by1000genomesMG-69-tumorMG-69-normal - 6 2113 c.1563G>A

C G rs143879890by1000genomesMG-69-tumorMG-69-normal - 16 2320 c.2233G>C

T C rs7716253by1000genomesMG-69-tumorMG-69-normal + 8 1121 c.945T>C

T C rs61995685byFrequency|by1000genomesMG-69-tumorMG-69-normal + 22 4499 c.3864T>C

C T rs6432901by1000genomesMG-69-tumorMG-69-normal - 2 514 c.174G>A

A G rs7107305byFrequency|by1000genomesMG-69-tumorMG-69-normal + 21 5702 c.5679A>G

C T MG-69-tumorMG-69-normal - 49 9507 c.9222G>A

A G rs4862726by1000genomesMG-69-tumorMG-69-normal - 2 2054 c.1845T>C

A G rs1211708byFrequency|by1000genomesMG-69-tumorMG-69-normal - 6 1888 c.1338T>C

A G rs17001075byFrequency|by1000genomesMG-69-tumorMG-69-normal + 9 1793 c.1509A>G

G A rs56337365byFrequency|by1000genomesMG-69-tumorMG-69-normal - 6 908 c.690C>T

A G MG-69-tumorMG-69-normal + 4 1070 c.884A>G

T C rs831042 byFrequency|by1000genomesMG-69-tumorMG-69-normal - 24 3945 c.3660A>G

C T rs74127835by1000genomesMG-69-tumorMG-69-normal + 20 3173 c.3008C>T

C T MG-69-tumorMG-69-normal - 20 2951 c.2864G>A

A C rs76504934by1000genomesMG-69-tumorMG-69-normal - 4 464 c.427T>G

C G rs3817428by1000genomesMG-69-tumorMG-69-normal + 15 7493 c.7119C>G

G A rs34949187by1000genomesMG-69-tumorMG-69-normal + 6 1198 c.824G>A

C T rs7300444byFrequency|by1000genomesMG-69-tumorMG-69-normal + 19 5383 c.4740C>T

G A rs2124203byFrequency|by1000genomesMG-69-tumorMG-69-normal - 19 2832 c.2745C>T

C G rs2282302byFrequency|by1000genomesMG-69-tumorMG-69-normal - 3 965 c.893G>C

G A rs2275527byFrequency|by1000genomesMG-69-tumorMG-69-normal - 39 5629 c.5553C>T

G A rs6070697byFrequency|by1000genomesMG-69-tumorMG-69-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-69-tumorMG-69-normal + 35 5267 c.4983T>C

G A rs151318906by1000genomesMG-69-tumorMG-69-normal + 37 6519 c.5985G>A

A G rs117099452byFrequency|by1000genomesMG-69-tumorMG-69-normal + 27 10341 c.10318A>G

G A MG-69-tumorMG-69-normal + 20 4368 c.4291G>A

C T MG-69-tumorMG-69-normal - 8 1260 c.1042G>A

G T rs139431164byFrequencyMG-69-tumorMG-69-normal + 3 1043 c.824G>T

G A MG-69-tumorMG-69-normal + 1 1060 c.1060G>A

T C rs34488772byFrequency|by1000genomesMG-69-tumorMG-69-normal - 59 10390 c.9419A>G



G T rs149628772 MG-69-tumorMG-69-normal - 9 2106 c.1697C>A

T C rs7714670by1000genomesMG-69-tumorMG-69-normal + 6 849 c.673T>C

A G rs150594 byFrequency|by1000genomesMG-69-tumorMG-69-normal - 13 1559 c.1356T>C

T C rs7935 byFrequency|by1000genomesMG-69-tumorMG-69-normal + 9 1808 c.1524T>C

G A rs141235725by1000genomesMG-69-tumorMG-69-normal - 20 1604 c.1560C>T

C T rs11121691byFrequency|by1000genomesMG-69-tumorMG-69-normal - 49 6985 c.6909G>A

G A rs35296183byFrequency|by1000genomesMG-69-tumorMG-69-normal - 55 9794 c.8823C>T

A T rs7095325byFrequency|by1000genomesMG-69-tumorMG-69-normal - 7 1087 c.712T>A

T C rs2075252byFrequency|by1000genomesMG-69-tumorMG-69-normal - 66 12565 c.12280A>G

C T MG-69-tumorMG-69-normal - 3 300 c.263G>A

G A rs145709922byFrequencyMG-69-tumorMG-69-normal - 15 2364 c.2079C>T

C A rs16829829byFrequency|by1000genomesMG-69-tumorMG-69-normal + 23 3457 c.2314C>A

T C rs2241190byFrequency|by1000genomesMG-69-tumorMG-69-normal - 17 2745 c.2460A>G

T C rs5927083byFrequency|by1000genomesMG-69-tumorMG-69-normal - 14 1841 c.1635A>G

C T rs149155949byFrequency|by1000genomesMG-69-tumorMG-69-normal + 19 3884 c.3249C>T

G A rs45517319byFrequency|by1000genomesMG-69-tumorMG-69-normal + 33 4519 c.3889G>A

C G rs149605490by1000genomesMG-69-tumorMG-69-normal + 3 1000 c.781C>G

C T rs2078478by1000genomesMG-69-tumorMG-69-normal - 5 411 c.392G>A

G A MG-69-tumorMG-69-normal + 1 1155 c.1155G>A

T C rs143332174by1000genomesMG-69-tumorMG-69-normal - 3 244 c.207A>G

A C rs9332801byFrequency|by1000genomesMG-69-tumorMG-69-normal + 10 4307 c.4284A>C

C T MG-69-tumorMG-69-normal - 35 5933 c.5689G>A

C T rs7904627byFrequency|by1000genomesMG-69-tumorMG-69-normal - 5 1356 c.1242G>A

C G MG-69-tumorMG-69-normal - 2 579 c.255G>C

G A rs20539 byFrequency|by1000genomesMG-69-tumorMG-69-normal + 20 3152 c.3111G>A

T C MG-69-tumorMG-69-normal - 3 583 c.392A>G

A G rs77145198byFrequency|by1000genomesMG-69-tumorMG-69-normal - 20 2943 c.2856T>C

A C rs76437836byFrequencyMG-69-tumorMG-69-normal - 3 142 c.98T>G

A G rs1136159byFrequency|by1000genomesMG-69-tumorMG-69-normal - 10 1068 c.860T>C

C T rs34922891by1000genomesMG-69-tumorMG-69-normal + 13 2223 c.2223C>T

A G MG-69-tumorMG-69-normal - 19 3733 c.3523T>C

G A rs6018623byFrequency|by1000genomesMG-69-tumorMG-69-normal + 20 3957 c.3741G>A

G A rs11177 byFrequency|by1000genomesMG-69-tumorMG-69-normal + 3 290 c.80G>A

T C rs543304 byFrequency|by1000genomesMG-69-tumorMG-69-normal + 11 4034 c.3807T>C

G A rs141064323byFrequency|by1000genomesMG-69-tumorMG-69-normal + 3 3294 c.999G>A

C T rs56391007by1000genomesMG-69-tumorMG-69-normal + 14 3175 c.2975C>T

G A MG-69-tumorMG-69-normal + 1 656 c.656G>A

C A rs144349020by1000genomesMG-69-tumorMG-69-normal + 3 1131 c.912C>A

T C rs28621009byFrequency|by1000genomesMG-69-tumorMG-69-normal + 13 2864 c.2229T>C

C T MG-69-tumorMG-69-normal + 3 423 c.43C>T

G C MG-69-tumorMG-69-normal - 5 1009 c.1010C>G

G A rs3810479byFrequency|by1000genomesMG-69-tumorMG-69-normal - 17 7692 c.7623C>T

T C rs17019360by1000genomesMG-69-tumorMG-69-normal + 17 2524 c.1800T>C

C A rs41306015byFrequency|by1000genomesMG-69-tumorMG-69-normal - 13 4052 c.3677G>T

C G rs2509943byFrequency|by1000genomesMG-69-tumorMG-69-normal + 3 776 c.279C>G

A G rs11778209byFrequency|by1000genomesMG-69-tumorMG-69-normal - 39 6448 c.6204T>C

T C rs539858|rs78098996byFrequency|by1000genomesMG-69-tumorMG-69-normal - 20 3029 c.3024A>G



A G rs4444457byFrequency|by1000genomesMG-69-tumorMG-69-normal - 54 9497 c.8526T>C

C T rs147216997by1000genomesMG-69-tumorMG-69-normal + 41 8107 c.7472C>T

T C MG-69-tumorMG-69-normal + 3 412 c.32T>C

A G rs113995284byFrequency|by1000genomesMG-69-tumorMG-69-normal + 7 1761 c.1673A>G

T C rs74789055byFrequency|by1000genomesMG-69-tumorMG-69-normal - 58 10196 c.9225A>G

G C rs45469098by1000genomesMG-69-tumorMG-69-normal - 1 255 c.256C>G

G A rs2289247byFrequency|by1000genomesMG-69-tumorMG-69-normal + 11 1273 c.1063G>A

T C rs112827102byFrequency|by1000genomesMG-69-tumorMG-69-normal - 19 3495 c.3285A>G

A G rs2229267byFrequency|by1000genomesMG-69-tumorMG-69-normal - 29 5160 c.4875T>C

T C rs12990449byFrequency|by1000genomesMG-69-tumorMG-69-normal - 2 1114 c.143A>G

A G rs9667 by1000genomesMG-69-tumorMG-69-normal + 3 354 c.168A>G

T C MG-69-tumorMG-69-normal + 1 759 c.759T>C

T C rs2229263byFrequency|by1000genomesMG-69-tumorMG-69-normal - 3 533 c.248A>G

A G rs2929158by1000genomesMG-69-tumorMG-69-normal - 19 4373 c.4163T>C

G A rs1676211by1000genomesMG-69-tumorMG-69-normal + 13 2154 c.2154G>A

G C rs2240089byFrequency|by1000genomesMG-69-tumorMG-69-normal - 12 3187 c.3003C>G

A G rs13223756byFrequency|by1000genomesMG-69-tumorMG-69-normal + 7 2144 c.1944A>G

G A rs16912247byFrequency|by1000genomesMG-69-tumorMG-69-normal - 14 9973 c.9598C>T

C T MG-69-tumorMG-69-normal - 3 370 c.335G>A

T C rs1800279byFrequency|by1000genomesMG-69-tumorMG-69-normal - 59 8968 c.8762A>G

T G rs1800275byFrequency|by1000genomesMG-69-tumorMG-69-normal - 48 7302 c.7096A>C

T A rs17264436byFrequency|by1000genomesMG-69-tumorMG-69-normal - 21 3503 c.3501A>T

C T rs1208731byFrequency|by1000genomesMG-69-tumorMG-69-normal - 6 2191 c.1641G>A

A G MG-69-tumorMG-69-normal - 3 1337 c.805T>C

G T rs147825872 MG-69-tumorMG-69-normal + 20 4359 c.4282G>T

G A rs151060280byFrequencyMG-69-tumorMG-69-normal + 20 3990 c.3774G>A

A C rs881732 by1000genomesMG-69-tumorMG-69-normal + 17 1912 c.1092A>C

A G rs61831150byFrequency|by1000genomesMG-69-tumorMG-69-normal + 7 1855 c.1810A>G

C T MG-69-tumorMG-69-normal - 20 3211 c.3124G>A

G A MG-69-tumorMG-69-normal + 6 755 c.560G>A

G A rs9789047by1000genomesMG-69-tumorMG-69-normal + 10 998 c.998G>A

C T rs55979329by1000genomesMG-69-tumorMG-69-normal - 3 1257 c.725G>A

G A rs2127898byFrequency|by1000genomesMG-69-tumorMG-69-normal - 6 1130 c.920C>T

T C rs78472618byFrequencyMG-69-tumorMG-69-normal - 3 159 c.115A>G

T C rs7744765by1000genomesMG-69-tumorMG-69-normal + 14 1929 c.1730T>C

C T rs3745764byFrequency|by1000genomesMG-70-tumorMG-70-normal + 9 2705 c.1064C>T

C T rs34355135byFrequency|by1000genomesMG-70-tumorMG-70-normal - 57 11377 c.11092G>A

T C rs61751603byFrequency|by1000genomesMG-70-tumorMG-70-normal - 9 1894 c.1672A>G

C T MG-70-tumorMG-70-normal + 3 423 c.43C>T

G A rs2229079byFrequency|by1000genomesMG-70-tumorMG-70-normal - 21 3524 c.3326C>T

C T rs77376932byFrequencyMG-70-tumorMG-70-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-70-tumorMG-70-normal - 3 4602 c.4530C>T

G A rs3809974byFrequency|by1000genomesMG-70-tumorMG-70-normal - 5 2864 c.2651C>T

C A MG-70-tumorMG-70-normal + 5 631 c.409C>A

G T rs12568784byFrequency|by1000genomesMG-70-tumorMG-70-normal - 3 7202 c.7130C>A

G A rs33954691byFrequency|by1000genomesMG-70-tumorMG-70-normal - 14 3096 c.3039C>T

T C rs112275388byFrequency|by1000genomesMG-70-tumorMG-70-normal - 29 4789 c.4233A>G



A T MG-70-tumorMG-70-normal + 5 625 c.403A>T

A G rs4143768byFrequency|by1000genomesMG-70-tumorMG-70-normal - 10 6783 c.6195T>C

G A rs20539 byFrequency|by1000genomesMG-70-tumorMG-70-normal + 20 3152 c.3111G>A

T G rs12145941byFrequency|by1000genomesMG-70-tumorMG-70-normal - 3 1631 c.1556A>C

A G rs41304577 MG-70-tumorMG-70-normal - 4 1006 c.691T>C

C T rs62478357byFrequencyMG-70-tumorMG-70-normal - 8 1268 c.1050G>A

C T rs77791636by1000genomesMG-70-tumorMG-70-normal + 6 1132 c.1080C>T

A G rs4532127byFrequency|by1000genomesMG-70-tumorMG-70-normal + 13 1587 c.1377A>G

G A rs17052357byFrequency|by1000genomesMG-70-tumorMG-70-normal - 10 1187 c.1185C>T

T C rs3755806byFrequency|by1000genomesMG-70-tumorMG-70-normal - 15 2117 c.2115A>G

C A rs117510452by1000genomesMG-70-tumorMG-70-normal + 15 1877 c.1825C>A

T C rs140856347by1000genomesMG-70-tumorMG-70-normal - 20 3525 c.3438A>G

C T rs2853346byFrequency|by1000genomesMG-70-tumorMG-70-normal - 13 5919 c.5544G>A

C T rs150667796byFrequencyMG-70-tumorMG-70-normal - 10 1820 c.1725G>A

T C rs142304809byFrequencyMG-70-tumorMG-70-normal - 9 1291 c.1259A>G

A G MG-70-tumorMG-70-normal + 1 472 c.472A>G

C T MG-70-tumorMG-70-normal - 3 5767 c.5692G>A

C A rs6738031by1000genomesMG-70-tumorMG-70-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-70-tumorMG-70-normal - 16 2000 c.1503T>C

C T rs2229265byFrequency|by1000genomesMG-70-tumorMG-70-normal - 54 10788 c.10503G>A

G A rs41294868by1000genomesMG-70-tumorMG-70-normal + 14 2132 c.1933G>A

A G rs9653483by1000genomesMG-70-tumorMG-70-normal - 21 5040 c.4953T>C

A G rs10853307by1000genomesMG-70-tumorMG-70-normal - 3 1368 c.836T>C

G A rs148444026byFrequency|by1000genomesMG-70-tumorMG-70-normal - 23 1927 c.1560C>T

G C rs2227910byFrequency|by1000genomesMG-70-tumorMG-70-normal + 2 1911 c.804G>C

A G rs6679449by1000genomesMG-70-tumorMG-70-normal - 3 1923 c.1851T>C

G T rs146238849byFrequency|by1000genomesMG-70-tumorMG-70-normal - 8 1391 c.1173C>A

G A MG-70-tumorMG-70-normal - 28 5873 c.5874C>T

C T MG-70-tumorMG-70-normal - 1 103 c.104G>A

T C rs2251219byFrequency|by1000genomesMG-70-tumorMG-70-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-70-tumorMG-70-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-70-tumorMG-70-normal - 16 3587 c.2616C>T

G A rs1713982byFrequency|by1000genomesMG-70-tumorMG-70-normal + 15 2261 c.1848G>A

T G rs552183 byFrequency|by1000genomesMG-70-tumorMG-70-normal - 40 6445 c.6247A>C

G T rs144792804by1000genomesMG-70-tumorMG-70-normal - 1 174 c.29C>A

G A rs3818831byFrequency|by1000genomesMG-70-tumorMG-70-normal - 2 193 c.121C>T

G A rs7234999byFrequency|by1000genomesMG-70-tumorMG-70-normal - 5 5512 c.5299C>T

T G rs1998206byFrequency|by1000genomesMG-70-tumorMG-70-normal - 5 631 c.433A>C

G A rs3810485by1000genomesMG-70-tumorMG-70-normal - 8 6116 c.6047C>T

A G rs33953730by1000genomesMG-70-tumorMG-70-normal - 25 4326 c.4200T>C

G C rs61735455by1000genomesMG-70-tumorMG-70-normal + 12 2108 c.1884G>C

C T rs137854246|rs34012042byFrequency|by1000genomesMG-70-tumorMG-70-normal + 15 2208 c.1578C>T

T C rs41266134byFrequency|by1000genomesMG-70-tumorMG-70-normal - 3 1625 c.1550A>G

C T rs151233 by1000genomesMG-70-tumorMG-70-normal + 2 99 c.66C>T

T C MG-70-tumorMG-70-normal - 3 305 c.270A>G

T C rs61839057byFrequencyMG-70-tumorMG-70-normal - 4 444 c.129A>G

G A rs1718878byFrequency|by1000genomesMG-70-tumorMG-70-normal + 13 2003 c.1590G>A



A G rs11778209byFrequency|by1000genomesMG-70-tumorMG-70-normal - 39 6448 c.6204T>C

A G MG-70-tumorMG-70-normal - 3 1337 c.805T>C

A G MG-70-tumorMG-70-normal - 15 1346 c.1346T>C

A G rs1136159byFrequency|by1000genomesMG-70-tumorMG-70-normal - 10 1068 c.860T>C

C T rs143419433byFrequencyMG-70-tumorMG-70-normal + 6 860 c.761C>T

T A rs3740423byFrequency|by1000genomesMG-70-tumorMG-70-normal - 13 4583 c.4208A>T

C T rs2071702byFrequency|by1000genomesMG-70-tumorMG-70-normal + 27 7277 c.7254C>T

T C rs9646771by1000genomesMG-70-tumorMG-70-normal - 4 787 c.447A>G

T C rs79492089by1000genomesMG-70-tumorMG-70-normal + 3 395 c.292T>C

T G rs12963422byFrequency|by1000genomesMG-70-tumorMG-70-normal - 5 2988 c.2775A>C

G A rs3810490by1000genomesMG-70-tumorMG-70-normal - 6 2067 c.1998C>T

T C rs2229263byFrequency|by1000genomesMG-70-tumorMG-70-normal - 3 533 c.248A>G

C T rs76844681 MG-70-tumorMG-70-normal - 16 2899 c.2681G>A

G A rs3827025by1000genomesMG-70-tumorMG-70-normal - 6 2094 c.2025C>T

T C rs1048500byFrequency|by1000genomesMG-70-tumorMG-70-normal + 2 1791 c.684T>C

C T rs28997582byFrequency|by1000genomesMG-70-tumorMG-70-normal + 29 4337 c.4053C>T

A G rs17078605byFrequency|by1000genomesMG-70-tumorMG-70-normal - 10 10694 c.10106T>C

C T rs45444196 MG-70-tumorMG-70-normal + 5 1095 c.465C>T

A G rs2737699byFrequency|by1000genomesMG-70-tumorMG-70-normal - 10 12892 c.12304T>C

G C rs6771157byFrequency|by1000genomesMG-70-tumorMG-70-normal - 19 3392 c.3393C>G

T C rs61995685byFrequency|by1000genomesMG-70-tumorMG-70-normal + 22 4499 c.3864T>C

C T rs7240355byFrequency|by1000genomesMG-70-tumorMG-70-normal - 5 5238 c.5025G>A

A G rs138997916byFrequency|by1000genomesMG-70-tumorMG-70-normal - 3 2832 c.2760T>C

C T rs3796032byFrequency|by1000genomesMG-70-tumorMG-70-normal - 17 2381 c.1929G>A

T C rs143154682byFrequency|by1000genomesMG-70-tumorMG-70-normal - 4 406 c.91A>G

C T rs149155949byFrequency|by1000genomesMG-70-tumorMG-70-normal + 19 3884 c.3249C>T

T G rs146246499|rs6933271byFrequency|by1000genomesMG-70-tumorMG-70-normal + 12 1492 c.1297T>G

G C rs3088074byFrequency|by1000genomesMG-70-tumorMG-70-normal - 9 2999 c.2785C>G

G A rs12366766 MG-70-tumorMG-70-normal + 48 8392 c.8283G>A

A C rs76504934by1000genomesMG-70-tumorMG-70-normal - 4 464 c.427T>G

G A rs34949187by1000genomesMG-70-tumorMG-70-normal + 6 1198 c.824G>A

C T rs7300444byFrequency|by1000genomesMG-70-tumorMG-70-normal + 19 5383 c.4740C>T

A T MG-70-tumorMG-70-normal + 1 429 c.429A>T

G A rs17065139byFrequency|by1000genomesMG-70-tumorMG-70-normal - 5 3795 c.3582C>T

T C rs10817025by1000genomesMG-70-tumorMG-70-normal - 15 3032 c.2696A>G

A G MG-70-tumorMG-70-normal + 1 241 c.241A>G

T A rs17264436byFrequency|by1000genomesMG-70-tumorMG-70-normal - 21 3503 c.3501A>T

T C rs7275 by1000genomesMG-70-tumorMG-70-normal + 35 5267 c.4983T>C

A T rs111657679byFrequency|by1000genomesMG-70-tumorMG-70-normal - 7 516 c.149T>A

C T rs144931466byFrequency|by1000genomesMG-70-tumorMG-70-normal + 9 2125 c.1906C>T

C G rs2282302byFrequency|by1000genomesMG-70-tumorMG-70-normal - 3 965 c.893G>C

T C rs7935 byFrequency|by1000genomesMG-70-tumorMG-70-normal + 9 1808 c.1524T>C

G T rs145714426byFrequencyMG-70-tumorMG-70-normal + 8 3761 c.2905G>T

C T MG-70-tumorMG-70-normal - 8 1260 c.1042G>A

T C MG-70-tumorMG-70-normal + 1 360 c.360T>C

T G rs1889323by1000genomesMG-70-tumorMG-70-normal - 25 4582 c.4246A>C

A G rs147736998byFrequency|by1000genomesMG-70-tumorMG-70-normal + 4 1587 c.1242A>G



A T rs10817021by1000genomesMG-70-tumorMG-70-normal - 24 4324 c.3988T>A

T C rs1050476byFrequency|by1000genomesMG-70-tumorMG-70-normal + 7 2254 c.1695T>C

G A MG-70-tumorMG-70-normal + 30 3039 c.2852G>A

G A rs6089925byFrequency|by1000genomesMG-70-tumorMG-70-normal - 4 729 c.660C>T

T C rs33910491byFrequency|by1000genomesMG-70-tumorMG-70-normal - 5 4949 c.4736A>G

C T rs146167541byFrequencyMG-70-tumorMG-70-normal - 14 2305 c.2061G>A

G A rs59505617by1000genomesMG-70-tumorMG-70-normal - 6 1756 c.1434C>T

G A rs56076986byFrequencyMG-70-tumorMG-70-normal - 23 3756 c.3558C>T

T C rs34980032by1000genomesMG-70-tumorMG-70-normal - 8 5734 c.5665A>G

G A rs12729662byFrequency|by1000genomesMG-70-tumorMG-70-normal - 3 8430 c.8355C>T

T C rs2075252byFrequency|by1000genomesMG-70-tumorMG-70-normal - 66 12565 c.12280A>G

A G MG-70-tumorMG-70-normal - 3 441 c.362T>C

G A MG-70-tumorMG-70-normal - 4 453 c.138C>T

G C rs45469098by1000genomesMG-70-tumorMG-70-normal - 1 255 c.256C>G

G A rs113060235byFrequency|by1000genomesMG-70-tumorMG-70-normal - 17 3133 c.2577C>T

G A rs137854290|rs35282988|rs137854261|rs137854267|rs137854272byFrequencyMG-70-tumorMG-70-normal + 38 5541 c.4911G>A

G A rs3795666byFrequency|by1000genomesMG-70-tumorMG-70-normal - 34 6640 c.6421C>T

C A rs3739298byFrequency|by1000genomesMG-70-tumorMG-70-normal - 9 2230 c.1821G>T

G T rs35546150byFrequency|by1000genomesMG-70-tumorMG-70-normal - 73 12171 c.11200C>A

A G rs149538546byFrequency|by1000genomesMG-70-tumorMG-70-normal + 3 249 c.117A>G

G A rs144383071byFrequencyMG-70-tumorMG-70-normal - 3 3345 c.3270C>T

T C rs16921260by1000genomesMG-70-tumorMG-70-normal + 1 1073 c.773T>C

C T rs12708402by1000genomesMG-70-tumorMG-70-normal - 16 3405 c.3178G>A

G A rs116660656byFrequency|by1000genomesMG-70-tumorMG-70-normal + 8 1956 c.1868G>A

A T rs2074930byFrequency|by1000genomesMG-70-tumorMG-70-normal + 9 1056 c.1016A>T

G A rs34830600byFrequency|by1000genomesMG-70-tumorMG-70-normal - 8 2874 c.2805C>T

C T rs872665 by1000genomesMG-70-tumorMG-70-normal - 7 1855 c.1519G>A

G A rs145626962byFrequency|by1000genomesMG-70-tumorMG-70-normal + 6 567 c.435G>A

T C rs17114803byFrequency|by1000genomesMG-70-tumorMG-70-normal + 11 1465 c.1299T>C

A C rs9332801byFrequency|by1000genomesMG-70-tumorMG-70-normal + 10 4307 c.4284A>C

C T rs34922891by1000genomesMG-70-tumorMG-70-normal + 13 2223 c.2223C>T

A G rs35873108|rs111782215byFrequencyMG-70-tumorMG-70-normal + 48 8443 c.8334A>G

A G rs1206038byFrequency|by1000genomesMG-70-tumorMG-70-normal + 29 5706 c.5071A>G

A G rs2929158by1000genomesMG-70-tumorMG-70-normal - 19 4373 c.4163T>C

G A rs11177 byFrequency|by1000genomesMG-70-tumorMG-70-normal + 3 290 c.80G>A

C A rs138908625byFrequency|by1000genomesMG-70-tumorMG-70-normal - 8 1357 c.1139G>T

A G rs7107305byFrequency|by1000genomesMG-70-tumorMG-70-normal + 21 5702 c.5679A>G

C T MG-70-tumorMG-70-normal - 8 1256 c.1038G>A

A C rs76437836byFrequencyMG-70-tumorMG-70-normal - 3 142 c.98T>G

G A rs62075712by1000genomesMG-70-tumorMG-70-normal - 3 984 c.452C>T

G A rs2127898byFrequency|by1000genomesMG-70-tumorMG-70-normal - 6 1130 c.920C>T

T C rs28621009byFrequency|by1000genomesMG-70-tumorMG-70-normal + 13 2864 c.2229T>C

T G rs3208659 MG-70-tumorMG-70-normal - 7 871 c.778A>C

G A MG-70-tumorMG-70-normal - 3 1505 c.973C>T

G C MG-70-tumorMG-70-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-70-tumorMG-70-normal + 22 2662 c.2385C>T

C A rs2233604byFrequency|by1000genomesMG-70-tumorMG-70-normal + 1 1077 c.1077C>A



G C rs143840974byFrequencyMG-70-tumorMG-70-normal + 14 2566 c.2190G>C

T C rs539858|rs78098996byFrequency|by1000genomesMG-70-tumorMG-70-normal - 20 3029 c.3024A>G

C A rs35430524by1000genomesMG-70-tumorMG-70-normal + 12 3111 c.2737C>A

T C rs12990449byFrequency|by1000genomesMG-70-tumorMG-70-normal - 2 1114 c.143A>G

A G rs9552929byFrequency|by1000genomesMG-70-tumorMG-70-normal - 10 9441 c.8853T>C

G A rs61753697byFrequency|by1000genomesMG-70-tumorMG-70-normal + 1 376 c.99G>A

C T rs2285975byFrequency|by1000genomesMG-70-tumorMG-70-normal - 13 2445 c.2256G>A

G A rs143684430byFrequencyMG-70-tumorMG-70-normal - 3 6591 c.6516C>T

G A rs35821928byFrequency|by1000genomesMG-70-tumorMG-70-normal - 52 9293 c.8322C>T

C T rs3731249byFrequency|by1000genomesMG-70-tumorMG-70-normal - 2 712 c.442G>A

C T rs17605476by1000genomesMG-70-tumorMG-70-normal + 5 1338 c.1140C>T

C T rs3796031byFrequency|by1000genomesMG-70-tumorMG-70-normal - 17 2399 c.1947G>A

G A MG-70-tumorMG-70-normal + 1 120 c.120G>A

G A rs112748399 MG-70-tumorMG-70-normal + 3 519 c.240G>A

T C rs17065127byFrequency|by1000genomesMG-70-tumorMG-70-normal - 5 5401 c.5188A>G

C T MG-70-tumorMG-70-normal + 1 166 c.114C>T

C T rs3814883byFrequency|by1000genomesMG-70-tumorMG-70-normal + 13 2402 c.1359C>T

C T rs35678179byFrequency|by1000genomesMG-70-tumorMG-70-normal - 9 1320 c.1098G>A

C T rs1050475byFrequency|by1000genomesMG-70-tumorMG-70-normal + 7 1534 c.975C>T

C T rs116682517byFrequency|by1000genomesMG-70-tumorMG-70-normal - 6 1043 c.552G>A

T C MG-70-tumorMG-70-normal + 42 5961 c.5331T>C

A G rs114733407byFrequency|by1000genomesMG-70-tumorMG-70-normal - 1 1504 c.1344T>C

C T MG-70-tumorMG-70-normal - 3 1048 c.516G>A

C A rs73336307byFrequency|by1000genomesMG-70-tumorMG-70-normal - 17 1402 c.1035G>T

A T rs146352451by1000genomesMG-70-tumorMG-70-normal + 10 797 c.699A>T

T C rs17019360by1000genomesMG-70-tumorMG-70-normal + 17 2524 c.1800T>C

A G rs34173244byFrequency|by1000genomesMG-70-tumorMG-70-normal - 10 1049 c.1047T>C

C T MG-70-tumorMG-70-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-70-tumorMG-70-normal - 3 899 c.827G>A

G A MG-70-tumorMG-70-normal - 7 889 c.796C>T

G C rs142017909byFrequencyMG-70-tumorMG-70-normal - 12 1953 c.1743C>G

G A rs2227983byFrequency|by1000genomesMG-70-tumorMG-70-normal + 13 1739 c.1562G>A

G A rs1676211by1000genomesMG-70-tumorMG-70-normal + 13 2154 c.2154G>A

C G rs34693334byFrequency|by1000genomesMG-70-tumorMG-70-normal - 8 1060 c.775G>C

G A rs11551685byFrequency|by1000genomesMG-70-tumorMG-70-normal - 16 7464 c.7395C>T

C T rs2229975by1000genomesMG-70-tumorMG-70-normal - 5 927 c.852G>A

G A rs148530703 MG-70-tumorMG-70-normal - 8 4054 c.3985C>T

G A rs2289247byFrequency|by1000genomesMG-70-tumorMG-70-normal + 11 1273 c.1063G>A

C T rs1801187byFrequency|by1000genomesMG-70-tumorMG-70-normal - 37 5440 c.5234G>A

T A rs17337023byFrequency|by1000genomesMG-70-tumorMG-70-normal + 16 2064 c.1887T>A

G A rs13054014byFrequency|by1000genomesMG-70-tumorMG-70-normal + 2 569 c.210G>A

T C rs12731746byFrequency|by1000genomesMG-70-tumorMG-70-normal - 11 1394 c.897A>G

C T rs57014690by1000genomesMG-70-tumorMG-70-normal - 6 1554 c.1232G>A

C T rs149279834byFrequency|by1000genomesMG-70-tumorMG-70-normal + 26 5147 c.4512C>T

G A rs6089924byFrequency|by1000genomesMG-70-tumorMG-70-normal - 4 920 c.851C>T

C T rs55979329by1000genomesMG-70-tumorMG-70-normal - 3 1257 c.725G>A

C G rs2509943byFrequency|by1000genomesMG-70-tumorMG-70-normal + 3 776 c.279C>G



G A rs73263258by1000genomesMG-70-tumorMG-70-normal + 4 665 c.475G>A

G A rs142702316byFrequencyMG-70-tumorMG-70-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-70-tumorMG-70-normal - 3 159 c.115A>G

G A rs142508797byFrequencyMG-70-tumorMG-70-normal + 3 525 c.246G>A

A G rs75639578 MG-70-tumorMG-70-normal - 3 6552 c.6477T>C

G A rs2035819by1000genomesMG-70-tumorMG-70-normal - 5 3965 c.3756C>T

G A rs33969768byFrequency|by1000genomesMG-71-tumorMG-71-normal - 8 5863 c.5650C>T

T C rs4989318by1000genomesMG-71-tumorMG-71-normal - 4 1325 c.1130A>G

C A rs34400049byFrequency|by1000genomesMG-71-tumorMG-71-normal + 14 2474 c.2092C>A

G A rs41304253by1000genomesMG-71-tumorMG-71-normal + 20 3100 c.2935G>A

T G rs997983 byFrequency|by1000genomesMG-71-tumorMG-71-normal - 9 2266 c.1891A>C

A G MG-71-tumorMG-71-normal + 5 1140 c.1046A>G

C T rs1386356byFrequency|by1000genomesMG-71-tumorMG-71-normal - 85 14018 c.13047G>A

C T rs1009668byFrequency|by1000genomesMG-71-tumorMG-71-normal - 20 2134 c.1864G>A

C T rs3811444byFrequency|by1000genomesMG-71-tumorMG-71-normal + 6 1169 c.1121C>T

G T rs146722795byFrequency|by1000genomesMG-71-tumorMG-71-normal - 10 7369 c.6781C>A

C T MG-71-tumorMG-71-normal - 3 300 c.263G>A

C T MG-71-tumorMG-71-normal + 3 423 c.43C>T

A C MG-71-tumorMG-71-normal + 4 914 c.820A>C

C T rs77376932byFrequencyMG-71-tumorMG-71-normal - 3 3235 c.3160G>A

T C rs4149056byFrequency|by1000genomesMG-71-tumorMG-71-normal + 6 617 c.521T>C

G A rs45492196byFrequency|by1000genomesMG-71-tumorMG-71-normal - 4 1499 c.943C>T

T G rs9807633by1000genomesMG-71-tumorMG-71-normal - 1 88 c.89A>C

C G rs149605490by1000genomesMG-71-tumorMG-71-normal + 3 1000 c.781C>G

T A rs56279059by1000genomesMG-71-tumorMG-71-normal - 3 1034 c.502A>T

C T rs62478357byFrequencyMG-71-tumorMG-71-normal - 8 1268 c.1050G>A

T C rs62070402by1000genomesMG-71-tumorMG-71-normal - 12 2105 c.2062A>G

C A rs138908625byFrequency|by1000genomesMG-71-tumorMG-71-normal - 8 1357 c.1139G>T

C T rs55979329by1000genomesMG-71-tumorMG-71-normal - 3 1257 c.725G>A

C T MG-71-tumorMG-71-normal - 3 1048 c.516G>A

C T MG-71-tumorMG-71-normal - 15 2425 c.1995G>A

C T rs12777740byFrequency|by1000genomesMG-71-tumorMG-71-normal - 13 8321 c.7946G>A

C T rs142549310byFrequencyMG-71-tumorMG-71-normal - 56 11222 c.10937G>A

T G MG-71-tumorMG-71-normal - 24 12497 c.12288A>C

A G rs3108200byFrequency|by1000genomesMG-71-tumorMG-71-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-71-tumorMG-71-normal - 15 2117 c.2115A>G

G A rs2228000byFrequency|by1000genomesMG-71-tumorMG-71-normal - 9 1710 c.1496C>T

G C rs12104021by1000genomesMG-71-tumorMG-71-normal - 3 790 c.258C>G

G A rs17634853by1000genomesMG-71-tumorMG-71-normal + 34 4564 c.4388G>A

G C rs2240 byFrequency|by1000genomesMG-71-tumorMG-71-normal - 13 2935 c.2560C>G

C T rs73241801by1000genomesMG-71-tumorMG-71-normal + 16 2273 c.2208C>T

C T rs77791636by1000genomesMG-71-tumorMG-71-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-71-tumorMG-71-normal - 18 3000 c.2874G>T

C G rs2229070byFrequency|by1000genomesMG-71-tumorMG-71-normal + 11 2733 c.2352C>G

G A rs41294868by1000genomesMG-71-tumorMG-71-normal + 14 2132 c.1933G>A

G T rs148401196by1000genomesMG-71-tumorMG-71-normal - 3 395 c.316C>A

G A rs117552523byFrequency|by1000genomesMG-71-tumorMG-71-normal + 3 371 c.281G>A



G A rs12366766 MG-71-tumorMG-71-normal + 48 8392 c.8283G>A

A G rs9653483by1000genomesMG-71-tumorMG-71-normal - 21 5040 c.4953T>C

C T rs117465555byFrequencyMG-71-tumorMG-71-normal - 9 752 c.385G>A

G C rs2227910byFrequency|by1000genomesMG-71-tumorMG-71-normal + 2 1911 c.804G>C

G A rs12104022by1000genomesMG-71-tumorMG-71-normal - 3 784 c.252C>T

C T rs17634865by1000genomesMG-71-tumorMG-71-normal + 34 4818 c.4642C>T

T G rs12963422byFrequency|by1000genomesMG-71-tumorMG-71-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-71-tumorMG-71-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-71-tumorMG-71-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-71-tumorMG-71-normal - 26 4397 c.4395A>G

G A rs62070401by1000genomesMG-71-tumorMG-71-normal - 12 2205 c.2162C>T

G A MG-71-tumorMG-71-normal + 3 522 c.243G>A

T C rs2450122byFrequency|by1000genomesMG-71-tumorMG-71-normal - 10 2089 c.2004A>G

G A rs13007735byFrequency|by1000genomesMG-71-tumorMG-71-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-71-tumorMG-71-normal + 14 2120 c.1921A>G

C T MG-71-tumorMG-71-normal - 1 1537 c.1377G>A

G A rs61738284byFrequency|by1000genomesMG-71-tumorMG-71-normal - 13 6005 c.5630C>T

G A MG-71-tumorMG-71-normal - 2 1983 c.1127C>T

T C rs41266134byFrequency|by1000genomesMG-71-tumorMG-71-normal - 3 1625 c.1550A>G

C T rs45554841by1000genomesMG-71-tumorMG-71-normal - 1 214 c.215G>A

T C MG-71-tumorMG-71-normal - 3 305 c.270A>G

A T rs1063536byFrequency|by1000genomesMG-71-tumorMG-71-normal - 4 612 c.237T>A

C T rs7918199byFrequency|by1000genomesMG-71-tumorMG-71-normal - 13 5050 c.4675G>A

T A rs17337023byFrequency|by1000genomesMG-71-tumorMG-71-normal + 16 2064 c.1887T>A

C A rs12454500by1000genomesMG-71-tumorMG-71-normal - 1 497 c.498G>T

C G rs78992879byFrequency|by1000genomesMG-71-tumorMG-71-normal + 34 4798 c.4622C>G

T G rs79385100by1000genomesMG-71-tumorMG-71-normal - 11 1929 c.1930A>C

G T rs11054277 MG-71-tumorMG-71-normal - 3 652 c.617C>A

A G rs1136159byFrequency|by1000genomesMG-71-tumorMG-71-normal - 10 1068 c.860T>C

G T MG-71-tumorMG-71-normal - 3 283 c.248C>A

A C rs11552054byFrequency|by1000genomesMG-71-tumorMG-71-normal + 5 630 c.540A>C

A G rs151306742by1000genomesMG-71-tumorMG-71-normal + 4 729 c.285A>G

T C rs9646771by1000genomesMG-71-tumorMG-71-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-71-tumorMG-71-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-71-tumorMG-71-normal + 14 2279 c.2055T>C

A G rs2227985byFrequency|by1000genomesMG-71-tumorMG-71-normal + 9 1878 c.1497A>G

G A rs150390977by1000genomesMG-71-tumorMG-71-normal - 1 227 c.8C>T

T A rs3740423byFrequency|by1000genomesMG-71-tumorMG-71-normal - 13 4583 c.4208A>T

G A rs140323754byFrequency|by1000genomesMG-71-tumorMG-71-normal + 16 2408 c.1265G>A

T C rs1048500byFrequency|by1000genomesMG-71-tumorMG-71-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-71-tumorMG-71-normal - 69 11621 c.10650G>A

A T rs3739451by1000genomesMG-71-tumorMG-71-normal - 39 9817 c.9481T>A

A C rs45525440byFrequency|by1000genomesMG-71-tumorMG-71-normal - 7 875 c.855T>G

G A rs10082432byFrequency|by1000genomesMG-71-tumorMG-71-normal - 13 8757 c.8382C>T

A G rs1385600byFrequency|by1000genomesMG-71-tumorMG-71-normal - 5 1375 c.1290T>C

C T rs2285975byFrequency|by1000genomesMG-71-tumorMG-71-normal - 13 2445 c.2256G>A

C T rs6432901by1000genomesMG-71-tumorMG-71-normal - 2 514 c.174G>A



C T rs7240355byFrequency|by1000genomesMG-71-tumorMG-71-normal - 5 5238 c.5025G>A

C T rs61737951byFrequency|by1000genomesMG-71-tumorMG-71-normal - 10 1576 c.1392G>A

C T rs12155677byFrequency|by1000genomesMG-71-tumorMG-71-normal - 32 5524 c.5280G>A

G A MG-71-tumorMG-71-normal - 4 453 c.138C>T

T C MG-71-tumorMG-71-normal - 24 4505 c.4429A>G

T C rs143332174by1000genomesMG-71-tumorMG-71-normal - 3 244 c.207A>G

A G MG-71-tumorMG-71-normal + 14 1340 c.1242A>G

A G rs61753736byFrequency|by1000genomesMG-71-tumorMG-71-normal - 66 10707 c.10463T>C

A G rs150594 byFrequency|by1000genomesMG-71-tumorMG-71-normal - 13 1559 c.1356T>C

A C rs76504934by1000genomesMG-71-tumorMG-71-normal - 4 464 c.427T>G

G A rs45469491by1000genomesMG-71-tumorMG-71-normal - 8 4518 c.4449C>T

G C rs6771157byFrequency|by1000genomesMG-71-tumorMG-71-normal - 19 3392 c.3393C>G

G C rs62070406by1000genomesMG-71-tumorMG-71-normal - 9 1754 c.1711C>G

C T rs34488539by1000genomesMG-71-tumorMG-71-normal + 22 3555 c.3390C>T

T C rs10082391byFrequency|by1000genomesMG-71-tumorMG-71-normal - 13 8654 c.8279A>G

C T rs11558834byFrequency|by1000genomesMG-71-tumorMG-71-normal + 11 3321 c.2940C>T

G A rs34949187by1000genomesMG-71-tumorMG-71-normal + 6 1198 c.824G>A

T C rs61730221byFrequency|by1000genomesMG-71-tumorMG-71-normal - 13 4110 c.4000A>G

A C rs881732 by1000genomesMG-71-tumorMG-71-normal + 17 1912 c.1092A>C

C T rs55913776 MG-71-tumorMG-71-normal - 3 1207 c.675G>A

T C rs10817025by1000genomesMG-71-tumorMG-71-normal - 15 3032 c.2696A>G

T C rs2229992byFrequency|by1000genomesMG-71-tumorMG-71-normal + 12 1838 c.1458T>C

G A rs2275527byFrequency|by1000genomesMG-71-tumorMG-71-normal - 39 5629 c.5553C>T

C T rs11591817byFrequency|by1000genomesMG-71-tumorMG-71-normal - 13 6002 c.5627G>A

A G rs3822625by1000genomesMG-71-tumorMG-71-normal + 14 3084 c.3084A>G

A G rs826549 by1000genomesMG-71-tumorMG-71-normal + 18 2676 c.2550A>G

C T MG-71-tumorMG-71-normal - 8 1260 c.1042G>A

T G rs1889323by1000genomesMG-71-tumorMG-71-normal - 25 4582 c.4246A>C

C T rs140871032byFrequency|by1000genomesMG-71-tumorMG-71-normal + 4 664 c.220C>T

G T MG-71-tumorMG-71-normal + 13 1494 c.1494G>T

T C rs9807555by1000genomesMG-71-tumorMG-71-normal - 1 196 c.197A>G

C T rs3796032byFrequency|by1000genomesMG-71-tumorMG-71-normal - 17 2381 c.1929G>A

T C rs17019360by1000genomesMG-71-tumorMG-71-normal + 17 2524 c.1800T>C

C T rs11121691byFrequency|by1000genomesMG-71-tumorMG-71-normal - 49 6985 c.6909G>A

C G rs11718329by1000genomesMG-71-tumorMG-71-normal + 4 719 c.647C>G

C T rs10082533byFrequency|by1000genomesMG-71-tumorMG-71-normal - 13 8753 c.8378G>A

C T rs11873462by1000genomesMG-71-tumorMG-71-normal - 1 47 c.48G>A

T C rs34980032by1000genomesMG-71-tumorMG-71-normal - 8 5734 c.5665A>G

A T rs7095325byFrequency|by1000genomesMG-71-tumorMG-71-normal - 7 1087 c.712T>A

G A rs12729662byFrequency|by1000genomesMG-71-tumorMG-71-normal - 3 8430 c.8355C>T

T C rs2075252byFrequency|by1000genomesMG-71-tumorMG-71-normal - 66 12565 c.12280A>G

C T rs2243380byFrequency|by1000genomesMG-71-tumorMG-71-normal - 6 698 c.500G>A

G C rs45469098by1000genomesMG-71-tumorMG-71-normal - 1 255 c.256C>G

G A rs111789308byFrequency|by1000genomesMG-71-tumorMG-71-normal - 19 4446 c.4236C>T

G A rs77288131byFrequency|by1000genomesMG-71-tumorMG-71-normal + 12 2707 c.2488G>A

G A rs9789047by1000genomesMG-71-tumorMG-71-normal + 10 998 c.998G>A

A G rs149271 by1000genomesMG-71-tumorMG-71-normal + 2 543 c.510A>G



A C rs62534884by1000genomesMG-71-tumorMG-71-normal + 4 892 c.683A>C

C A rs3739298byFrequency|by1000genomesMG-71-tumorMG-71-normal - 9 2230 c.1821G>T

G T rs35546150byFrequency|by1000genomesMG-71-tumorMG-71-normal - 73 12171 c.11200C>A

C T rs112325579 MG-71-tumorMG-71-normal - 19 10841 c.10632G>A

G A rs144383071byFrequencyMG-71-tumorMG-71-normal - 3 3345 c.3270C>T

C T rs12708402by1000genomesMG-71-tumorMG-71-normal - 16 3405 c.3178G>A

G A MG-71-tumorMG-71-normal + 1 100 c.100G>A

C T rs4750936byFrequency|by1000genomesMG-71-tumorMG-71-normal - 13 4011 c.3636G>A

T A rs60854092by1000genomesMG-71-tumorMG-71-normal - 28 5284 c.5065A>T

C G rs11016076byFrequency|by1000genomesMG-71-tumorMG-71-normal - 8 1866 c.1491G>C

T C rs17114803byFrequency|by1000genomesMG-71-tumorMG-71-normal + 11 1465 c.1299T>C

T C rs7744765by1000genomesMG-71-tumorMG-71-normal + 14 1929 c.1730T>C

C T rs35765267byFrequency|by1000genomesMG-71-tumorMG-71-normal + 8 723 c.591C>T

A C rs76437836byFrequencyMG-71-tumorMG-71-normal - 3 142 c.98T>G

T C rs11016071byFrequency|by1000genomesMG-71-tumorMG-71-normal - 13 9086 c.8711A>G

G A rs11177 byFrequency|by1000genomesMG-71-tumorMG-71-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-71-tumorMG-71-normal + 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-71-tumorMG-71-normal + 11 4034 c.3807T>C

G C rs3088074byFrequency|by1000genomesMG-71-tumorMG-71-normal - 9 2999 c.2785C>G

A C MG-71-tumorMG-71-normal - 7 1662 c.1287T>G

G T rs34104660byFrequency|by1000genomesMG-71-tumorMG-71-normal - 4 687 c.402C>A

G A MG-71-tumorMG-71-normal - 3 1505 c.973C>T

G C MG-71-tumorMG-71-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-71-tumorMG-71-normal + 22 2662 c.2385C>T

C T rs12982642by1000genomesMG-71-tumorMG-71-normal + 12 1688 c.1272C>T

G A rs2248407byFrequency|by1000genomesMG-71-tumorMG-71-normal - 4 1003 c.918C>T

T C rs7716253by1000genomesMG-71-tumorMG-71-normal + 8 1121 c.945T>C

C T rs2229882by1000genomesMG-71-tumorMG-71-normal + 9 1566 c.1566C>T

A G rs7505568by1000genomesMG-71-tumorMG-71-normal - 3 660 c.661T>C

G A rs2289247byFrequency|by1000genomesMG-71-tumorMG-71-normal + 11 1273 c.1063G>A

G A rs61753697byFrequency|by1000genomesMG-71-tumorMG-71-normal + 1 376 c.99G>A

G A rs143684430byFrequencyMG-71-tumorMG-71-normal - 3 6591 c.6516C>T

T G MG-71-tumorMG-71-normal + 4 904 c.718T>G

G A rs35821928byFrequency|by1000genomesMG-71-tumorMG-71-normal - 52 9293 c.8322C>T

C T rs1130233byFrequency|by1000genomesMG-71-tumorMG-71-normal - 8 2206 c.726G>A

A G rs40831 by1000genomesMG-71-tumorMG-71-normal + 2 2118 c.2085A>G

C G rs2509943byFrequency|by1000genomesMG-71-tumorMG-71-normal + 3 776 c.279C>G

G A rs61742585by1000genomesMG-71-tumorMG-71-normal - 8 2676 c.2607C>T

C T rs3796031byFrequency|by1000genomesMG-71-tumorMG-71-normal - 17 2399 c.1947G>A

C A rs138341092by1000genomesMG-71-tumorMG-71-normal - 1 226 c.7G>T

G A rs61673910byFrequency|by1000genomesMG-71-tumorMG-71-normal + 11 1528 c.1309G>A

C T rs151174 by1000genomesMG-71-tumorMG-71-normal + 2 1740 c.1707C>T

G A rs4750685byFrequency|by1000genomesMG-71-tumorMG-71-normal - 13 4115 c.3740C>T

G A rs55855602by1000genomesMG-71-tumorMG-71-normal - 3 1030 c.498C>T

G T rs140059935by1000genomesMG-71-tumorMG-71-normal + 16 1408 c.1408G>T

C T MG-71-tumorMG-71-normal - 12 6806 c.6737G>A

C T rs3814883byFrequency|by1000genomesMG-71-tumorMG-71-normal + 13 2402 c.1359C>T



G A rs80198225 MG-71-tumorMG-71-normal + 8 527 c.527G>A

C T MG-71-tumorMG-71-normal - 3 5767 c.5692G>A

C T rs872665 by1000genomesMG-71-tumorMG-71-normal - 7 1855 c.1519G>A

T C rs2229263byFrequency|by1000genomesMG-71-tumorMG-71-normal - 3 533 c.248A>G

C A rs55943169byFrequency|by1000genomesMG-71-tumorMG-71-normal + 29 4067 c.3557C>A

A G rs2929158by1000genomesMG-71-tumorMG-71-normal - 19 4373 c.4163T>C

G C rs2240089byFrequency|by1000genomesMG-71-tumorMG-71-normal - 12 3187 c.3003C>G

T A rs35737760by1000genomesMG-71-tumorMG-71-normal + 19 2685 c.2520T>A

A G rs13223756byFrequency|by1000genomesMG-71-tumorMG-71-normal + 7 2144 c.1944A>G

C T MG-71-tumorMG-71-normal - 3 370 c.335G>A

G A MG-71-tumorMG-71-normal - 7 889 c.796C>T

G C rs142017909byFrequencyMG-71-tumorMG-71-normal - 12 1953 c.1743C>G

C T rs2229265byFrequency|by1000genomesMG-71-tumorMG-71-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-71-tumorMG-71-normal - 21 3503 c.3501A>T

G A MG-71-tumorMG-71-normal + 1 111 c.111G>A

C T rs78425180byFrequency|by1000genomesMG-71-tumorMG-71-normal - 27 4709 c.4710G>A

T C rs33910491byFrequency|by1000genomesMG-71-tumorMG-71-normal - 5 4949 c.4736A>G

T C MG-71-tumorMG-71-normal + 8 505 c.505T>C

C T rs7300444byFrequency|by1000genomesMG-71-tumorMG-71-normal + 19 5383 c.4740C>T

G A rs7234999byFrequency|by1000genomesMG-71-tumorMG-71-normal - 5 5512 c.5299C>T

G T rs138591330by1000genomesMG-71-tumorMG-71-normal - 27 8211 c.7863C>A

A G rs28624496 MG-71-tumorMG-71-normal - 1 626 c.196T>C

C T rs10082504byFrequency|by1000genomesMG-71-tumorMG-71-normal - 14 10059 c.9684G>A

T G rs1050767byFrequency|by1000genomesMG-71-tumorMG-71-normal - 13 8533 c.8158A>C

G A rs142702316byFrequencyMG-71-tumorMG-71-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-71-tumorMG-71-normal - 3 159 c.115A>G

A G rs75639578 MG-71-tumorMG-71-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-71-tumorMG-71-normal + 2 1315 c.1282C>G

C T MG-71-tumorMG-71-normal - 5 3946 c.3090G>A

A G rs3121079byFrequency|by1000genomesMG-72-tumorMG-72-normal - 2 86 c.16T>C

A G rs61753702byFrequency|by1000genomesMG-72-tumorMG-72-normal + 30 3929 c.3652A>G

A G MG-72-tumorMG-72-normal + 1 1243 c.1243A>G

G T rs140403199byFrequencyMG-72-tumorMG-72-normal + 20 2515 c.2238G>T

T C MG-72-tumorMG-72-normal + 1 555

A G rs4532127byFrequency|by1000genomesMG-72-tumorMG-72-normal + 13 1587 c.1377A>G

A G MG-72-tumorMG-72-normal + 1 798 c.798A>G

A G rs148722408byFrequency|by1000genomesMG-72-tumorMG-72-normal - 3 3147 c.3072T>C

A G rs3108200byFrequency|by1000genomesMG-72-tumorMG-72-normal + 3 2040 c.810A>G

A G rs11992014byFrequency|by1000genomesMG-72-tumorMG-72-normal - 18 3178 c.2934T>C

A G rs33954745byFrequency|by1000genomesMG-72-tumorMG-72-normal - 17 2661 c.2376T>C

T C MG-72-tumorMG-72-normal + 1 168 c.168T>C

T C rs28489116by1000genomesMG-72-tumorMG-72-normal - 10 5194 c.4985A>G

A G rs7762830by1000genomesMG-72-tumorMG-72-normal + 14 2120 c.1921A>G

T C rs73301427by1000genomesMG-72-tumorMG-72-normal + 5 564 c.539T>C

C T rs3745762by1000genomesMG-72-tumorMG-72-normal + 6 2241 c.2047C>T

G A rs3810485by1000genomesMG-72-tumorMG-72-normal - 8 6116 c.6047C>T

G A rs56145411byFrequency|by1000genomesMG-72-tumorMG-72-normal + 4 1211 c.1124G>A



C G rs9659529byFrequency|by1000genomesMG-72-tumorMG-72-normal + 2 302 c.215C>G

A G rs40831 by1000genomesMG-72-tumorMG-72-normal + 2 2118 c.2085A>G

G C rs2227910byFrequency|by1000genomesMG-72-tumorMG-72-normal + 2 1911 c.804G>C

A G MG-72-tumorMG-72-normal + 1 128 c.128A>G

C T MG-72-tumorMG-72-normal + 1 369 c.369C>T

A G MG-72-tumorMG-72-normal + 1 480 c.480A>G

T C rs17148347byFrequency|by1000genomesMG-72-tumorMG-72-normal + 2 1068 c.1052T>C

G A rs139533770byFrequency|by1000genomesMG-72-tumorMG-72-normal - 11 1881 c.1671C>T

G A rs148402228byFrequency|by1000genomesMG-72-tumorMG-72-normal - 22 4042 c.3545C>T

A G rs2973568by1000genomesMG-72-tumorMG-72-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-72-tumorMG-72-normal - 20 4043 c.3072C>A

C T rs34372796byFrequencyMG-72-tumorMG-72-normal + 11 2082 c.1701C>T

C T rs5959371byFrequency|by1000genomesMG-72-tumorMG-72-normal - 4 442 c.228G>A

G A rs6601 byFrequency|by1000genomesMG-72-tumorMG-72-normal + 25 3881 c.3672G>A

T C rs7935 byFrequency|by1000genomesMG-72-tumorMG-72-normal + 9 1808 c.1524T>C

G A rs17883704byFrequency|by1000genomesMG-72-tumorMG-72-normal + 21 2927 c.2544G>A

A T rs78455617byFrequency|by1000genomesMG-72-tumorMG-72-normal - 4 1208 c.1138T>A

A G rs1211708byFrequency|by1000genomesMG-72-tumorMG-72-normal - 6 1888 c.1338T>C

C A rs114044193byFrequency|by1000genomesMG-72-tumorMG-72-normal + 19 2013 c.1963C>A

G T rs2075249byFrequency|by1000genomesMG-72-tumorMG-72-normal - 21 3339 c.3054C>A

G A rs45469491by1000genomesMG-72-tumorMG-72-normal - 8 4518 c.4449C>T

A G MG-72-tumorMG-72-normal + 1 64 c.64A>G

A C rs76437836byFrequencyMG-72-tumorMG-72-normal - 3 142 c.98T>G

C T rs11558834byFrequency|by1000genomesMG-72-tumorMG-72-normal + 11 3321 c.2940C>T

A G rs78253128 MG-72-tumorMG-72-normal + 1 364 c.363A>G

A G rs11915822byFrequency|by1000genomesMG-72-tumorMG-72-normal - 13 6588 c.6478T>C

T C rs2241190byFrequency|by1000genomesMG-72-tumorMG-72-normal - 17 2745 c.2460A>G

C A rs144349020by1000genomesMG-72-tumorMG-72-normal + 3 1131 c.912C>A

T C rs7914982byFrequency|by1000genomesMG-72-tumorMG-72-normal - 5 1181 c.1067A>G

G T rs11885001byFrequency|by1000genomesMG-72-tumorMG-72-normal - 28 5612 c.5121C>A

C G rs72474510byFrequency|by1000genomesMG-72-tumorMG-72-normal - 4 1198 c.1128G>C

C T rs35767542byFrequencyMG-72-tumorMG-72-normal + 8 1025 c.666C>T

G T rs139431164byFrequencyMG-72-tumorMG-72-normal + 3 1043 c.824G>T

T C rs9807555by1000genomesMG-72-tumorMG-72-normal - 1 196 c.197A>G

G A MG-72-tumorMG-72-normal + 1 360 c.360G>A

C G rs34915742byFrequency|by1000genomesMG-72-tumorMG-72-normal - 26 4521 c.4236G>C

G A rs1128761byFrequency|by1000genomesMG-72-tumorMG-72-normal + 7 1219 c.966G>A

T C rs831042 byFrequency|by1000genomesMG-72-tumorMG-72-normal - 24 3945 c.3660A>G

C T rs7904627byFrequency|by1000genomesMG-72-tumorMG-72-normal - 5 1356 c.1242G>A

A G rs141971833byFrequencyMG-72-tumorMG-72-normal + 16 5077 c.4434A>G

C T MG-72-tumorMG-72-normal + 1 206 c.206C>T

C T MG-72-tumorMG-72-normal + 1 1645 c.1645C>T

G C MG-72-tumorMG-72-normal - 5 1009 c.1010C>G

G C rs76769084 MG-72-tumorMG-72-normal + 11 2669 c.2487G>C

T C rs7716253by1000genomesMG-72-tumorMG-72-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-72-tumorMG-72-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-72-tumorMG-72-normal - 3 660 c.661T>C



G T rs148745623 MG-72-tumorMG-72-normal - 4 1078 c.1008C>A

G A rs61814946byFrequency|by1000genomesMG-72-tumorMG-72-normal - 3 1785 c.1710C>T

A G rs150886172 MG-72-tumorMG-72-normal + 5 1906 c.1728A>G

C T MG-72-tumorMG-72-normal + 1 543 c.543C>T

C G rs2509943byFrequency|by1000genomesMG-72-tumorMG-72-normal + 3 776 c.279C>G

T C rs61740142byFrequency|by1000genomesMG-72-tumorMG-72-normal - 6 1982 c.1495A>G

G A rs10964525byFrequency|by1000genomesMG-72-tumorMG-72-normal + 4 926 c.717G>A

T C rs147791527byFrequencyMG-72-tumorMG-72-normal - 10 2694 c.2695A>G

T C MG-72-tumorMG-72-normal - 10 1830 c.1420A>G

T C rs115144934by1000genomesMG-72-tumorMG-72-normal + 51 8325 c.7791T>C

C T rs77794669byFrequency|by1000genomesMG-72-tumorMG-72-normal - 28 5975 c.5976G>A

A G rs13223756byFrequency|by1000genomesMG-72-tumorMG-72-normal + 7 2144 c.1944A>G

C T MG-72-tumorMG-72-normal - 27 13791 c.13582G>A

C T rs61741406byFrequency|by1000genomesMG-72-tumorMG-72-normal - 5 1573 c.1504G>A

C A rs16942318by1000genomesMG-72-tumorMG-72-normal + 3 680 c.306C>A

C T rs79640036byFrequency|by1000genomesMG-72-tumorMG-72-normal + 18 2519 c.2160C>T

C T rs4802382by1000genomesMG-72-tumorMG-72-normal + 6 554 c.360C>T

A T rs10107774byFrequency|by1000genomesMG-72-tumorMG-72-normal + 3 1496 c.1342A>T

T C rs62636220byFrequencyMG-72-tumorMG-72-normal - 31 7418 c.6609A>G

T C rs831043 byFrequency|by1000genomesMG-72-tumorMG-72-normal - 21 3354 c.3069A>G

G A MG-72-tumorMG-72-normal + 1 1014 c.1014G>A

C A rs34400049byFrequency|by1000genomesMG-72-tumorMG-72-normal + 14 2474 c.2092C>A

G A rs143095551by1000genomesMG-72-tumorMG-72-normal - 4 870 c.679C>T

G T rs111833521by1000genomesMG-72-tumorMG-72-normal - 1 285 c.87C>A

C T rs139351719by1000genomesMG-72-tumorMG-72-normal - 5 554 c.13G>A

G A rs9745758by1000genomesMG-72-tumorMG-72-normal + 2 966 c.933G>A

G A MG-72-tumorMG-72-normal + 1 117 c.117G>A

G A rs146218789byFrequencyMG-72-tumorMG-72-normal + 4 627 c.350G>A

G A rs116439886by1000genomesMG-72-tumorMG-72-normal + 0 395

G A rs17052357byFrequency|by1000genomesMG-72-tumorMG-72-normal - 10 1187 c.1185C>T

G A rs11045859byFrequency|by1000genomesMG-72-tumorMG-72-normal + 10 1344 c.1248G>A

T C rs3755806byFrequency|by1000genomesMG-72-tumorMG-72-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-72-tumorMG-72-normal - 13 5919 c.5544G>A

C T rs77791636by1000genomesMG-72-tumorMG-72-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-72-tumorMG-72-normal - 18 3000 c.2874G>T

T C rs2251219byFrequency|by1000genomesMG-72-tumorMG-72-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-72-tumorMG-72-normal + 1 144 c.57C>T

G T rs114315466byFrequency|by1000genomesMG-72-tumorMG-72-normal + 12 2132 c.1842G>T

A G rs114731584by1000genomesMG-72-tumorMG-72-normal - 20 5015 c.5016T>C

G A rs61762608byFrequency|by1000genomesMG-72-tumorMG-72-normal - 13 2608 c.2052C>T

G A MG-72-tumorMG-72-normal + 1 219 c.219G>A

G A rs17883862byFrequency|by1000genomesMG-72-tumorMG-72-normal - 2 329 c.254C>T

C T rs34694228byFrequency|by1000genomesMG-72-tumorMG-72-normal - 41 7627 c.6656G>A

A G rs1136159byFrequency|by1000genomesMG-72-tumorMG-72-normal - 10 1068 c.860T>C

T A MG-72-tumorMG-72-normal + 1 1664 c.1664T>A

G C rs11611231by1000genomesMG-72-tumorMG-72-normal + 9 2190 c.2190G>C

T C MG-72-tumorMG-72-normal + 1 334 c.334T>C



C T rs55993306by1000genomesMG-72-tumorMG-72-normal - 20 3946 c.3859G>A

A G rs61753940by1000genomesMG-72-tumorMG-72-normal + 2 2084 c.2051A>G

G A rs3827025by1000genomesMG-72-tumorMG-72-normal - 6 2094 c.2025C>T

A G rs35114151byFrequency|by1000genomesMG-72-tumorMG-72-normal - 39 7044 c.6759T>C

A G rs61831150byFrequency|by1000genomesMG-72-tumorMG-72-normal + 7 1855 c.1810A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-72-tumorMG-72-normal + 7 1597 c.1215T>C

G A rs16957538byFrequency|by1000genomesMG-72-tumorMG-72-normal - 12 1931 c.1511C>T

C T MG-72-tumorMG-72-normal + 1 1353 c.1353C>T

T G rs17094774byFrequency|by1000genomesMG-72-tumorMG-72-normal - 7 1640 c.1449A>C

T C MG-72-tumorMG-72-normal + 1 114 c.114T>C

G A rs151187373by1000genomesMG-72-tumorMG-72-normal + 16 2477 c.2351G>A

C T rs12708402by1000genomesMG-72-tumorMG-72-normal - 16 3405 c.3178G>A

A G rs150594 byFrequency|by1000genomesMG-72-tumorMG-72-normal - 13 1559 c.1356T>C

A G rs9667 by1000genomesMG-72-tumorMG-72-normal + 3 354 c.168A>G

C T rs60366808by1000genomesMG-72-tumorMG-72-normal - 3 2684 c.2583G>A

C T rs58022607by1000genomesMG-72-tumorMG-72-normal - 11 1812 c.1472G>A

G A rs61748712byFrequency|by1000genomesMG-72-tumorMG-72-normal - 8 1481 c.1271C>T

A G rs7839690byFrequency|by1000genomesMG-72-tumorMG-72-normal - 19 3319 c.3075T>C

A T MG-72-tumorMG-72-normal + 4 485 c.105A>T

C A MG-72-tumorMG-72-normal - 3 556 c.521G>T

G A rs61742500byFrequency|by1000genomesMG-72-tumorMG-72-normal - 10 8933 c.8345C>T

G A rs10817003by1000genomesMG-72-tumorMG-72-normal - 43 10512 c.10176C>T

C T rs2271806byFrequency|by1000genomesMG-72-tumorMG-72-normal + 18 2822 c.2409C>T

T C rs7714670by1000genomesMG-72-tumorMG-72-normal + 6 849 c.673T>C

C T rs11873462by1000genomesMG-72-tumorMG-72-normal - 1 47 c.48G>A

G A rs74483926byFrequency|by1000genomesMG-72-tumorMG-72-normal - 43 11197 c.10979C>T

G A rs56043170 MG-72-tumorMG-72-normal + 1 1442 c.1142G>A

C T rs78557784byFrequency|by1000genomesMG-72-tumorMG-72-normal - 12 1531 c.1372G>A

C T MG-72-tumorMG-72-normal + 1 288 c.288C>T

G A rs55661958byFrequency|by1000genomesMG-72-tumorMG-72-normal - 11 1283 c.904C>T

A G rs180744 by1000genomesMG-72-tumorMG-72-normal + 2 1719 c.1686A>G

C T MG-72-tumorMG-72-normal - 8 1256 c.1038G>A

T C rs77652527byFrequency|by1000genomesMG-72-tumorMG-72-normal - 10 1583 c.1365A>G

T C MG-72-tumorMG-72-normal + 1 752 c.752T>C

T C rs36082715byFrequency|by1000genomesMG-72-tumorMG-72-normal - 19 3011 c.2726A>G

C T rs2285975byFrequency|by1000genomesMG-72-tumorMG-72-normal - 13 2445 c.2256G>A

C A rs35674179byFrequency|by1000genomesMG-72-tumorMG-72-normal - 13 5263 c.5153G>T

G A MG-72-tumorMG-72-normal + 1 666 c.666G>A

C T rs115335139byFrequency|by1000genomesMG-72-tumorMG-72-normal + 19 3867 c.3232C>T

A G rs2229267byFrequency|by1000genomesMG-72-tumorMG-72-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-72-tumorMG-72-normal + 2 1740 c.1707C>T

A C rs80303640by1000genomesMG-72-tumorMG-72-normal - 16 1415 c.1416T>G

G A rs2229354byFrequency|by1000genomesMG-72-tumorMG-72-normal + 7 1131 c.924G>A

C T rs7714612by1000genomesMG-72-tumorMG-72-normal + 3 272 c.90C>T

A G MG-72-tumorMG-72-normal + 1 48 c.48A>G

G C rs142017909byFrequencyMG-72-tumorMG-72-normal - 12 1953 c.1743C>G

A G rs3181247byFrequency|by1000genomesMG-72-tumorMG-72-normal - 3 522 c.304T>C



A T rs6685892byFrequency|by1000genomesMG-72-tumorMG-72-normal - 34 7560 c.7341T>A

G A MG-72-tumorMG-72-normal - 38 9235 c.8899C>T

T C rs78472618byFrequencyMG-72-tumorMG-72-normal - 3 159 c.115A>G

T C MG-72-tumorMG-72-normal + 8 505 c.505T>C

C T rs2233602byFrequency|by1000genomesMG-72-tumorMG-72-normal + 1 792 c.792C>T

G T rs138591330by1000genomesMG-72-tumorMG-72-normal - 27 8211 c.7863C>A

C T rs2273779byFrequency|by1000genomesMG-72-tumorMG-72-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-72-tumorMG-72-normal + 1 160 c.108G>A

C G rs180743 by1000genomesMG-72-tumorMG-72-normal + 2 1315 c.1282C>G

T C MG-72-tumorMG-72-normal - 1 495 c.496A>G

C T rs76334433byFrequency|by1000genomesMG-72-tumorMG-72-normal - 4 615 c.553G>A

A G rs3737940byFrequency|by1000genomesMG-72-tumorMG-72-normal + 7 3183 c.3138A>G

C A rs12627379byFrequency|by1000genomesMG-72-tumorMG-72-normal - 23 1834

T C rs16006 by1000genomesMG-72-tumorMG-72-normal - 6 875 c.876A>G

C T rs140164326by1000genomesMG-72-tumorMG-72-normal - 15 2043 c.1950G>A

T C rs61742652by1000genomesMG-72-tumorMG-72-normal - 4 651 c.582A>G

G A rs2880956 MG-72-tumorMG-72-normal + 15 1268 c.1268G>A

G A rs2921563byFrequency|by1000genomesMG-72-tumorMG-72-normal + 9 2165 c.524G>A

C T rs115321263byFrequency|by1000genomesMG-72-tumorMG-72-normal - 2 325 c.141G>A

C T MG-72-tumorMG-72-normal + 1 52 c.52C>T

A G MG-72-tumorMG-72-normal + 1 1149 c.1149A>G

C T rs3784323byFrequency|by1000genomesMG-72-tumorMG-72-normal - 15 2343 c.2133G>A

A G rs41304577 MG-72-tumorMG-72-normal - 4 1006 c.691T>C

G A rs2127898byFrequency|by1000genomesMG-72-tumorMG-72-normal - 6 1130 c.920C>T

T G MG-72-tumorMG-72-normal - 2 584 c.52A>C

C T MG-72-tumorMG-72-normal + 1 1314 c.1314C>T

G A rs7179364by1000genomesMG-72-tumorMG-72-normal + 1 520 c.85G>A

G A rs7624750byFrequency|by1000genomesMG-72-tumorMG-72-normal + 4 707 c.473G>A

A C rs1208606byFrequency|by1000genomesMG-72-tumorMG-72-normal - 6 1571 c.1359T>G

C T rs140105230byFrequency|by1000genomesMG-72-tumorMG-72-normal - 4 1405 c.1335G>A

G C rs78754594by1000genomesMG-72-tumorMG-72-normal + 11 2585 c.2403G>C

C A rs73672607byFrequency|by1000genomesMG-72-tumorMG-72-normal + 13 2349 c.1832C>A

T C rs9851685byFrequency|by1000genomesMG-72-tumorMG-72-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-72-tumorMG-72-normal - 3 1368 c.836T>C

C T rs78868042byFrequency|by1000genomesMG-72-tumorMG-72-normal + 25 3764 c.3555C>T

T G rs12963422byFrequency|by1000genomesMG-72-tumorMG-72-normal - 5 2988 c.2775A>C

G T rs61740701byFrequency|by1000genomesMG-72-tumorMG-72-normal - 3 1374 c.818C>A

G T rs146238849byFrequency|by1000genomesMG-72-tumorMG-72-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-72-tumorMG-72-normal - 31 5385 c.5100C>T

C T MG-72-tumorMG-72-normal + 1 48 c.48C>T

C T MG-72-tumorMG-72-normal + 1 165 c.165C>T

G A rs13007735byFrequency|by1000genomesMG-72-tumorMG-72-normal - 16 3587 c.2616C>T

C T rs111938103 MG-72-tumorMG-72-normal + 1 398 c.382C>T

T C MG-72-tumorMG-72-normal + 1 51 c.51T>C

C T rs1035938by1000genomesMG-72-tumorMG-72-normal + 6 1538 c.1344C>T

C T rs45554841by1000genomesMG-72-tumorMG-72-normal - 1 214 c.215G>A

T C rs61839057byFrequencyMG-72-tumorMG-72-normal - 4 444 c.129A>G



A G rs53429 byFrequency|by1000genomesMG-72-tumorMG-72-normal - 23 2720 c.2517T>C

C T rs111704518byFrequency|by1000genomesMG-72-tumorMG-72-normal - 18 2996 c.2901G>A

T C rs9646771by1000genomesMG-72-tumorMG-72-normal - 4 787 c.447A>G

A G rs13426055byFrequency|by1000genomesMG-72-tumorMG-72-normal + 18 2688 c.2562A>G

T C MG-72-tumorMG-72-normal - 4 1446 c.1376A>G

T C rs143154682byFrequency|by1000genomesMG-72-tumorMG-72-normal - 4 406 c.91A>G

G C rs6771157byFrequency|by1000genomesMG-72-tumorMG-72-normal - 19 3392 c.3393C>G

G A rs78995047byFrequency|by1000genomesMG-72-tumorMG-72-normal - 23 5085 c.4875C>T

G A rs61731510byFrequency|by1000genomesMG-72-tumorMG-72-normal + 12 1637 c.1120G>A

A G rs3211362byFrequency|by1000genomesMG-72-tumorMG-72-normal - 9 1020 c.846T>C

G A MG-72-tumorMG-72-normal - 13 1142 c.1143C>T

G C rs3088074byFrequency|by1000genomesMG-72-tumorMG-72-normal - 9 2999 c.2785C>G

C G rs145987835byFrequencyMG-72-tumorMG-72-normal - 4 1432 c.1362G>C

C A rs78225807byFrequency|by1000genomesMG-72-tumorMG-72-normal - 11 919 c.552G>T

G A MG-72-tumorMG-72-normal - 18 1690 c.1691C>T

T G rs9807633by1000genomesMG-72-tumorMG-72-normal - 1 88 c.89A>C

T G MG-72-tumorMG-72-normal - 1 335 c.137A>C

C G rs150913286byFrequencyMG-72-tumorMG-72-normal - 4 431 c.394G>C

G C MG-72-tumorMG-72-normal - 14 1559 c.1519C>G

C T rs75838083byFrequency|by1000genomesMG-72-tumorMG-72-normal + 3 450 c.363C>T

A C rs139690921byFrequency|by1000genomesMG-72-tumorMG-72-normal - 11 1928 c.1584T>G

G C rs45469098by1000genomesMG-72-tumorMG-72-normal - 1 255 c.256C>G

T C rs112827102byFrequency|by1000genomesMG-72-tumorMG-72-normal - 19 3495 c.3285A>G

T G rs1800275byFrequency|by1000genomesMG-72-tumorMG-72-normal - 48 7302 c.7096A>C

T C rs3121080byFrequency|by1000genomesMG-72-tumorMG-72-normal - 2 130 c.60A>G

C A rs58465962by1000genomesMG-72-tumorMG-72-normal - 10 1498 c.1158G>T

G A rs2003233 MG-72-tumorMG-72-normal - 17 1503 c.1504C>T

A C MG-72-tumorMG-72-normal - 16 2324 c.2237T>G

G A rs146662463byFrequency|by1000genomesMG-72-tumorMG-72-normal - 19 3489 c.3279C>T

G A rs3733415by1000genomesMG-72-tumorMG-72-normal - 2 601 c.392C>T

C G rs112822975byFrequency|by1000genomesMG-72-tumorMG-72-normal - 8 1616 c.1521G>C

G A MG-72-tumorMG-72-normal - 5 563 c.22C>T

T A rs36007455byFrequency|by1000genomesMG-72-tumorMG-72-normal - 4 1073 c.133A>T

C T rs61742502byFrequency|by1000genomesMG-72-tumorMG-72-normal - 10 8932 c.8344G>A

G A rs11177 byFrequency|by1000genomesMG-72-tumorMG-72-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-72-tumorMG-72-normal - 2 514 c.174G>A

C T rs56391007by1000genomesMG-72-tumorMG-72-normal + 14 3175 c.2975C>T

G A rs59275951byFrequency|by1000genomesMG-72-tumorMG-72-normal - 11 1797 c.1587C>T

C T rs61742353by1000genomesMG-72-tumorMG-72-normal - 8 4334 c.4265G>A

G A MG-72-tumorMG-72-normal - 4 393 c.137C>T

A G rs28647489by1000genomesMG-72-tumorMG-72-normal - 15 10210 c.10001T>C

G A rs216400 byFrequency|by1000genomesMG-72-tumorMG-72-normal - 32 3959 c.3756C>T

G A rs139856989 MG-72-tumorMG-72-normal - 4 1057 c.987C>T

C T rs872665 by1000genomesMG-72-tumorMG-72-normal - 7 1855 c.1519G>A

G A rs140669678 MG-72-tumorMG-72-normal + 7 2181 c.1622G>A

T C rs111331725by1000genomesMG-72-tumorMG-72-normal + 6 643 c.263T>C

G A MG-72-tumorMG-72-normal - 7 889 c.796C>T



C T rs28444388byFrequency|by1000genomesMG-72-tumorMG-72-normal + 2 1331 c.1131C>T

C T rs1801187byFrequency|by1000genomesMG-72-tumorMG-72-normal - 37 5440 c.5234G>A

C T rs73672479byFrequency|by1000genomesMG-72-tumorMG-72-normal - 24 2607 c.2595G>A

G A rs59588723byFrequency|by1000genomesMG-72-tumorMG-72-normal + 13 3095 c.2982G>A

A G rs151306742by1000genomesMG-72-tumorMG-72-normal + 4 729 c.285A>G

C T rs17043707byFrequency|by1000genomesMG-72-tumorMG-72-normal - 1 1036 c.876G>A

C G rs59113707byFrequency|by1000genomesMG-72-tumorMG-72-normal + 10 1296 c.1200C>G

T C rs41276710by1000genomesMG-72-tumorMG-72-normal + 36 4750 c.4485T>C

A C rs4625290byFrequency|by1000genomesMG-72-tumorMG-72-normal - 2 325 c.255T>G

G A MG-72-tumorMG-72-normal - 8 1300 c.1082C>T

T A MG-72-tumorMG-72-normal + 1 318 c.318T>A

C T MG-72-tumorMG-72-normal + 1 1170 c.1170C>T

A T MG-72-tumorMG-72-normal + 5 625 c.403A>T

C G MG-72-tumorMG-72-normal + 20 5547 c.5546C>G

T C rs16921260by1000genomesMG-72-tumorMG-72-normal + 1 1073 c.773T>C

G A MG-72-tumorMG-72-normal + 1 442 c.442G>A

C T rs116057134byFrequency|by1000genomesMG-72-tumorMG-72-normal + 18 2375 c.1548C>T

T C rs766894 by1000genomesMG-72-tumorMG-72-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-72-tumorMG-72-normal - 8 1357 c.1139G>T

G A rs11551685byFrequency|by1000genomesMG-72-tumorMG-72-normal - 16 7464 c.7395C>T

G A rs3744249byFrequency|by1000genomesMG-72-tumorMG-72-normal + 11 2561 c.2172G>A

G A rs62075712by1000genomesMG-72-tumorMG-72-normal - 3 984 c.452C>T

A G rs826549 by1000genomesMG-72-tumorMG-72-normal + 18 2676 c.2550A>G

G A rs111789308byFrequency|by1000genomesMG-72-tumorMG-72-normal - 19 4446 c.4236C>T

A C MG-72-tumorMG-72-normal - 1 273 c.274T>G

A G rs2227973byFrequency|by1000genomesMG-72-tumorMG-72-normal + 2 2571 c.2459A>G

T C MG-72-tumorMG-72-normal + 1 1453 c.1453T>C

T C MG-72-tumorMG-72-normal + 1 1486 c.1486T>C

T C MG-72-tumorMG-72-normal - 28 6075 c.6076A>G

C G rs80027487byFrequency|by1000genomesMG-72-tumorMG-72-normal + 3 451 c.364C>G

A G MG-72-tumorMG-72-normal - 3 1337 c.805T>C

G T rs9661554byFrequency|by1000genomesMG-72-tumorMG-72-normal + 2 186 c.99G>T

G A rs148002346 MG-72-tumorMG-72-normal - 5 1775 c.1661C>T

A G rs13346368by1000genomesMG-72-tumorMG-72-normal + 10 3324 c.3130A>G

C T rs115460650by1000genomesMG-72-tumorMG-72-normal - 4 3806 c.3597G>A

A G rs147227382byFrequencyMG-72-tumorMG-72-normal + 2 604 c.235A>G

G A MG-72-tumorMG-72-normal - 1 113 c.114C>T

C T rs45517320byFrequency|by1000genomesMG-72-tumorMG-72-normal + 33 4544 c.3914C>T

A G MG-72-tumorMG-72-normal + 3 393 c.13A>G

T C rs2229992byFrequency|by1000genomesMG-72-tumorMG-72-normal + 12 1838 c.1458T>C

A G MG-72-tumorMG-72-normal + 1 175 c.175A>G

T C rs7275 by1000genomesMG-72-tumorMG-72-normal + 35 5267 c.4983T>C

T C rs41286961byFrequency|by1000genomesMG-72-tumorMG-72-normal + 14 1440 c.1340T>C

C T rs57040246byFrequency|by1000genomesMG-72-tumorMG-72-normal + 9 1182 c.1086C>T

A G MG-72-tumorMG-72-normal + 1 546 c.546A>G

A G MG-72-tumorMG-72-normal + 1 474 c.474A>G

T C rs2075252byFrequency|by1000genomesMG-72-tumorMG-72-normal - 66 12565 c.12280A>G



C G rs147357351byFrequencyMG-72-tumorMG-72-normal - 3 534 c.435G>C

C T MG-72-tumorMG-72-normal + 1 103 c.103C>T

T C rs35799469byFrequency|by1000genomesMG-72-tumorMG-72-normal - 10 13237 c.12649A>G

T G rs3204790byFrequency|by1000genomesMG-72-tumorMG-72-normal + 2 287 c.200T>G

G A rs1062348byFrequency|by1000genomesMG-72-tumorMG-72-normal - 7 1005 c.846C>T

C A MG-72-tumorMG-72-normal + 12 1060 c.962C>A

C G rs11971880byFrequency|by1000genomesMG-72-tumorMG-72-normal + 3 1192 c.634C>G

C T rs3796031byFrequency|by1000genomesMG-72-tumorMG-72-normal - 17 2399 c.1947G>A

C A rs6453022by1000genomesMG-72-tumorMG-72-normal + 7 1027 c.851C>A

C T rs34594998by1000genomesMG-72-tumorMG-72-normal + 9 1733 c.1509C>T

A G MG-72-tumorMG-72-normal + 1 769 c.769A>G

T C rs11886219byFrequency|by1000genomesMG-72-tumorMG-72-normal - 36 6144 c.5859A>G

G A rs2289247byFrequency|by1000genomesMG-72-tumorMG-72-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-72-tumorMG-72-normal + 2 372 c.159T>C

C G rs60738318byFrequency|by1000genomesMG-72-tumorMG-72-normal + 8 996 c.607C>G

G A MG-72-tumorMG-72-normal - 4 1015 c.700C>T

C T MG-72-tumorMG-72-normal - 3 419 c.284G>A

C T MG-72-tumorMG-72-normal + 3 1542 c.1519C>T

A G rs148847273by1000genomesMG-72-tumorMG-72-normal - 16 3254 c.2918T>C

G C rs2240089byFrequency|by1000genomesMG-72-tumorMG-72-normal - 12 3187 c.3003C>G

A G rs34173244byFrequency|by1000genomesMG-72-tumorMG-72-normal - 10 1049 c.1047T>C

T A rs17264436byFrequency|by1000genomesMG-72-tumorMG-72-normal - 21 3503 c.3501A>T

G A rs55938102byFrequency|by1000genomesMG-72-tumorMG-72-normal + 48 8467 c.8358G>A

A G rs149271 by1000genomesMG-72-tumorMG-72-normal + 2 543 c.510A>G

T C MG-72-tumorMG-72-normal + 1 286 c.286T>C

T A rs2060198byFrequency|by1000genomesMG-72-tumorMG-72-normal + 27 5204 c.4914T>A

A G MG-72-tumorMG-72-normal - 19 4134 c.3924T>C

G A rs33969768byFrequency|by1000genomesMG-73-tumorMG-73-normal - 8 5863 c.5650C>T

T C rs831043 byFrequency|by1000genomesMG-73-tumorMG-73-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-73-tumorMG-73-normal + 7 3183 c.3138A>G

A G rs11915822byFrequency|by1000genomesMG-73-tumorMG-73-normal - 13 6588 c.6478T>C

C T rs2286007byFrequency|by1000genomesMG-73-tumorMG-73-normal + 8 2637 c.1994C>T

C T rs1386356byFrequency|by1000genomesMG-73-tumorMG-73-normal - 85 14018 c.13047G>A

A T rs140918583byFrequencyMG-73-tumorMG-73-normal - 39 7143 c.6858T>A

C T rs1009668byFrequency|by1000genomesMG-73-tumorMG-73-normal - 20 2134 c.1864G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-73-tumorMG-73-normal + 7 1073 c.525C>T

G T rs3745765byFrequency|by1000genomesMG-73-tumorMG-73-normal + 9 2360 c.719G>T

G A rs62070401by1000genomesMG-73-tumorMG-73-normal - 12 2205 c.2162C>T

C T rs77376932byFrequencyMG-73-tumorMG-73-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-73-tumorMG-73-normal - 3 4602 c.4530C>T

C A rs148983031byFrequencyMG-73-tumorMG-73-normal - 16 2940 c.2722G>T

G A rs142702316byFrequencyMG-73-tumorMG-73-normal + 1 160 c.108G>A

T C rs2229992byFrequency|by1000genomesMG-73-tumorMG-73-normal + 12 1838 c.1458T>C

G C rs146249377byFrequencyMG-73-tumorMG-73-normal + 1 3447 c.487G>C

G T rs12568784byFrequency|by1000genomesMG-73-tumorMG-73-normal - 3 7202 c.7130C>A

G A rs61751542by1000genomesMG-73-tumorMG-73-normal - 25 4204 c.4129C>T

G T rs2075249byFrequency|by1000genomesMG-73-tumorMG-73-normal - 21 3339 c.3054C>A



A G rs4143768byFrequency|by1000genomesMG-73-tumorMG-73-normal - 10 6783 c.6195T>C

C T MG-73-tumorMG-73-normal + 6 901 c.702C>T

G A MG-73-tumorMG-73-normal + 1 130 c.78G>A

C T rs145201961byFrequencyMG-73-tumorMG-73-normal - 42 8032 c.7747G>A

G C rs2229933|rs116048761byFrequency|by1000genomesMG-73-tumorMG-73-normal + 6 830 c.282G>C

T C rs16921260by1000genomesMG-73-tumorMG-73-normal + 1 1073 c.773T>C

T C rs62070402by1000genomesMG-73-tumorMG-73-normal - 12 2105 c.2062A>G

G A rs1062348byFrequency|by1000genomesMG-73-tumorMG-73-normal - 7 1005 c.846C>T

C A rs138908625byFrequency|by1000genomesMG-73-tumorMG-73-normal - 8 1357 c.1139G>T

A G rs118203414 MG-73-tumorMG-73-normal - 7 836 c.615T>C

A C rs115945341|rs2267641byFrequency|by1000genomesMG-73-tumorMG-73-normal + 17 2594 c.2046A>C

C T rs16942341by1000genomesMG-73-tumorMG-73-normal + 7 1595 c.1221C>T

T C rs7714670by1000genomesMG-73-tumorMG-73-normal + 6 849 c.673T>C

C T rs72987361byFrequency|by1000genomesMG-73-tumorMG-73-normal - 3 898 c.558G>A

A G rs2229268byFrequency|by1000genomesMG-73-tumorMG-73-normal - 61 11886 c.11601T>C

G A rs146271489byFrequency|by1000genomesMG-73-tumorMG-73-normal + 4 1264 c.1177G>A

C T rs199930 by1000genomesMG-73-tumorMG-73-normal + 36 5181 c.5016C>T

G A rs7234999byFrequency|by1000genomesMG-73-tumorMG-73-normal - 5 5512 c.5299C>T

T C rs7716253by1000genomesMG-73-tumorMG-73-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-73-tumorMG-73-normal - 13 5919 c.5544G>A

C T MG-73-tumorMG-73-normal - 20 2973 c.2782G>A

C T rs41299110byFrequency|by1000genomesMG-73-tumorMG-73-normal + 14 1944 c.1699C>T

G C rs2240 byFrequency|by1000genomesMG-73-tumorMG-73-normal - 13 2935 c.2560C>G

C T rs73241801by1000genomesMG-73-tumorMG-73-normal + 16 2273 c.2208C>T

T G rs112631212byFrequency|by1000genomesMG-73-tumorMG-73-normal - 2 155 c.115A>C

G A rs7624750byFrequency|by1000genomesMG-73-tumorMG-73-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-73-tumorMG-73-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-73-tumorMG-73-normal - 18 3000 c.2874G>T

C A MG-73-tumorMG-73-normal + 1 706 c.706C>A

T C rs11373 byFrequency|by1000genomesMG-73-tumorMG-73-normal - 3 787 c.367A>G

A G rs9653483by1000genomesMG-73-tumorMG-73-normal - 21 5040 c.4953T>C

T C rs62077265 MG-73-tumorMG-73-normal - 3 321 c.228A>G

G C rs2227910byFrequency|by1000genomesMG-73-tumorMG-73-normal + 2 1911 c.804G>C

C T MG-73-tumorMG-73-normal - 1 71 c.9G>A

C T rs210498 by1000genomesMG-73-tumorMG-73-normal - 23 1885 c.1518G>A

C T MG-73-tumorMG-73-normal + 3 423 c.43C>T

T C rs35996821byFrequency|by1000genomesMG-73-tumorMG-73-normal - 13 2183 c.2088A>G

G T MG-73-tumorMG-73-normal - 1 487 c.488C>A

T C rs4652678by1000genomesMG-73-tumorMG-73-normal + 28 4116 c.3951T>C

T C rs9851685byFrequency|by1000genomesMG-73-tumorMG-73-normal + 23 2508 c.2274T>C

T C rs2450122byFrequency|by1000genomesMG-73-tumorMG-73-normal - 10 2089 c.2004A>G

A G rs2973568by1000genomesMG-73-tumorMG-73-normal + 13 1856 c.1680A>G

G T rs144792804by1000genomesMG-73-tumorMG-73-normal - 1 174 c.29C>A

G A rs3818831byFrequency|by1000genomesMG-73-tumorMG-73-normal - 2 193 c.121C>T

G A rs75124368byFrequency|by1000genomesMG-73-tumorMG-73-normal - 50 9074 c.8103C>T

A G MG-73-tumorMG-73-normal + 1 276 c.276A>G

T C rs17019360by1000genomesMG-73-tumorMG-73-normal + 17 2524 c.1800T>C



T C rs41266134byFrequency|by1000genomesMG-73-tumorMG-73-normal - 3 1625 c.1550A>G

G A rs11549105byFrequency|by1000genomesMG-73-tumorMG-73-normal - 6 1228 c.1224C>T

T C rs33959226byFrequency|by1000genomesMG-73-tumorMG-73-normal - 4 1869 c.1812A>G

G T MG-73-tumorMG-73-normal + 6 994 c.553G>T

T C rs72676907byFrequency|by1000genomesMG-73-tumorMG-73-normal + 3 517 c.327T>C

C A rs35674179byFrequency|by1000genomesMG-73-tumorMG-73-normal - 13 5263 c.5153G>T

T C MG-73-tumorMG-73-normal + 1 52 c.52T>C

C A rs1801270byFrequency|by1000genomesMG-73-tumorMG-73-normal + 2 328 c.93C>A

T C MG-73-tumorMG-73-normal - 3 305 c.270A>G

T C rs1805129byFrequency|by1000genomesMG-73-tumorMG-73-normal - 2 327 c.252A>G

C T rs56390741byFrequency|by1000genomesMG-73-tumorMG-73-normal - 5 2838 c.2625G>A

T A rs17337023byFrequency|by1000genomesMG-73-tumorMG-73-normal + 16 2064 c.1887T>A

A G MG-73-tumorMG-73-normal + 1 492 c.492A>G

C T rs2229067byFrequency|by1000genomesMG-73-tumorMG-73-normal + 11 3296 c.2915C>T

T G rs79385100by1000genomesMG-73-tumorMG-73-normal - 11 1929 c.1930A>C

C T rs138446333byFrequencyMG-73-tumorMG-73-normal + 12 4318 c.3675C>T

A G rs151306742by1000genomesMG-73-tumorMG-73-normal + 4 729 c.285A>G

G A rs16825150byFrequency|by1000genomesMG-73-tumorMG-73-normal + 7 954 c.909G>A

G A rs77042968byFrequency|by1000genomesMG-73-tumorMG-73-normal + 6 1061 c.583G>A

C A rs114687140byFrequency|by1000genomesMG-73-tumorMG-73-normal - 13 9413 c.9038G>T

T C rs9646771by1000genomesMG-73-tumorMG-73-normal - 4 787 c.447A>G

T C rs3026101by1000genomesMG-73-tumorMG-73-normal + 14 2279 c.2055T>C

T G rs12963422byFrequency|by1000genomesMG-73-tumorMG-73-normal - 5 2988 c.2775A>C

G A rs71299249|rs76723438byFrequency|by1000genomesMG-73-tumorMG-73-normal + 1 3698 c.738G>A

T C rs2229263byFrequency|by1000genomesMG-73-tumorMG-73-normal - 3 533 c.248A>G

T C MG-73-tumorMG-73-normal + 1 291 c.291T>C

C A rs6453022by1000genomesMG-73-tumorMG-73-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-73-tumorMG-73-normal + 2 1791 c.684T>C

C T rs28997582byFrequency|by1000genomesMG-73-tumorMG-73-normal + 29 4337 c.4053C>T

G A rs10082432byFrequency|by1000genomesMG-73-tumorMG-73-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-73-tumorMG-73-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-73-tumorMG-73-normal + 7 1855 c.1810A>G

T G rs62075657 MG-73-tumorMG-73-normal - 13 1770 c.1677A>C

G C rs6771157byFrequency|by1000genomesMG-73-tumorMG-73-normal - 19 3392 c.3393C>G

T C rs7935 byFrequency|by1000genomesMG-73-tumorMG-73-normal + 9 1808 c.1524T>C

C G MG-73-tumorMG-73-normal - 15 1302 c.1302G>C

C T rs1130233byFrequency|by1000genomesMG-73-tumorMG-73-normal - 8 2206 c.726G>A

A G rs138997916byFrequency|by1000genomesMG-73-tumorMG-73-normal - 3 2832 c.2760T>C

T A rs79661992byFrequency|by1000genomesMG-73-tumorMG-73-normal - 13 8111 c.7736A>T

A G rs4444457byFrequency|by1000genomesMG-73-tumorMG-73-normal - 54 9497 c.8526T>C

G A rs33954691byFrequency|by1000genomesMG-73-tumorMG-73-normal - 14 3096 c.3039C>T

A G rs6679449by1000genomesMG-73-tumorMG-73-normal - 3 1923 c.1851T>C

C T rs2973571by1000genomesMG-73-tumorMG-73-normal + 12 1807 c.1631C>T

G C rs3088074byFrequency|by1000genomesMG-73-tumorMG-73-normal - 9 2999 c.2785C>G

T C MG-73-tumorMG-73-normal + 1 910 c.910T>C

A C rs76504934by1000genomesMG-73-tumorMG-73-normal - 4 464 c.427T>G

C T rs71299249|rs77022425byFrequencyMG-73-tumorMG-73-normal + 1 3677 c.717C>T



G A MG-73-tumorMG-73-normal - 7 889 c.796C>T

C T rs2931423by1000genomesMG-73-tumorMG-73-normal + 19 2459 c.2283C>T

T G rs1058201 MG-73-tumorMG-73-normal - 3 297 c.204A>C

T C rs28489116by1000genomesMG-73-tumorMG-73-normal - 10 5194 c.4985A>G

G A rs80198225 MG-73-tumorMG-73-normal + 8 527 c.527G>A

T G rs34109891byFrequency|by1000genomesMG-73-tumorMG-73-normal - 5 2836 c.2623A>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-73-tumorMG-73-normal + 7 1597 c.1215T>C

G A rs17552682by1000genomesMG-73-tumorMG-73-normal + 4 443 c.267G>A

A C rs881732 by1000genomesMG-73-tumorMG-73-normal + 17 1912 c.1092A>C

C T rs76844681 MG-73-tumorMG-73-normal - 16 2899 c.2681G>A

G A rs11549106byFrequency|by1000genomesMG-73-tumorMG-73-normal - 4 895 c.891C>T

G A rs2227983byFrequency|by1000genomesMG-73-tumorMG-73-normal + 13 1739 c.1562G>A

T C rs10817025by1000genomesMG-73-tumorMG-73-normal - 15 3032 c.2696A>G

A G MG-73-tumorMG-73-normal + 7 756 c.376A>G

C T rs12777740byFrequency|by1000genomesMG-73-tumorMG-73-normal - 13 8321 c.7946G>A

T G rs78697077byFrequency|by1000genomesMG-73-tumorMG-73-normal - 34 5286 c.5068A>C

T C rs2241190byFrequency|by1000genomesMG-73-tumorMG-73-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-73-tumorMG-73-normal - 13 6002 c.5627G>A

C T rs61740268by1000genomesMG-73-tumorMG-73-normal + 1 861 c.561C>T

G A MG-73-tumorMG-73-normal + 1 1372 c.1372G>A

C T rs7240355byFrequency|by1000genomesMG-73-tumorMG-73-normal - 5 5238 c.5025G>A

C T MG-73-tumorMG-73-normal - 8 1260 c.1042G>A

T G rs1889323by1000genomesMG-73-tumorMG-73-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-73-tumorMG-73-normal - 24 4324 c.3988T>A

G A rs20539 byFrequency|by1000genomesMG-73-tumorMG-73-normal + 20 3152 c.3111G>A

C T rs150132379byFrequency|by1000genomesMG-73-tumorMG-73-normal - 19 3130 c.2920G>A

A T rs7095325byFrequency|by1000genomesMG-73-tumorMG-73-normal - 7 1087 c.712T>A

C G rs11718329by1000genomesMG-73-tumorMG-73-normal + 4 719 c.647C>G

C T rs10082533byFrequency|by1000genomesMG-73-tumorMG-73-normal - 13 8753 c.8378G>A

G A rs35296183byFrequency|by1000genomesMG-73-tumorMG-73-normal - 55 9794 c.8823C>T

G A rs12729662byFrequency|by1000genomesMG-73-tumorMG-73-normal - 3 8430 c.8355C>T

T C rs2075252byFrequency|by1000genomesMG-73-tumorMG-73-normal - 66 12565 c.12280A>G

T C rs5927083byFrequency|by1000genomesMG-73-tumorMG-73-normal - 14 1841 c.1635A>G

A G rs13223756byFrequency|by1000genomesMG-73-tumorMG-73-normal + 7 2144 c.1944A>G

C T rs147091812byFrequency|by1000genomesMG-73-tumorMG-73-normal + 17 2762 c.2214C>T

T C rs831042 byFrequency|by1000genomesMG-73-tumorMG-73-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-73-tumorMG-73-normal + 2 543 c.510A>G

T A MG-73-tumorMG-73-normal - 9 889 c.858A>T

G A rs144383071byFrequencyMG-73-tumorMG-73-normal - 3 3345 c.3270C>T

C T MG-73-tumorMG-73-normal - 1 278 c.60G>A

C T rs12708402by1000genomesMG-73-tumorMG-73-normal - 16 3405 c.3178G>A

C T rs62478357byFrequencyMG-73-tumorMG-73-normal - 8 1268 c.1050G>A

C T rs169758 by1000genomesMG-73-tumorMG-73-normal - 23 1959 c.1592G>A

C T rs4822790byFrequency|by1000genomesMG-73-tumorMG-73-normal + 15 2042 c.1683C>T

C T MG-73-tumorMG-73-normal + 1 381 c.381C>T

C T rs4750936byFrequency|by1000genomesMG-73-tumorMG-73-normal - 13 4011 c.3636G>A

T C MG-73-tumorMG-73-normal + 1 88 c.88T>C



G A rs2271189byFrequency|by1000genomesMG-73-tumorMG-73-normal + 27 3788 c.3348G>A

C G rs11016076byFrequency|by1000genomesMG-73-tumorMG-73-normal - 8 1866 c.1491G>C

G T rs146238849byFrequency|by1000genomesMG-73-tumorMG-73-normal - 8 1391 c.1173C>A

A G rs3208627 MG-73-tumorMG-73-normal - 2 153 c.60T>C

A G MG-73-tumorMG-73-normal - 1 341 c.342T>C

A G rs28407189by1000genomesMG-73-tumorMG-73-normal + 12 5238 c.4864A>G

T C rs12990449byFrequency|by1000genomesMG-73-tumorMG-73-normal - 2 1114 c.143A>G

G A rs13054014byFrequency|by1000genomesMG-73-tumorMG-73-normal + 2 569 c.210G>A

A G rs17078605byFrequency|by1000genomesMG-73-tumorMG-73-normal - 10 10694 c.10106T>C

G A rs6018623byFrequency|by1000genomesMG-73-tumorMG-73-normal + 20 3957 c.3741G>A

T C rs11016071byFrequency|by1000genomesMG-73-tumorMG-73-normal - 13 9086 c.8711A>G

G A rs2229354byFrequency|by1000genomesMG-73-tumorMG-73-normal + 7 1131 c.924G>A

C T rs11547311byFrequency|by1000genomesMG-73-tumorMG-73-normal + 8 702 c.570C>T

A G rs180744 by1000genomesMG-73-tumorMG-73-normal + 2 1719 c.1686A>G

C T MG-73-tumorMG-73-normal - 8 1256 c.1038G>A

T G rs3208659 MG-73-tumorMG-73-normal - 7 871 c.778A>C

T C rs543304 byFrequency|by1000genomesMG-73-tumorMG-73-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-73-tumorMG-73-normal - 3 142 c.98T>G

G A MG-73-tumorMG-73-normal - 2 3164 c.2955C>T

G A rs34717358byFrequency|by1000genomesMG-73-tumorMG-73-normal + 11 2250 c.1869G>A

G C MG-73-tumorMG-73-normal - 5 1009 c.1010C>G

G A rs2973566by1000genomesMG-73-tumorMG-73-normal + 14 1930 c.1754G>A

G A rs2248407byFrequency|by1000genomesMG-73-tumorMG-73-normal - 4 1003 c.918C>T

G C MG-73-tumorMG-73-normal + 13 1449 c.1449G>C

C A rs79011039byFrequency|by1000genomesMG-73-tumorMG-73-normal + 6 1050 c.572C>A

G T rs147825872 MG-73-tumorMG-73-normal + 20 4359 c.4282G>T

A G rs11778209byFrequency|by1000genomesMG-73-tumorMG-73-normal - 39 6448 c.6204T>C

A G rs28647489by1000genomesMG-73-tumorMG-73-normal - 15 10210 c.10001T>C

A G rs9552929byFrequency|by1000genomesMG-73-tumorMG-73-normal - 10 9441 c.8853T>C

G C MG-73-tumorMG-73-normal + 10 700 c.700G>C

A G MG-73-tumorMG-73-normal + 10 1620 c.1253A>G

G A rs143684430byFrequencyMG-73-tumorMG-73-normal - 3 6591 c.6516C>T

A G rs40831 by1000genomesMG-73-tumorMG-73-normal + 2 2118 c.2085A>G

C A rs3817753 MG-73-tumorMG-73-normal - 8 1575 c.639G>T

C G rs2509943byFrequency|by1000genomesMG-73-tumorMG-73-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-73-tumorMG-73-normal - 2 514 c.174G>A

G C rs45469098by1000genomesMG-73-tumorMG-73-normal - 1 255 c.256C>G

T C rs10082391byFrequency|by1000genomesMG-73-tumorMG-73-normal - 13 8654 c.8279A>G

A G rs2229267byFrequency|by1000genomesMG-73-tumorMG-73-normal - 29 5160 c.4875T>C

C T rs151174 by1000genomesMG-73-tumorMG-73-normal + 2 1740 c.1707C>T

T C rs4149056byFrequency|by1000genomesMG-73-tumorMG-73-normal + 6 617 c.521T>C

T C rs62077266 MG-73-tumorMG-73-normal - 3 311 c.218A>G

C T MG-73-tumorMG-73-normal + 1 166 c.114C>T

C T rs3814883byFrequency|by1000genomesMG-73-tumorMG-73-normal + 13 2402 c.1359C>T

C T MG-73-tumorMG-73-normal - 3 5767 c.5692G>A

G A MG-73-tumorMG-73-normal - 1 475 c.476C>T

C T rs872665 by1000genomesMG-73-tumorMG-73-normal - 7 1855 c.1519G>A



C T rs468525 by1000genomesMG-73-tumorMG-73-normal - 6 478 c.111G>A

A G rs11016073byFrequency|by1000genomesMG-73-tumorMG-73-normal - 13 6677 c.6302T>C

A G rs2737699byFrequency|by1000genomesMG-73-tumorMG-73-normal - 10 12892 c.12304T>C

C T rs118203357 MG-73-tumorMG-73-normal - 5 471 c.250G>A

A G rs1385600byFrequency|by1000genomesMG-73-tumorMG-73-normal - 5 1375 c.1290T>C

C T MG-73-tumorMG-73-normal - 3 370 c.335G>A

G A MG-73-tumorMG-73-normal - 1 41 c.42C>T

A T rs6685892byFrequency|by1000genomesMG-73-tumorMG-73-normal - 34 7560 c.7341T>A

T C rs33910491byFrequency|by1000genomesMG-73-tumorMG-73-normal - 5 4949 c.4736A>G

C T rs3743398by1000genomesMG-73-tumorMG-73-normal + 12 2965 c.2591C>T

T C rs142010480byFrequency|by1000genomesMG-73-tumorMG-73-normal - 31 3251 c.3221A>G

C T rs28444388byFrequency|by1000genomesMG-73-tumorMG-73-normal + 2 1331 c.1131C>T

T C MG-73-tumorMG-73-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-73-tumorMG-73-normal - 37 5440 c.5234G>A

A T rs35238720byFrequency|by1000genomesMG-73-tumorMG-73-normal + 4 1205 c.860A>T

C G rs149605490by1000genomesMG-73-tumorMG-73-normal + 3 1000 c.781C>G

G A rs9789047by1000genomesMG-73-tumorMG-73-normal + 10 998 c.998G>A

G T rs11054277 MG-73-tumorMG-73-normal - 3 652 c.617C>A

A G MG-73-tumorMG-73-normal + 1 340 c.340A>G

T G rs1050767byFrequency|by1000genomesMG-73-tumorMG-73-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-73-tumorMG-73-normal + 6 583 c.538C>T

C A rs2973558by1000genomesMG-73-tumorMG-73-normal + 20 2514 c.2338C>A

T C rs78472618byFrequencyMG-73-tumorMG-73-normal - 3 159 c.115A>G

A G rs75639578 MG-73-tumorMG-73-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-73-tumorMG-73-normal + 2 1315 c.1282C>G

G A MG-73-tumorMG-73-normal - 1 25 c.26C>T

C T rs2282303byFrequency|by1000genomesMG-73-tumorMG-73-normal - 3 899 c.827G>A

C G rs145987835byFrequencyMG-74-tumorMG-74-normal - 4 1432 c.1362G>C

A G rs146505774by1000genomesMG-74-tumorMG-74-normal + 11 2544 c.2362A>G

C T rs1386356byFrequency|by1000genomesMG-74-tumorMG-74-normal - 85 14018 c.13047G>A

A C rs4788428by1000genomesMG-74-tumorMG-74-normal + 5 428 c.299A>C

G T rs9661554byFrequency|by1000genomesMG-74-tumorMG-74-normal + 2 186 c.99G>T

G T rs71238527by1000genomesMG-74-tumorMG-74-normal + 3 639 c.494G>T

A G rs73233606byFrequency|by1000genomesMG-74-tumorMG-74-normal + 11 1719 c.1330A>G

C T rs72987361byFrequency|by1000genomesMG-74-tumorMG-74-normal - 3 898 c.558G>A

C T rs2931423by1000genomesMG-74-tumorMG-74-normal + 19 2459 c.2283C>T

G A rs2275527byFrequency|by1000genomesMG-74-tumorMG-74-normal - 39 5629 c.5553C>T

C G rs72474510byFrequency|by1000genomesMG-74-tumorMG-74-normal - 4 1198 c.1128G>C

G A rs20539 byFrequency|by1000genomesMG-74-tumorMG-74-normal + 20 3152 c.3111G>A

G A rs61730875byFrequency|by1000genomesMG-74-tumorMG-74-normal - 20 3374 c.2877C>T

C T rs62478357byFrequencyMG-74-tumorMG-74-normal - 8 1268 c.1050G>A

A G rs13288443byFrequency|by1000genomesMG-74-tumorMG-74-normal + 11 2036 c.1827A>G

C T MG-74-tumorMG-74-normal + 16 3077 c.2697C>T

C T rs77791636by1000genomesMG-74-tumorMG-74-normal + 6 1132 c.1080C>T

C T MG-74-tumorMG-74-normal - 15 2425 c.1995G>A

G A rs3744249byFrequency|by1000genomesMG-74-tumorMG-74-normal + 11 2561 c.2172G>A

C T rs61744481by1000genomesMG-74-tumorMG-74-normal + 5 1560 c.1362C>T



T C rs3755806byFrequency|by1000genomesMG-74-tumorMG-74-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-74-tumorMG-74-normal + 36 5181 c.5016C>T

C T rs2853346byFrequency|by1000genomesMG-74-tumorMG-74-normal - 13 5919 c.5544G>A

G A rs60571683byFrequency|by1000genomesMG-74-tumorMG-74-normal + 16 2196 c.1977G>A

A C rs4625290byFrequency|by1000genomesMG-74-tumorMG-74-normal - 2 325 c.255T>G

C A rs2973558by1000genomesMG-74-tumorMG-74-normal + 20 2514 c.2338C>A

C G rs2298258byFrequency|by1000genomesMG-74-tumorMG-74-normal + 12 1698 c.1260C>G

G A rs7179364by1000genomesMG-74-tumorMG-74-normal + 1 520 c.85G>A

A G rs11016073byFrequency|by1000genomesMG-74-tumorMG-74-normal - 13 6677 c.6302T>C

G A rs7624750byFrequency|by1000genomesMG-74-tumorMG-74-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-74-tumorMG-74-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-74-tumorMG-74-normal - 16 2000 c.1503T>C

C T rs140237315byFrequencyMG-74-tumorMG-74-normal - 26 5435 c.5418G>A

C A rs78806080byFrequency|by1000genomesMG-74-tumorMG-74-normal - 13 3029 c.2058G>T

C T rs140105230byFrequency|by1000genomesMG-74-tumorMG-74-normal - 4 1405 c.1335G>A

T C rs9851685byFrequency|by1000genomesMG-74-tumorMG-74-normal + 23 2508 c.2274T>C

T A MG-74-tumorMG-74-normal - 19 4170 c.3960A>T

A G rs2227973byFrequency|by1000genomesMG-74-tumorMG-74-normal + 2 2571 c.2459A>G

C G rs3818764by1000genomesMG-74-tumorMG-74-normal - 4 1331 c.995G>C

T C rs4652678by1000genomesMG-74-tumorMG-74-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-74-tumorMG-74-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-74-tumorMG-74-normal + 1 144 c.57C>T

G A rs61748204byFrequency|by1000genomesMG-74-tumorMG-74-normal - 38 5114 c.5084C>T

G A rs2229266byFrequency|by1000genomesMG-74-tumorMG-74-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-74-tumorMG-74-normal - 16 3587 c.2616C>T

C T rs117898943by1000genomesMG-74-tumorMG-74-normal + 6 686 c.492C>T

A G rs7762830by1000genomesMG-74-tumorMG-74-normal + 14 2120 c.1921A>G

C T rs1966160 MG-74-tumorMG-74-normal - 1 143 c.144G>A

G C rs12350212byFrequency|by1000genomesMG-74-tumorMG-74-normal + 5 1878 c.1788G>C

G A rs56145411byFrequency|by1000genomesMG-74-tumorMG-74-normal + 4 1211 c.1124G>A

T C rs72676907byFrequency|by1000genomesMG-74-tumorMG-74-normal + 3 517 c.327T>C

C A rs1801270byFrequency|by1000genomesMG-74-tumorMG-74-normal + 2 328 c.93C>A

C G rs80027487byFrequency|by1000genomesMG-74-tumorMG-74-normal + 3 451 c.364C>G

G A rs61753697byFrequency|by1000genomesMG-74-tumorMG-74-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-74-tumorMG-74-normal + 2 2118 c.2085A>G

A C rs35611740 MG-74-tumorMG-74-normal + 43 5928 c.5763A>C

G C rs2227910byFrequency|by1000genomesMG-74-tumorMG-74-normal + 2 1911 c.804G>C

T G rs79385100by1000genomesMG-74-tumorMG-74-normal - 11 1929 c.1930A>C

G C MG-74-tumorMG-74-normal + 20 2043 c.1911G>C

A G MG-74-tumorMG-74-normal - 15 1346 c.1346T>C

G A rs16825150byFrequency|by1000genomesMG-74-tumorMG-74-normal + 7 954 c.909G>A

T C rs9646771by1000genomesMG-74-tumorMG-74-normal - 4 787 c.447A>G

G C MG-74-tumorMG-74-normal - 14 1553 c.1513C>G

A G rs2973568by1000genomesMG-74-tumorMG-74-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-74-tumorMG-74-normal + 14 2279 c.2055T>C

G A rs11177 byFrequency|by1000genomesMG-74-tumorMG-74-normal + 3 290 c.80G>A

T G rs12963422byFrequency|by1000genomesMG-74-tumorMG-74-normal - 5 2988 c.2775A>C



C T rs9489143byFrequency|by1000genomesMG-74-tumorMG-74-normal - 13 2184 c.1986G>A

T A rs3740423byFrequency|by1000genomesMG-74-tumorMG-74-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-74-tumorMG-74-normal - 3 533 c.248A>G

A C MG-74-tumorMG-74-normal + 11 3369 c.2726A>C

C A rs6453022by1000genomesMG-74-tumorMG-74-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-74-tumorMG-74-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-74-tumorMG-74-normal - 39 9817 c.9481T>A

C G rs143879890by1000genomesMG-74-tumorMG-74-normal - 16 2320 c.2233G>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-74-tumorMG-74-normal + 7 1597 c.1215T>C

A T MG-74-tumorMG-74-normal + 11 2089 c.1907A>T

T C rs7935 byFrequency|by1000genomesMG-74-tumorMG-74-normal + 9 1808 c.1524T>C

A C MG-74-tumorMG-74-normal - 14 7510 c.7400T>G

C T rs12155677byFrequency|by1000genomesMG-74-tumorMG-74-normal - 32 5524 c.5280G>A

A G rs3211362byFrequency|by1000genomesMG-74-tumorMG-74-normal - 9 1020 c.846T>C

G A MG-74-tumorMG-74-normal + 1 1366 c.1366G>A

A T rs78455617byFrequency|by1000genomesMG-74-tumorMG-74-normal - 4 1208 c.1138T>A

G C rs17078601byFrequency|by1000genomesMG-74-tumorMG-74-normal - 10 11620 c.11032C>G

G A rs1197682by1000genomesMG-74-tumorMG-74-normal - 16 3384 c.3157C>T

T C rs7744765by1000genomesMG-74-tumorMG-74-normal + 14 1929 c.1730T>C

A G rs150594 byFrequency|by1000genomesMG-74-tumorMG-74-normal - 13 1559 c.1356T>C

A C rs76437836byFrequencyMG-74-tumorMG-74-normal - 3 142 c.98T>G

G A rs146852400byFrequency|by1000genomesMG-74-tumorMG-74-normal - 9 2734 c.2146C>T

T C MG-74-tumorMG-74-normal + 5 991 c.547T>C

C T rs7300444byFrequency|by1000genomesMG-74-tumorMG-74-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-74-tumorMG-74-normal + 17 1912 c.1092A>C

C T rs2293303byFrequency|by1000genomesMG-74-tumorMG-74-normal + 15 2620 c.2340C>T

C T rs2973571by1000genomesMG-74-tumorMG-74-normal + 12 1807 c.1631C>T

T C rs146307712by1000genomesMG-74-tumorMG-74-normal + 16 1462 c.1462T>C

C T rs1800370byFrequency|by1000genomesMG-74-tumorMG-74-normal - 4 240 c.108G>A

T C rs2229992byFrequency|by1000genomesMG-74-tumorMG-74-normal + 12 1838 c.1458T>C

A T MG-74-tumorMG-74-normal + 4 485 c.105A>T

C T rs16921265by1000genomesMG-74-tumorMG-74-normal + 1 417 c.117C>T

T C rs7275 by1000genomesMG-74-tumorMG-74-normal + 35 5267 c.4983T>C

C T MG-74-tumorMG-74-normal - 8 1260 c.1042G>A

C T rs3796032byFrequency|by1000genomesMG-74-tumorMG-74-normal - 17 2381 c.1929G>A

C T rs34488539by1000genomesMG-74-tumorMG-74-normal + 22 3555 c.3390C>T

G A rs3810479byFrequency|by1000genomesMG-74-tumorMG-74-normal - 17 7692 c.7623C>T

T C rs7714670by1000genomesMG-74-tumorMG-74-normal + 6 849 c.673T>C

C T rs17605476by1000genomesMG-74-tumorMG-74-normal + 5 1338 c.1140C>T

C T rs11121691byFrequency|by1000genomesMG-74-tumorMG-74-normal - 49 6985 c.6909G>A

T C rs2075252byFrequency|by1000genomesMG-74-tumorMG-74-normal - 66 12565 c.12280A>G

A G rs151306742by1000genomesMG-74-tumorMG-74-normal + 4 729 c.285A>G

T C rs1002519byFrequency|by1000genomesMG-74-tumorMG-74-normal + 1 196 c.196T>C

T C rs5927083byFrequency|by1000genomesMG-74-tumorMG-74-normal - 14 1841 c.1635A>G

G A rs2229354byFrequency|by1000genomesMG-74-tumorMG-74-normal + 7 1131 c.924G>A

G A rs35296183byFrequency|by1000genomesMG-74-tumorMG-74-normal - 55 9794 c.8823C>T

C T rs1208731byFrequency|by1000genomesMG-74-tumorMG-74-normal - 6 2191 c.1641G>A



C T MG-74-tumorMG-74-normal - 1 282 c.53G>A

C T MG-74-tumorMG-74-normal + 3 752 c.205C>T

C T rs4822790byFrequency|by1000genomesMG-74-tumorMG-74-normal + 15 2042 c.1683C>T

C T rs75838083byFrequency|by1000genomesMG-74-tumorMG-74-normal + 3 450 c.363C>T

G A rs2271189byFrequency|by1000genomesMG-74-tumorMG-74-normal + 27 3788 c.3348G>A

T C rs17114803byFrequency|by1000genomesMG-74-tumorMG-74-normal + 11 1465 c.1299T>C

G A rs3733415by1000genomesMG-74-tumorMG-74-normal - 2 601 c.392C>T

T C rs17019360by1000genomesMG-74-tumorMG-74-normal + 17 2524 c.1800T>C

A G rs180744 by1000genomesMG-74-tumorMG-74-normal + 2 1719 c.1686A>G

G A rs2127898byFrequency|by1000genomesMG-74-tumorMG-74-normal - 6 1130 c.920C>T

G T rs34104660byFrequency|by1000genomesMG-74-tumorMG-74-normal - 4 687 c.402C>A

G T MG-74-tumorMG-74-normal - 4 372 c.335C>A

T C MG-74-tumorMG-74-normal - 4 1446 c.1376A>G

C T rs79886695 MG-74-tumorMG-74-normal - 16 1389 c.1390G>A

C T rs3812458byFrequency|by1000genomesMG-74-tumorMG-74-normal + 22 2662 c.2385C>T

C T rs34594998by1000genomesMG-74-tumorMG-74-normal + 9 1733 c.1509C>T

C T MG-74-tumorMG-74-normal + 11 2513 c.2331C>T

T C rs7716253by1000genomesMG-74-tumorMG-74-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-74-tumorMG-74-normal - 54 9497 c.8526T>C

G C MG-74-tumorMG-74-normal - 37 6740 c.6404C>G

C G rs60738318byFrequency|by1000genomesMG-74-tumorMG-74-normal + 8 996 c.607C>G

G T rs146359524byFrequencyMG-74-tumorMG-74-normal + 4 692 c.483G>T

G A rs139856989 MG-74-tumorMG-74-normal - 4 1057 c.987C>T

G T rs148745623 MG-74-tumorMG-74-normal - 4 1078 c.1008C>A

C G rs2509943byFrequency|by1000genomesMG-74-tumorMG-74-normal + 3 776 c.279C>G

C T rs11184139byFrequency|by1000genomesMG-74-tumorMG-74-normal - 6 487

C T rs6432901by1000genomesMG-74-tumorMG-74-normal - 2 514 c.174G>A

C T rs3796031byFrequency|by1000genomesMG-74-tumorMG-74-normal - 17 2399 c.1947G>A

C T rs151174 by1000genomesMG-74-tumorMG-74-normal + 2 1740 c.1707C>T

A G rs9667 by1000genomesMG-74-tumorMG-74-normal + 3 354 c.168A>G

T A rs2060198byFrequency|by1000genomesMG-74-tumorMG-74-normal + 27 5204 c.4914T>A

A G rs2929158by1000genomesMG-74-tumorMG-74-normal - 19 4373 c.4163T>C

T G MG-74-tumorMG-74-normal - 4 1698 c.1225A>C

T A rs35737760by1000genomesMG-74-tumorMG-74-normal + 19 2685 c.2520T>A

C G rs11848954byFrequency|by1000genomesMG-74-tumorMG-74-normal - 1 419 c.221G>C

C T rs1130233byFrequency|by1000genomesMG-74-tumorMG-74-normal - 8 2206 c.726G>A

G A rs2973566by1000genomesMG-74-tumorMG-74-normal + 14 1930 c.1754G>A

C T rs141814546 MG-74-tumorMG-74-normal - 10 1596 c.1378G>A

C T rs2229265byFrequency|by1000genomesMG-74-tumorMG-74-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-74-tumorMG-74-normal - 21 3503 c.3501A>T

G T rs147825872 MG-74-tumorMG-74-normal + 20 4359 c.4282G>T

A G rs149271 by1000genomesMG-74-tumorMG-74-normal + 2 543 c.510A>G

T C MG-74-tumorMG-74-normal + 8 505 c.505T>C

G A rs2289247byFrequency|by1000genomesMG-74-tumorMG-74-normal + 11 1273 c.1063G>A

G T rs13231116byFrequency|by1000genomesMG-74-tumorMG-74-normal - 37 7452 c.7234C>A

T C rs12731746byFrequency|by1000genomesMG-74-tumorMG-74-normal - 11 1394 c.897A>G

A G rs28624496 MG-74-tumorMG-74-normal - 1 626 c.196T>C



G A rs34812164byFrequency|by1000genomesMG-74-tumorMG-74-normal - 18 1834 c.1584C>T

T G rs1998206byFrequency|by1000genomesMG-74-tumorMG-74-normal - 5 631 c.433A>C

C G rs180743 by1000genomesMG-74-tumorMG-74-normal + 2 1315 c.1282C>G

C T rs3745764byFrequency|by1000genomesMG-75-tumorMG-75-normal + 9 2705 c.1064C>T

G A rs33969768byFrequency|by1000genomesMG-75-tumorMG-75-normal - 8 5863 c.5650C>T

T C rs831043 byFrequency|by1000genomesMG-75-tumorMG-75-normal - 21 3354 c.3069A>G

A G rs3737940byFrequency|by1000genomesMG-75-tumorMG-75-normal + 7 3183 c.3138A>G

C T rs1386356byFrequency|by1000genomesMG-75-tumorMG-75-normal - 85 14018 c.13047G>A

G A rs61730646by1000genomesMG-75-tumorMG-75-normal + 7 1345 c.865G>A

C T MG-75-tumorMG-75-normal + 3 423 c.43C>T

C A MG-75-tumorMG-75-normal + 5 631 c.409C>A

G A rs45492196byFrequency|by1000genomesMG-75-tumorMG-75-normal - 4 1499 c.943C>T

G T rs2075249byFrequency|by1000genomesMG-75-tumorMG-75-normal - 21 3339 c.3054C>A

T C rs62070402by1000genomesMG-75-tumorMG-75-normal - 12 2105 c.2062A>G

C A rs138908625byFrequency|by1000genomesMG-75-tumorMG-75-normal - 8 1357 c.1139G>T

A G rs3729680by1000genomesMG-75-tumorMG-75-normal + 7 1330 c.1173A>G

C T rs55979329by1000genomesMG-75-tumorMG-75-normal - 3 1257 c.725G>A

C T MG-75-tumorMG-75-normal - 3 1048 c.516G>A

C T rs17094900byFrequency|by1000genomesMG-75-tumorMG-75-normal - 3 578 c.387G>A

C T rs2292559byFrequency|by1000genomesMG-75-tumorMG-75-normal - 24 2661 c.2391G>A

C T MG-75-tumorMG-75-normal - 8 5354 c.5285G>A

G A rs2271189byFrequency|by1000genomesMG-75-tumorMG-75-normal + 27 3788 c.3348G>A

T C rs3755806byFrequency|by1000genomesMG-75-tumorMG-75-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-75-tumorMG-75-normal + 36 5181 c.5016C>T

G A rs7234999byFrequency|by1000genomesMG-75-tumorMG-75-normal - 5 5512 c.5299C>T

G C rs138227822byFrequency|by1000genomesMG-75-tumorMG-75-normal + 3 1005 c.851G>C

G A rs2248407byFrequency|by1000genomesMG-75-tumorMG-75-normal - 4 1003 c.918C>T

T C rs142304809byFrequencyMG-75-tumorMG-75-normal - 9 1291 c.1259A>G

T G rs112631212byFrequency|by1000genomesMG-75-tumorMG-75-normal - 2 155 c.115A>C

G A rs7624750byFrequency|by1000genomesMG-75-tumorMG-75-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-75-tumorMG-75-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-75-tumorMG-75-normal - 16 2000 c.1503T>C

C T rs140237315byFrequencyMG-75-tumorMG-75-normal - 26 5435 c.5418G>A

G A rs41294868by1000genomesMG-75-tumorMG-75-normal + 14 2132 c.1933G>A

T C rs8089144by1000genomesMG-75-tumorMG-75-normal - 7 1142 c.1143A>G

G A rs41266076byFrequency|by1000genomesMG-75-tumorMG-75-normal + 2 321 c.208G>A

C T rs2273779byFrequency|by1000genomesMG-75-tumorMG-75-normal + 6 583 c.538C>T

C T rs137854246|rs34012042byFrequency|by1000genomesMG-75-tumorMG-75-normal + 15 2208 c.1578C>T

C A rs12454500by1000genomesMG-75-tumorMG-75-normal - 1 497 c.498G>T

G A rs17656599byFrequency|by1000genomesMG-75-tumorMG-75-normal - 12 2007 c.1823C>T

A G MG-75-tumorMG-75-normal + 16 1399 c.1399A>G

G T rs146238849byFrequency|by1000genomesMG-75-tumorMG-75-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-75-tumorMG-75-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-75-tumorMG-75-normal - 26 4397 c.4395A>G

T C rs9851685byFrequency|by1000genomesMG-75-tumorMG-75-normal + 23 2508 c.2274T>C

G A rs62070401by1000genomesMG-75-tumorMG-75-normal - 12 2205 c.2162C>T

T C rs2450122byFrequency|by1000genomesMG-75-tumorMG-75-normal - 10 2089 c.2004A>G



A G rs10853307by1000genomesMG-75-tumorMG-75-normal - 3 1368 c.836T>C

G A rs13007735byFrequency|by1000genomesMG-75-tumorMG-75-normal - 16 3587 c.2616C>T

A C rs1052908 MG-75-tumorMG-75-normal + 4 1261 c.1158A>C

G A rs2229079byFrequency|by1000genomesMG-75-tumorMG-75-normal - 21 3524 c.3326C>T

C T rs17094777byFrequency|by1000genomesMG-75-tumorMG-75-normal - 7 1491 c.1300G>A

C T MG-75-tumorMG-75-normal + 1 336 c.336C>T

G A rs117980855byFrequency|by1000genomesMG-75-tumorMG-75-normal - 12 3106 c.2922C>T

G A rs75124368byFrequency|by1000genomesMG-75-tumorMG-75-normal - 50 9074 c.8103C>T

C T rs3745762by1000genomesMG-75-tumorMG-75-normal + 6 2241 c.2047C>T

T G rs1998206byFrequency|by1000genomesMG-75-tumorMG-75-normal - 5 631 c.433A>C

T C rs72676907byFrequency|by1000genomesMG-75-tumorMG-75-normal + 3 517 c.327T>C

C T rs1035938by1000genomesMG-75-tumorMG-75-normal + 6 1538 c.1344C>T

C T rs45554841by1000genomesMG-75-tumorMG-75-normal - 1 214 c.215G>A

T C MG-75-tumorMG-75-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-75-tumorMG-75-normal + 2 2118 c.2085A>G

G C rs56227200byFrequency|by1000genomesMG-75-tumorMG-75-normal + 37 5789 c.4721G>C

A G rs11778209byFrequency|by1000genomesMG-75-tumorMG-75-normal - 39 6448 c.6204T>C

C T rs3796031byFrequency|by1000genomesMG-75-tumorMG-75-normal - 17 2399 c.1947G>A

G A rs17001073byFrequency|by1000genomesMG-75-tumorMG-75-normal + 8 1697 c.1413G>A

A G MG-75-tumorMG-75-normal - 3 1337 c.805T>C

C T rs111505885 MG-75-tumorMG-75-normal + 1 340 c.324C>T

T A rs17337023byFrequency|by1000genomesMG-75-tumorMG-75-normal + 16 2064 c.1887T>A

T G rs79385100by1000genomesMG-75-tumorMG-75-normal - 11 1929 c.1930A>C

G T rs11054277 MG-75-tumorMG-75-normal - 3 652 c.617C>A

A G rs13346368by1000genomesMG-75-tumorMG-75-normal + 10 3324 c.3130A>G

C T rs17881168byFrequency|by1000genomesMG-75-tumorMG-75-normal + 2 551 c.168C>T

T C rs9646771by1000genomesMG-75-tumorMG-75-normal - 4 787 c.447A>G

G A MG-75-tumorMG-75-normal - 3 1194 c.1195C>T

T C rs3026101by1000genomesMG-75-tumorMG-75-normal + 14 2279 c.2055T>C

C T rs55993306by1000genomesMG-75-tumorMG-75-normal - 20 3946 c.3859G>A

C G rs3817428by1000genomesMG-75-tumorMG-75-normal + 15 7493 c.7119C>G

G A rs11177 byFrequency|by1000genomesMG-75-tumorMG-75-normal + 3 290 c.80G>A

T G rs12963422byFrequency|by1000genomesMG-75-tumorMG-75-normal - 5 2988 c.2775A>C

C A MG-75-tumorMG-75-normal - 18 3235 c.2991G>T

C T rs9489143byFrequency|by1000genomesMG-75-tumorMG-75-normal - 13 2184 c.1986G>A

T A rs3740423byFrequency|by1000genomesMG-75-tumorMG-75-normal - 13 4583 c.4208A>T

G A MG-75-tumorMG-75-normal - 4 453 c.138C>T

G C rs6771157byFrequency|by1000genomesMG-75-tumorMG-75-normal - 19 3392 c.3393C>G

C T rs6432901by1000genomesMG-75-tumorMG-75-normal - 2 514 c.174G>A

A G rs17001075byFrequency|by1000genomesMG-75-tumorMG-75-normal + 9 1793 c.1509A>G

C T rs145774953byFrequency|by1000genomesMG-75-tumorMG-75-normal + 16 2510 c.1962C>T

G A rs12366766 MG-75-tumorMG-75-normal + 48 8392 c.8283G>A

A G rs61831150byFrequency|by1000genomesMG-75-tumorMG-75-normal + 7 1855 c.1810A>G

A G rs61739182byFrequency|by1000genomesMG-75-tumorMG-75-normal - 12 3076 c.2892T>C

A C rs76504934by1000genomesMG-75-tumorMG-75-normal - 4 464 c.427T>G

T C rs831042 byFrequency|by1000genomesMG-75-tumorMG-75-normal - 24 3945 c.3660A>G

G A rs34949187by1000genomesMG-75-tumorMG-75-normal + 6 1198 c.824G>A



G A rs148045725 MG-75-tumorMG-75-normal - 10 723 c.679C>T

A G rs17443123by1000genomesMG-75-tumorMG-75-normal + 5 915 c.750A>G

C T rs7300444byFrequency|by1000genomesMG-75-tumorMG-75-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-75-tumorMG-75-normal + 17 1912 c.1092A>C

T C rs10817025by1000genomesMG-75-tumorMG-75-normal - 15 3032 c.2696A>G

C T rs116517080byFrequency|by1000genomesMG-75-tumorMG-75-normal + 8 4498 c.3642C>T

A G rs3822625by1000genomesMG-75-tumorMG-75-normal + 14 3084 c.3084A>G

C T rs12236219byFrequency|by1000genomesMG-75-tumorMG-75-normal + 5 1231 c.1141C>T

T A rs17264436byFrequency|by1000genomesMG-75-tumorMG-75-normal - 21 3503 c.3501A>T

G A rs6070697byFrequency|by1000genomesMG-75-tumorMG-75-normal + 4 1189 c.920G>A

C T rs2269654byFrequency|by1000genomesMG-75-tumorMG-75-normal + 11 2687 c.2574C>T

T C rs138537887byFrequencyMG-75-tumorMG-75-normal + 6 681 c.243T>C

T G rs9807633by1000genomesMG-75-tumorMG-75-normal - 1 88 c.89A>C

T G rs1889323by1000genomesMG-75-tumorMG-75-normal - 25 4582 c.4246A>C

C T rs2292556byFrequency|by1000genomesMG-75-tumorMG-75-normal - 19 1959 c.1689G>A

A T rs10817021by1000genomesMG-75-tumorMG-75-normal - 24 4324 c.3988T>A

T C rs2229263byFrequency|by1000genomesMG-75-tumorMG-75-normal - 3 533 c.248A>G

C T rs3796032byFrequency|by1000genomesMG-75-tumorMG-75-normal - 17 2381 c.1929G>A

T C rs7935 byFrequency|by1000genomesMG-75-tumorMG-75-normal + 9 1808 c.1524T>C

G A rs3793379byFrequency|by1000genomesMG-75-tumorMG-75-normal + 32 4159 c.3882G>A

G A rs4962081byFrequency|by1000genomesMG-75-tumorMG-75-normal - 22 3050 c.2829C>T

G A rs61757792by1000genomesMG-75-tumorMG-75-normal + 20 3668 c.3188G>A

G A rs35296183byFrequency|by1000genomesMG-75-tumorMG-75-normal - 55 9794 c.8823C>T

C T rs11873462by1000genomesMG-75-tumorMG-75-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-75-tumorMG-75-normal - 66 12565 c.12280A>G

T C rs2241190byFrequency|by1000genomesMG-75-tumorMG-75-normal - 17 2745 c.2460A>G

C G rs11718329by1000genomesMG-75-tumorMG-75-normal + 4 719 c.647C>G

G A rs61738759by1000genomesMG-75-tumorMG-75-normal + 3 3096 c.3063G>A

G A rs3795666byFrequency|by1000genomesMG-75-tumorMG-75-normal - 34 6640 c.6421C>T

T C rs143332174by1000genomesMG-75-tumorMG-75-normal - 3 244 c.207A>G

A G rs149271 by1000genomesMG-75-tumorMG-75-normal + 2 543 c.510A>G

G T rs35546150byFrequency|by1000genomesMG-75-tumorMG-75-normal - 73 12171 c.11200C>A

C T rs12708402by1000genomesMG-75-tumorMG-75-normal - 16 3405 c.3178G>A

T C rs2292561byFrequency|by1000genomesMG-75-tumorMG-75-normal - 15 1569 c.1299A>G

A G MG-75-tumorMG-75-normal - 23 5471 c.5280T>C

G A rs79863383byFrequency|by1000genomesMG-75-tumorMG-75-normal - 4 1403 c.1190C>T

C T rs731790 byFrequency|by1000genomesMG-75-tumorMG-75-normal - 19 2526 c.2433G>A

C G rs149605490by1000genomesMG-75-tumorMG-75-normal + 3 1000 c.781C>G

T C rs11570543byFrequency|by1000genomesMG-75-tumorMG-75-normal - 14 1839 c.1746A>G

C T rs7240355byFrequency|by1000genomesMG-75-tumorMG-75-normal - 5 5238 c.5025G>A

A G rs180744 by1000genomesMG-75-tumorMG-75-normal + 2 1719 c.1686A>G

T C rs543304 byFrequency|by1000genomesMG-75-tumorMG-75-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-75-tumorMG-75-normal - 3 142 c.98T>G

G T rs34104660byFrequency|by1000genomesMG-75-tumorMG-75-normal - 4 687 c.402C>A

C T rs2229882by1000genomesMG-75-tumorMG-75-normal + 9 1566 c.1566C>T

G A MG-75-tumorMG-75-normal - 3 1505 c.973C>T

G T rs138591330by1000genomesMG-75-tumorMG-75-normal - 27 8211 c.7863C>A



C T rs12982642by1000genomesMG-75-tumorMG-75-normal + 12 1688 c.1272C>T

C T MG-75-tumorMG-75-normal + 39 7481 c.6846C>T

C T rs61735104byFrequency|by1000genomesMG-75-tumorMG-75-normal + 10 1607 c.1351C>T

A G rs4444457byFrequency|by1000genomesMG-75-tumorMG-75-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-75-tumorMG-75-normal - 3 660 c.661T>C

G A rs2289247byFrequency|by1000genomesMG-75-tumorMG-75-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-75-tumorMG-75-normal + 2 372 c.159T>C

G A rs79435376byFrequency|by1000genomesMG-75-tumorMG-75-normal - 7 1864 c.1673C>T

T C rs2229992byFrequency|by1000genomesMG-75-tumorMG-75-normal + 12 1838 c.1458T>C

G A rs61753697byFrequency|by1000genomesMG-75-tumorMG-75-normal + 1 376 c.99G>A

G A rs35821928byFrequency|by1000genomesMG-75-tumorMG-75-normal - 52 9293 c.8322C>T

C G rs2298258byFrequency|by1000genomesMG-75-tumorMG-75-normal + 12 1698 c.1260C>G

C T rs1130233byFrequency|by1000genomesMG-75-tumorMG-75-normal - 8 2206 c.726G>A

C A rs3817753 MG-75-tumorMG-75-normal - 8 1575 c.639G>T

C G rs2509943byFrequency|by1000genomesMG-75-tumorMG-75-normal + 3 776 c.279C>G

C T MG-75-tumorMG-75-normal + 4 1288 c.1140C>T

T C rs12990449byFrequency|by1000genomesMG-75-tumorMG-75-normal - 2 1114 c.143A>G

C T rs151174 by1000genomesMG-75-tumorMG-75-normal + 2 1740 c.1707C>T

C T rs3814883byFrequency|by1000genomesMG-75-tumorMG-75-normal + 13 2402 c.1359C>T

C T rs872665 by1000genomesMG-75-tumorMG-75-normal - 7 1855 c.1519G>A

C T MG-75-tumorMG-75-normal + 19 1727 c.1727C>T

C A rs55943169byFrequency|by1000genomesMG-75-tumorMG-75-normal + 29 4067 c.3557C>A

A G rs2929158by1000genomesMG-75-tumorMG-75-normal - 19 4373 c.4163T>C

A G rs151306742by1000genomesMG-75-tumorMG-75-normal + 4 729 c.285A>G

G A rs10964471byFrequency|by1000genomesMG-75-tumorMG-75-normal + 2 386 c.177G>A

A G rs6694078byFrequency|by1000genomesMG-75-tumorMG-75-normal + 11 2688 c.2575A>G

C T MG-75-tumorMG-75-normal + 5 1468 c.1238C>T

C T MG-75-tumorMG-75-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-75-tumorMG-75-normal - 3 899 c.827G>A

T A MG-75-tumorMG-75-normal - 4 1052 c.1001A>T

A G rs1385600byFrequency|by1000genomesMG-75-tumorMG-75-normal - 5 1375 c.1290T>C

G C rs142017909byFrequencyMG-75-tumorMG-75-normal - 12 1953 c.1743C>G

A G rs3108200byFrequency|by1000genomesMG-75-tumorMG-75-normal + 3 2040 c.810A>G

G A rs2227983byFrequency|by1000genomesMG-75-tumorMG-75-normal + 13 1739 c.1562G>A

C T rs2229265byFrequency|by1000genomesMG-75-tumorMG-75-normal - 54 10788 c.10503G>A

T C rs33910491byFrequency|by1000genomesMG-75-tumorMG-75-normal - 5 4949 c.4736A>G

G A rs72541809byFrequencyMG-75-tumorMG-75-normal + 16 2339 c.1959G>A

T C rs13155212|rs34364709byFrequency|by1000genomesMG-75-tumorMG-75-normal + 7 1597 c.1215T>C

A G rs1980131byFrequency|by1000genomesMG-75-tumorMG-75-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-75-tumorMG-75-normal - 37 5440 c.5234G>A

T C rs12731746byFrequency|by1000genomesMG-75-tumorMG-75-normal - 11 1394 c.897A>G

T C rs111515190byFrequency|by1000genomesMG-75-tumorMG-75-normal - 13 7314 c.6939A>G

C A MG-75-tumorMG-75-normal - 22 4923 c.4713G>T

C T rs2229975by1000genomesMG-75-tumorMG-75-normal - 5 927 c.852G>A

C G rs180743 by1000genomesMG-75-tumorMG-75-normal + 2 1315 c.1282C>G

C T rs4802382by1000genomesMG-75-tumorMG-75-normal + 6 554 c.360C>T

T C rs7275 by1000genomesMG-75-tumorMG-75-normal + 35 5267 c.4983T>C



C T rs61731566byFrequency|by1000genomesMG-75-tumorMG-75-normal - 4 1658 c.1287G>A

C T rs61978578byFrequency|by1000genomesMG-75-tumorMG-75-normal + 2 766 c.390C>T

G A MG-76-tumorMG-76-normal + 1 670 c.670G>A

C T MG-76-tumorMG-76-normal + 3 423 c.43C>T

C T rs77376932byFrequencyMG-76-tumorMG-76-normal - 3 3235 c.3160G>A

G A rs146781398 MG-76-tumorMG-76-normal + 1 1018 c.152G>A

T C rs35790097byFrequency|by1000genomesMG-76-tumorMG-76-normal + 1 184 c.106T>C

C T rs142824118byFrequencyMG-76-tumorMG-76-normal - 19 3145 c.2935G>A

C T MG-76-tumorMG-76-normal - 15 2425 c.1995G>A

C T rs149279834byFrequency|by1000genomesMG-76-tumorMG-76-normal + 26 5147 c.4512C>T

G C rs2240 byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 2935 c.2560C>G

C T rs137854246|rs34012042byFrequency|by1000genomesMG-76-tumorMG-76-normal + 15 2208 c.1578C>T

T G rs552183 byFrequency|by1000genomesMG-76-tumorMG-76-normal - 40 6445 c.6247A>C

G A rs3810485by1000genomesMG-76-tumorMG-76-normal - 8 6116 c.6047C>T

G A rs56145411byFrequency|by1000genomesMG-76-tumorMG-76-normal + 4 1211 c.1124G>A

A G rs40831 by1000genomesMG-76-tumorMG-76-normal + 2 2118 c.2085A>G

A T rs1063536byFrequency|by1000genomesMG-76-tumorMG-76-normal - 4 612 c.237T>A

G A rs1718878byFrequency|by1000genomesMG-76-tumorMG-76-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-76-tumorMG-76-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-76-tumorMG-76-normal + 16 2064 c.1887T>A

T C MG-76-tumorMG-76-normal + 1 765 c.765T>C

A G rs2973568by1000genomesMG-76-tumorMG-76-normal + 13 1856 c.1680A>G

T C rs2229263byFrequency|by1000genomesMG-76-tumorMG-76-normal - 3 533 c.248A>G

A T rs7095325byFrequency|by1000genomesMG-76-tumorMG-76-normal - 7 1087 c.712T>A

G A rs6601 byFrequency|by1000genomesMG-76-tumorMG-76-normal + 25 3881 c.3672G>A

T C rs7935 byFrequency|by1000genomesMG-76-tumorMG-76-normal + 9 1808 c.1524T>C

G A rs17065139byFrequency|by1000genomesMG-76-tumorMG-76-normal - 5 3795 c.3582C>T

G A rs10082432byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 8757 c.8382C>T

C T rs149155949byFrequency|by1000genomesMG-76-tumorMG-76-normal + 19 3884 c.3249C>T

T C rs111245230by1000genomesMG-76-tumorMG-76-normal - 38 8441 c.8105A>G

C T rs11547311byFrequency|by1000genomesMG-76-tumorMG-76-normal + 8 702 c.570C>T

G A rs3810188byFrequency|by1000genomesMG-76-tumorMG-76-normal - 2 1528 c.1173C>T

T C rs10082391byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 8654 c.8279A>G

T C rs2241190byFrequency|by1000genomesMG-76-tumorMG-76-normal - 17 2745 c.2460A>G

G A rs6070697byFrequency|by1000genomesMG-76-tumorMG-76-normal + 4 1189 c.920G>A

A G rs826549 by1000genomesMG-76-tumorMG-76-normal + 18 2676 c.2550A>G

G A rs3810479byFrequency|by1000genomesMG-76-tumorMG-76-normal - 17 7692 c.7623C>T

G C rs60140950byFrequency|by1000genomesMG-76-tumorMG-76-normal + 9 986 c.767G>C

A T rs13180095byFrequency|by1000genomesMG-76-tumorMG-76-normal - 21 3570 c.3381T>A

G A rs9789047by1000genomesMG-76-tumorMG-76-normal + 10 998 c.998G>A

C T rs12708402by1000genomesMG-76-tumorMG-76-normal - 16 3405 c.3178G>A

C T rs4822790byFrequency|by1000genomesMG-76-tumorMG-76-normal + 15 2042 c.1683C>T

T C MG-76-tumorMG-76-normal + 6 729 c.507T>C

T A rs41305611by1000genomesMG-76-tumorMG-76-normal - 3 1170 c.834A>T

G A rs35389971by1000genomesMG-76-tumorMG-76-normal - 10 6818 c.6609C>T

G A rs143224517byFrequency|by1000genomesMG-76-tumorMG-76-normal - 3 219 c.87C>T

G C MG-76-tumorMG-76-normal - 5 1009 c.1010C>G



C T rs3812458byFrequency|by1000genomesMG-76-tumorMG-76-normal + 22 2662 c.2385C>T

T C rs831042 byFrequency|by1000genomesMG-76-tumorMG-76-normal - 24 3945 c.3660A>G

T C rs2271305byFrequency|by1000genomesMG-76-tumorMG-76-normal + 6 846 c.408T>C

C T MG-76-tumorMG-76-normal + 11 2513 c.2331C>T

T C rs7716253by1000genomesMG-76-tumorMG-76-normal + 8 1121 c.945T>C

A G rs9552929byFrequency|by1000genomesMG-76-tumorMG-76-normal - 10 9441 c.8853T>C

G A rs143684430byFrequencyMG-76-tumorMG-76-normal - 3 6591 c.6516C>T

C G rs2509943byFrequency|by1000genomesMG-76-tumorMG-76-normal + 3 776 c.279C>G

T C rs17065127byFrequency|by1000genomesMG-76-tumorMG-76-normal - 5 5401 c.5188A>G

C T MG-76-tumorMG-76-normal - 3 5767 c.5692G>A

A G rs4659654byFrequency|by1000genomesMG-76-tumorMG-76-normal - 16 2000 c.1503T>C

C G rs2282302byFrequency|by1000genomesMG-76-tumorMG-76-normal - 3 965 c.893G>C

C T rs4802382by1000genomesMG-76-tumorMG-76-normal + 6 554 c.360C>T

A G rs2074912byFrequency|by1000genomesMG-76-tumorMG-76-normal + 1 1709 c.1709A>G

T C rs61747978byFrequency|by1000genomesMG-76-tumorMG-76-normal + 9 2081 c.1968T>C

C T rs10082504byFrequency|by1000genomesMG-76-tumorMG-76-normal - 14 10059 c.9684G>A

C T rs72987361byFrequency|by1000genomesMG-76-tumorMG-76-normal - 3 898 c.558G>A

T C rs831043 byFrequency|by1000genomesMG-76-tumorMG-76-normal - 21 3354 c.3069A>G

A G rs146505774by1000genomesMG-76-tumorMG-76-normal + 11 2544 c.2362A>G

A C rs61764072by1000genomesMG-76-tumorMG-76-normal + 11 3306 c.2917A>C

G A rs7179364by1000genomesMG-76-tumorMG-76-normal + 1 520 c.85G>A

G A MG-76-tumorMG-76-normal + 1 177 c.177G>A

T C rs3755806byFrequency|by1000genomesMG-76-tumorMG-76-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-76-tumorMG-76-normal + 14 1944 c.1699C>T

A G MG-76-tumorMG-76-normal + 1 263 c.263A>G

G A MG-76-tumorMG-76-normal + 1 271 c.271G>A

A G rs11016073byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 6677 c.6302T>C

C T rs77791636by1000genomesMG-76-tumorMG-76-normal + 6 1132 c.1080C>T

A G rs9653483by1000genomesMG-76-tumorMG-76-normal - 21 5040 c.4953T>C

G A rs12104022by1000genomesMG-76-tumorMG-76-normal - 3 784 c.252C>T

T G rs10817033by1000genomesMG-76-tumorMG-76-normal - 8 2079 c.1743A>C

G C rs76882791by1000genomesMG-76-tumorMG-76-normal - 27 7921 c.7573C>G

T C rs2251219byFrequency|by1000genomesMG-76-tumorMG-76-normal - 26 4397 c.4395A>G

A G MG-76-tumorMG-76-normal - 1 303 c.81T>C

G T rs7206111byFrequency|by1000genomesMG-76-tumorMG-76-normal - 9 1041 c.404C>A

C T rs10258429byFrequency|by1000genomesMG-76-tumorMG-76-normal + 16 2213 c.1968C>T

C T rs7918199byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 5050 c.4675G>A

T C MG-76-tumorMG-76-normal - 1 491 c.492A>G

C T rs9489143byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 2184 c.1986G>A

T C rs1048500byFrequency|by1000genomesMG-76-tumorMG-76-normal + 2 1791 c.684T>C

C T rs45443899byFrequency|by1000genomesMG-76-tumorMG-76-normal + 2 304 c.217C>T

C G rs143879890by1000genomesMG-76-tumorMG-76-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-76-tumorMG-76-normal + 7 1855 c.1810A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-76-tumorMG-76-normal + 7 1597 c.1215T>C

T C rs61995685byFrequency|by1000genomesMG-76-tumorMG-76-normal + 22 4499 c.3864T>C

C T MG-76-tumorMG-76-normal - 4 988 c.793G>A



C A rs41292209by1000genomesMG-76-tumorMG-76-normal + 57 9141 c.8607C>A

A G rs150594 byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 1559 c.1356T>C

G A rs9804992byFrequency|by1000genomesMG-76-tumorMG-76-normal + 11 3172 c.2529G>A

A G rs17443123by1000genomesMG-76-tumorMG-76-normal + 5 915 c.750A>G

C T rs11591817byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 6002 c.5627G>A

G A rs10817003by1000genomesMG-76-tumorMG-76-normal - 43 10512 c.10176C>T

T C rs7714670by1000genomesMG-76-tumorMG-76-normal + 6 849 c.673T>C

G A rs77288131byFrequency|by1000genomesMG-76-tumorMG-76-normal + 12 2707 c.2488G>A

C T rs3745762by1000genomesMG-76-tumorMG-76-normal + 6 2241 c.2047C>T

G A rs144383071byFrequencyMG-76-tumorMG-76-normal - 3 3345 c.3270C>T

C T rs4750936byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 4011 c.3636G>A

G A rs151060280byFrequencyMG-76-tumorMG-76-normal + 20 3990 c.3774G>A

A G rs180744 by1000genomesMG-76-tumorMG-76-normal + 2 1719 c.1686A>G

G T rs2075249byFrequency|by1000genomesMG-76-tumorMG-76-normal - 21 3339 c.3054C>A

C T rs2285975byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 2445 c.2256G>A

C T rs3743398by1000genomesMG-76-tumorMG-76-normal + 12 2965 c.2591C>T

C T rs3796031byFrequency|by1000genomesMG-76-tumorMG-76-normal - 17 2399 c.1947G>A

C T rs151174 by1000genomesMG-76-tumorMG-76-normal + 2 1740 c.1707C>T

G A rs4750685byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 4115 c.3740C>T

T C rs17019360by1000genomesMG-76-tumorMG-76-normal + 17 2524 c.1800T>C

C A rs2230018byFrequency|by1000genomesMG-76-tumorMG-76-normal + 17 2218 c.2177C>A

C T rs2229265byFrequency|by1000genomesMG-76-tumorMG-76-normal - 54 10788 c.10503G>A

G T rs147825872 MG-76-tumorMG-76-normal + 20 4359 c.4282G>T

T C MG-76-tumorMG-76-normal + 8 505 c.505T>C

T G rs1050767byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-76-tumorMG-76-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-76-tumorMG-76-normal + 1 160 c.108G>A

A G rs75639578 MG-76-tumorMG-76-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-76-tumorMG-76-normal + 2 1315 c.1282C>G

C T rs3745764byFrequency|by1000genomesMG-76-tumorMG-76-normal + 9 2705 c.1064C>T

A G rs3737940byFrequency|by1000genomesMG-76-tumorMG-76-normal + 7 3183 c.3138A>G

C T MG-76-tumorMG-76-normal - 3 300 c.263G>A

T A rs56279059by1000genomesMG-76-tumorMG-76-normal - 3 1034 c.502A>T

A G rs4143768byFrequency|by1000genomesMG-76-tumorMG-76-normal - 10 6783 c.6195T>C

C T rs62478357byFrequencyMG-76-tumorMG-76-normal - 8 1268 c.1050G>A

C T rs1386356byFrequency|by1000genomesMG-76-tumorMG-76-normal - 85 14018 c.13047G>A

C G rs11016076byFrequency|by1000genomesMG-76-tumorMG-76-normal - 8 1866 c.1491G>C

G A rs2228000byFrequency|by1000genomesMG-76-tumorMG-76-normal - 9 1710 c.1496C>T

A G rs1206038byFrequency|by1000genomesMG-76-tumorMG-76-normal + 29 5706 c.5071A>G

T G rs12963422byFrequency|by1000genomesMG-76-tumorMG-76-normal - 5 2988 c.2775A>C

G A rs61738284byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 6005 c.5630C>T

T C rs11373 byFrequency|by1000genomesMG-76-tumorMG-76-normal - 3 787 c.367A>G

C T rs1035938by1000genomesMG-76-tumorMG-76-normal + 6 1538 c.1344C>T

T C MG-76-tumorMG-76-normal - 3 305 c.270A>G

C T rs76844681 MG-76-tumorMG-76-normal - 16 2899 c.2681G>A

C A rs6453022by1000genomesMG-76-tumorMG-76-normal + 7 1027 c.851C>A

G C rs6771157byFrequency|by1000genomesMG-76-tumorMG-76-normal - 19 3392 c.3393C>G



C T rs41268685byFrequency|by1000genomesMG-76-tumorMG-76-normal - 73 13535 c.13250G>A

G A rs12366766 MG-76-tumorMG-76-normal + 48 8392 c.8283G>A

T C rs28621009byFrequency|by1000genomesMG-76-tumorMG-76-normal + 13 2864 c.2229T>C

A C rs76504934by1000genomesMG-76-tumorMG-76-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-76-tumorMG-76-normal + 24 3194 c.3018C>T

C G rs3817428by1000genomesMG-76-tumorMG-76-normal + 15 7493 c.7119C>G

C T rs7300444byFrequency|by1000genomesMG-76-tumorMG-76-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-76-tumorMG-76-normal + 17 1912 c.1092A>C

T C rs2275483|rs12567786by1000genomesMG-76-tumorMG-76-normal - 18 3121 c.2703A>G

T C rs10817025by1000genomesMG-76-tumorMG-76-normal - 15 3032 c.2696A>G

C T rs12777740byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 8321 c.7946G>A

A G MG-76-tumorMG-76-normal + 19 1975 c.1843A>G

G A rs3793379byFrequency|by1000genomesMG-76-tumorMG-76-normal + 32 4159 c.3882G>A

A G MG-76-tumorMG-76-normal + 1 183 c.183A>G

C T rs10082533byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 8753 c.8378G>A

T C rs1002519byFrequency|by1000genomesMG-76-tumorMG-76-normal + 1 196 c.196T>C

G C rs45469098by1000genomesMG-76-tumorMG-76-normal - 1 255 c.256C>G

T G rs1800275byFrequency|by1000genomesMG-76-tumorMG-76-normal - 48 7302 c.7096A>C

A C rs75752352by1000genomesMG-76-tumorMG-76-normal - 4 1274 c.1172T>G

A G rs149271 by1000genomesMG-76-tumorMG-76-normal + 2 543 c.510A>G

G A rs2271189byFrequency|by1000genomesMG-76-tumorMG-76-normal + 27 3788 c.3348G>A

G A rs61737954byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 3908 c.3724C>T

A G rs17078605byFrequency|by1000genomesMG-76-tumorMG-76-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-76-tumorMG-76-normal + 3 290 c.80G>A

A C rs76437836byFrequencyMG-76-tumorMG-76-normal - 3 142 c.98T>G

T C rs41266134byFrequency|by1000genomesMG-76-tumorMG-76-normal - 3 1625 c.1550A>G

G A rs1128761byFrequency|by1000genomesMG-76-tumorMG-76-normal + 7 1219 c.966G>A

G A rs35821928byFrequency|by1000genomesMG-76-tumorMG-76-normal - 52 9293 c.8322C>T

G A rs55855602by1000genomesMG-76-tumorMG-76-normal - 3 1030 c.498C>T

A G rs2737699byFrequency|by1000genomesMG-76-tumorMG-76-normal - 10 12892 c.12304T>C

C T rs1130233byFrequency|by1000genomesMG-76-tumorMG-76-normal - 8 2206 c.726G>A

G A rs2227983byFrequency|by1000genomesMG-76-tumorMG-76-normal + 13 1739 c.1562G>A

G A rs12729662byFrequency|by1000genomesMG-76-tumorMG-76-normal - 3 8430 c.8355C>T

C T rs1801187byFrequency|by1000genomesMG-76-tumorMG-76-normal - 37 5440 c.5234G>A

A G rs151306742by1000genomesMG-76-tumorMG-76-normal + 4 729 c.285A>G

T C rs78472618byFrequencyMG-76-tumorMG-76-normal - 3 159 c.115A>G

T G rs997983 byFrequency|by1000genomesMG-76-tumorMG-76-normal - 9 2266 c.1891A>C

G A MG-76-tumorMG-76-normal - 1 288 c.237C>T

G A rs3809974byFrequency|by1000genomesMG-76-tumorMG-76-normal - 5 2864 c.2651C>T

A G rs141480481by1000genomesMG-76-tumorMG-76-normal + 4 1425 c.1342A>G

C T rs2078478by1000genomesMG-76-tumorMG-76-normal - 5 411 c.392G>A

G C rs12104021by1000genomesMG-76-tumorMG-76-normal - 3 790 c.258C>G

C T rs55979329by1000genomesMG-76-tumorMG-76-normal - 3 1257 c.725G>A

C G rs147865267byFrequencyMG-76-tumorMG-76-normal - 4 1304 c.1234G>C

G C MG-76-tumorMG-76-normal + 13 1449 c.1449G>C

C A rs1801270byFrequency|by1000genomesMG-76-tumorMG-76-normal + 2 328 c.93C>A

G T MG-76-tumorMG-76-normal + 43 6559 c.6360G>T



C T rs34922891by1000genomesMG-76-tumorMG-76-normal + 13 2223 c.2223C>T

G A rs17001073byFrequency|by1000genomesMG-76-tumorMG-76-normal + 8 1697 c.1413G>A

G A rs1713982byFrequency|by1000genomesMG-76-tumorMG-76-normal + 15 2261 c.1848G>A

A T rs10817021by1000genomesMG-76-tumorMG-76-normal - 24 4324 c.3988T>A

A G MG-76-tumorMG-76-normal - 15 1346 c.1346T>C

A G rs13346368by1000genomesMG-76-tumorMG-76-normal + 10 3324 c.3130A>G

T G rs35294865byFrequency|by1000genomesMG-76-tumorMG-76-normal - 12 1833 c.1413A>C

G A rs2880955by1000genomesMG-76-tumorMG-76-normal + 12 1031 c.1031G>A

T G rs74842149byFrequencyMG-76-tumorMG-76-normal - 4 1217 c.1147A>C

C T rs16843864byFrequency|by1000genomesMG-76-tumorMG-76-normal - 69 11621 c.10650G>A

G A rs41266078|rs34171717byFrequency|by1000genomesMG-76-tumorMG-76-normal + 2 385 c.272G>A

A G rs17001075byFrequency|by1000genomesMG-76-tumorMG-76-normal + 9 1793 c.1509A>G

G A rs4514247byFrequency|by1000genomesMG-76-tumorMG-76-normal - 3 878 c.808C>T

G A MG-76-tumorMG-76-normal - 31 7646 c.7647C>T

G A rs16885 byFrequency|by1000genomesMG-76-tumorMG-76-normal - 9 3193 c.2257C>T

T C rs2229992byFrequency|by1000genomesMG-76-tumorMG-76-normal + 12 1838 c.1458T>C

T C rs7275 by1000genomesMG-76-tumorMG-76-normal + 35 5267 c.4983T>C

A G MG-76-tumorMG-76-normal + 1 1301 c.1301A>G

C T MG-76-tumorMG-76-normal - 8 1260 c.1042G>A

T G rs1889323by1000genomesMG-76-tumorMG-76-normal - 25 4582 c.4246A>C

T C MG-76-tumorMG-76-normal + 1 1281 c.1281T>C

C T rs3796032byFrequency|by1000genomesMG-76-tumorMG-76-normal - 17 2381 c.1929G>A

A G rs7220394byFrequency|by1000genomesMG-76-tumorMG-76-normal - 12 1509 c.1416T>C

T C rs2075252byFrequency|by1000genomesMG-76-tumorMG-76-normal - 66 12565 c.12280A>G

G A rs2229354byFrequency|by1000genomesMG-76-tumorMG-76-normal + 7 1131 c.924G>A

C A rs3739298byFrequency|by1000genomesMG-76-tumorMG-76-normal - 9 2230 c.1821G>T

G A rs149181731byFrequencyMG-76-tumorMG-76-normal + 1 431 c.379G>A

T C rs17114803byFrequency|by1000genomesMG-76-tumorMG-76-normal + 11 1465 c.1299T>C

T C rs543304 byFrequency|by1000genomesMG-76-tumorMG-76-normal + 11 4034 c.3807T>C

G T MG-76-tumorMG-76-normal - 4 372 c.335C>A

G A MG-76-tumorMG-76-normal - 12 2772 c.2397C>T

G A rs2289247byFrequency|by1000genomesMG-76-tumorMG-76-normal + 11 1273 c.1063G>A

T C rs11016071byFrequency|by1000genomesMG-76-tumorMG-76-normal - 13 9086 c.8711A>G

T C rs2072736byFrequency|by1000genomesMG-76-tumorMG-76-normal - 8 1410 c.474A>G

T C rs41276710by1000genomesMG-76-tumorMG-76-normal + 36 4750 c.4485T>C

C T rs3814883byFrequency|by1000genomesMG-76-tumorMG-76-normal + 13 2402 c.1359C>T

C T MG-76-tumorMG-76-normal - 3 370 c.335G>A

A T MG-76-tumorMG-76-normal + 5 1328 c.922A>T

G A rs1676211by1000genomesMG-76-tumorMG-76-normal + 13 2154 c.2154G>A

T A rs17264436byFrequency|by1000genomesMG-76-tumorMG-76-normal - 21 3503 c.3501A>T

G A rs55938102byFrequency|by1000genomesMG-76-tumorMG-76-normal + 48 8467 c.8358G>A

G T rs918558 byFrequency|by1000genomesMG-76-tumorMG-76-normal + 1 2142 c.2142G>T

C T rs17029184byFrequency|by1000genomesMG-76-tumorMG-76-normal - 22 3435 c.3336G>A

A G rs13288443byFrequency|by1000genomesMG-76-tumorMG-76-normal + 11 2036 c.1827A>G

A G rs35216841by1000genomesMG-76-tumorMG-76-normal - 18 10696 c.10487T>C

T C rs12731746byFrequency|by1000genomesMG-76-tumorMG-76-normal - 11 1394 c.897A>G

A T rs150289150byFrequency|by1000genomesMG-77-tumorMG-77-normal - 4 1377 c.1307T>A



T C rs831043 byFrequency|by1000genomesMG-77-tumorMG-77-normal - 21 3354 c.3069A>G

G A rs141909084by1000genomesMG-77-tumorMG-77-normal - 3 1154 c.1155C>T

C A rs17346571byFrequency|by1000genomesMG-77-tumorMG-77-normal + 1 185 c.158C>A

A G rs3737940byFrequency|by1000genomesMG-77-tumorMG-77-normal + 7 3183 c.3138A>G

G A rs142702316byFrequencyMG-77-tumorMG-77-normal + 1 160 c.108G>A

C G rs78132363by1000genomesMG-77-tumorMG-77-normal + 3 1212 c.1185C>G

C T rs58473148by1000genomesMG-77-tumorMG-77-normal - 8 1195 c.1044G>A

C T rs1386356byFrequency|by1000genomesMG-77-tumorMG-77-normal - 85 14018 c.13047G>A

C T rs3811444byFrequency|by1000genomesMG-77-tumorMG-77-normal + 6 1169 c.1121C>T

C T MG-77-tumorMG-77-normal - 3 300 c.263G>A

C T MG-77-tumorMG-77-normal + 3 423 c.43C>T

A G rs34119110byFrequency|by1000genomesMG-77-tumorMG-77-normal + 12 1966 c.1767A>G

C T rs1800268byFrequency|by1000genomesMG-77-tumorMG-77-normal - 23 3227 c.3021G>A

A G rs2229267byFrequency|by1000genomesMG-77-tumorMG-77-normal - 29 5160 c.4875T>C

G T MG-77-tumorMG-77-normal - 3 283 c.248C>A

C G rs150078700by1000genomesMG-77-tumorMG-77-normal + 12 1039 c.1039C>G

G C rs146249377byFrequencyMG-77-tumorMG-77-normal + 1 3447 c.487G>C

G A MG-77-tumorMG-77-normal + 3 489 c.210G>A

G T rs2075249byFrequency|by1000genomesMG-77-tumorMG-77-normal - 21 3339 c.3054C>A

C T rs71299249|rs77022425byFrequencyMG-77-tumorMG-77-normal + 1 3677 c.717C>T

C T rs2931423by1000genomesMG-77-tumorMG-77-normal + 19 2459 c.2283C>T

T C rs2292561byFrequency|by1000genomesMG-77-tumorMG-77-normal - 15 1569 c.1299A>G

T G rs12145941byFrequency|by1000genomesMG-77-tumorMG-77-normal - 3 1631 c.1556A>C

C T rs62478357byFrequencyMG-77-tumorMG-77-normal - 8 1268 c.1050G>A

G A MG-77-tumorMG-77-normal - 6 831 c.772C>T

G A rs147491841byFrequencyMG-77-tumorMG-77-normal + 2 798 c.518G>A

A G MG-77-tumorMG-77-normal - 15 1346 c.1346T>C

C T rs61730641by1000genomesMG-77-tumorMG-77-normal + 46 7637 c.7157C>T

C T rs2292559byFrequency|by1000genomesMG-77-tumorMG-77-normal - 24 2661 c.2391G>A

G A MG-77-tumorMG-77-normal + 11 4198 c.3555G>A

C T rs2853346byFrequency|by1000genomesMG-77-tumorMG-77-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-77-tumorMG-77-normal + 14 1944 c.1699C>T

G A rs3795308byFrequency|by1000genomesMG-77-tumorMG-77-normal - 4 928 c.792C>T

A G rs1206038byFrequency|by1000genomesMG-77-tumorMG-77-normal + 29 5706 c.5071A>G

G A rs7624750byFrequency|by1000genomesMG-77-tumorMG-77-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-77-tumorMG-77-normal - 18 3000 c.2874G>T

C T rs71299249|rs113118213byFrequencyMG-77-tumorMG-77-normal + 1 3737 c.777C>T

A G rs33954745byFrequency|by1000genomesMG-77-tumorMG-77-normal - 17 2661 c.2376T>C

A G rs9653483by1000genomesMG-77-tumorMG-77-normal - 21 5040 c.4953T>C

T C rs9851685byFrequency|by1000genomesMG-77-tumorMG-77-normal + 23 2508 c.2274T>C

G A rs2275527byFrequency|by1000genomesMG-77-tumorMG-77-normal - 39 5629 c.5553C>T

C G rs3818764by1000genomesMG-77-tumorMG-77-normal - 4 1331 c.995G>C

G T rs146238849byFrequency|by1000genomesMG-77-tumorMG-77-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-77-tumorMG-77-normal - 31 5385 c.5100C>T

G A rs2229266byFrequency|by1000genomesMG-77-tumorMG-77-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-77-tumorMG-77-normal - 16 3587 c.2616C>T

A G rs7762830by1000genomesMG-77-tumorMG-77-normal + 14 2120 c.1921A>G



G A MG-77-tumorMG-77-normal - 3 1194 c.1195C>T

A G MG-77-tumorMG-77-normal - 3 441 c.362T>C

G C MG-77-tumorMG-77-normal + 13 1449 c.1449G>C

G A rs11549105byFrequency|by1000genomesMG-77-tumorMG-77-normal - 6 1228 c.1224C>T

G A rs3810485by1000genomesMG-77-tumorMG-77-normal - 8 6116 c.6047C>T

G A rs56145411byFrequency|by1000genomesMG-77-tumorMG-77-normal + 4 1211 c.1124G>A

G C rs62077263 MG-77-tumorMG-77-normal - 7 916 c.823C>G

C T rs151233 by1000genomesMG-77-tumorMG-77-normal + 2 99 c.66C>T

C T rs45554841by1000genomesMG-77-tumorMG-77-normal - 1 214 c.215G>A

A G MG-77-tumorMG-77-normal + 17 1691 c.1559A>G

T C MG-77-tumorMG-77-normal - 3 305 c.270A>G

G C rs2227910byFrequency|by1000genomesMG-77-tumorMG-77-normal + 2 1911 c.804G>C

C G rs2282302byFrequency|by1000genomesMG-77-tumorMG-77-normal - 3 965 c.893G>C

G A rs2124203byFrequency|by1000genomesMG-77-tumorMG-77-normal - 19 2832 c.2745C>T

G A rs16825150byFrequency|by1000genomesMG-77-tumorMG-77-normal + 7 954 c.909G>A

G A rs2880955by1000genomesMG-77-tumorMG-77-normal + 12 1031 c.1031G>A

A G rs2973568by1000genomesMG-77-tumorMG-77-normal + 13 1856 c.1680A>G

G A rs71299249|rs76723438byFrequency|by1000genomesMG-77-tumorMG-77-normal + 1 3698 c.738G>A

T A rs3740423byFrequency|by1000genomesMG-77-tumorMG-77-normal - 13 4583 c.4208A>T

T C rs1048500byFrequency|by1000genomesMG-77-tumorMG-77-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-77-tumorMG-77-normal - 39 9817 c.9481T>A

C T rs28997582byFrequency|by1000genomesMG-77-tumorMG-77-normal + 29 4337 c.4053C>T

C G rs143879890by1000genomesMG-77-tumorMG-77-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-77-tumorMG-77-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-77-tumorMG-77-normal - 19 3392 c.3393C>G

G A rs10845349 MG-77-tumorMG-77-normal - 3 855 c.820C>T

C T rs2292556byFrequency|by1000genomesMG-77-tumorMG-77-normal - 19 1959 c.1689G>A

C T rs10980419by1000genomesMG-77-tumorMG-77-normal - 5 1618 c.1282G>A

T C rs61995685byFrequency|by1000genomesMG-77-tumorMG-77-normal + 22 4499 c.3864T>C

C T rs6432901by1000genomesMG-77-tumorMG-77-normal - 2 514 c.174G>A

G A rs77870074byFrequency|by1000genomesMG-77-tumorMG-77-normal + 1 175 c.148G>A

G A rs1800273byFrequency|by1000genomesMG-77-tumorMG-77-normal - 45 6669 c.6463C>T

C T rs149155949byFrequency|by1000genomesMG-77-tumorMG-77-normal + 19 3884 c.3249C>T

G T rs114883767by1000genomesMG-77-tumorMG-77-normal + 3 649 c.436G>T

T C rs143332174by1000genomesMG-77-tumorMG-77-normal - 3 244 c.207A>G

C T rs35011777byFrequency|by1000genomesMG-77-tumorMG-77-normal + 3 1212 c.978C>T

C T rs12708402by1000genomesMG-77-tumorMG-77-normal - 16 3405 c.3178G>A

C G rs137920189 MG-77-tumorMG-77-normal + 24 3342 c.2712C>G

T C rs28621009byFrequency|by1000genomesMG-77-tumorMG-77-normal + 13 2864 c.2229T>C

A C rs76504934by1000genomesMG-77-tumorMG-77-normal - 4 464 c.427T>G

G T rs6748626byFrequency|by1000genomesMG-77-tumorMG-77-normal - 20 4043 c.3072C>A

G C rs2240089byFrequency|by1000genomesMG-77-tumorMG-77-normal - 12 3187 c.3003C>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-77-tumorMG-77-normal + 7 1597 c.1215T>C

C G rs3817428by1000genomesMG-77-tumorMG-77-normal + 15 7493 c.7119C>G

A G rs17443123by1000genomesMG-77-tumorMG-77-normal + 5 915 c.750A>G

C T rs7300444byFrequency|by1000genomesMG-77-tumorMG-77-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-77-tumorMG-77-normal + 17 1912 c.1092A>C



G A rs11549106byFrequency|by1000genomesMG-77-tumorMG-77-normal - 4 895 c.891C>T

T C rs2229992byFrequency|by1000genomesMG-77-tumorMG-77-normal + 12 1838 c.1458T>C

T C rs140856347by1000genomesMG-77-tumorMG-77-normal - 20 3525 c.3438A>G

T C rs2241190byFrequency|by1000genomesMG-77-tumorMG-77-normal - 17 2745 c.2460A>G

A G rs3822625by1000genomesMG-77-tumorMG-77-normal + 14 3084 c.3084A>G

A G rs116865587byFrequency|by1000genomesMG-77-tumorMG-77-normal + 2 318 c.231A>G

G A rs6070697byFrequency|by1000genomesMG-77-tumorMG-77-normal + 4 1189 c.920G>A

C T rs2973571by1000genomesMG-77-tumorMG-77-normal + 12 1807 c.1631C>T

A G rs826549 by1000genomesMG-77-tumorMG-77-normal + 18 2676 c.2550A>G

C T rs34409589|rs121434592MG-77-tumorMG-77-normal - 2 1529 c.49G>A

T C rs7935 byFrequency|by1000genomesMG-77-tumorMG-77-normal + 9 1808 c.1524T>C

A T rs6685892byFrequency|by1000genomesMG-77-tumorMG-77-normal - 34 7560 c.7341T>A

G C rs61735455by1000genomesMG-77-tumorMG-77-normal + 12 2108 c.1884G>C

C T MG-77-tumorMG-77-normal - 8 1260 c.1042G>A

T G rs9807633by1000genomesMG-77-tumorMG-77-normal - 1 88 c.89A>C

T A rs112306990byFrequencyMG-77-tumorMG-77-normal + 5 911 c.528T>A

T C rs9807555by1000genomesMG-77-tumorMG-77-normal - 1 196 c.197A>G

A C rs138447937 MG-77-tumorMG-77-normal - 4 1368 c.1298T>G

C T rs11121691byFrequency|by1000genomesMG-77-tumorMG-77-normal - 49 6985 c.6909G>A

C T rs11873462by1000genomesMG-77-tumorMG-77-normal - 1 47 c.48G>A

T C rs2075252byFrequency|by1000genomesMG-77-tumorMG-77-normal - 66 12565 c.12280A>G

A C rs143926631byFrequency|by1000genomesMG-77-tumorMG-77-normal + 20 3873 c.3785A>C

G C rs76882791by1000genomesMG-77-tumorMG-77-normal - 27 7921 c.7573C>G

C T rs114966751byFrequency|by1000genomesMG-77-tumorMG-77-normal + 1 3089 c.129C>T

G C rs45469098by1000genomesMG-77-tumorMG-77-normal - 1 255 c.256C>G

G A MG-77-tumorMG-77-normal + 1 130 c.78G>A

T C rs140900189byFrequencyMG-77-tumorMG-77-normal - 5 2790 c.2577A>G

T G rs3204790byFrequency|by1000genomesMG-77-tumorMG-77-normal + 2 287 c.200T>G

G A rs28362318byFrequency|by1000genomesMG-77-tumorMG-77-normal + 4 589 c.369G>A

A G rs77145198byFrequency|by1000genomesMG-77-tumorMG-77-normal - 20 2943 c.2856T>C

C G rs2229070byFrequency|by1000genomesMG-77-tumorMG-77-normal + 11 2733 c.2352C>G

C T rs34922891by1000genomesMG-77-tumorMG-77-normal + 13 2223 c.2223C>T

T C MG-77-tumorMG-77-normal + 4 413 c.317T>C

T C rs1002519byFrequency|by1000genomesMG-77-tumorMG-77-normal + 1 196 c.196T>C

T C rs17019360by1000genomesMG-77-tumorMG-77-normal + 17 2524 c.1800T>C

A G rs79193271by1000genomesMG-77-tumorMG-77-normal + 3 1208 c.1181A>G

T G rs3208659 MG-77-tumorMG-77-normal - 7 871 c.778A>C

G A rs11551685byFrequency|by1000genomesMG-77-tumorMG-77-normal - 16 7464 c.7395C>T

A C rs76437836byFrequencyMG-77-tumorMG-77-normal - 3 142 c.98T>G

A C rs77229081byFrequency|by1000genomesMG-77-tumorMG-77-normal + 2 114 c.27A>C

T C rs11886219byFrequency|by1000genomesMG-77-tumorMG-77-normal - 36 6144 c.5859A>G

G C MG-77-tumorMG-77-normal - 5 1009 c.1010C>G

G A rs2973566by1000genomesMG-77-tumorMG-77-normal + 14 1930 c.1754G>A

T C rs831042 byFrequency|by1000genomesMG-77-tumorMG-77-normal - 24 3945 c.3660A>G

C A rs138908625byFrequency|by1000genomesMG-77-tumorMG-77-normal - 8 1357 c.1139G>T

T C rs9646771by1000genomesMG-77-tumorMG-77-normal - 4 787 c.447A>G

G T rs147825872 MG-77-tumorMG-77-normal + 20 4359 c.4282G>T



A G rs11778209byFrequency|by1000genomesMG-77-tumorMG-77-normal - 39 6448 c.6204T>C

A T rs142508835by1000genomesMG-77-tumorMG-77-normal - 34 5872 c.5536T>A

A G rs7505568by1000genomesMG-77-tumorMG-77-normal - 3 660 c.661T>C

G A rs71299249|rs74651473byFrequencyMG-77-tumorMG-77-normal + 1 3758 c.798G>A

T C MG-77-tumorMG-77-normal + 14 1761 c.746T>C

C T rs1130233byFrequency|by1000genomesMG-77-tumorMG-77-normal - 8 2206 c.726G>A

T C rs116054444by1000genomesMG-77-tumorMG-77-normal - 4 533 c.386A>G

C T rs3743398by1000genomesMG-77-tumorMG-77-normal + 12 2965 c.2591C>T

G A MG-77-tumorMG-77-normal - 1 288 c.237C>T

C G rs2509943byFrequency|by1000genomesMG-77-tumorMG-77-normal + 3 776 c.279C>G

C T rs3796031byFrequency|by1000genomesMG-77-tumorMG-77-normal - 17 2399 c.1947G>A

A G rs74691770 MG-77-tumorMG-77-normal - 18 1688 c.1689T>C

T A rs2060198byFrequency|by1000genomesMG-77-tumorMG-77-normal + 27 5204 c.4914T>A

A G rs2929158by1000genomesMG-77-tumorMG-77-normal - 19 4373 c.4163T>C

A G rs11016073byFrequency|by1000genomesMG-77-tumorMG-77-normal - 13 6677 c.6302T>C

C T rs75417771byFrequency|by1000genomesMG-77-tumorMG-77-normal + 6 1265 c.409C>T

T C rs28639589byFrequency|by1000genomesMG-77-tumorMG-77-normal - 12 1809 c.1611A>G

G A rs10964471byFrequency|by1000genomesMG-77-tumorMG-77-normal + 2 386 c.177G>A

A C rs1410048by1000genomesMG-77-tumorMG-77-normal - 40 10053 c.9717T>G

A G rs13223756byFrequency|by1000genomesMG-77-tumorMG-77-normal + 7 2144 c.1944A>G

C T MG-77-tumorMG-77-normal - 3 370 c.335G>A

C T rs72474509byFrequency|by1000genomesMG-77-tumorMG-77-normal - 4 1337 c.1267G>A

C A rs2230018byFrequency|by1000genomesMG-77-tumorMG-77-normal + 17 2218 c.2177C>A

G A rs1676211by1000genomesMG-77-tumorMG-77-normal + 13 2154 c.2154G>A

C G rs34693334byFrequency|by1000genomesMG-77-tumorMG-77-normal - 8 1060 c.775G>C

C G MG-77-tumorMG-77-normal + 20 7298 c.7172C>G

G A rs151001106byFrequencyMG-77-tumorMG-77-normal + 1 192 c.140G>A

C G rs11552052byFrequency|by1000genomesMG-77-tumorMG-77-normal + 16 2316 c.2226C>G

T C MG-77-tumorMG-77-normal + 8 505 c.505T>C

A G rs1980131byFrequency|by1000genomesMG-77-tumorMG-77-normal + 2 2992 c.2880A>G

A G rs2074912byFrequency|by1000genomesMG-77-tumorMG-77-normal + 1 1709 c.1709A>G

G A rs151060280byFrequencyMG-77-tumorMG-77-normal + 20 3990 c.3774G>A

G A MG-77-tumorMG-77-normal - 1 288 c.237C>T

A G MG-77-tumorMG-77-normal - 3 376 c.306T>C

A G rs28624496 MG-77-tumorMG-77-normal - 1 626 c.196T>C

G A rs9728577byFrequency|by1000genomesMG-77-tumorMG-77-normal + 2 334 c.247G>A

G T rs918558 byFrequency|by1000genomesMG-77-tumorMG-77-normal + 1 2142 c.2142G>T

C T rs2273779byFrequency|by1000genomesMG-77-tumorMG-77-normal + 6 583 c.538C>T

C A rs2973558by1000genomesMG-77-tumorMG-77-normal + 20 2514 c.2338C>A

T G rs1998206byFrequency|by1000genomesMG-77-tumorMG-77-normal - 5 631 c.433A>C

C T rs41306648byFrequency|by1000genomesMG-78-tumorMG-78-normal - 7 1022 c.647G>A

A G MG-78-tumorMG-78-normal + 5 1140 c.1046A>G

C T rs148631953byFrequency|by1000genomesMG-78-tumorMG-78-normal - 7 972 c.501G>A

C T rs3811444byFrequency|by1000genomesMG-78-tumorMG-78-normal + 6 1169 c.1121C>T

C T rs77376932byFrequencyMG-78-tumorMG-78-normal - 3 3235 c.3160G>A

C T MG-78-tumorMG-78-normal - 15 2425 c.1995G>A

A G rs3108200byFrequency|by1000genomesMG-78-tumorMG-78-normal + 3 2040 c.810A>G



G C rs2240 byFrequency|by1000genomesMG-78-tumorMG-78-normal - 13 2935 c.2560C>G

G A rs41294868by1000genomesMG-78-tumorMG-78-normal + 14 2132 c.1933G>A

G A rs16847812byFrequency|by1000genomesMG-78-tumorMG-78-normal + 4 978 c.865G>A

G A rs140785381 MG-78-tumorMG-78-normal + 3 364 c.238G>A

C T rs150298716byFrequency|by1000genomesMG-78-tumorMG-78-normal - 3 2711 c.2636G>A

G A rs56145411byFrequency|by1000genomesMG-78-tumorMG-78-normal + 4 1211 c.1124G>A

A G rs40831 by1000genomesMG-78-tumorMG-78-normal + 2 2118 c.2085A>G

A T rs1063536byFrequency|by1000genomesMG-78-tumorMG-78-normal - 4 612 c.237T>A

G A rs1718878byFrequency|by1000genomesMG-78-tumorMG-78-normal + 13 2003 c.1590G>A

G C rs2227910byFrequency|by1000genomesMG-78-tumorMG-78-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-78-tumorMG-78-normal + 16 2064 c.1887T>A

T A rs138237692by1000genomesMG-78-tumorMG-78-normal + 1 1802 c.1502T>A

T C rs2229263byFrequency|by1000genomesMG-78-tumorMG-78-normal - 3 533 c.248A>G

G A rs1566622byFrequency|by1000genomesMG-78-tumorMG-78-normal - 22 3705 c.3516C>T

T C rs143332174by1000genomesMG-78-tumorMG-78-normal - 3 244 c.207A>G

T C rs10082391byFrequency|by1000genomesMG-78-tumorMG-78-normal - 13 8654 c.8279A>G

G A rs6070697byFrequency|by1000genomesMG-78-tumorMG-78-normal + 4 1189 c.920G>A

A G rs826549 by1000genomesMG-78-tumorMG-78-normal + 18 2676 c.2550A>G

G A rs17656599byFrequency|by1000genomesMG-78-tumorMG-78-normal - 12 2007 c.1823C>T

A T rs10817021by1000genomesMG-78-tumorMG-78-normal - 24 4324 c.3988T>A

C T rs140280672byFrequencyMG-78-tumorMG-78-normal + 20 7625 c.7499C>T

T C rs1050476byFrequency|by1000genomesMG-78-tumorMG-78-normal + 7 2254 c.1695T>C

G A MG-78-tumorMG-78-normal + 30 3039 c.2852G>A

G A rs3822060byFrequency|by1000genomesMG-78-tumorMG-78-normal - 25 13145 c.12936C>T

G A rs4962081byFrequency|by1000genomesMG-78-tumorMG-78-normal - 22 3050 c.2829C>T

G A rs56055912 MG-78-tumorMG-78-normal - 3 6539 c.6464C>T

T C MG-78-tumorMG-78-normal - 10 1518 c.1519A>G

G C MG-78-tumorMG-78-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-78-tumorMG-78-normal + 22 2662 c.2385C>T

A G rs4444457byFrequency|by1000genomesMG-78-tumorMG-78-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-78-tumorMG-78-normal - 10 9441 c.8853T>C

C A MG-78-tumorMG-78-normal - 1 6 c.7G>T

G A rs61814946byFrequency|by1000genomesMG-78-tumorMG-78-normal - 3 1785 c.1710C>T

G A rs143684430byFrequencyMG-78-tumorMG-78-normal - 3 6591 c.6516C>T

C T MG-78-tumorMG-78-normal - 3 5767 c.5692G>A

A G rs4659654byFrequency|by1000genomesMG-78-tumorMG-78-normal - 16 2000 c.1503T>C

C T rs468525 by1000genomesMG-78-tumorMG-78-normal - 6 478 c.111G>A

G A rs138380367byFrequencyMG-78-tumorMG-78-normal + 10 1754 c.1549G>A

T A rs3796647by1000genomesMG-78-tumorMG-78-normal - 10 7295 c.7086A>T

G A rs41302123byFrequency|by1000genomesMG-78-tumorMG-78-normal - 24 4000 c.3444C>T

C G rs2509943byFrequency|by1000genomesMG-78-tumorMG-78-normal + 3 776 c.279C>G

C T rs10082504byFrequency|by1000genomesMG-78-tumorMG-78-normal - 14 10059 c.9684G>A

C T rs139351719by1000genomesMG-78-tumorMG-78-normal - 5 554 c.13G>A

G T rs12568784byFrequency|by1000genomesMG-78-tumorMG-78-normal - 3 7202 c.7130C>A

T C rs141049734byFrequencyMG-78-tumorMG-78-normal - 18 3186 c.2968A>G

G A MG-78-tumorMG-78-normal + 1 130 c.78G>A

A C rs115945341|rs2267641byFrequency|by1000genomesMG-78-tumorMG-78-normal + 17 2594 c.2046A>C



C G MG-78-tumorMG-78-normal + 1 407 c.355C>G

T C rs3755806byFrequency|by1000genomesMG-78-tumorMG-78-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-78-tumorMG-78-normal - 13 5919 c.5544G>A

A G rs11016073byFrequency|by1000genomesMG-78-tumorMG-78-normal - 13 6677 c.6302T>C

C A rs6738031by1000genomesMG-78-tumorMG-78-normal - 18 3000 c.2874G>T

T C rs142304809byFrequencyMG-78-tumorMG-78-normal - 9 1291 c.1259A>G

T C rs2251219byFrequency|by1000genomesMG-78-tumorMG-78-normal - 26 4397 c.4395A>G

G T rs7206111byFrequency|by1000genomesMG-78-tumorMG-78-normal - 9 1041 c.404C>A

A C MG-78-tumorMG-78-normal - 44 8192 c.7221T>G

C T rs7918199byFrequency|by1000genomesMG-78-tumorMG-78-normal - 13 5050 c.4675G>A

G C rs11611231by1000genomesMG-78-tumorMG-78-normal + 9 2190 c.2190G>C

T G rs552183 byFrequency|by1000genomesMG-78-tumorMG-78-normal - 40 6445 c.6247A>C

C T rs55993306by1000genomesMG-78-tumorMG-78-normal - 20 3946 c.3859G>A

C T rs9489143byFrequency|by1000genomesMG-78-tumorMG-78-normal - 13 2184 c.1986G>A

T C rs1048500byFrequency|by1000genomesMG-78-tumorMG-78-normal + 2 1791 c.684T>C

C T rs45443899byFrequency|by1000genomesMG-78-tumorMG-78-normal + 2 304 c.217C>T

C G rs143879890by1000genomesMG-78-tumorMG-78-normal - 16 2320 c.2233G>C

A G rs138997916byFrequency|by1000genomesMG-78-tumorMG-78-normal - 3 2832 c.2760T>C

A G rs6679449by1000genomesMG-78-tumorMG-78-normal - 3 1923 c.1851T>C

G A rs1197682by1000genomesMG-78-tumorMG-78-normal - 16 3384 c.3157C>T

C T rs3743398by1000genomesMG-78-tumorMG-78-normal + 12 2965 c.2591C>T

G A rs9804992byFrequency|by1000genomesMG-78-tumorMG-78-normal + 11 3172 c.2529G>A

C T rs2271422byFrequency|by1000genomesMG-78-tumorMG-78-normal - 27 4453 c.3897G>A

G A rs2124203byFrequency|by1000genomesMG-78-tumorMG-78-normal - 19 2832 c.2745C>T

G A rs2275527byFrequency|by1000genomesMG-78-tumorMG-78-normal - 39 5629 c.5553C>T

C T rs11591817byFrequency|by1000genomesMG-78-tumorMG-78-normal - 13 6002 c.5627G>A

C T rs2269654byFrequency|by1000genomesMG-78-tumorMG-78-normal + 11 2687 c.2574C>T

G C MG-78-tumorMG-78-normal - 9 1817 c.1774C>G

A G rs7220394byFrequency|by1000genomesMG-78-tumorMG-78-normal - 12 1509 c.1416T>C

A T rs7095325byFrequency|by1000genomesMG-78-tumorMG-78-normal - 7 1087 c.712T>A

C T MG-78-tumorMG-78-normal + 1 321 c.321C>T

T C MG-78-tumorMG-78-normal - 18 1452 c.1085A>G

C T rs12982642by1000genomesMG-78-tumorMG-78-normal + 12 1688 c.1272C>T

G A rs35296183byFrequency|by1000genomesMG-78-tumorMG-78-normal - 55 9794 c.8823C>T

C T rs1801187byFrequency|by1000genomesMG-78-tumorMG-78-normal - 37 5440 c.5234G>A

G A rs144383071byFrequencyMG-78-tumorMG-78-normal - 3 3345 c.3270C>T

A G rs62617142by1000genomesMG-78-tumorMG-78-normal + 1 560 c.260A>G

A G rs75255795byFrequency|by1000genomesMG-78-tumorMG-78-normal - 14 1824 c.1621T>C

C T rs4750936byFrequency|by1000genomesMG-78-tumorMG-78-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-78-tumorMG-78-normal - 8 1866 c.1491G>C

C T rs2304867byFrequency|by1000genomesMG-78-tumorMG-78-normal - 9 4899 c.4690G>A

T C rs12990449byFrequency|by1000genomesMG-78-tumorMG-78-normal - 2 1114 c.143A>G

A G rs180744 by1000genomesMG-78-tumorMG-78-normal + 2 1719 c.1686A>G

C T MG-78-tumorMG-78-normal - 8 1256 c.1038G>A

C A rs35430524by1000genomesMG-78-tumorMG-78-normal + 12 3111 c.2737C>A

G A rs148227604byFrequency|by1000genomesMG-78-tumorMG-78-normal - 34 5359 c.4803C>T

C T rs11184139byFrequency|by1000genomesMG-78-tumorMG-78-normal - 6 487



C T rs151174 by1000genomesMG-78-tumorMG-78-normal + 2 1740 c.1707C>T

A C rs80303640by1000genomesMG-78-tumorMG-78-normal - 16 1415 c.1416T>G

G A rs4750685byFrequency|by1000genomesMG-78-tumorMG-78-normal - 13 4115 c.3740C>T

G A rs142908024byFrequencyMG-78-tumorMG-78-normal - 3 1433 c.1230C>T

G A rs3733407by1000genomesMG-78-tumorMG-78-normal - 10 6188 c.5979C>T

T C rs17019360by1000genomesMG-78-tumorMG-78-normal + 17 2524 c.1800T>C

C T rs2229265byFrequency|by1000genomesMG-78-tumorMG-78-normal - 54 10788 c.10503G>A

G T rs147825872 MG-78-tumorMG-78-normal + 20 4359 c.4282G>T

T C MG-78-tumorMG-78-normal + 8 505 c.505T>C

A T rs35238720byFrequency|by1000genomesMG-78-tumorMG-78-normal + 4 1205 c.860A>T

T G rs1050767byFrequency|by1000genomesMG-78-tumorMG-78-normal - 13 8533 c.8158A>C

C T rs2229975by1000genomesMG-78-tumorMG-78-normal - 5 927 c.852G>A

A G rs75639578 MG-78-tumorMG-78-normal - 3 6552 c.6477T>C

C G rs180743 by1000genomesMG-78-tumorMG-78-normal + 2 1315 c.1282C>G

C T MG-78-tumorMG-78-normal - 3 300 c.263G>A

T C rs35753072by1000genomesMG-78-tumorMG-78-normal - 10 5213 c.5004A>G

A G rs4143768byFrequency|by1000genomesMG-78-tumorMG-78-normal - 10 6783 c.6195T>C

G A rs20539 byFrequency|by1000genomesMG-78-tumorMG-78-normal + 20 3152 c.3111G>A

C T rs62478357byFrequencyMG-78-tumorMG-78-normal - 8 1268 c.1050G>A

C T rs61747666 MG-78-tumorMG-78-normal + 8 5541 c.4685C>T

T G rs3208659 MG-78-tumorMG-78-normal - 7 871 c.778A>C

C T rs1386356byFrequency|by1000genomesMG-78-tumorMG-78-normal - 85 14018 c.13047G>A

A G MG-78-tumorMG-78-normal + 1 324 c.324A>G

G A rs2228000byFrequency|by1000genomesMG-78-tumorMG-78-normal - 9 1710 c.1496C>T

G A rs7624750byFrequency|by1000genomesMG-78-tumorMG-78-normal + 4 707 c.473G>A

T C rs9851685byFrequency|by1000genomesMG-78-tumorMG-78-normal + 23 2508 c.2274T>C

G T rs146238849byFrequency|by1000genomesMG-78-tumorMG-78-normal - 8 1391 c.1173C>A

G A rs61738284byFrequency|by1000genomesMG-78-tumorMG-78-normal - 13 6005 c.5630C>T

G A rs3818831byFrequency|by1000genomesMG-78-tumorMG-78-normal - 2 193 c.121C>T

T C MG-78-tumorMG-78-normal - 2 814 c.405A>G

T C MG-78-tumorMG-78-normal - 3 305 c.270A>G

C T rs149190709by1000genomesMG-78-tumorMG-78-normal + 6 1832 c.1197C>T

T C rs9646771by1000genomesMG-78-tumorMG-78-normal - 4 787 c.447A>G

C T rs76844681 MG-78-tumorMG-78-normal - 16 2899 c.2681G>A

G C rs6771157byFrequency|by1000genomesMG-78-tumorMG-78-normal - 19 3392 c.3393C>G

T G rs77834784by1000genomesMG-78-tumorMG-78-normal - 10 7314 c.7105A>C

G A rs3775307by1000genomesMG-78-tumorMG-78-normal - 27 13442 c.13233C>T

G A MG-78-tumorMG-78-normal - 12 1441 c.900C>T

G C rs3088074byFrequency|by1000genomesMG-78-tumorMG-78-normal - 9 2999 c.2785C>G

A C rs76504934by1000genomesMG-78-tumorMG-78-normal - 4 464 c.427T>G

C G rs3817428by1000genomesMG-78-tumorMG-78-normal + 15 7493 c.7119C>G

G A rs11549106byFrequency|by1000genomesMG-78-tumorMG-78-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-78-tumorMG-78-normal - 15 3032 c.2696A>G

G A rs4514247byFrequency|by1000genomesMG-78-tumorMG-78-normal - 3 878 c.808C>T

C T rs11121691byFrequency|by1000genomesMG-78-tumorMG-78-normal - 49 6985 c.6909G>A

C T rs10082533byFrequency|by1000genomesMG-78-tumorMG-78-normal - 13 8753 c.8378G>A

G C rs45469098by1000genomesMG-78-tumorMG-78-normal - 1 255 c.256C>G



T G rs1800275byFrequency|by1000genomesMG-78-tumorMG-78-normal - 48 7302 c.7096A>C

A G rs149271 by1000genomesMG-78-tumorMG-78-normal + 2 543 c.510A>G

G A rs2003233 MG-78-tumorMG-78-normal - 17 1503 c.1504C>T

A C rs9332801byFrequency|by1000genomesMG-78-tumorMG-78-normal + 10 4307 c.4284A>C

G A MG-78-tumorMG-78-normal - 5 563 c.22C>T

A G rs17078605byFrequency|by1000genomesMG-78-tumorMG-78-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-78-tumorMG-78-normal + 3 290 c.80G>A

C A rs138908625byFrequency|by1000genomesMG-78-tumorMG-78-normal - 8 1357 c.1139G>T

C T rs6432901by1000genomesMG-78-tumorMG-78-normal - 2 514 c.174G>A

C A rs79011039byFrequency|by1000genomesMG-78-tumorMG-78-normal + 6 1050 c.572C>A

A C rs76437836byFrequencyMG-78-tumorMG-78-normal - 3 142 c.98T>G

T C rs41266134byFrequency|by1000genomesMG-78-tumorMG-78-normal - 3 1625 c.1550A>G

A G rs34172482by1000genomesMG-78-tumorMG-78-normal + 3 253 c.87A>G

T C rs2099854by1000genomesMG-78-tumorMG-78-normal - 10 5633 c.5424A>G

G T MG-78-tumorMG-78-normal - 3 283 c.248C>A

A G MG-78-tumorMG-78-normal - 2 706 c.655T>C

C T rs872665 by1000genomesMG-78-tumorMG-78-normal - 7 1855 c.1519G>A

T C rs149328018 MG-78-tumorMG-78-normal + 16 6989 c.6609T>C

A G rs2737699byFrequency|by1000genomesMG-78-tumorMG-78-normal - 10 12892 c.12304T>C

C T rs1130233byFrequency|by1000genomesMG-78-tumorMG-78-normal - 8 2206 c.726G>A

G C rs3796648by1000genomesMG-78-tumorMG-78-normal - 10 7031 c.6822C>G

G A rs2227983byFrequency|by1000genomesMG-78-tumorMG-78-normal + 13 1739 c.1562G>A

G A rs12729662byFrequency|by1000genomesMG-78-tumorMG-78-normal - 3 8430 c.8355C>T

C G rs11552052byFrequency|by1000genomesMG-78-tumorMG-78-normal + 16 2316 c.2226C>G

A G rs151306742by1000genomesMG-78-tumorMG-78-normal + 4 729 c.285A>G

G A rs73263258by1000genomesMG-78-tumorMG-78-normal + 4 665 c.475G>A

T C rs78472618byFrequencyMG-78-tumorMG-78-normal - 3 159 c.115A>G

G A MG-78-tumorMG-78-normal - 8 1231 c.1013C>T

T G rs997983 byFrequency|by1000genomesMG-78-tumorMG-78-normal - 9 2266 c.1891A>C

C T rs1049622|rs114303286byFrequency|by1000genomesMG-78-tumorMG-78-normal + 7 1073 c.525C>T

C T rs210498 by1000genomesMG-78-tumorMG-78-normal - 23 1885 c.1518G>A

C T rs12777740byFrequency|by1000genomesMG-78-tumorMG-78-normal - 13 8321 c.7946G>A

G A rs2229079byFrequency|by1000genomesMG-78-tumorMG-78-normal - 21 3524 c.3326C>T

G A rs12022217byFrequency|by1000genomesMG-78-tumorMG-78-normal - 3 4602 c.4530C>T

C G rs150078700by1000genomesMG-78-tumorMG-78-normal + 12 1039 c.1039C>G

A G MG-78-tumorMG-78-normal + 10 1620 c.1253A>G

A G rs141480481by1000genomesMG-78-tumorMG-78-normal + 4 1425 c.1342A>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-78-tumorMG-78-normal + 6 830 c.282G>C

C T rs2078478by1000genomesMG-78-tumorMG-78-normal - 5 411 c.392G>A

T C MG-78-tumorMG-78-normal - 10 1734 c.1324A>G

C G rs147865267byFrequencyMG-78-tumorMG-78-normal - 4 1304 c.1234G>C

G A rs2229266byFrequency|by1000genomesMG-78-tumorMG-78-normal - 6 924 c.639C>T

G A rs11549105byFrequency|by1000genomesMG-78-tumorMG-78-normal - 6 1228 c.1224C>T

G A rs1713982byFrequency|by1000genomesMG-78-tumorMG-78-normal + 15 2261 c.1848G>A

C T rs2071702byFrequency|by1000genomesMG-78-tumorMG-78-normal + 27 7277 c.7254C>T

G A rs77042968byFrequency|by1000genomesMG-78-tumorMG-78-normal + 6 1061 c.583G>A

C T rs61730876byFrequency|by1000genomesMG-78-tumorMG-78-normal - 20 3385 c.2888G>A



T G rs74842149byFrequencyMG-78-tumorMG-78-normal - 4 1217 c.1147A>C

T C rs3026101by1000genomesMG-78-tumorMG-78-normal + 14 2279 c.2055T>C

G A rs10082432byFrequency|by1000genomesMG-78-tumorMG-78-normal - 13 8757 c.8382C>T

C T rs12236219byFrequency|by1000genomesMG-78-tumorMG-78-normal + 5 1231 c.1141C>T

A T MG-78-tumorMG-78-normal + 1 441 c.441A>T

C T rs35775721byFrequency|by1000genomesMG-78-tumorMG-78-normal + 2 734 c.534C>T

G A rs4981349byFrequency|by1000genomesMG-78-tumorMG-78-normal - 14 1813 c.873C>T

T C rs79492089by1000genomesMG-78-tumorMG-78-normal + 3 395 c.292T>C

C T MG-78-tumorMG-78-normal - 8 1260 c.1042G>A

T G rs1889323by1000genomesMG-78-tumorMG-78-normal - 25 4582 c.4246A>C

T C rs41290900byFrequency|by1000genomesMG-78-tumorMG-78-normal - 8 3374 c.804A>G

C T rs2289550byFrequency|by1000genomesMG-78-tumorMG-78-normal - 21 11744 c.11535G>A

T C rs2075252byFrequency|by1000genomesMG-78-tumorMG-78-normal - 66 12565 c.12280A>G

A G rs28624496 MG-78-tumorMG-78-normal - 1 626 c.196T>C

C T rs169758 by1000genomesMG-78-tumorMG-78-normal - 23 1959 c.1592G>A

A G rs77145198byFrequency|by1000genomesMG-78-tumorMG-78-normal - 20 2943 c.2856T>C

C A MG-78-tumorMG-78-normal + 12 1060 c.962C>A

A G rs7107305byFrequency|by1000genomesMG-78-tumorMG-78-normal + 21 5702 c.5679A>G

G A rs2289247byFrequency|by1000genomesMG-78-tumorMG-78-normal + 11 1273 c.1063G>A

T C rs11016071byFrequency|by1000genomesMG-78-tumorMG-78-normal - 13 9086 c.8711A>G

A G rs6694078byFrequency|by1000genomesMG-78-tumorMG-78-normal + 11 2688 c.2575A>G

G A rs17882627byFrequency|by1000genomesMG-78-tumorMG-78-normal - 5 540 c.541C>T

C T rs3814883byFrequency|by1000genomesMG-78-tumorMG-78-normal + 13 2402 c.1359C>T

C T rs1050475byFrequency|by1000genomesMG-78-tumorMG-78-normal + 7 1534 c.975C>T

C T MG-78-tumorMG-78-normal + 4 2123 c.1734C>T

G C rs2240089byFrequency|by1000genomesMG-78-tumorMG-78-normal - 12 3187 c.3003C>G

G A rs10964471byFrequency|by1000genomesMG-78-tumorMG-78-normal + 2 386 c.177G>A

C T MG-78-tumorMG-78-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-78-tumorMG-78-normal - 3 899 c.827G>A

T A rs17264436byFrequency|by1000genomesMG-78-tumorMG-78-normal - 21 3503 c.3501A>T

G T MG-78-tumorMG-78-normal + 24 3624 c.3415G>T

T G rs1998206byFrequency|by1000genomesMG-78-tumorMG-78-normal - 5 631 c.433A>C

T C rs12731746byFrequency|by1000genomesMG-78-tumorMG-78-normal - 11 1394 c.897A>G

C T rs3745764byFrequency|by1000genomesMG-80-tumorMG-80-normal + 9 2705 c.1064C>T

A G rs62077275 MG-80-tumorMG-80-normal - 2 173 c.80T>C

C T rs2286007byFrequency|by1000genomesMG-80-tumorMG-80-normal + 8 2637 c.1994C>T

C T rs1386356byFrequency|by1000genomesMG-80-tumorMG-80-normal - 85 14018 c.13047G>A

C T MG-80-tumorMG-80-normal - 3 300 c.263G>A

G A rs2229079byFrequency|by1000genomesMG-80-tumorMG-80-normal - 21 3524 c.3326C>T

A G MG-80-tumorMG-80-normal + 1 1444 c.1444A>G

C T rs12134934byFrequency|by1000genomesMG-80-tumorMG-80-normal + 11 3932 c.3887C>T

C T rs2931423by1000genomesMG-80-tumorMG-80-normal + 19 2459 c.2283C>T

T C rs141049734byFrequencyMG-80-tumorMG-80-normal - 18 3186 c.2968A>G

C G rs2298258byFrequency|by1000genomesMG-80-tumorMG-80-normal + 12 1698 c.1260C>G

G A rs7179364by1000genomesMG-80-tumorMG-80-normal + 1 520 c.85G>A

C T rs2078478by1000genomesMG-80-tumorMG-80-normal - 5 411 c.392G>A

A G rs62077276 MG-80-tumorMG-80-normal - 2 170 c.77T>C



T C rs766894 by1000genomesMG-80-tumorMG-80-normal + 25 2461 c.2295T>C

C A rs138908625byFrequency|by1000genomesMG-80-tumorMG-80-normal - 8 1357 c.1139G>T

T G rs3208659 MG-80-tumorMG-80-normal - 7 871 c.778A>C

G A rs2127898byFrequency|by1000genomesMG-80-tumorMG-80-normal - 6 1130 c.920C>T

A G MG-80-tumorMG-80-normal + 1 60 c.60A>G

C T rs112703040byFrequency|by1000genomesMG-80-tumorMG-80-normal + 20 5923 c.5922C>T

T C rs3755806byFrequency|by1000genomesMG-80-tumorMG-80-normal - 15 2117 c.2115A>G

T C MG-80-tumorMG-80-normal + 1 556 c.556T>C

C T rs199930 by1000genomesMG-80-tumorMG-80-normal + 36 5181 c.5016C>T

C T rs61741759by1000genomesMG-80-tumorMG-80-normal + 22 2332 c.2145C>T

G A rs2228000byFrequency|by1000genomesMG-80-tumorMG-80-normal - 9 1710 c.1496C>T

G A rs7624750byFrequency|by1000genomesMG-80-tumorMG-80-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-80-tumorMG-80-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-80-tumorMG-80-normal - 18 3000 c.2874G>T

A T MG-80-tumorMG-80-normal + 1 60 c.60A>T

T C rs62077265 MG-80-tumorMG-80-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-80-tumorMG-80-normal + 23 2508 c.2274T>C

C T rs2274550by1000genomesMG-80-tumorMG-80-normal + 54 8820 c.8286C>T

T G rs10817033by1000genomesMG-80-tumorMG-80-normal - 8 2079 c.1743A>C

T C rs35996821byFrequency|by1000genomesMG-80-tumorMG-80-normal - 13 2183 c.2088A>G

T G rs12963422byFrequency|by1000genomesMG-80-tumorMG-80-normal - 5 2988 c.2775A>C

C G rs147865267byFrequencyMG-80-tumorMG-80-normal - 4 1304 c.1234G>C

G T MG-80-tumorMG-80-normal - 1 487 c.488C>A

T C rs4652678by1000genomesMG-80-tumorMG-80-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-80-tumorMG-80-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-80-tumorMG-80-normal - 6 924 c.639C>T

C T rs34409589|rs121434592MG-80-tumorMG-80-normal - 2 1529 c.49G>A

T C MG-80-tumorMG-80-normal + 5 516 c.136T>C

T C MG-80-tumorMG-80-normal - 14 2512 c.2294A>G

T C MG-80-tumorMG-80-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-80-tumorMG-80-normal + 1 376 c.99G>A

G A rs17001073byFrequency|by1000genomesMG-80-tumorMG-80-normal + 8 1697 c.1413G>A

C A MG-80-tumorMG-80-normal + 8 2546 c.2545C>A

T C rs2229263byFrequency|by1000genomesMG-80-tumorMG-80-normal - 3 533 c.248A>G

T C rs12990449byFrequency|by1000genomesMG-80-tumorMG-80-normal - 2 1114 c.143A>G

C T rs61730876byFrequency|by1000genomesMG-80-tumorMG-80-normal - 20 3385 c.2888G>A

A G rs11538677by1000genomesMG-80-tumorMG-80-normal + 49 8035 c.7501A>G

T C rs9646771by1000genomesMG-80-tumorMG-80-normal - 4 787 c.447A>G

T G rs74842149byFrequencyMG-80-tumorMG-80-normal - 4 1217 c.1147A>C

G A rs10964471byFrequency|by1000genomesMG-80-tumorMG-80-normal + 2 386 c.177G>A

T G rs552183 byFrequency|by1000genomesMG-80-tumorMG-80-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-80-tumorMG-80-normal + 13 1856 c.1680A>G

G A MG-80-tumorMG-80-normal + 1 297 c.297G>A

C G rs3818764by1000genomesMG-80-tumorMG-80-normal - 4 1331 c.995G>C

T A rs3740423byFrequency|by1000genomesMG-80-tumorMG-80-normal - 13 4583 c.4208A>T

A G rs13223756byFrequency|by1000genomesMG-80-tumorMG-80-normal + 7 2144 c.1944A>G

C T rs16843864byFrequency|by1000genomesMG-80-tumorMG-80-normal - 69 11621 c.10650G>A



A G rs17078605byFrequency|by1000genomesMG-80-tumorMG-80-normal - 10 10694 c.10106T>C

C T rs2227999byFrequency|by1000genomesMG-80-tumorMG-80-normal - 9 1689 c.1475G>A

C G rs143879890by1000genomesMG-80-tumorMG-80-normal - 16 2320 c.2233G>C

G A rs6601 byFrequency|by1000genomesMG-80-tumorMG-80-normal + 25 3881 c.3672G>A

A T rs3739451by1000genomesMG-80-tumorMG-80-normal - 39 9817 c.9481T>A

T G rs1058201 MG-80-tumorMG-80-normal - 3 297 c.204A>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-80-tumorMG-80-normal + 7 1597 c.1215T>C

T C rs7935 byFrequency|by1000genomesMG-80-tumorMG-80-normal + 9 1808 c.1524T>C

G A rs10817003by1000genomesMG-80-tumorMG-80-normal - 43 10512 c.10176C>T

G T rs146238849byFrequency|by1000genomesMG-80-tumorMG-80-normal - 8 1391 c.1173C>A

A G rs33917957byFrequency|by1000genomesMG-80-tumorMG-80-normal + 2 1324 c.1124A>G

A G rs17001075byFrequency|by1000genomesMG-80-tumorMG-80-normal + 9 1793 c.1509A>G

G C rs3088074byFrequency|by1000genomesMG-80-tumorMG-80-normal - 9 2999 c.2785C>G

T C rs111245230by1000genomesMG-80-tumorMG-80-normal - 38 8441 c.8105A>G

T C MG-80-tumorMG-80-normal + 1 180 c.180T>C

G A MG-80-tumorMG-80-normal + 1 165 c.165G>A

A C rs76504934by1000genomesMG-80-tumorMG-80-normal - 4 464 c.427T>G

G A rs113607226byFrequencyMG-80-tumorMG-80-normal + 4 816 c.582G>A

C T rs35775721byFrequency|by1000genomesMG-80-tumorMG-80-normal + 2 734 c.534C>T

A C rs881732 by1000genomesMG-80-tumorMG-80-normal + 17 1912 c.1092A>C

C T rs2973571by1000genomesMG-80-tumorMG-80-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-80-tumorMG-80-normal + 12 1838 c.1458T>C

T C rs7275 by1000genomesMG-80-tumorMG-80-normal + 35 5267 c.4983T>C

G A rs33956095byFrequency|by1000genomesMG-80-tumorMG-80-normal - 5 2088 c.2031C>T

C T MG-80-tumorMG-80-normal - 1 16 c.17G>A

G T rs34104660byFrequency|by1000genomesMG-80-tumorMG-80-normal - 4 687 c.402C>A

A G rs4143768byFrequency|by1000genomesMG-80-tumorMG-80-normal - 10 6783 c.6195T>C

A G MG-80-tumorMG-80-normal + 1 340 c.340A>G

C T rs115979836by1000genomesMG-80-tumorMG-80-normal - 4 817 c.604G>A

G A rs4514247byFrequency|by1000genomesMG-80-tumorMG-80-normal - 3 878 c.808C>T

G A rs3793379byFrequency|by1000genomesMG-80-tumorMG-80-normal + 32 4159 c.3882G>A

T C rs7714670by1000genomesMG-80-tumorMG-80-normal + 6 849 c.673T>C

C T rs12128607byFrequency|by1000genomesMG-80-tumorMG-80-normal + 7 758 c.713C>T

T C rs2075252byFrequency|by1000genomesMG-80-tumorMG-80-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-80-tumorMG-80-normal + 1 196 c.196T>C

T C rs116471329by1000genomesMG-80-tumorMG-80-normal - 10 5855 c.5646A>G

G C rs45469098by1000genomesMG-80-tumorMG-80-normal - 1 255 c.256C>G

G A rs2229354byFrequency|by1000genomesMG-80-tumorMG-80-normal + 7 1131 c.924G>A

G T rs3212254byFrequency|by1000genomesMG-80-tumorMG-80-normal - 10 1693 c.1475C>A

C T MG-80-tumorMG-80-normal - 10 5925 c.5337G>A

G C rs140553142byFrequency|by1000genomesMG-80-tumorMG-80-normal - 3 4952 c.4880C>G

A G MG-80-tumorMG-80-normal + 1 420 c.420A>G

G A rs149181731byFrequencyMG-80-tumorMG-80-normal + 1 431 c.379G>A

C T rs4822790byFrequency|by1000genomesMG-80-tumorMG-80-normal + 15 2042 c.1683C>T

G A MG-80-tumorMG-80-normal + 1 154 c.154G>A

A G rs3208627 MG-80-tumorMG-80-normal - 2 153 c.60T>C

A G rs1136159byFrequency|by1000genomesMG-80-tumorMG-80-normal - 10 1068 c.860T>C



G C rs62077263 MG-80-tumorMG-80-normal - 7 916 c.823C>G

A C rs62077264 MG-80-tumorMG-80-normal - 7 854 c.761T>G

C A rs6453022by1000genomesMG-80-tumorMG-80-normal + 7 1027 c.851C>A

G A rs11177 byFrequency|by1000genomesMG-80-tumorMG-80-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-80-tumorMG-80-normal - 2 514 c.174G>A

C T MG-80-tumorMG-80-normal - 8 1256 c.1038G>A

C T rs61748181byFrequency|by1000genomesMG-80-tumorMG-80-normal - 2 892 c.835G>A

T C rs543304 byFrequency|by1000genomesMG-80-tumorMG-80-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-80-tumorMG-80-normal - 3 142 c.98T>G

G C MG-80-tumorMG-80-normal - 5 1009 c.1010C>G

G A rs1128761byFrequency|by1000genomesMG-80-tumorMG-80-normal + 7 1219 c.966G>A

C T rs3812458byFrequency|by1000genomesMG-80-tumorMG-80-normal + 22 2662 c.2385C>T

G A rs2973566by1000genomesMG-80-tumorMG-80-normal + 14 1930 c.1754G>A

C T rs34594998by1000genomesMG-80-tumorMG-80-normal + 9 1733 c.1509C>T

C T MG-80-tumorMG-80-normal + 1 369 c.369C>T

T C rs7716253by1000genomesMG-80-tumorMG-80-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-80-tumorMG-80-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-80-tumorMG-80-normal - 10 9441 c.8853T>C

G A rs2289247byFrequency|by1000genomesMG-80-tumorMG-80-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-80-tumorMG-80-normal + 2 372 c.159T>C

C T rs1130233byFrequency|by1000genomesMG-80-tumorMG-80-normal - 8 2206 c.726G>A

G A MG-80-tumorMG-80-normal + 1 666 c.666G>A

C G rs2509943byFrequency|by1000genomesMG-80-tumorMG-80-normal + 3 776 c.279C>G

C T rs3796031byFrequency|by1000genomesMG-80-tumorMG-80-normal - 17 2399 c.1947G>A

T C rs112827102byFrequency|by1000genomesMG-80-tumorMG-80-normal - 19 3495 c.3285A>G

A G rs4659654byFrequency|by1000genomesMG-80-tumorMG-80-normal - 16 2000 c.1503T>C

T C rs4149056byFrequency|by1000genomesMG-80-tumorMG-80-normal + 6 617 c.521T>C

T A rs41305611by1000genomesMG-80-tumorMG-80-normal - 3 1170 c.834A>T

T C rs62077266 MG-80-tumorMG-80-normal - 3 311 c.218A>G

G A rs34949187by1000genomesMG-80-tumorMG-80-normal + 6 1198 c.824G>A

C T rs140856856byFrequencyMG-80-tumorMG-80-normal - 12 2404 c.2220G>A

G C MG-80-tumorMG-80-normal + 1 471 c.36G>C

G T MG-80-tumorMG-80-normal + 20 2054 c.1922G>T

A C rs1410048by1000genomesMG-80-tumorMG-80-normal - 40 10053 c.9717T>G

C T MG-80-tumorMG-80-normal - 3 370 c.335G>A

C G rs2282302byFrequency|by1000genomesMG-80-tumorMG-80-normal - 3 965 c.893G>C

C T rs2229265byFrequency|by1000genomesMG-80-tumorMG-80-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-80-tumorMG-80-normal - 21 3503 c.3501A>T

G T rs918558 byFrequency|by1000genomesMG-80-tumorMG-80-normal + 1 2142 c.2142G>T

G T rs147825872 MG-80-tumorMG-80-normal + 20 4359 c.4282G>T

T G rs1998206byFrequency|by1000genomesMG-80-tumorMG-80-normal - 5 631 c.433A>C

A G rs1980131byFrequency|by1000genomesMG-80-tumorMG-80-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-80-tumorMG-80-normal - 37 5440 c.5234G>A

C A rs3739298byFrequency|by1000genomesMG-80-tumorMG-80-normal - 9 2230 c.1821G>T

A G rs2737699byFrequency|by1000genomesMG-80-tumorMG-80-normal - 10 12892 c.12304T>C

A G rs2074912byFrequency|by1000genomesMG-80-tumorMG-80-normal + 1 1709 c.1709A>G

T C rs12731746byFrequency|by1000genomesMG-80-tumorMG-80-normal - 11 1394 c.897A>G



T A rs2060198byFrequency|by1000genomesMG-80-tumorMG-80-normal + 27 5204 c.4914T>A

C A rs2973558by1000genomesMG-80-tumorMG-80-normal + 20 2514 c.2338C>A

G T rs13231116byFrequency|by1000genomesMG-80-tumorMG-80-normal - 37 7452 c.7234C>A

G A rs142702316byFrequencyMG-80-tumorMG-80-normal + 1 160 c.108G>A

G A MG-80-tumorMG-80-normal - 8 2453 c.1517C>T

T C rs13155212|rs34364709byFrequency|by1000genomesMG-81-tumorMG-81-normal + 7 1597 c.1215T>C

A T rs150289150byFrequency|by1000genomesMG-81-tumorMG-81-normal - 4 1377 c.1307T>A

T C rs140192268byFrequency|by1000genomesMG-81-tumorMG-81-normal + 6 1398 c.1114T>C

C A rs17346571byFrequency|by1000genomesMG-81-tumorMG-81-normal + 1 185 c.158C>A

T C rs831043 byFrequency|by1000genomesMG-81-tumorMG-81-normal - 21 3354 c.3069A>G

C G rs78132363by1000genomesMG-81-tumorMG-81-normal + 3 1212 c.1185C>G

C T rs2293347byFrequency|by1000genomesMG-81-tumorMG-81-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-81-tumorMG-81-normal - 85 14018 c.13047G>A

A G MG-81-tumorMG-81-normal + 21 5084 c.5007A>G

C T rs1049622|rs114303286byFrequency|by1000genomesMG-81-tumorMG-81-normal + 7 1073 c.525C>T

G A MG-81-tumorMG-81-normal - 4 653 c.338C>T

G A rs62070401by1000genomesMG-81-tumorMG-81-normal - 12 2205 c.2162C>T

A G rs3737940byFrequency|by1000genomesMG-81-tumorMG-81-normal + 7 3183 c.3138A>G

C T rs12134934byFrequency|by1000genomesMG-81-tumorMG-81-normal + 11 3932 c.3887C>T

A G rs2229267byFrequency|by1000genomesMG-81-tumorMG-81-normal - 29 5160 c.4875T>C

G T rs2075249byFrequency|by1000genomesMG-81-tumorMG-81-normal - 21 3339 c.3054C>A

T C rs141049734byFrequencyMG-81-tumorMG-81-normal - 18 3186 c.2968A>G

A G rs4143768byFrequency|by1000genomesMG-81-tumorMG-81-normal - 10 6783 c.6195T>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-81-tumorMG-81-normal + 6 830 c.282G>C

C T rs62478357byFrequencyMG-81-tumorMG-81-normal - 8 1268 c.1050G>A

C G rs41278611by1000genomesMG-81-tumorMG-81-normal - 2 594 c.385G>C

A G rs143934691byFrequencyMG-81-tumorMG-81-normal - 2 296 c.226T>C

T C rs766894 by1000genomesMG-81-tumorMG-81-normal + 25 2461 c.2295T>C

G A rs139799138byFrequencyMG-81-tumorMG-81-normal - 3 6574 c.6499C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-81-tumorMG-81-normal + 17 2594 c.2046A>C

A G rs2229268byFrequency|by1000genomesMG-81-tumorMG-81-normal - 61 11886 c.11601T>C

A G rs3108200byFrequency|by1000genomesMG-81-tumorMG-81-normal + 3 2040 c.810A>G

A G MG-81-tumorMG-81-normal - 3 2815 c.2743T>C

T C rs3755806byFrequency|by1000genomesMG-81-tumorMG-81-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-81-tumorMG-81-normal + 36 5181 c.5016C>T

A T rs138127179by1000genomesMG-81-tumorMG-81-normal - 3 693 c.498T>A

G A rs62075712by1000genomesMG-81-tumorMG-81-normal - 3 984 c.452C>T

C T rs2853346byFrequency|by1000genomesMG-81-tumorMG-81-normal - 13 5919 c.5544G>A

C T rs61978578byFrequency|by1000genomesMG-81-tumorMG-81-normal + 2 766 c.390C>T

C T rs41299110byFrequency|by1000genomesMG-81-tumorMG-81-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-81-tumorMG-81-normal - 9 1710 c.1496C>T

C G rs2298258byFrequency|by1000genomesMG-81-tumorMG-81-normal + 12 1698 c.1260C>G

A G rs11016073byFrequency|by1000genomesMG-81-tumorMG-81-normal - 13 6677 c.6302T>C

C T rs77791636by1000genomesMG-81-tumorMG-81-normal + 6 1132 c.1080C>T

G A rs34094720 MG-81-tumorMG-81-normal - 2 1291 c.1234C>T

T C rs11373 byFrequency|by1000genomesMG-81-tumorMG-81-normal - 3 787 c.367A>G

A G rs2227973byFrequency|by1000genomesMG-81-tumorMG-81-normal + 2 2571 c.2459A>G



C G rs3818764by1000genomesMG-81-tumorMG-81-normal - 4 1331 c.995G>C

G T rs146238849byFrequency|by1000genomesMG-81-tumorMG-81-normal - 8 1391 c.1173C>A

T C rs2251219byFrequency|by1000genomesMG-81-tumorMG-81-normal - 26 4397 c.4395A>G

T C rs9851685byFrequency|by1000genomesMG-81-tumorMG-81-normal + 23 2508 c.2274T>C

G A rs2229266byFrequency|by1000genomesMG-81-tumorMG-81-normal - 6 924 c.639C>T

A G rs7762830by1000genomesMG-81-tumorMG-81-normal + 14 2120 c.1921A>G

A G MG-81-tumorMG-81-normal + 22 5537 c.4823A>G

C T rs10258429byFrequency|by1000genomesMG-81-tumorMG-81-normal + 16 2213 c.1968C>T

C G MG-81-tumorMG-81-normal - 6 293 c.249G>C

T C rs143638171byFrequency|by1000genomesMG-81-tumorMG-81-normal + 16 3766 c.3386T>C

C T rs151233 by1000genomesMG-81-tumorMG-81-normal + 2 99 c.66C>T

T C MG-81-tumorMG-81-normal - 3 305 c.270A>G

G A rs1718878byFrequency|by1000genomesMG-81-tumorMG-81-normal + 13 2003 c.1590G>A

G A rs17001073byFrequency|by1000genomesMG-81-tumorMG-81-normal + 8 1697 c.1413G>A

G C rs2227910byFrequency|by1000genomesMG-81-tumorMG-81-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-81-tumorMG-81-normal + 16 2064 c.1887T>A

C T rs111505885 MG-81-tumorMG-81-normal + 1 340 c.324C>T

G A rs1713982byFrequency|by1000genomesMG-81-tumorMG-81-normal + 15 2261 c.1848G>A

T A rs80358857 MG-81-tumorMG-81-normal + 11 6399 c.6172T>A

A G MG-81-tumorMG-81-normal - 12 3135 c.2951T>C

T C rs2229263byFrequency|by1000genomesMG-81-tumorMG-81-normal - 3 533 c.248A>G

C T rs61730876byFrequency|by1000genomesMG-81-tumorMG-81-normal - 20 3385 c.2888G>A

C G rs114279527by1000genomesMG-81-tumorMG-81-normal - 2 3137 c.2928G>C

G A rs2880955by1000genomesMG-81-tumorMG-81-normal + 12 1031 c.1031G>A

T C MG-81-tumorMG-81-normal + 8 505 c.505T>C

C A rs143195893byFrequencyMG-81-tumorMG-81-normal - 3 491 c.272G>T

T C rs1048500byFrequency|by1000genomesMG-81-tumorMG-81-normal + 2 1791 c.684T>C

C T rs28997582byFrequency|by1000genomesMG-81-tumorMG-81-normal + 29 4337 c.4053C>T

A C rs45525440byFrequency|by1000genomesMG-81-tumorMG-81-normal - 7 875 c.855T>G

C G rs143879890by1000genomesMG-81-tumorMG-81-normal - 16 2320 c.2233G>C

G T MG-81-tumorMG-81-normal - 12 2195 c.2152C>A

A G rs1801201byFrequency|by1000genomesMG-81-tumorMG-81-normal + 19 2380 c.1870A>G

G A rs77870074byFrequency|by1000genomesMG-81-tumorMG-81-normal + 1 175 c.148G>A

C T rs140871032byFrequency|by1000genomesMG-81-tumorMG-81-normal + 4 664 c.220C>T

G A rs7624750byFrequency|by1000genomesMG-81-tumorMG-81-normal + 4 707 c.473G>A

A G rs3211362byFrequency|by1000genomesMG-81-tumorMG-81-normal - 9 1020 c.846T>C

T C rs143154682byFrequency|by1000genomesMG-81-tumorMG-81-normal - 4 406 c.91A>G

A G rs17001075byFrequency|by1000genomesMG-81-tumorMG-81-normal + 9 1793 c.1509A>G

C T rs11547311byFrequency|by1000genomesMG-81-tumorMG-81-normal + 8 702 c.570C>T

A G rs61831150byFrequency|by1000genomesMG-81-tumorMG-81-normal + 7 1855 c.1810A>G

A C rs76504934by1000genomesMG-81-tumorMG-81-normal - 4 464 c.427T>G

G A rs9804992byFrequency|by1000genomesMG-81-tumorMG-81-normal + 11 3172 c.2529G>A

A C rs76437836byFrequencyMG-81-tumorMG-81-normal - 3 142 c.98T>G

A G rs9667 by1000genomesMG-81-tumorMG-81-normal + 3 354 c.168A>G

C T rs7300444byFrequency|by1000genomesMG-81-tumorMG-81-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-81-tumorMG-81-normal + 17 1912 c.1092A>C

T C rs2229992byFrequency|by1000genomesMG-81-tumorMG-81-normal + 12 1838 c.1458T>C



T C rs7275 by1000genomesMG-81-tumorMG-81-normal + 35 5267 c.4983T>C

G A rs140323754byFrequency|by1000genomesMG-81-tumorMG-81-normal + 16 2408 c.1265G>A

G A rs4962081byFrequency|by1000genomesMG-81-tumorMG-81-normal - 22 3050 c.2829C>T

T G MG-81-tumorMG-81-normal + 13 1700 c.1606T>G

C T rs3796032byFrequency|by1000genomesMG-81-tumorMG-81-normal - 17 2381 c.1929G>A

G A rs20539 byFrequency|by1000genomesMG-81-tumorMG-81-normal + 20 3152 c.3111G>A

T C rs7935 byFrequency|by1000genomesMG-81-tumorMG-81-normal + 9 1808 c.1524T>C

G C rs60140950byFrequency|by1000genomesMG-81-tumorMG-81-normal + 9 986 c.767G>C

C T rs143931457by1000genomesMG-81-tumorMG-81-normal - 38 7927 c.7591G>A

C T rs12128607byFrequency|by1000genomesMG-81-tumorMG-81-normal + 7 758 c.713C>T

T C rs2075252byFrequency|by1000genomesMG-81-tumorMG-81-normal - 66 12565 c.12280A>G

T C rs2241190byFrequency|by1000genomesMG-81-tumorMG-81-normal - 17 2745 c.2460A>G

C T rs2243380byFrequency|by1000genomesMG-81-tumorMG-81-normal - 6 698 c.500G>A

G C rs45469098by1000genomesMG-81-tumorMG-81-normal - 1 255 c.256C>G

T C rs831042 byFrequency|by1000genomesMG-81-tumorMG-81-normal - 24 3945 c.3660A>G

A G rs149271 by1000genomesMG-81-tumorMG-81-normal + 2 543 c.510A>G

A T rs2074930byFrequency|by1000genomesMG-81-tumorMG-81-normal + 9 1056 c.1016A>T

G A rs149181731byFrequencyMG-81-tumorMG-81-normal + 1 431 c.379G>A

G A rs2271189byFrequency|by1000genomesMG-81-tumorMG-81-normal + 27 3788 c.3348G>A

C A rs6738031by1000genomesMG-81-tumorMG-81-normal - 18 3000 c.2874G>T

G A rs12366766 MG-81-tumorMG-81-normal + 48 8392 c.8283G>A

A G rs17078605byFrequency|by1000genomesMG-81-tumorMG-81-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-81-tumorMG-81-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-81-tumorMG-81-normal + 2 1719 c.1686A>G

C G rs45556841 MG-81-tumorMG-81-normal + 14 2816 c.2816C>G

G A rs2127898byFrequency|by1000genomesMG-81-tumorMG-81-normal - 6 1130 c.920C>T

A G MG-81-tumorMG-81-normal - 16 2940 c.2449T>C

G T rs34104660byFrequency|by1000genomesMG-81-tumorMG-81-normal - 4 687 c.402C>A

G C MG-81-tumorMG-81-normal - 5 1009 c.1010C>G

C A rs138908625byFrequency|by1000genomesMG-81-tumorMG-81-normal - 8 1357 c.1139G>T

C A rs35430524by1000genomesMG-81-tumorMG-81-normal + 12 3111 c.2737C>A

A G rs79193271by1000genomesMG-81-tumorMG-81-normal + 3 1208 c.1181A>G

T C rs9646771by1000genomesMG-81-tumorMG-81-normal - 4 787 c.447A>G

A G rs9552929byFrequency|by1000genomesMG-81-tumorMG-81-normal - 10 9441 c.8853T>C

G A rs2289247byFrequency|by1000genomesMG-81-tumorMG-81-normal + 11 1273 c.1063G>A

C G MG-81-tumorMG-81-normal - 1 124 c.31G>C

G A rs16885 byFrequency|by1000genomesMG-81-tumorMG-81-normal - 9 3193 c.2257C>T

C T rs1130233byFrequency|by1000genomesMG-81-tumorMG-81-normal - 8 2206 c.726G>A

A G rs40831 by1000genomesMG-81-tumorMG-81-normal + 2 2118 c.2085A>G

C T rs3743398by1000genomesMG-81-tumorMG-81-normal + 12 2965 c.2591C>T

C G rs2509943byFrequency|by1000genomesMG-81-tumorMG-81-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-81-tumorMG-81-normal - 2 514 c.174G>A

A G MG-81-tumorMG-81-normal + 12 1623 c.1527A>G

C T rs3796031byFrequency|by1000genomesMG-81-tumorMG-81-normal - 17 2399 c.1947G>A

G T MG-81-tumorMG-81-normal - 3 283 c.248C>A

T C rs12990449byFrequency|by1000genomesMG-81-tumorMG-81-normal - 2 1114 c.143A>G

T C MG-81-tumorMG-81-normal + 1 833 c.833T>C



C T rs151174 by1000genomesMG-81-tumorMG-81-normal + 2 1740 c.1707C>T

A G MG-81-tumorMG-81-normal - 2 706 c.655T>C

C T rs3814883byFrequency|by1000genomesMG-81-tumorMG-81-normal + 13 2402 c.1359C>T

A G rs4659654byFrequency|by1000genomesMG-81-tumorMG-81-normal - 16 2000 c.1503T>C

T A rs2060198byFrequency|by1000genomesMG-81-tumorMG-81-normal + 27 5204 c.4914T>A

G A MG-81-tumorMG-81-normal + 8 627 c.627G>A

G C rs2240089byFrequency|by1000genomesMG-81-tumorMG-81-normal - 12 3187 c.3003C>G

A G rs2737699byFrequency|by1000genomesMG-81-tumorMG-81-normal - 10 12892 c.12304T>C

G A rs35821928byFrequency|by1000genomesMG-81-tumorMG-81-normal - 52 9293 c.8322C>T

A G rs13223756byFrequency|by1000genomesMG-81-tumorMG-81-normal + 7 2144 c.1944A>G

C T MG-81-tumorMG-81-normal - 3 370 c.335G>A

T G rs1800275byFrequency|by1000genomesMG-81-tumorMG-81-normal - 48 7302 c.7096A>C

C T rs79175852|rs3906245|rs67658094MG-81-tumorMG-81-normal - 1 701 c.540G>A

G A rs2227983byFrequency|by1000genomesMG-81-tumorMG-81-normal + 13 1739 c.1562G>A

G A MG-81-tumorMG-81-normal + 5 784 c.784G>A

C G rs2282302byFrequency|by1000genomesMG-81-tumorMG-81-normal - 3 965 c.893G>C

T A rs17264436byFrequency|by1000genomesMG-81-tumorMG-81-normal - 21 3503 c.3501A>T

A C rs77229081byFrequency|by1000genomesMG-81-tumorMG-81-normal + 2 114 c.27A>C

G T rs147825872 MG-81-tumorMG-81-normal + 20 4359 c.4282G>T

G A rs61738759by1000genomesMG-81-tumorMG-81-normal + 3 3096 c.3063G>A

C T rs1801187byFrequency|by1000genomesMG-81-tumorMG-81-normal - 37 5440 c.5234G>A

G A rs148498245 MG-81-tumorMG-81-normal - 13 6265 c.5890C>T

G A rs13054014byFrequency|by1000genomesMG-81-tumorMG-81-normal + 2 569 c.210G>A

T C rs12731746byFrequency|by1000genomesMG-81-tumorMG-81-normal - 11 1394 c.897A>G

C T rs72474509byFrequency|by1000genomesMG-81-tumorMG-81-normal - 4 1337 c.1267G>A

C T rs138088406byFrequencyMG-81-tumorMG-81-normal - 10 879 c.512G>A

A C MG-81-tumorMG-81-normal - 10 1613 c.1203T>G

C T rs2273779byFrequency|by1000genomesMG-81-tumorMG-81-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-81-tumorMG-81-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-81-tumorMG-81-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-81-tumorMG-81-normal + 2 1315 c.1282C>G

A T rs150289150byFrequency|by1000genomesMG-82-tumorMG-82-normal - 4 1377 c.1307T>A

G A rs33969768byFrequency|by1000genomesMG-82-tumorMG-82-normal - 8 5863 c.5650C>T

T C rs831043 byFrequency|by1000genomesMG-82-tumorMG-82-normal - 21 3354 c.3069A>G

G A rs141909084by1000genomesMG-82-tumorMG-82-normal - 3 1154 c.1155C>T

C A rs34400049byFrequency|by1000genomesMG-82-tumorMG-82-normal + 14 2474 c.2092C>A

C A rs17346571byFrequency|by1000genomesMG-82-tumorMG-82-normal + 1 185 c.158C>A

A G rs3737940byFrequency|by1000genomesMG-82-tumorMG-82-normal + 7 3183 c.3138A>G

A G MG-82-tumorMG-82-normal + 5 1140 c.1046A>G

C G rs78132363by1000genomesMG-82-tumorMG-82-normal + 3 1212 c.1185C>G

C T rs1386356byFrequency|by1000genomesMG-82-tumorMG-82-normal - 85 14018 c.13047G>A

A G rs75731161 MG-82-tumorMG-82-normal - 14 1942 c.1849T>C

C T rs1009668byFrequency|by1000genomesMG-82-tumorMG-82-normal - 20 2134 c.1864G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-82-tumorMG-82-normal + 7 1073 c.525C>T

A G rs1136159byFrequency|by1000genomesMG-82-tumorMG-82-normal - 10 1068 c.860T>C

C T MG-82-tumorMG-82-normal - 3 300 c.263G>A

T G MG-82-tumorMG-82-normal + 21 5092 c.5015T>G



C T MG-82-tumorMG-82-normal + 3 423 c.43C>T

C T rs77791636by1000genomesMG-82-tumorMG-82-normal + 6 1132 c.1080C>T

T C rs138395797byFrequency|by1000genomesMG-82-tumorMG-82-normal + 11 1686 c.1297T>C

G A rs45492196byFrequency|by1000genomesMG-82-tumorMG-82-normal - 4 1499 c.943C>T

G T rs2075249byFrequency|by1000genomesMG-82-tumorMG-82-normal - 21 3339 c.3054C>A

T C rs141049734byFrequencyMG-82-tumorMG-82-normal - 18 3186 c.2968A>G

G A rs61753697byFrequency|by1000genomesMG-82-tumorMG-82-normal + 1 376 c.99G>A

T G rs12145941byFrequency|by1000genomesMG-82-tumorMG-82-normal - 3 1631 c.1556A>C

A G rs141480481by1000genomesMG-82-tumorMG-82-normal + 4 1425 c.1342A>G

G T rs61730643 MG-82-tumorMG-82-normal + 47 7824 c.7344G>T

G C rs2229933|rs116048761byFrequency|by1000genomesMG-82-tumorMG-82-normal + 6 830 c.282G>C

C T rs2078478by1000genomesMG-82-tumorMG-82-normal - 5 411 c.392G>A

T C rs16921260by1000genomesMG-82-tumorMG-82-normal + 1 1073 c.773T>C

C A rs3739298byFrequency|by1000genomesMG-82-tumorMG-82-normal - 9 2230 c.1821G>T

C T rs41266080byFrequency|by1000genomesMG-82-tumorMG-82-normal + 2 394 c.281C>T

T G rs3208659 MG-82-tumorMG-82-normal - 7 871 c.778A>C

G A rs2127898byFrequency|by1000genomesMG-82-tumorMG-82-normal - 6 1130 c.920C>T

T C MG-82-tumorMG-82-normal + 1 873 c.873T>C

G A rs3744249byFrequency|by1000genomesMG-82-tumorMG-82-normal + 11 2561 c.2172G>A

A G rs2229268byFrequency|by1000genomesMG-82-tumorMG-82-normal - 61 11886 c.11601T>C

A G rs3108200byFrequency|by1000genomesMG-82-tumorMG-82-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-82-tumorMG-82-normal - 15 2117 c.2115A>G

A T rs11571833byFrequencyMG-82-tumorMG-82-normal + 27 10203 c.9976A>T

G C rs12104021by1000genomesMG-82-tumorMG-82-normal - 3 790 c.258C>G

T C rs831042 byFrequency|by1000genomesMG-82-tumorMG-82-normal - 24 3945 c.3660A>G

C G rs2298258byFrequency|by1000genomesMG-82-tumorMG-82-normal + 12 1698 c.1260C>G

C T rs147635537 MG-82-tumorMG-82-normal - 3 4614 c.4542G>A

C T rs55979329by1000genomesMG-82-tumorMG-82-normal - 3 1257 c.725G>A

C A rs6738031by1000genomesMG-82-tumorMG-82-normal - 18 3000 c.2874G>T

T C rs62077265 MG-82-tumorMG-82-normal - 3 321 c.228A>G

G A MG-82-tumorMG-82-normal - 10 7907 c.7698C>T

G A rs12104022by1000genomesMG-82-tumorMG-82-normal - 3 784 c.252C>T

C T rs2274550by1000genomesMG-82-tumorMG-82-normal + 54 8820 c.8286C>T

G A rs3730349byFrequency|by1000genomesMG-82-tumorMG-82-normal + 2 215 c.87G>A

A G rs2227973byFrequency|by1000genomesMG-82-tumorMG-82-normal + 2 2571 c.2459A>G

C G rs3818764by1000genomesMG-82-tumorMG-82-normal - 4 1331 c.995G>C

C G rs147865267byFrequencyMG-82-tumorMG-82-normal - 4 1304 c.1234G>C

G T rs146238849byFrequency|by1000genomesMG-82-tumorMG-82-normal - 8 1391 c.1173C>A

T C rs2251219byFrequency|by1000genomesMG-82-tumorMG-82-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-82-tumorMG-82-normal + 1 144 c.57C>T

C T rs77440865by1000genomesMG-82-tumorMG-82-normal - 10 1226 c.1133G>A

G A rs13007735byFrequency|by1000genomesMG-82-tumorMG-82-normal - 16 3587 c.2616C>T

G A rs141223284byFrequencyMG-82-tumorMG-82-normal + 20 6735 c.6609G>A

C T rs34409589|rs121434592MG-82-tumorMG-82-normal - 2 1529 c.49G>A

C G MG-82-tumorMG-82-normal - 6 293 c.249G>C

T C MG-82-tumorMG-82-normal + 7 1017 c.891T>C

G C rs12350212byFrequency|by1000genomesMG-82-tumorMG-82-normal + 5 1878 c.1788G>C



T C rs72676907byFrequency|by1000genomesMG-82-tumorMG-82-normal + 3 517 c.327T>C

G T rs11952292byFrequency|by1000genomesMG-82-tumorMG-82-normal + 1 2442 c.2442G>T

C T MG-82-tumorMG-82-normal + 19 1727 c.1727C>T

G A rs1718878byFrequency|by1000genomesMG-82-tumorMG-82-normal + 13 2003 c.1590G>A

T A rs17337023byFrequency|by1000genomesMG-82-tumorMG-82-normal + 16 2064 c.1887T>A

C G rs2282302byFrequency|by1000genomesMG-82-tumorMG-82-normal - 3 965 c.893G>C

A G rs41305024byFrequency|by1000genomesMG-82-tumorMG-82-normal - 13 3872 c.3497T>C

G A rs1713982byFrequency|by1000genomesMG-82-tumorMG-82-normal + 15 2261 c.1848G>A

T C rs79940627 MG-82-tumorMG-82-normal - 3 6118 c.6043A>G

C T rs2071702byFrequency|by1000genomesMG-82-tumorMG-82-normal + 27 7277 c.7254C>T

G C rs11611231by1000genomesMG-82-tumorMG-82-normal + 9 2190 c.2190G>C

A G rs11538677by1000genomesMG-82-tumorMG-82-normal + 49 8035 c.7501A>G

T C rs9646771by1000genomesMG-82-tumorMG-82-normal - 4 787 c.447A>G

T G rs74842149byFrequencyMG-82-tumorMG-82-normal - 4 1217 c.1147A>C

A G rs2973568by1000genomesMG-82-tumorMG-82-normal + 13 1856 c.1680A>G

T G rs12963422byFrequency|by1000genomesMG-82-tumorMG-82-normal - 5 2988 c.2775A>C

T A rs3740423byFrequency|by1000genomesMG-82-tumorMG-82-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-82-tumorMG-82-normal - 3 533 c.248A>G

C A rs6453022by1000genomesMG-82-tumorMG-82-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-82-tumorMG-82-normal + 2 1791 c.684T>C

C T MG-82-tumorMG-82-normal - 2 2772 c.2563G>A

A G rs61831150byFrequency|by1000genomesMG-82-tumorMG-82-normal + 7 1855 c.1810A>G

G A rs1566622byFrequency|by1000genomesMG-82-tumorMG-82-normal - 22 3705 c.3516C>T

G A rs77870074byFrequency|by1000genomesMG-82-tumorMG-82-normal + 1 175 c.148G>A

G A rs33954691byFrequency|by1000genomesMG-82-tumorMG-82-normal - 14 3096 c.3039C>T

G C rs3088074byFrequency|by1000genomesMG-82-tumorMG-82-normal - 9 2999 c.2785C>G

C T MG-82-tumorMG-82-normal - 8 1256 c.1038G>A

C A MG-82-tumorMG-82-normal + 1 912 c.912C>A

A C rs76504934by1000genomesMG-82-tumorMG-82-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-82-tumorMG-82-normal + 24 3194 c.3018C>T

A T MG-82-tumorMG-82-normal - 14 2535 c.2195T>A

C T rs2931423by1000genomesMG-82-tumorMG-82-normal + 19 2459 c.2283C>T

G A rs34949187by1000genomesMG-82-tumorMG-82-normal + 6 1198 c.824G>A

C T rs7300444byFrequency|by1000genomesMG-82-tumorMG-82-normal + 19 5383 c.4740C>T

A G rs13223756byFrequency|by1000genomesMG-82-tumorMG-82-normal + 7 2144 c.1944A>G

G A rs16885 byFrequency|by1000genomesMG-82-tumorMG-82-normal - 9 3193 c.2257C>T

A G rs34360279by1000genomesMG-82-tumorMG-82-normal - 10 5027 c.4818T>C

C T rs2973571by1000genomesMG-82-tumorMG-82-normal + 12 1807 c.1631C>T

T C rs146307712by1000genomesMG-82-tumorMG-82-normal + 16 1462 c.1462T>C

G A rs2275527byFrequency|by1000genomesMG-82-tumorMG-82-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-82-tumorMG-82-normal - 17 2745 c.2460A>G

T C rs7275 by1000genomesMG-82-tumorMG-82-normal + 35 5267 c.4983T>C

G A rs17656599byFrequency|by1000genomesMG-82-tumorMG-82-normal - 12 2007 c.1823C>T

C T rs7240355byFrequency|by1000genomesMG-82-tumorMG-82-normal - 5 5238 c.5025G>A

C T MG-82-tumorMG-82-normal - 8 1260 c.1042G>A

C T rs3796032byFrequency|by1000genomesMG-82-tumorMG-82-normal - 17 2381 c.1929G>A

G A rs4514247byFrequency|by1000genomesMG-82-tumorMG-82-normal - 3 878 c.808C>T



A G rs34172482by1000genomesMG-82-tumorMG-82-normal + 3 253 c.87A>G

G A rs3793379byFrequency|by1000genomesMG-82-tumorMG-82-normal + 32 4159 c.3882G>A

G A rs3810479byFrequency|by1000genomesMG-82-tumorMG-82-normal - 17 7692 c.7623C>T

T C rs7714670by1000genomesMG-82-tumorMG-82-normal + 6 849 c.673T>C

C T MG-82-tumorMG-82-normal + 1 37 c.37C>T

G A MG-82-tumorMG-82-normal + 22 5688 c.4974G>A

C T rs143931457by1000genomesMG-82-tumorMG-82-normal - 38 7927 c.7591G>A

G A rs3733407by1000genomesMG-82-tumorMG-82-normal - 10 6188 c.5979C>T

T C rs2075252byFrequency|by1000genomesMG-82-tumorMG-82-normal - 66 12565 c.12280A>G

C T rs11121691byFrequency|by1000genomesMG-82-tumorMG-82-normal - 49 6985 c.6909G>A

G A rs2973566by1000genomesMG-82-tumorMG-82-normal + 14 1930 c.1754G>A

G C rs45469098by1000genomesMG-82-tumorMG-82-normal - 1 255 c.256C>G

T C rs112827102byFrequency|by1000genomesMG-82-tumorMG-82-normal - 19 3495 c.3285A>G

C G rs149605490by1000genomesMG-82-tumorMG-82-normal + 3 1000 c.781C>G

A C rs9332801byFrequency|by1000genomesMG-82-tumorMG-82-normal + 10 4307 c.4284A>C

G A rs138160103by1000genomesMG-82-tumorMG-82-normal + 18 1692 c.1526G>A

T C MG-82-tumorMG-82-normal + 1 621 c.621T>C

G A rs146662463byFrequency|by1000genomesMG-82-tumorMG-82-normal - 19 3489 c.3279C>T

G A rs17591320byFrequency|by1000genomesMG-82-tumorMG-82-normal - 3 657 c.466C>T

C T MG-82-tumorMG-82-normal + 1 1566 c.1566C>T

G C rs62077263 MG-82-tumorMG-82-normal - 7 916 c.823C>G

C T rs3796031byFrequency|by1000genomesMG-82-tumorMG-82-normal - 17 2399 c.1947G>A

A C rs62077264 MG-82-tumorMG-82-normal - 7 854 c.761T>G

T C rs12990449byFrequency|by1000genomesMG-82-tumorMG-82-normal - 2 1114 c.143A>G

G A rs13054014byFrequency|by1000genomesMG-82-tumorMG-82-normal + 2 569 c.210G>A

G A rs11177 byFrequency|by1000genomesMG-82-tumorMG-82-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-82-tumorMG-82-normal - 2 514 c.174G>A

A G rs7107305byFrequency|by1000genomesMG-82-tumorMG-82-normal + 21 5702 c.5679A>G

C T rs138625739 MG-82-tumorMG-82-normal + 8 1963 c.1744C>T

G A rs59505617by1000genomesMG-82-tumorMG-82-normal - 6 1756 c.1434C>T

G C MG-82-tumorMG-82-normal - 5 1009 c.1010C>G

C A rs138908625byFrequency|by1000genomesMG-82-tumorMG-82-normal - 8 1357 c.1139G>T

T C rs539858|rs78098996byFrequency|by1000genomesMG-82-tumorMG-82-normal - 20 3029 c.3024A>G

A G rs79193271by1000genomesMG-82-tumorMG-82-normal + 3 1208 c.1181A>G

T C rs7716253by1000genomesMG-82-tumorMG-82-normal + 8 1121 c.945T>C

G A rs2289247byFrequency|by1000genomesMG-82-tumorMG-82-normal + 11 1273 c.1063G>A

C T rs1130233byFrequency|by1000genomesMG-82-tumorMG-82-normal - 8 2206 c.726G>A

A G rs113995284byFrequency|by1000genomesMG-82-tumorMG-82-normal + 7 1761 c.1673A>G

T C rs2072736byFrequency|by1000genomesMG-82-tumorMG-82-normal - 8 1410 c.474A>G

G C rs2240089byFrequency|by1000genomesMG-82-tumorMG-82-normal - 12 3187 c.3003C>G

G C MG-82-tumorMG-82-normal - 2 625 c.532C>G

A G rs2229267byFrequency|by1000genomesMG-82-tumorMG-82-normal - 29 5160 c.4875T>C

T G rs1058201 MG-82-tumorMG-82-normal - 3 297 c.204A>C

G A rs55855602by1000genomesMG-82-tumorMG-82-normal - 3 1030 c.498C>T

T C rs62077266 MG-82-tumorMG-82-normal - 3 311 c.218A>G

A G rs9667 by1000genomesMG-82-tumorMG-82-normal + 3 354 c.168A>G

A G rs4659654byFrequency|by1000genomesMG-82-tumorMG-82-normal - 16 2000 c.1503T>C



T A rs56279059by1000genomesMG-82-tumorMG-82-normal - 3 1034 c.502A>T

T A rs2060198byFrequency|by1000genomesMG-82-tumorMG-82-normal + 27 5204 c.4914T>A

C T MG-82-tumorMG-82-normal - 3 370 c.335G>A

T C rs61942218by1000genomesMG-82-tumorMG-82-normal - 38 10670 c.10671A>G

G A rs2020921byFrequency|by1000genomesMG-82-tumorMG-82-normal - 6 746 c.490C>T

G A rs2227983byFrequency|by1000genomesMG-82-tumorMG-82-normal + 13 1739 c.1562G>A

C T rs2229265byFrequency|by1000genomesMG-82-tumorMG-82-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-82-tumorMG-82-normal - 21 3503 c.3501A>T

T C rs34341044byFrequency|by1000genomesMG-82-tumorMG-82-normal - 16 2591 c.2589A>G

T C rs33910491byFrequency|by1000genomesMG-82-tumorMG-82-normal - 5 4949 c.4736A>G

G A rs7234999byFrequency|by1000genomesMG-82-tumorMG-82-normal - 5 5512 c.5299C>T

T C rs12731746byFrequency|by1000genomesMG-82-tumorMG-82-normal - 11 1394 c.897A>G

G A rs9789047by1000genomesMG-82-tumorMG-82-normal + 10 998 c.998G>A

C T rs72474509byFrequency|by1000genomesMG-82-tumorMG-82-normal - 4 1337 c.1267G>A

A G rs151306742by1000genomesMG-82-tumorMG-82-normal + 4 729 c.285A>G

C T rs140871032byFrequency|by1000genomesMG-82-tumorMG-82-normal + 4 664 c.220C>T

C T rs2273779byFrequency|by1000genomesMG-82-tumorMG-82-normal + 6 583 c.538C>T

C A rs2973558by1000genomesMG-82-tumorMG-82-normal + 20 2514 c.2338C>A

A T rs150289150byFrequency|by1000genomesMG-83-tumorMG-83-normal - 4 1377 c.1307T>A

T C rs831043 byFrequency|by1000genomesMG-83-tumorMG-83-normal - 21 3354 c.3069A>G

G A rs141909084by1000genomesMG-83-tumorMG-83-normal - 3 1154 c.1155C>T

C T rs148195966 MG-83-tumorMG-83-normal - 19 3361 c.3151G>A

C T rs1386356byFrequency|by1000genomesMG-83-tumorMG-83-normal - 85 14018 c.13047G>A

A G MG-83-tumorMG-83-normal - 15 1346 c.1346T>C

C T rs3811444byFrequency|by1000genomesMG-83-tumorMG-83-normal + 6 1169 c.1121C>T

C T MG-83-tumorMG-83-normal + 3 423 c.43C>T

A G rs73233606byFrequency|by1000genomesMG-83-tumorMG-83-normal + 11 1719 c.1330A>G

T C MG-83-tumorMG-83-normal - 16 2441 c.2354A>G

G A rs12022217byFrequency|by1000genomesMG-83-tumorMG-83-normal - 3 4602 c.4530C>T

A G rs3737940byFrequency|by1000genomesMG-83-tumorMG-83-normal + 7 3183 c.3138A>G

A G MG-83-tumorMG-83-normal + 1 1444 c.1444A>G

A G MG-83-tumorMG-83-normal + 16 2439 c.2313A>G

T C MG-83-tumorMG-83-normal + 1 322 c.322T>C

G T rs12568784byFrequency|by1000genomesMG-83-tumorMG-83-normal - 3 7202 c.7130C>A

A G MG-83-tumorMG-83-normal + 10 1620 c.1253A>G

G T rs2075249byFrequency|by1000genomesMG-83-tumorMG-83-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-83-tumorMG-83-normal + 19 2459 c.2283C>T

G T rs41268673by1000genomesMG-83-tumorMG-83-normal - 12 2171 c.1831C>A

A G rs4143768byFrequency|by1000genomesMG-83-tumorMG-83-normal - 10 6783 c.6195T>C

C G rs60738318byFrequency|by1000genomesMG-83-tumorMG-83-normal + 8 996 c.607C>G

A C rs10104558byFrequency|by1000genomesMG-83-tumorMG-83-normal + 3 1104 c.950A>C

C T rs2078478by1000genomesMG-83-tumorMG-83-normal - 5 411 c.392G>A

C G rs41278611by1000genomesMG-83-tumorMG-83-normal - 2 594 c.385G>C

G A rs2127898byFrequency|by1000genomesMG-83-tumorMG-83-normal - 6 1130 c.920C>T

C T MG-83-tumorMG-83-normal - 3 1048 c.516G>A

G A rs3744249byFrequency|by1000genomesMG-83-tumorMG-83-normal + 11 2561 c.2172G>A

T C rs3755806byFrequency|by1000genomesMG-83-tumorMG-83-normal - 15 2117 c.2115A>G



C G rs11016076byFrequency|by1000genomesMG-83-tumorMG-83-normal - 8 1866 c.1491G>C

C T rs2853346byFrequency|by1000genomesMG-83-tumorMG-83-normal - 13 5919 c.5544G>A

A C rs7995564by1000genomesMG-83-tumorMG-83-normal + 10 2068 c.1534A>C

T C rs61734875by1000genomesMG-83-tumorMG-83-normal + 25 3470 c.3294T>C

C A rs2973558by1000genomesMG-83-tumorMG-83-normal + 20 2514 c.2338C>A

T C rs142304809byFrequencyMG-83-tumorMG-83-normal - 9 1291 c.1259A>G

G A MG-83-tumorMG-83-normal + 2 202 c.99G>A

T C MG-83-tumorMG-83-normal + 1 1101 c.1101T>C

G A rs7624750byFrequency|by1000genomesMG-83-tumorMG-83-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-83-tumorMG-83-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-83-tumorMG-83-normal - 18 3000 c.2874G>T

A G rs4659654byFrequency|by1000genomesMG-83-tumorMG-83-normal - 16 2000 c.1503T>C

A G rs9653483by1000genomesMG-83-tumorMG-83-normal - 21 5040 c.4953T>C

C T rs11121691byFrequency|by1000genomesMG-83-tumorMG-83-normal - 49 6985 c.6909G>A

T C rs9851685byFrequency|by1000genomesMG-83-tumorMG-83-normal + 23 2508 c.2274T>C

C G rs3818764by1000genomesMG-83-tumorMG-83-normal - 4 1331 c.995G>C

G A rs34949187by1000genomesMG-83-tumorMG-83-normal + 6 1198 c.824G>A

T C rs2251219byFrequency|by1000genomesMG-83-tumorMG-83-normal - 26 4397 c.4395A>G

C T rs26505 byFrequency|by1000genomesMG-83-tumorMG-83-normal + 1 144 c.57C>T

G A rs2229266byFrequency|by1000genomesMG-83-tumorMG-83-normal - 6 924 c.639C>T

G A MG-83-tumorMG-83-normal - 3 1194 c.1195C>T

G A rs3818831byFrequency|by1000genomesMG-83-tumorMG-83-normal - 2 193 c.121C>T

A T rs143367160byFrequency|by1000genomesMG-83-tumorMG-83-normal + 10 1641 c.1093A>T

T C rs2450122byFrequency|by1000genomesMG-83-tumorMG-83-normal - 10 2089 c.2004A>G

G A MG-83-tumorMG-83-normal - 3 1057 c.525C>T

G A rs61743025 MG-83-tumorMG-83-normal - 5 4223 c.3367C>T

G A rs11549105byFrequency|by1000genomesMG-83-tumorMG-83-normal - 6 1228 c.1224C>T

T C rs72676907byFrequency|by1000genomesMG-83-tumorMG-83-normal + 3 517 c.327T>C

T C rs11373 byFrequency|by1000genomesMG-83-tumorMG-83-normal - 3 787 c.367A>G

T C MG-83-tumorMG-83-normal + 1 980 c.680T>C

C T rs151233 by1000genomesMG-83-tumorMG-83-normal + 2 99 c.66C>T

T C MG-83-tumorMG-83-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-83-tumorMG-83-normal + 1 376 c.99G>A

A G rs40831 by1000genomesMG-83-tumorMG-83-normal + 2 2118 c.2085A>G

T C MG-83-tumorMG-83-normal + 1 558 c.558T>C

G A MG-83-tumorMG-83-normal + 1 245 c.245G>A

C T rs3796031byFrequency|by1000genomesMG-83-tumorMG-83-normal - 17 2399 c.1947G>A

G C rs2227910byFrequency|by1000genomesMG-83-tumorMG-83-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-83-tumorMG-83-normal + 16 2064 c.1887T>A

A G rs17051895by1000genomesMG-83-tumorMG-83-normal + 23 4485 c.3951A>G

C T MG-83-tumorMG-83-normal + 1 369 c.369C>T

A G rs1136159byFrequency|by1000genomesMG-83-tumorMG-83-normal - 10 1068 c.860T>C

A G rs13346368by1000genomesMG-83-tumorMG-83-normal + 10 3324 c.3130A>G

C G rs114279527by1000genomesMG-83-tumorMG-83-normal - 2 3137 c.2928G>C

T C rs9646771by1000genomesMG-83-tumorMG-83-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-83-tumorMG-83-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-83-tumorMG-83-normal - 20 3946 c.3859G>A



G A rs150390977by1000genomesMG-83-tumorMG-83-normal - 1 227 c.8C>T

T C rs1048500byFrequency|by1000genomesMG-83-tumorMG-83-normal + 2 1791 c.684T>C

C T rs28997582byFrequency|by1000genomesMG-83-tumorMG-83-normal + 29 4337 c.4053C>T

G A MG-83-tumorMG-83-normal - 4 453 c.138C>T

C G rs143879890by1000genomesMG-83-tumorMG-83-normal - 16 2320 c.2233G>C

G A rs11177 byFrequency|by1000genomesMG-83-tumorMG-83-normal + 3 290 c.80G>A

G A rs6601 byFrequency|by1000genomesMG-83-tumorMG-83-normal + 25 3881 c.3672G>A

G A rs41277505byFrequencyMG-83-tumorMG-83-normal - 4 1649 c.787C>T

T C rs7935 byFrequency|by1000genomesMG-83-tumorMG-83-normal + 9 1808 c.1524T>C

C T rs6432901by1000genomesMG-83-tumorMG-83-normal - 2 514 c.174G>A

C T rs140871032byFrequency|by1000genomesMG-83-tumorMG-83-normal + 4 664 c.220C>T

A G rs138997916byFrequency|by1000genomesMG-83-tumorMG-83-normal - 3 2832 c.2760T>C

T C MG-83-tumorMG-83-normal + 1 180 c.180T>C

C T rs3745764byFrequency|by1000genomesMG-83-tumorMG-83-normal + 9 2705 c.1064C>T

A G rs61831150byFrequency|by1000genomesMG-83-tumorMG-83-normal + 7 1855 c.1810A>G

G A MG-83-tumorMG-83-normal + 1 165 c.165G>A

T C rs28489116by1000genomesMG-83-tumorMG-83-normal - 10 5194 c.4985A>G

T G rs34109891byFrequency|by1000genomesMG-83-tumorMG-83-normal - 5 2836 c.2623A>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-83-tumorMG-83-normal + 7 1597 c.1215T>C

C T rs11558834byFrequency|by1000genomesMG-83-tumorMG-83-normal + 11 3321 c.2940C>T

C T rs35775721byFrequency|by1000genomesMG-83-tumorMG-83-normal + 2 734 c.534C>T

C T rs61735104byFrequency|by1000genomesMG-83-tumorMG-83-normal + 10 1607 c.1351C>T

C T rs7300444byFrequency|by1000genomesMG-83-tumorMG-83-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-83-tumorMG-83-normal + 17 1912 c.1092A>C

G A rs11549106byFrequency|by1000genomesMG-83-tumorMG-83-normal - 4 895 c.891C>T

T C rs10817025by1000genomesMG-83-tumorMG-83-normal - 15 3032 c.2696A>G

A G rs11915822byFrequency|by1000genomesMG-83-tumorMG-83-normal - 13 6588 c.6478T>C

T G rs78697077byFrequency|by1000genomesMG-83-tumorMG-83-normal - 34 5286 c.5068A>C

G A MG-83-tumorMG-83-normal - 5 748 c.462C>T

G A rs2275527byFrequency|by1000genomesMG-83-tumorMG-83-normal - 39 5629 c.5553C>T

T C rs2241190byFrequency|by1000genomesMG-83-tumorMG-83-normal - 17 2745 c.2460A>G

C T rs2973571by1000genomesMG-83-tumorMG-83-normal + 12 1807 c.1631C>T

G A rs33956095byFrequency|by1000genomesMG-83-tumorMG-83-normal - 5 2088 c.2031C>T

A G rs826549 by1000genomesMG-83-tumorMG-83-normal + 18 2676 c.2550A>G

A C rs76504934by1000genomesMG-83-tumorMG-83-normal - 4 464 c.427T>G

C T rs2292556byFrequency|by1000genomesMG-83-tumorMG-83-normal - 19 1959 c.1689G>A

T C rs17617964byFrequencyMG-83-tumorMG-83-normal + 3 1672 c.840T>C

T C rs7714670by1000genomesMG-83-tumorMG-83-normal + 6 849 c.673T>C

C T rs3796032byFrequency|by1000genomesMG-83-tumorMG-83-normal - 17 2381 c.1929G>A

G A rs4962081byFrequency|by1000genomesMG-83-tumorMG-83-normal - 22 3050 c.2829C>T

G A MG-83-tumorMG-83-normal - 5 793 c.507C>T

G A MG-83-tumorMG-83-normal + 22 3673

T C rs2075252byFrequency|by1000genomesMG-83-tumorMG-83-normal - 66 12565 c.12280A>G

C T rs72474509byFrequency|by1000genomesMG-83-tumorMG-83-normal - 4 1337 c.1267G>A

G A MG-83-tumorMG-83-normal + 7 1116

A G rs6679449by1000genomesMG-83-tumorMG-83-normal - 3 1923 c.1851T>C

T C rs13286541by1000genomesMG-83-tumorMG-83-normal - 9 2245 c.1909A>G



G A rs2229354byFrequency|by1000genomesMG-83-tumorMG-83-normal + 7 1131 c.924G>A

C T rs3745762by1000genomesMG-83-tumorMG-83-normal + 6 2241 c.2047C>T

C T rs77070978byFrequency|by1000genomesMG-83-tumorMG-83-normal + 32 4799 c.4590C>T

C T rs3135867byFrequency|by1000genomesMG-83-tumorMG-83-normal + 4 673 c.417C>T

T C MG-83-tumorMG-83-normal - 20 3938 c.3851A>G

C A rs3739298byFrequency|by1000genomesMG-83-tumorMG-83-normal - 9 2230 c.1821G>T

C T rs2292559byFrequency|by1000genomesMG-83-tumorMG-83-normal - 24 2661 c.2391G>A

G A MG-83-tumorMG-83-normal + 1 225 c.225G>A

G A MG-83-tumorMG-83-normal + 13 1839 c.1322G>A

G A rs149181731byFrequencyMG-83-tumorMG-83-normal + 1 431 c.379G>A

T C rs2292561byFrequency|by1000genomesMG-83-tumorMG-83-normal - 15 1569 c.1299A>G

C T rs4822790byFrequency|by1000genomesMG-83-tumorMG-83-normal + 15 2042 c.1683C>T

T C MG-83-tumorMG-83-normal + 1 879 c.879T>C

A G MG-83-tumorMG-83-normal + 1 643 c.643A>G

C T MG-83-tumorMG-83-normal - 3 1182 c.650G>A

A G rs28647489by1000genomesMG-83-tumorMG-83-normal - 15 10210 c.10001T>C

A G rs17078605byFrequency|by1000genomesMG-83-tumorMG-83-normal - 10 10694 c.10106T>C

A G rs180744 by1000genomesMG-83-tumorMG-83-normal + 2 1719 c.1686A>G

A C rs76437836byFrequencyMG-83-tumorMG-83-normal - 3 142 c.98T>G

G A rs35389971by1000genomesMG-83-tumorMG-83-normal - 10 6818 c.6609C>T

C T rs1035938by1000genomesMG-83-tumorMG-83-normal + 6 1538 c.1344C>T

G A MG-83-tumorMG-83-normal - 3 1505 c.973C>T

G C MG-83-tumorMG-83-normal - 5 1009 c.1010C>G

G T rs138591330by1000genomesMG-83-tumorMG-83-normal - 27 8211 c.7863C>A

T C rs831042 byFrequency|by1000genomesMG-83-tumorMG-83-normal - 24 3945 c.3660A>G

C T rs34594998by1000genomesMG-83-tumorMG-83-normal + 9 1733 c.1509C>T

G A rs2248407byFrequency|by1000genomesMG-83-tumorMG-83-normal - 4 1003 c.918C>T

C T rs76354273byFrequency|by1000genomesMG-83-tumorMG-83-normal + 1 1305 c.1005C>T

T C rs7716253by1000genomesMG-83-tumorMG-83-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-83-tumorMG-83-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-83-tumorMG-83-normal - 10 9441 c.8853T>C

T C MG-83-tumorMG-83-normal + 3 412 c.32T>C

C T rs3812458byFrequency|by1000genomesMG-83-tumorMG-83-normal + 22 2662 c.2385C>T

C T rs56390741byFrequency|by1000genomesMG-83-tumorMG-83-normal - 5 2838 c.2625G>A

G A rs34575560byFrequency|by1000genomesMG-83-tumorMG-83-normal - 2 488 c.79C>T

A G rs1385600byFrequency|by1000genomesMG-83-tumorMG-83-normal - 5 1375 c.1290T>C

A C MG-83-tumorMG-83-normal - 2 150 c.80T>G

C T rs149187716 MG-83-tumorMG-83-normal + 4 1345 c.1242C>T

G A rs2289247byFrequency|by1000genomesMG-83-tumorMG-83-normal + 11 1273 c.1063G>A

T C MG-83-tumorMG-83-normal + 5 516 c.136T>C

C A rs138341092by1000genomesMG-83-tumorMG-83-normal - 1 226 c.7G>T

G C rs45469098by1000genomesMG-83-tumorMG-83-normal - 1 255 c.256C>G

T C rs12990449byFrequency|by1000genomesMG-83-tumorMG-83-normal - 2 1114 c.143A>G

C A rs34400049byFrequency|by1000genomesMG-83-tumorMG-83-normal + 14 2474 c.2092C>A

C T rs151174 by1000genomesMG-83-tumorMG-83-normal + 2 1740 c.1707C>T

T C rs4149056byFrequency|by1000genomesMG-83-tumorMG-83-normal + 6 617 c.521T>C

C T rs9489143byFrequency|by1000genomesMG-83-tumorMG-83-normal - 13 2184 c.1986G>A



C T rs61748181byFrequency|by1000genomesMG-83-tumorMG-83-normal - 2 892 c.835G>A

G A rs2228000byFrequency|by1000genomesMG-83-tumorMG-83-normal - 9 1710 c.1496C>T

A G rs2737699byFrequency|by1000genomesMG-83-tumorMG-83-normal - 10 12892 c.12304T>C

C A rs35674179byFrequency|by1000genomesMG-83-tumorMG-83-normal - 13 5263 c.5153G>T

A T rs146352451by1000genomesMG-83-tumorMG-83-normal + 10 797 c.699A>T

A G rs13223756byFrequency|by1000genomesMG-83-tumorMG-83-normal + 7 2144 c.1944A>G

C T MG-83-tumorMG-83-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-83-tumorMG-83-normal - 3 899 c.827G>A

A G rs3211362byFrequency|by1000genomesMG-83-tumorMG-83-normal - 9 1020 c.846T>C

G A rs2973566by1000genomesMG-83-tumorMG-83-normal + 14 1930 c.1754G>A

G T rs7206111byFrequency|by1000genomesMG-83-tumorMG-83-normal - 9 1041 c.404C>A

G A rs2227983byFrequency|by1000genomesMG-83-tumorMG-83-normal + 13 1739 c.1562G>A

C A rs2230018byFrequency|by1000genomesMG-83-tumorMG-83-normal + 17 2218 c.2177C>A

C T rs2229265byFrequency|by1000genomesMG-83-tumorMG-83-normal - 54 10788 c.10503G>A

T A rs17264436byFrequency|by1000genomesMG-83-tumorMG-83-normal - 21 3503 c.3501A>T

G A rs2880956 MG-83-tumorMG-83-normal + 15 1268 c.1268G>A

G A rs9789047by1000genomesMG-83-tumorMG-83-normal + 10 998 c.998G>A

G T rs147825872 MG-83-tumorMG-83-normal + 20 4359 c.4282G>T

G T MG-83-tumorMG-83-normal + 34 4853 c.4223G>T

A G rs149271 by1000genomesMG-83-tumorMG-83-normal + 2 543 c.510A>G

A G rs1980131byFrequency|by1000genomesMG-83-tumorMG-83-normal + 2 2992 c.2880A>G

C T rs1801187byFrequency|by1000genomesMG-83-tumorMG-83-normal - 37 5440 c.5234G>A

A T rs35238720byFrequency|by1000genomesMG-83-tumorMG-83-normal + 4 1205 c.860A>T

T C rs2072736byFrequency|by1000genomesMG-83-tumorMG-83-normal - 8 1410 c.474A>G

G A rs13054014byFrequency|by1000genomesMG-83-tumorMG-83-normal + 2 569 c.210G>A

A T rs10107774byFrequency|by1000genomesMG-83-tumorMG-83-normal + 3 1496 c.1342A>T

G A MG-83-tumorMG-83-normal + 1 741 c.741G>A

G A rs61664550by1000genomesMG-83-tumorMG-83-normal - 0 173

T C rs12731746byFrequency|by1000genomesMG-83-tumorMG-83-normal - 11 1394 c.897A>G

C T rs57014690by1000genomesMG-83-tumorMG-83-normal - 6 1554 c.1232G>A

A G rs9667 by1000genomesMG-83-tumorMG-83-normal + 3 354 c.168A>G

C T rs55979329by1000genomesMG-83-tumorMG-83-normal - 3 1257 c.725G>A

T A rs2060198byFrequency|by1000genomesMG-83-tumorMG-83-normal + 27 5204 c.4914T>A

C A rs6453022by1000genomesMG-83-tumorMG-83-normal + 7 1027 c.851C>A

C T rs2273779byFrequency|by1000genomesMG-83-tumorMG-83-normal + 6 583 c.538C>T

A C MG-83-tumorMG-83-normal - 15 2094 c.2007T>G

T C rs78472618byFrequencyMG-83-tumorMG-83-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-83-tumorMG-83-normal + 2 1315 c.1282C>G

C T rs4802382by1000genomesMG-83-tumorMG-83-normal + 6 554 c.360C>T

T C rs7275 by1000genomesMG-83-tumorMG-83-normal + 35 5267 c.4983T>C

G A rs3733415by1000genomesMG-83-tumorMG-83-normal - 2 601 c.392C>T

C T rs3745764byFrequency|by1000genomesMG-85-tumorMG-85-normal + 9 2705 c.1064C>T

G A rs7234999byFrequency|by1000genomesMG-85-tumorMG-85-normal - 5 5512 c.5299C>T

A G rs146505774by1000genomesMG-85-tumorMG-85-normal + 11 2544 c.2362A>G

A G MG-85-tumorMG-85-normal + 5 1140 c.1046A>G

C T rs1386356byFrequency|by1000genomesMG-85-tumorMG-85-normal - 85 14018 c.13047G>A

C T rs3811444byFrequency|by1000genomesMG-85-tumorMG-85-normal + 6 1169 c.1121C>T



C T MG-85-tumorMG-85-normal - 3 300 c.263G>A

C T MG-85-tumorMG-85-normal + 3 423 c.43C>T

C T rs75417771byFrequency|by1000genomesMG-85-tumorMG-85-normal + 6 1265 c.409C>T

T C rs41300566byFrequency|by1000genomesMG-85-tumorMG-85-normal - 13 3805 c.3430A>G

G A rs45492196byFrequency|by1000genomesMG-85-tumorMG-85-normal - 4 1499 c.943C>T

T C rs2229992byFrequency|by1000genomesMG-85-tumorMG-85-normal + 12 1838 c.1458T>C

G A rs112320482 MG-85-tumorMG-85-normal - 22 4869 c.4659C>T

C T rs2931423by1000genomesMG-85-tumorMG-85-normal + 19 2459 c.2283C>T

A T MG-85-tumorMG-85-normal + 5 625 c.403A>T

A G rs4143768byFrequency|by1000genomesMG-85-tumorMG-85-normal - 10 6783 c.6195T>C

G A rs20539 byFrequency|by1000genomesMG-85-tumorMG-85-normal + 20 3152 c.3111G>A

G A rs61753697byFrequency|by1000genomesMG-85-tumorMG-85-normal + 1 376 c.99G>A

A G rs141480481by1000genomesMG-85-tumorMG-85-normal + 4 1425 c.1342A>G

C T rs62478357byFrequencyMG-85-tumorMG-85-normal - 8 1268 c.1050G>A

G A rs2853344byFrequency|by1000genomesMG-85-tumorMG-85-normal - 13 2990 c.2615C>T

C T rs9105 byFrequency|by1000genomesMG-85-tumorMG-85-normal + 33 4964 c.4680C>T

C T rs77791636by1000genomesMG-85-tumorMG-85-normal + 6 1132 c.1080C>T

C T MG-85-tumorMG-85-normal - 3 1048 c.516G>A

G A MG-85-tumorMG-85-normal - 4 836 c.837C>T

A G rs3108200byFrequency|by1000genomesMG-85-tumorMG-85-normal + 3 2040 c.810A>G

C T MG-85-tumorMG-85-normal + 2 559 c.424C>T

C T rs199930 by1000genomesMG-85-tumorMG-85-normal + 36 5181 c.5016C>T

C T rs2229882by1000genomesMG-85-tumorMG-85-normal + 9 1566 c.1566C>T

C T rs151182657byFrequencyMG-85-tumorMG-85-normal - 9 1295 c.1263G>A

C A rs2973558by1000genomesMG-85-tumorMG-85-normal + 20 2514 c.2338C>A

G A rs41294868by1000genomesMG-85-tumorMG-85-normal + 14 2132 c.1933G>A

C T rs73241801by1000genomesMG-85-tumorMG-85-normal + 16 2273 c.2208C>T

G A rs7624750byFrequency|by1000genomesMG-85-tumorMG-85-normal + 4 707 c.473G>A

C A rs78806080byFrequency|by1000genomesMG-85-tumorMG-85-normal - 13 3029 c.2058G>T

T C rs3733406by1000genomesMG-85-tumorMG-85-normal - 10 8361 c.8152A>G

A C MG-85-tumorMG-85-normal - 1 273 c.274T>G

T C rs9851685byFrequency|by1000genomesMG-85-tumorMG-85-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-85-tumorMG-85-normal - 3 1368 c.836T>C

G C rs137854143|rs137854039MG-85-tumorMG-85-normal + 37 5358 c.4728G>C

T C rs9646771by1000genomesMG-85-tumorMG-85-normal - 4 787 c.447A>G

T A rs3740423byFrequency|by1000genomesMG-85-tumorMG-85-normal - 13 4583 c.4208A>T

G T MG-85-tumorMG-85-normal - 1 487 c.488C>A

T C rs4652678by1000genomesMG-85-tumorMG-85-normal + 28 4116 c.3951T>C

G A rs61748204byFrequency|by1000genomesMG-85-tumorMG-85-normal - 38 5114 c.5084C>T

G A rs13007735byFrequency|by1000genomesMG-85-tumorMG-85-normal - 16 3587 c.2616C>T

G A rs35600223by1000genomesMG-85-tumorMG-85-normal + 3 812 c.438G>A

A G rs7762830by1000genomesMG-85-tumorMG-85-normal + 14 2120 c.1921A>G

G A rs79267778by1000genomesMG-85-tumorMG-85-normal - 8 5780 c.5711C>T

G A rs2228273byFrequency|by1000genomesMG-85-tumorMG-85-normal + 7 1137 c.578G>A

T C rs62070402by1000genomesMG-85-tumorMG-85-normal - 12 2105 c.2062A>G

A G MG-85-tumorMG-85-normal + 1 276 c.276A>G

C T rs3745762by1000genomesMG-85-tumorMG-85-normal + 6 2241 c.2047C>T



C T rs1043141byFrequency|by1000genomesMG-85-tumorMG-85-normal + 4 2376 c.342C>T

G A rs16912247byFrequency|by1000genomesMG-85-tumorMG-85-normal - 14 9973 c.9598C>T

T C rs72676907byFrequency|by1000genomesMG-85-tumorMG-85-normal + 3 517 c.327T>C

T C rs11373 byFrequency|by1000genomesMG-85-tumorMG-85-normal - 3 787 c.367A>G

T C MG-85-tumorMG-85-normal + 1 52 c.52T>C

G A rs17336988byFrequency|by1000genomesMG-85-tumorMG-85-normal + 16 2273 c.2028G>A

G A MG-85-tumorMG-85-normal + 10 1204 c.1028G>A

G A MG-85-tumorMG-85-normal + 21 2788 c.2429G>A

T A MG-85-tumorMG-85-normal - 6 1145 c.700A>T

G A rs1718878byFrequency|by1000genomesMG-85-tumorMG-85-normal + 13 2003 c.1590G>A

A G MG-85-tumorMG-85-normal - 3 1337 c.805T>C

T A rs17337023byFrequency|by1000genomesMG-85-tumorMG-85-normal + 16 2064 c.1887T>A

A G MG-85-tumorMG-85-normal + 1 492 c.492A>G

C G rs2282302byFrequency|by1000genomesMG-85-tumorMG-85-normal - 3 965 c.893G>C

G A rs2271189byFrequency|by1000genomesMG-85-tumorMG-85-normal + 27 3788 c.3348G>A

T G rs79385100by1000genomesMG-85-tumorMG-85-normal - 11 1929 c.1930A>C

G A rs1713982byFrequency|by1000genomesMG-85-tumorMG-85-normal + 15 2261 c.1848G>A

G A rs141064323byFrequency|by1000genomesMG-85-tumorMG-85-normal + 3 3294 c.999G>A

A G MG-85-tumorMG-85-normal - 15 1346 c.1346T>C

A G rs1136159byFrequency|by1000genomesMG-85-tumorMG-85-normal - 10 1068 c.860T>C

A G rs13346368by1000genomesMG-85-tumorMG-85-normal + 10 3324 c.3130A>G

G A rs137854296|rs45438898byFrequencyMG-85-tumorMG-85-normal + 34 4899 c.4269G>A

G A MG-85-tumorMG-85-normal + 1 1372 c.1372G>A

G A rs2880955by1000genomesMG-85-tumorMG-85-normal + 12 1031 c.1031G>A

T G rs74842149byFrequencyMG-85-tumorMG-85-normal - 4 1217 c.1147A>C

C T MG-85-tumorMG-85-normal - 15 1408 c.1311G>A

A G rs2973568by1000genomesMG-85-tumorMG-85-normal + 13 1856 c.1680A>G

T C MG-85-tumorMG-85-normal - 3 305 c.270A>G

C T rs55993306by1000genomesMG-85-tumorMG-85-normal - 20 3946 c.3859G>A

T G rs12963422byFrequency|by1000genomesMG-85-tumorMG-85-normal - 5 2988 c.2775A>C

G A rs3810490by1000genomesMG-85-tumorMG-85-normal - 6 2067 c.1998C>T

C T rs9489143byFrequency|by1000genomesMG-85-tumorMG-85-normal - 13 2184 c.1986G>A

T C rs2229263byFrequency|by1000genomesMG-85-tumorMG-85-normal - 3 533 c.248A>G

T G MG-85-tumorMG-85-normal - 3 1498 c.1295A>C

G A rs3827025by1000genomesMG-85-tumorMG-85-normal - 6 2094 c.2025C>T

G A rs7179364by1000genomesMG-85-tumorMG-85-normal + 1 520 c.85G>A

C T rs16843864byFrequency|by1000genomesMG-85-tumorMG-85-normal - 69 11621 c.10650G>A

G A MG-85-tumorMG-85-normal - 4 453 c.138C>T

C T rs45443899byFrequency|by1000genomesMG-85-tumorMG-85-normal + 2 304 c.217C>T

A G rs34101420byFrequency|by1000genomesMG-85-tumorMG-85-normal - 4 1621 c.759T>C

G C rs6771157byFrequency|by1000genomesMG-85-tumorMG-85-normal - 19 3392 c.3393C>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-85-tumorMG-85-normal + 7 1597 c.1215T>C

C T MG-85-tumorMG-85-normal - 19 4474 c.4264G>A

C T MG-85-tumorMG-85-normal - 3 370 c.335G>A

A G rs151306742by1000genomesMG-85-tumorMG-85-normal + 4 729 c.285A>G

C G rs147865267byFrequencyMG-85-tumorMG-85-normal - 4 1304 c.1234G>C

T C rs7716253by1000genomesMG-85-tumorMG-85-normal + 8 1121 c.945T>C



T C rs7935 byFrequency|by1000genomesMG-85-tumorMG-85-normal + 9 1808 c.1524T>C

C T rs7240355byFrequency|by1000genomesMG-85-tumorMG-85-normal - 5 5238 c.5025G>A

A G rs3211362byFrequency|by1000genomesMG-85-tumorMG-85-normal - 9 1020 c.846T>C

A G rs4862726by1000genomesMG-85-tumorMG-85-normal - 2 2054 c.1845T>C

T C rs143332174by1000genomesMG-85-tumorMG-85-normal - 3 244 c.207A>G

T C MG-85-tumorMG-85-normal + 1 910 c.910T>C

C T rs11547311byFrequency|by1000genomesMG-85-tumorMG-85-normal + 8 702 c.570C>T

G A rs4514247byFrequency|by1000genomesMG-85-tumorMG-85-normal - 3 878 c.808C>T

C T MG-85-tumorMG-85-normal + 1 1092 c.1092C>T

G C rs62070406by1000genomesMG-85-tumorMG-85-normal - 9 1754 c.1711C>G

C G rs3817428by1000genomesMG-85-tumorMG-85-normal + 15 7493 c.7119C>G

G A rs34949187by1000genomesMG-85-tumorMG-85-normal + 6 1198 c.824G>A

C T rs11931107by1000genomesMG-85-tumorMG-85-normal - 10 6953 c.6744G>A

G A MG-85-tumorMG-85-normal - 31 6628 c.6629C>T

T C rs17114803byFrequency|by1000genomesMG-85-tumorMG-85-normal + 11 1465 c.1299T>C

G A rs16885 byFrequency|by1000genomesMG-85-tumorMG-85-normal - 9 3193 c.2257C>T

C T rs2973571by1000genomesMG-85-tumorMG-85-normal + 12 1807 c.1631C>T

T G rs61757612byFrequency|by1000genomesMG-85-tumorMG-85-normal - 9 2110 c.1701A>C

T A rs35737760by1000genomesMG-85-tumorMG-85-normal + 19 2685 c.2520T>A

A G rs3822625by1000genomesMG-85-tumorMG-85-normal + 14 3084 c.3084A>G

T C rs7275 by1000genomesMG-85-tumorMG-85-normal + 35 5267 c.4983T>C

A G rs826549 by1000genomesMG-85-tumorMG-85-normal + 18 2676 c.2550A>G

C T MG-85-tumorMG-85-normal - 8 1260 c.1042G>A

A G MG-85-tumorMG-85-normal + 1 340 c.340A>G

T C rs7714670by1000genomesMG-85-tumorMG-85-normal + 6 849 c.673T>C

C T rs74401238byFrequency|by1000genomesMG-85-tumorMG-85-normal - 18 3705 c.3365G>A

A G MG-85-tumorMG-85-normal + 4 436 c.250A>G

C T rs34488539by1000genomesMG-85-tumorMG-85-normal + 22 3555 c.3390C>T

G A rs3793379byFrequency|by1000genomesMG-85-tumorMG-85-normal + 32 4159 c.3882G>A

G A rs116011482by1000genomesMG-85-tumorMG-85-normal - 8 4578 c.4509C>T

G A rs56145411byFrequency|by1000genomesMG-85-tumorMG-85-normal + 4 1211 c.1124G>A

C G rs11718329by1000genomesMG-85-tumorMG-85-normal + 4 719 c.647C>G

A T rs7095325byFrequency|by1000genomesMG-85-tumorMG-85-normal - 7 1087 c.712T>A

T C rs2075252byFrequency|by1000genomesMG-85-tumorMG-85-normal - 66 12565 c.12280A>G

G A MG-85-tumorMG-85-normal + 15 1611 c.750G>A

G A rs1800725byFrequency|by1000genomesMG-85-tumorMG-85-normal + 11 1730 c.1100G>A

C T MG-85-tumorMG-85-normal + 1 1598 c.1598C>T

G C rs45469098by1000genomesMG-85-tumorMG-85-normal - 1 255 c.256C>G

G A rs77288131byFrequency|by1000genomesMG-85-tumorMG-85-normal + 12 2707 c.2488G>A

T C rs112827102byFrequency|by1000genomesMG-85-tumorMG-85-normal - 19 3495 c.3285A>G

T C rs115966590by1000genomesMG-85-tumorMG-85-normal - 2 1737 c.881A>G

C T rs3135867byFrequency|by1000genomesMG-85-tumorMG-85-normal + 4 673 c.417C>T

C T rs17290169byFrequency|by1000genomesMG-85-tumorMG-85-normal + 15 2016 c.1839C>T

A G rs149271 by1000genomesMG-85-tumorMG-85-normal + 2 543 c.510A>G

G T rs35546150byFrequency|by1000genomesMG-85-tumorMG-85-normal - 73 12171 c.11200C>A

G A MG-85-tumorMG-85-normal + 36 7867 c.7867G>A

G A rs34830600byFrequency|by1000genomesMG-85-tumorMG-85-normal - 8 2874 c.2805C>T



C T rs148931839by1000genomesMG-85-tumorMG-85-normal + 6 563 c.431C>T

T C rs45439799byFrequency|by1000genomesMG-85-tumorMG-85-normal - 23 5793 c.5579A>G

A G rs41304446 MG-85-tumorMG-85-normal + 16 5307 c.5307A>G

T C rs7744765by1000genomesMG-85-tumorMG-85-normal + 14 1929 c.1730T>C

C T rs114303912byFrequency|by1000genomesMG-85-tumorMG-85-normal + 15 2320 c.2121C>T

A C rs79723119byFrequency|by1000genomesMG-85-tumorMG-85-normal - 64 12281 c.11996T>G

G A rs33969768byFrequency|by1000genomesMG-85-tumorMG-85-normal - 8 5863 c.5650C>T

A G rs40831 by1000genomesMG-85-tumorMG-85-normal + 2 2118 c.2085A>G

T C MG-85-tumorMG-85-normal + 25 4501 c.4021T>C

C A MG-85-tumorMG-85-normal + 1 706 c.706C>A

A G MG-85-tumorMG-85-normal + 1 95 c.95A>G

G A rs6089925byFrequency|by1000genomesMG-85-tumorMG-85-normal - 4 729 c.660C>T

A G rs17078605byFrequency|by1000genomesMG-85-tumorMG-85-normal - 10 10694 c.10106T>C

A G rs180744 by1000genomesMG-85-tumorMG-85-normal + 2 1719 c.1686A>G

C A MG-85-tumorMG-85-normal + 5 585 c.205C>A

C T MG-85-tumorMG-85-normal + 36 6922 c.6287C>T

C T rs138088406byFrequencyMG-85-tumorMG-85-normal - 10 879 c.512G>A

C T rs1035938by1000genomesMG-85-tumorMG-85-normal + 6 1538 c.1344C>T

T C rs61730221byFrequency|by1000genomesMG-85-tumorMG-85-normal - 13 4110 c.4000A>G

C T rs142693998byFrequency|by1000genomesMG-85-tumorMG-85-normal + 6 713 c.495C>T

G A MG-85-tumorMG-85-normal - 3 1505 c.973C>T

G C MG-85-tumorMG-85-normal - 5 1009 c.1010C>G

G A rs2973566by1000genomesMG-85-tumorMG-85-normal + 14 1930 c.1754G>A

C T rs147245174byFrequency|by1000genomesMG-85-tumorMG-85-normal + 3 2781 c.486C>T

C A rs41306015byFrequency|by1000genomesMG-85-tumorMG-85-normal - 13 4052 c.3677G>T

A G rs11778209byFrequency|by1000genomesMG-85-tumorMG-85-normal - 39 6448 c.6204T>C

A G rs9552929byFrequency|by1000genomesMG-85-tumorMG-85-normal - 10 9441 c.8853T>C

T C rs5927083byFrequency|by1000genomesMG-85-tumorMG-85-normal - 14 1841 c.1635A>G

T C rs13796 byFrequency|by1000genomesMG-85-tumorMG-85-normal + 2 372 c.159T>C

G A rs35821928byFrequency|by1000genomesMG-85-tumorMG-85-normal - 52 9293 c.8322C>T

C T rs1130233byFrequency|by1000genomesMG-85-tumorMG-85-normal - 8 2206 c.726G>A

T C MG-85-tumorMG-85-normal - 1 464 c.465A>G

G A rs9804992byFrequency|by1000genomesMG-85-tumorMG-85-normal + 11 3172 c.2529G>A

G A rs45463297by1000genomesMG-85-tumorMG-85-normal - 8 4311 c.4242C>T

C T rs3743398by1000genomesMG-85-tumorMG-85-normal + 12 2965 c.2591C>T

C G rs2509943byFrequency|by1000genomesMG-85-tumorMG-85-normal + 3 776 c.279C>G

C T rs3796031byFrequency|by1000genomesMG-85-tumorMG-85-normal - 17 2399 c.1947G>A

G T MG-85-tumorMG-85-normal - 3 283 c.248C>A

T C rs12990449byFrequency|by1000genomesMG-85-tumorMG-85-normal - 2 1114 c.143A>G

C T rs151174 by1000genomesMG-85-tumorMG-85-normal + 2 1740 c.1707C>T

T C rs4149056byFrequency|by1000genomesMG-85-tumorMG-85-normal + 6 617 c.521T>C

C T rs3814883byFrequency|by1000genomesMG-85-tumorMG-85-normal + 13 2402 c.1359C>T

A G rs2929158by1000genomesMG-85-tumorMG-85-normal - 19 4373 c.4163T>C

T C rs17019360by1000genomesMG-85-tumorMG-85-normal + 17 2524 c.1800T>C

G C rs142017909byFrequencyMG-85-tumorMG-85-normal - 12 1953 c.1743C>G

C T rs35775721byFrequency|by1000genomesMG-85-tumorMG-85-normal + 2 734 c.534C>T

C T rs2229265byFrequency|by1000genomesMG-85-tumorMG-85-normal - 54 10788 c.10503G>A



C G rs34693334byFrequency|by1000genomesMG-85-tumorMG-85-normal - 8 1060 c.775G>C

T C rs33910491byFrequency|by1000genomesMG-85-tumorMG-85-normal - 5 4949 c.4736A>G

C T rs7300444byFrequency|by1000genomesMG-85-tumorMG-85-normal + 19 5383 c.4740C>T

C T rs1801187byFrequency|by1000genomesMG-85-tumorMG-85-normal - 37 5440 c.5234G>A

G A rs62070401by1000genomesMG-85-tumorMG-85-normal - 12 2205 c.2162C>T

C T rs4802382by1000genomesMG-85-tumorMG-85-normal + 6 554 c.360C>T

C T rs34545616byFrequency|by1000genomesMG-85-tumorMG-85-normal + 12 2219 c.1939C>T

A G rs2737699byFrequency|by1000genomesMG-85-tumorMG-85-normal - 10 12892 c.12304T>C

C G rs149605490by1000genomesMG-85-tumorMG-85-normal + 3 1000 c.781C>G

G T rs138591330by1000genomesMG-85-tumorMG-85-normal - 27 8211 c.7863C>A

T C rs111515190byFrequency|by1000genomesMG-85-tumorMG-85-normal - 13 7314 c.6939A>G

G A rs6089924byFrequency|by1000genomesMG-85-tumorMG-85-normal - 4 920 c.851C>T

C T rs55979329by1000genomesMG-85-tumorMG-85-normal - 3 1257 c.725G>A

C A rs6453022by1000genomesMG-85-tumorMG-85-normal + 7 1027 c.851C>A

G A rs2127898byFrequency|by1000genomesMG-85-tumorMG-85-normal - 6 1130 c.920C>T

T C MG-85-tumorMG-85-normal + 14 1761 c.746T>C

T C rs78472618byFrequencyMG-85-tumorMG-85-normal - 3 159 c.115A>G

C G rs180743 by1000genomesMG-85-tumorMG-85-normal + 2 1315 c.1282C>G

A C rs76437836byFrequencyMG-85-tumorMG-85-normal - 3 142 c.98T>G

T C rs831043 byFrequency|by1000genomesMG-86-tumorMG-86-normal - 21 3354 c.3069A>G

C T rs3745764byFrequency|by1000genomesMG-86-tumorMG-86-normal + 9 2705 c.1064C>T

C T rs74484206by1000genomesMG-86-tumorMG-86-normal + 1 1732 c.1432C>T

A G rs3737940byFrequency|by1000genomesMG-86-tumorMG-86-normal + 7 3183 c.3138A>G

C T rs1386356byFrequency|by1000genomesMG-86-tumorMG-86-normal - 85 14018 c.13047G>A

C T MG-86-tumorMG-86-normal + 3 423 c.43C>T

C T rs139351719by1000genomesMG-86-tumorMG-86-normal - 5 554 c.13G>A

A G rs56051835byFrequency|by1000genomesMG-86-tumorMG-86-normal - 47 6700 c.6624T>C

T C rs2229992byFrequency|by1000genomesMG-86-tumorMG-86-normal + 12 1838 c.1458T>C

C T rs72987361byFrequency|by1000genomesMG-86-tumorMG-86-normal - 3 898 c.558G>A

G T rs2075249byFrequency|by1000genomesMG-86-tumorMG-86-normal - 21 3339 c.3054C>A

A C rs78767626byFrequency|by1000genomesMG-86-tumorMG-86-normal + 19 2007 c.1773A>C

C T rs71299249|rs77022425byFrequencyMG-86-tumorMG-86-normal + 1 3677 c.717C>T

T G rs9807633by1000genomesMG-86-tumorMG-86-normal - 1 88 c.89A>C

C T rs117116488by1000genomesMG-86-tumorMG-86-normal + 8 1843 c.1469C>T

C G rs72474510byFrequency|by1000genomesMG-86-tumorMG-86-normal - 4 1198 c.1128G>C

A G rs41304577 MG-86-tumorMG-86-normal - 4 1006 c.691T>C

C T rs62478357byFrequencyMG-86-tumorMG-86-normal - 8 1268 c.1050G>A

G A rs2853344byFrequency|by1000genomesMG-86-tumorMG-86-normal - 13 2990 c.2615C>T

C T rs116517080byFrequency|by1000genomesMG-86-tumorMG-86-normal + 8 4498 c.3642C>T

G A rs139799138byFrequencyMG-86-tumorMG-86-normal - 3 6574 c.6499C>T

C A rs6738031by1000genomesMG-86-tumorMG-86-normal - 18 3000 c.2874G>T

G A rs3744249byFrequency|by1000genomesMG-86-tumorMG-86-normal + 11 2561 c.2172G>A

C T rs2292559byFrequency|by1000genomesMG-86-tumorMG-86-normal - 24 2661 c.2391G>A

G A rs2271189byFrequency|by1000genomesMG-86-tumorMG-86-normal + 27 3788 c.3348G>A

T C rs3755806byFrequency|by1000genomesMG-86-tumorMG-86-normal - 15 2117 c.2115A>G

A C MG-86-tumorMG-86-normal - 4 1031 c.716T>G

C T rs199930 by1000genomesMG-86-tumorMG-86-normal + 36 5181 c.5016C>T



A C rs4625290byFrequency|by1000genomesMG-86-tumorMG-86-normal - 2 325 c.255T>G

C T MG-86-tumorMG-86-normal - 4 1144 c.829G>A

G C rs2240 byFrequency|by1000genomesMG-86-tumorMG-86-normal - 13 2935 c.2560C>G

G A rs7179364by1000genomesMG-86-tumorMG-86-normal + 1 520 c.85G>A

G A rs7624750byFrequency|by1000genomesMG-86-tumorMG-86-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-86-tumorMG-86-normal + 6 1132 c.1080C>T

A G rs33954745byFrequency|by1000genomesMG-86-tumorMG-86-normal - 17 2661 c.2376T>C

C T rs147886860byFrequencyMG-86-tumorMG-86-normal - 1 478 c.99G>A

C T rs140105230byFrequency|by1000genomesMG-86-tumorMG-86-normal - 4 1405 c.1335G>A

C T rs143320460byFrequencyMG-86-tumorMG-86-normal - 1 403 c.24G>A

T C rs9851685byFrequency|by1000genomesMG-86-tumorMG-86-normal + 23 2508 c.2274T>C

C T rs137854246|rs34012042byFrequency|by1000genomesMG-86-tumorMG-86-normal + 15 2208 c.1578C>T

C T rs351854 byFrequency|by1000genomesMG-86-tumorMG-86-normal + 13 1904 c.1659C>T

C A rs12454500by1000genomesMG-86-tumorMG-86-normal - 1 497 c.498G>T

G A rs2275527byFrequency|by1000genomesMG-86-tumorMG-86-normal - 39 5629 c.5553C>T

C T rs140608359 MG-86-tumorMG-86-normal + 1 388 c.336C>T

A G rs2227973byFrequency|by1000genomesMG-86-tumorMG-86-normal + 2 2571 c.2459A>G

T G rs12963422byFrequency|by1000genomesMG-86-tumorMG-86-normal - 5 2988 c.2775A>C

C A rs61742080byFrequency|by1000genomesMG-86-tumorMG-86-normal + 4 1004 c.891C>A

G A rs2302694byFrequency|by1000genomesMG-86-tumorMG-86-normal - 31 5385 c.5100C>T

T C rs2251219byFrequency|by1000genomesMG-86-tumorMG-86-normal - 26 4397 c.4395A>G

T C MG-86-tumorMG-86-normal - 4 1086 c.771A>G

G A rs13007735byFrequency|by1000genomesMG-86-tumorMG-86-normal - 16 3587 c.2616C>T

G A rs1713982byFrequency|by1000genomesMG-86-tumorMG-86-normal + 15 2261 c.1848G>A

C G MG-86-tumorMG-86-normal - 3 607 c.416G>C

C T rs10258429byFrequency|by1000genomesMG-86-tumorMG-86-normal + 16 2213 c.1968C>T

A G rs112400142byFrequency|by1000genomesMG-86-tumorMG-86-normal - 17 2298 c.2211T>C

G A rs11549105byFrequency|by1000genomesMG-86-tumorMG-86-normal - 6 1228 c.1224C>T

G C rs12350212byFrequency|by1000genomesMG-86-tumorMG-86-normal + 5 1878 c.1788G>C

G A rs3810485by1000genomesMG-86-tumorMG-86-normal - 8 6116 c.6047C>T

G A rs56145411byFrequency|by1000genomesMG-86-tumorMG-86-normal + 4 1211 c.1124G>A

G T MG-86-tumorMG-86-normal - 1 122 c.123C>A

T C rs72676907byFrequency|by1000genomesMG-86-tumorMG-86-normal + 3 517 c.327T>C

C A rs1801270byFrequency|by1000genomesMG-86-tumorMG-86-normal + 2 328 c.93C>A

C T rs151233 by1000genomesMG-86-tumorMG-86-normal + 2 99 c.66C>T

C G rs80027487byFrequency|by1000genomesMG-86-tumorMG-86-normal + 3 451 c.364C>G

G A rs1718878byFrequency|by1000genomesMG-86-tumorMG-86-normal + 13 2003 c.1590G>A

C T rs3796031byFrequency|by1000genomesMG-86-tumorMG-86-normal - 17 2399 c.1947G>A

G C rs2227910byFrequency|by1000genomesMG-86-tumorMG-86-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-86-tumorMG-86-normal + 16 2064 c.1887T>A

C T rs2292556byFrequency|by1000genomesMG-86-tumorMG-86-normal - 19 1959 c.1689G>A

G C rs146249377byFrequencyMG-86-tumorMG-86-normal + 1 3447 c.487G>C

T C rs79940627 MG-86-tumorMG-86-normal - 3 6118 c.6043A>G

C T rs34307082byFrequency|by1000genomesMG-86-tumorMG-86-normal + 6 863 c.629C>T

C T MG-86-tumorMG-86-normal - 1 2139 c.2036G>A

A G rs151306742by1000genomesMG-86-tumorMG-86-normal + 4 729 c.285A>G

G A rs77042968byFrequency|by1000genomesMG-86-tumorMG-86-normal + 6 1061 c.583G>A



T C rs831042 byFrequency|by1000genomesMG-86-tumorMG-86-normal - 24 3945 c.3660A>G

T C rs9646771by1000genomesMG-86-tumorMG-86-normal - 4 787 c.447A>G

T G rs552183 byFrequency|by1000genomesMG-86-tumorMG-86-normal - 40 6445 c.6247A>C

C T MG-86-tumorMG-86-normal - 77 12699 c.11728G>A

T C rs9794035 MG-86-tumorMG-86-normal - 4 1213 c.898A>G

G A rs71299249|rs76723438byFrequency|by1000genomesMG-86-tumorMG-86-normal + 1 3698 c.738G>A

T C rs1048500byFrequency|by1000genomesMG-86-tumorMG-86-normal + 2 1791 c.684T>C

G A rs10082432byFrequency|by1000genomesMG-86-tumorMG-86-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-86-tumorMG-86-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-86-tumorMG-86-normal + 7 1855 c.1810A>G

C T rs10980419by1000genomesMG-86-tumorMG-86-normal - 5 1618 c.1282G>A

T C MG-86-tumorMG-86-normal + 1 611 c.611T>C

C G MG-86-tumorMG-86-normal + 4 873 c.432C>G

A G rs4444457byFrequency|by1000genomesMG-86-tumorMG-86-normal - 54 9497 c.8526T>C

A T rs78455617byFrequency|by1000genomesMG-86-tumorMG-86-normal - 4 1208 c.1138T>A

T C rs4652678by1000genomesMG-86-tumorMG-86-normal + 28 4116 c.3951T>C

G A rs12366766 MG-86-tumorMG-86-normal + 48 8392 c.8283G>A

A G rs147736998byFrequency|by1000genomesMG-86-tumorMG-86-normal + 4 1587 c.1242A>G

G A rs9804992byFrequency|by1000genomesMG-86-tumorMG-86-normal + 11 3172 c.2529G>A

T C rs41300566byFrequency|by1000genomesMG-86-tumorMG-86-normal - 13 3805 c.3430A>G

T C rs10082391byFrequency|by1000genomesMG-86-tumorMG-86-normal - 13 8654 c.8279A>G

C T rs11558834byFrequency|by1000genomesMG-86-tumorMG-86-normal + 11 3321 c.2940C>T

C T rs7300444byFrequency|by1000genomesMG-86-tumorMG-86-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-86-tumorMG-86-normal + 17 1912 c.1092A>C

A G rs138654175byFrequencyMG-86-tumorMG-86-normal + 8 1215 c.1125A>G

G A rs11549106byFrequency|by1000genomesMG-86-tumorMG-86-normal - 4 895 c.891C>T

T C rs146307712by1000genomesMG-86-tumorMG-86-normal + 16 1462 c.1462T>C

C T rs12777740byFrequency|by1000genomesMG-86-tumorMG-86-normal - 13 8321 c.7946G>A

T C rs34750407byFrequency|by1000genomesMG-86-tumorMG-86-normal - 14 9680 c.9305A>G

G A rs150235556byFrequency|by1000genomesMG-86-tumorMG-86-normal - 13 4705 c.4330C>T

T C rs2241190byFrequency|by1000genomesMG-86-tumorMG-86-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-86-tumorMG-86-normal - 13 6002 c.5627G>A

T A rs35737760by1000genomesMG-86-tumorMG-86-normal + 19 2685 c.2520T>A

A T rs111657679byFrequency|by1000genomesMG-86-tumorMG-86-normal - 7 516 c.149T>A

C T rs2229265byFrequency|by1000genomesMG-86-tumorMG-86-normal - 54 10788 c.10503G>A

G A rs143131546byFrequency|by1000genomesMG-86-tumorMG-86-normal + 8 851 c.606G>A

A T rs6685892byFrequency|by1000genomesMG-86-tumorMG-86-normal - 34 7560 c.7341T>A

A G MG-86-tumorMG-86-normal + 27 6736 c.6713A>G

C T MG-86-tumorMG-86-normal - 8 1260 c.1042G>A

C T rs10082533byFrequency|by1000genomesMG-86-tumorMG-86-normal - 13 8753 c.8378G>A

T C rs2229263byFrequency|by1000genomesMG-86-tumorMG-86-normal - 3 533 c.248A>G

T C rs9807555by1000genomesMG-86-tumorMG-86-normal - 1 196 c.197A>G

T C rs1050476byFrequency|by1000genomesMG-86-tumorMG-86-normal + 7 2254 c.1695T>C

C T rs3796032byFrequency|by1000genomesMG-86-tumorMG-86-normal - 17 2381 c.1929G>A

C T rs34488539by1000genomesMG-86-tumorMG-86-normal + 22 3555 c.3390C>T

C T rs61737893byFrequency|by1000genomesMG-86-tumorMG-86-normal - 16 2934 c.2745G>A

A G rs17318151byFrequency|by1000genomesMG-86-tumorMG-86-normal + 2 1679 c.1678A>G



C T rs17605476by1000genomesMG-86-tumorMG-86-normal + 5 1338 c.1140C>T

A G rs141200193 MG-86-tumorMG-86-normal - 18 3113 c.2895T>C

A T rs7095325byFrequency|by1000genomesMG-86-tumorMG-86-normal - 7 1087 c.712T>A

G A rs137972043by1000genomesMG-86-tumorMG-86-normal + 11 2621 c.2247G>A

C T rs11121691byFrequency|by1000genomesMG-86-tumorMG-86-normal - 49 6985 c.6909G>A

A G MG-86-tumorMG-86-normal + 1 645 c.645A>G

A G rs4659654byFrequency|by1000genomesMG-86-tumorMG-86-normal - 16 2000 c.1503T>C

C T rs75838083byFrequency|by1000genomesMG-86-tumorMG-86-normal + 3 450 c.363C>T

T C rs2075252byFrequency|by1000genomesMG-86-tumorMG-86-normal - 66 12565 c.12280A>G

T G rs1050767byFrequency|by1000genomesMG-86-tumorMG-86-normal - 13 8533 c.8158A>C

C T rs2243380byFrequency|by1000genomesMG-86-tumorMG-86-normal - 6 698 c.500G>A

G A rs74483926byFrequency|by1000genomesMG-86-tumorMG-86-normal - 43 11197 c.10979C>T

C G rs11718329by1000genomesMG-86-tumorMG-86-normal + 4 719 c.647C>G

G A rs35296183byFrequency|by1000genomesMG-86-tumorMG-86-normal - 55 9794 c.8823C>T

T G rs1800275byFrequency|by1000genomesMG-86-tumorMG-86-normal - 48 7302 c.7096A>C

G A rs2003233 MG-86-tumorMG-86-normal - 17 1503 c.1504C>T

A G MG-86-tumorMG-86-normal + 1 461 c.461A>G

C T rs11873462by1000genomesMG-86-tumorMG-86-normal - 1 47 c.48G>A

C T rs12708402by1000genomesMG-86-tumorMG-86-normal - 16 3405 c.3178G>A

C T rs11016072byFrequency|by1000genomesMG-86-tumorMG-86-normal - 13 8909 c.8534G>A

G A rs149181731byFrequencyMG-86-tumorMG-86-normal + 1 431 c.379G>A

T C rs2292561byFrequency|by1000genomesMG-86-tumorMG-86-normal - 15 1569 c.1299A>G

G A rs61736907byFrequency|by1000genomesMG-86-tumorMG-86-normal + 24 7414 c.6771G>A

G A rs138237325byFrequency|by1000genomesMG-86-tumorMG-86-normal - 75 12418 c.11447C>T

C T rs4750936byFrequency|by1000genomesMG-86-tumorMG-86-normal - 13 4011 c.3636G>A

G A rs147880041byFrequencyMG-86-tumorMG-86-normal - 4 1174 c.859C>T

G A rs61737954byFrequency|by1000genomesMG-86-tumorMG-86-normal - 13 3908 c.3724C>T

C G rs11016076byFrequency|by1000genomesMG-86-tumorMG-86-normal - 8 1866 c.1491G>C

T G rs3204790byFrequency|by1000genomesMG-86-tumorMG-86-normal + 2 287 c.200T>G

G A rs7853155by1000genomesMG-86-tumorMG-86-normal - 30 5337 c.5001C>T

G A rs16912247byFrequency|by1000genomesMG-86-tumorMG-86-normal - 14 9973 c.9598C>T

T C MG-86-tumorMG-86-normal - 15 4606 c.4392A>G

G A MG-86-tumorMG-86-normal - 5 563 c.22C>T

C A MG-86-tumorMG-86-normal + 12 1060 c.962C>A

G C rs62077263 MG-86-tumorMG-86-normal - 7 916 c.823C>G

A G rs28407189by1000genomesMG-86-tumorMG-86-normal + 12 5238 c.4864A>G

C T MG-86-tumorMG-86-normal - 3 425 c.290G>A

G A rs11177 byFrequency|by1000genomesMG-86-tumorMG-86-normal + 3 290 c.80G>A

C T rs17290169byFrequency|by1000genomesMG-86-tumorMG-86-normal + 15 2016 c.1839C>T

C T rs6432901by1000genomesMG-86-tumorMG-86-normal - 2 514 c.174G>A

G A rs11551685byFrequency|by1000genomesMG-86-tumorMG-86-normal - 16 7464 c.7395C>T

T C rs543304 byFrequency|by1000genomesMG-86-tumorMG-86-normal + 11 4034 c.3807T>C

C A rs79011039byFrequency|by1000genomesMG-86-tumorMG-86-normal + 6 1050 c.572C>A

A C rs76437836byFrequencyMG-86-tumorMG-86-normal - 3 142 c.98T>G

C T rs45554841by1000genomesMG-86-tumorMG-86-normal - 1 214 c.215G>A

C T rs34594998by1000genomesMG-86-tumorMG-86-normal + 9 1733 c.1509C>T

C A rs41306015byFrequency|by1000genomesMG-86-tumorMG-86-normal - 13 4052 c.3677G>T



C T rs16942341by1000genomesMG-86-tumorMG-86-normal + 7 1595 c.1221C>T

G T rs147825872 MG-86-tumorMG-86-normal + 20 4359 c.4282G>T

C A rs3739298byFrequency|by1000genomesMG-86-tumorMG-86-normal - 9 2230 c.1821G>T

A G rs7505568by1000genomesMG-86-tumorMG-86-normal - 3 660 c.661T>C

C T MG-86-tumorMG-86-normal - 3 1043 c.511G>A

G A rs61753697byFrequency|by1000genomesMG-86-tumorMG-86-normal + 1 376 c.99G>A

G T rs7083622byFrequency|by1000genomesMG-86-tumorMG-86-normal - 13 7385 c.7010C>A

C G rs2509943byFrequency|by1000genomesMG-86-tumorMG-86-normal + 3 776 c.279C>G

G A rs2289247byFrequency|by1000genomesMG-86-tumorMG-86-normal + 11 1273 c.1063G>A

G A MG-86-tumorMG-86-normal - 18 1657 c.1658C>T

G A rs41304253by1000genomesMG-86-tumorMG-86-normal + 20 3100 c.2935G>A

A C rs141370387 MG-86-tumorMG-86-normal - 2 923 c.514T>G

T C MG-86-tumorMG-86-normal - 3 935 c.403A>G

A G rs2229267byFrequency|by1000genomesMG-86-tumorMG-86-normal - 29 5160 c.4875T>C

T C rs12990449byFrequency|by1000genomesMG-86-tumorMG-86-normal - 2 1114 c.143A>G

T G rs4503360byFrequencyMG-86-tumorMG-86-normal - 3 897 c.827A>C

A C rs80303640by1000genomesMG-86-tumorMG-86-normal - 16 1415 c.1416T>G

C T rs3814883byFrequency|by1000genomesMG-86-tumorMG-86-normal + 13 2402 c.1359C>T

C T rs71299249|rs113118213byFrequencyMG-86-tumorMG-86-normal + 1 3737 c.777C>T

C T rs1050475byFrequency|by1000genomesMG-86-tumorMG-86-normal + 7 1534 c.975C>T

T C rs11016071byFrequency|by1000genomesMG-86-tumorMG-86-normal - 13 9086 c.8711A>G

C G rs3817428by1000genomesMG-86-tumorMG-86-normal + 15 7493 c.7119C>G

A T rs146352451by1000genomesMG-86-tumorMG-86-normal + 10 797 c.699A>T

A G rs13223756byFrequency|by1000genomesMG-86-tumorMG-86-normal + 7 2144 c.1944A>G

T C rs1800279byFrequency|by1000genomesMG-86-tumorMG-86-normal - 59 8968 c.8762A>G

G A MG-86-tumorMG-86-normal - 13 1230 c.960C>T

G A MG-86-tumorMG-86-normal - 6 940 c.561C>T

T A rs17264436byFrequency|by1000genomesMG-86-tumorMG-86-normal - 21 3503 c.3501A>T

T C rs17364812byFrequency|by1000genomesMG-86-tumorMG-86-normal + 13 1219 c.1110T>C

G T rs35546150byFrequency|by1000genomesMG-86-tumorMG-86-normal - 73 12171 c.11200C>A

G T rs138591330by1000genomesMG-86-tumorMG-86-normal - 27 8211 c.7863C>A

T C rs12731746byFrequency|by1000genomesMG-86-tumorMG-86-normal - 11 1394 c.897A>G

C T rs2273779byFrequency|by1000genomesMG-86-tumorMG-86-normal + 6 583 c.538C>T

G A rs142702316byFrequencyMG-86-tumorMG-86-normal + 1 160 c.108G>A

A G MG-86-tumorMG-86-normal + 7 705 c.359A>G

G A rs118102196byFrequency|by1000genomesMG-86-tumorMG-86-normal - 4 1292 c.921C>T

G C rs3088074byFrequency|by1000genomesMG-86-tumorMG-86-normal - 9 2999 c.2785C>G

C T rs3745764byFrequency|by1000genomesMG-87-tumorMG-87-normal + 9 2705 c.1064C>T

C T rs34355135byFrequency|by1000genomesMG-87-tumorMG-87-normal - 57 11377 c.11092G>A

A G rs3737940byFrequency|by1000genomesMG-87-tumorMG-87-normal + 7 3183 c.3138A>G

C T rs2286007byFrequency|by1000genomesMG-87-tumorMG-87-normal + 8 2637 c.1994C>T

C T rs1386356byFrequency|by1000genomesMG-87-tumorMG-87-normal - 85 14018 c.13047G>A

T C rs115775800byFrequency|by1000genomesMG-87-tumorMG-87-normal - 13 5155 c.5045A>G

G A rs61730646by1000genomesMG-87-tumorMG-87-normal + 7 1345 c.865G>A

G T rs3745765byFrequency|by1000genomesMG-87-tumorMG-87-normal + 9 2360 c.719G>T

C T MG-87-tumorMG-87-normal + 3 423 c.43C>T

G C rs62077263 MG-87-tumorMG-87-normal - 7 916 c.823C>G



T C rs61734875by1000genomesMG-87-tumorMG-87-normal + 25 3470 c.3294T>C

C T rs77376932byFrequencyMG-87-tumorMG-87-normal - 3 3235 c.3160G>A

G A rs12022217byFrequency|by1000genomesMG-87-tumorMG-87-normal - 3 4602 c.4530C>T

G T rs12568784byFrequency|by1000genomesMG-87-tumorMG-87-normal - 3 7202 c.7130C>A

A G MG-87-tumorMG-87-normal + 10 1620 c.1253A>G

G T rs2075249byFrequency|by1000genomesMG-87-tumorMG-87-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-87-tumorMG-87-normal + 19 2459 c.2283C>T

A G rs4143768byFrequency|by1000genomesMG-87-tumorMG-87-normal - 10 6783 c.6195T>C

C T MG-87-tumorMG-87-normal + 1 381 c.381C>T

G A rs149181731byFrequencyMG-87-tumorMG-87-normal + 1 431 c.379G>A

C T rs2078478by1000genomesMG-87-tumorMG-87-normal - 5 411 c.392G>A

C T rs62478357byFrequencyMG-87-tumorMG-87-normal - 8 1268 c.1050G>A

A G rs4659654byFrequency|by1000genomesMG-87-tumorMG-87-normal - 16 2000 c.1503T>C

T C rs766894 by1000genomesMG-87-tumorMG-87-normal + 25 2461 c.2295T>C

G A rs2127898byFrequency|by1000genomesMG-87-tumorMG-87-normal - 6 1130 c.920C>T

A G rs4532127byFrequency|by1000genomesMG-87-tumorMG-87-normal + 13 1587 c.1377A>G

G A rs146271489byFrequency|by1000genomesMG-87-tumorMG-87-normal + 4 1264 c.1177G>A

G A rs17052357byFrequency|by1000genomesMG-87-tumorMG-87-normal - 10 1187 c.1185C>T

T C rs3755806byFrequency|by1000genomesMG-87-tumorMG-87-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-87-tumorMG-87-normal + 36 5181 c.5016C>T

T C rs831043 byFrequency|by1000genomesMG-87-tumorMG-87-normal - 21 3354 c.3069A>G

C T rs41299110byFrequency|by1000genomesMG-87-tumorMG-87-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-87-tumorMG-87-normal - 9 1710 c.1496C>T

C A rs2973558by1000genomesMG-87-tumorMG-87-normal + 20 2514 c.2338C>A

C T rs145833752byFrequencyMG-87-tumorMG-87-normal + 11 1568 c.1209C>T

T C rs831042 byFrequency|by1000genomesMG-87-tumorMG-87-normal - 24 3945 c.3660A>G

G A rs7624750byFrequency|by1000genomesMG-87-tumorMG-87-normal + 4 707 c.473G>A

C T rs55979329by1000genomesMG-87-tumorMG-87-normal - 3 1257 c.725G>A

C A rs6738031by1000genomesMG-87-tumorMG-87-normal - 18 3000 c.2874G>T

C T rs2229265byFrequency|by1000genomesMG-87-tumorMG-87-normal - 54 10788 c.10503G>A

T C rs142304809byFrequencyMG-87-tumorMG-87-normal - 9 1291 c.1259A>G

G A rs12104022by1000genomesMG-87-tumorMG-87-normal - 3 784 c.252C>T

G A rs2275527byFrequency|by1000genomesMG-87-tumorMG-87-normal - 39 5629 c.5553C>T

T G rs12963422byFrequency|by1000genomesMG-87-tumorMG-87-normal - 5 2988 c.2775A>C

G A MG-87-tumorMG-87-normal - 4 653 c.338C>T

T C rs4652678by1000genomesMG-87-tumorMG-87-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-87-tumorMG-87-normal - 26 4397 c.4395A>G

T C rs9851685byFrequency|by1000genomesMG-87-tumorMG-87-normal + 23 2508 c.2274T>C

G A rs62070401by1000genomesMG-87-tumorMG-87-normal - 12 2205 c.2162C>T

G A rs13007735byFrequency|by1000genomesMG-87-tumorMG-87-normal - 16 3587 c.2616C>T

C T rs17290169byFrequency|by1000genomesMG-87-tumorMG-87-normal + 15 2016 c.1839C>T

G A rs3818831byFrequency|by1000genomesMG-87-tumorMG-87-normal - 2 193 c.121C>T

A G MG-87-tumorMG-87-normal + 1 276 c.276A>G

C T rs3745762by1000genomesMG-87-tumorMG-87-normal + 6 2241 c.2047C>T

G C rs12350212byFrequency|by1000genomesMG-87-tumorMG-87-normal + 5 1878 c.1788G>C

G A rs3810485by1000genomesMG-87-tumorMG-87-normal - 8 6116 c.6047C>T

T C MG-87-tumorMG-87-normal + 1 52 c.52T>C



C A rs1801270byFrequency|by1000genomesMG-87-tumorMG-87-normal + 2 328 c.93C>A

C T rs1035938by1000genomesMG-87-tumorMG-87-normal + 6 1538 c.1344C>T

G A rs117101251by1000genomesMG-87-tumorMG-87-normal - 4 1317 c.887C>T

T C rs61839057byFrequencyMG-87-tumorMG-87-normal - 4 444 c.129A>G

A G MG-87-tumorMG-87-normal - 1 341 c.342T>C

C T MG-87-tumorMG-87-normal - 3 5767 c.5692G>A

T A rs17337023byFrequency|by1000genomesMG-87-tumorMG-87-normal + 16 2064 c.1887T>A

C A rs12454500by1000genomesMG-87-tumorMG-87-normal - 1 497 c.498G>T

A G MG-87-tumorMG-87-normal + 1 492 c.492A>G

A G rs41305024byFrequency|by1000genomesMG-87-tumorMG-87-normal - 13 3872 c.3497T>C

T G rs79385100by1000genomesMG-87-tumorMG-87-normal - 11 1929 c.1930A>C

A G rs13346368by1000genomesMG-87-tumorMG-87-normal + 10 3324 c.3130A>G

C T rs12236219byFrequency|by1000genomesMG-87-tumorMG-87-normal + 5 1231 c.1141C>T

G A MG-87-tumorMG-87-normal + 1 1372 c.1372G>A

T C rs9646771by1000genomesMG-87-tumorMG-87-normal - 4 787 c.447A>G

T G rs552183 byFrequency|by1000genomesMG-87-tumorMG-87-normal - 40 6445 c.6247A>C

A G rs2973568by1000genomesMG-87-tumorMG-87-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-87-tumorMG-87-normal + 14 2279 c.2055T>C

T A rs3740423byFrequency|by1000genomesMG-87-tumorMG-87-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-87-tumorMG-87-normal - 3 533 c.248A>G

T C MG-87-tumorMG-87-normal + 1 291 c.291T>C

C A rs6453022by1000genomesMG-87-tumorMG-87-normal + 7 1027 c.851C>A

A G rs17078605byFrequency|by1000genomesMG-87-tumorMG-87-normal - 10 10694 c.10106T>C

C T rs2227999byFrequency|by1000genomesMG-87-tumorMG-87-normal - 9 1689 c.1475G>A

T C rs143154682byFrequency|by1000genomesMG-87-tumorMG-87-normal - 4 406 c.91A>G

A G rs61831150byFrequency|by1000genomesMG-87-tumorMG-87-normal + 7 1855 c.1810A>G

C T rs6432901by1000genomesMG-87-tumorMG-87-normal - 2 514 c.174G>A

C T rs140871032byFrequency|by1000genomesMG-87-tumorMG-87-normal + 4 664 c.220C>T

A G rs6679449by1000genomesMG-87-tumorMG-87-normal - 3 1923 c.1851T>C

G A rs61751542by1000genomesMG-87-tumorMG-87-normal - 25 4204 c.4129C>T

T C MG-87-tumorMG-87-normal + 1 910 c.910T>C

T A rs41305611by1000genomesMG-87-tumorMG-87-normal - 3 1170 c.834A>T

C T MG-87-tumorMG-87-normal + 4 612 c.405C>T

A G rs150594 byFrequency|by1000genomesMG-87-tumorMG-87-normal - 13 1559 c.1356T>C

G C rs62070406by1000genomesMG-87-tumorMG-87-normal - 9 1754 c.1711C>G

G A MG-87-tumorMG-87-normal + 2 1765 c.1732G>A

T G rs9807633by1000genomesMG-87-tumorMG-87-normal - 1 88 c.89A>C

A G MG-87-tumorMG-87-normal - 15 1346 c.1346T>C

T C rs13155212|rs34364709byFrequency|by1000genomesMG-87-tumorMG-87-normal + 7 1597 c.1215T>C

G A rs1800742byFrequency|by1000genomesMG-87-tumorMG-87-normal + 11 1740 c.1110G>A

C T rs79175852|rs3906245|rs67658094MG-87-tumorMG-87-normal - 1 701 c.540G>A

A C rs881732 by1000genomesMG-87-tumorMG-87-normal + 17 1912 c.1092A>C

C T rs55913776 MG-87-tumorMG-87-normal - 3 1207 c.675G>A

T C rs10817025by1000genomesMG-87-tumorMG-87-normal - 15 3032 c.2696A>G

A G MG-87-tumorMG-87-normal + 7 2875 c.2830A>G

A G rs11915822byFrequency|by1000genomesMG-87-tumorMG-87-normal - 13 6588 c.6478T>C

T A rs112990250byFrequency|by1000genomesMG-87-tumorMG-87-normal - 3 303 c.270A>T



T C rs2229992byFrequency|by1000genomesMG-87-tumorMG-87-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-87-tumorMG-87-normal - 17 2745 c.2460A>G

G A MG-87-tumorMG-87-normal + 1 152 c.37G>A

C T rs144931466byFrequency|by1000genomesMG-87-tumorMG-87-normal + 9 2125 c.1906C>T

C G rs2282302byFrequency|by1000genomesMG-87-tumorMG-87-normal - 3 965 c.893G>C

T A rs56279059by1000genomesMG-87-tumorMG-87-normal - 3 1034 c.502A>T

C T rs7240355byFrequency|by1000genomesMG-87-tumorMG-87-normal - 5 5238 c.5025G>A

T G rs1889323by1000genomesMG-87-tumorMG-87-normal - 25 4582 c.4246A>C

A T rs10817021by1000genomesMG-87-tumorMG-87-normal - 24 4324 c.3988T>A

A G rs11703655by1000genomesMG-87-tumorMG-87-normal - 4 925 c.818T>C

A G MG-87-tumorMG-87-normal + 1 340 c.340A>G

T C rs9807555by1000genomesMG-87-tumorMG-87-normal - 1 196 c.197A>G

C T rs78425180byFrequency|by1000genomesMG-87-tumorMG-87-normal - 27 4709 c.4710G>A

C T rs3796032byFrequency|by1000genomesMG-87-tumorMG-87-normal - 17 2381 c.1929G>A

G A rs3793379byFrequency|by1000genomesMG-87-tumorMG-87-normal + 32 4159 c.3882G>A

A G rs826549 by1000genomesMG-87-tumorMG-87-normal + 18 2676 c.2550A>G

T C rs7714670by1000genomesMG-87-tumorMG-87-normal + 6 849 c.673T>C

C G rs11718329by1000genomesMG-87-tumorMG-87-normal + 4 719 c.647C>G

G A rs145370442 MG-87-tumorMG-87-normal - 38 7919 c.7701C>T

C T rs11873462by1000genomesMG-87-tumorMG-87-normal - 1 47 c.48G>A

A G rs138997916byFrequency|by1000genomesMG-87-tumorMG-87-normal - 3 2832 c.2760T>C

G A rs17883862byFrequency|by1000genomesMG-87-tumorMG-87-normal - 2 329 c.254C>T

T C rs2075252byFrequency|by1000genomesMG-87-tumorMG-87-normal - 66 12565 c.12280A>G

C T rs11121691byFrequency|by1000genomesMG-87-tumorMG-87-normal - 49 6985 c.6909G>A

G T rs3212254byFrequency|by1000genomesMG-87-tumorMG-87-normal - 10 1693 c.1475C>A

C T rs116682517byFrequency|by1000genomesMG-87-tumorMG-87-normal - 6 1043 c.552G>A

G A rs35296183byFrequency|by1000genomesMG-87-tumorMG-87-normal - 55 9794 c.8823C>T

A C rs75752352by1000genomesMG-87-tumorMG-87-normal - 4 1274 c.1172T>G

G A rs116660656byFrequency|by1000genomesMG-87-tumorMG-87-normal + 8 1956 c.1868G>A

C T rs2973571by1000genomesMG-87-tumorMG-87-normal + 12 1807 c.1631C>T

G A rs12729662byFrequency|by1000genomesMG-87-tumorMG-87-normal - 3 8430 c.8355C>T

T C MG-87-tumorMG-87-normal + 1 88 c.88T>C

T C rs17114803byFrequency|by1000genomesMG-87-tumorMG-87-normal + 11 1465 c.1299T>C

C G MG-87-tumorMG-87-normal - 9 1776 c.1279G>C

T C rs72676907byFrequency|by1000genomesMG-87-tumorMG-87-normal + 3 517 c.327T>C

G C rs61731528by1000genomesMG-87-tumorMG-87-normal - 5 1442 c.901C>G

G A rs2271189byFrequency|by1000genomesMG-87-tumorMG-87-normal + 27 3788 c.3348G>A

G A rs13054014byFrequency|by1000genomesMG-87-tumorMG-87-normal + 2 569 c.210G>A

G A rs11177 byFrequency|by1000genomesMG-87-tumorMG-87-normal + 3 290 c.80G>A

C T MG-87-tumorMG-87-normal - 17 1517 c.1518G>A

A C rs76437836byFrequencyMG-87-tumorMG-87-normal - 3 142 c.98T>G

G A rs62075712by1000genomesMG-87-tumorMG-87-normal - 3 984 c.452C>T

C A MG-87-tumorMG-87-normal + 5 585 c.205C>A

T C rs41266134byFrequency|by1000genomesMG-87-tumorMG-87-normal - 3 1625 c.1550A>G

G A rs55656447byFrequency|by1000genomesMG-87-tumorMG-87-normal - 5 5162 c.4949C>T

C A MG-87-tumorMG-87-normal + 1 706 c.706C>A

C T rs45554841by1000genomesMG-87-tumorMG-87-normal - 1 214 c.215G>A



T C rs17019360by1000genomesMG-87-tumorMG-87-normal + 17 2524 c.1800T>C

G A rs149651686|rs76723236by1000genomesMG-87-tumorMG-87-normal - 11 977 c.610C>T

T C rs7716253by1000genomesMG-87-tumorMG-87-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-87-tumorMG-87-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-87-tumorMG-87-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-87-tumorMG-87-normal - 3 660 c.661T>C

C A rs35674179byFrequency|by1000genomesMG-87-tumorMG-87-normal - 13 5263 c.5153G>T

C G rs2509943byFrequency|by1000genomesMG-87-tumorMG-87-normal + 3 776 c.279C>G

C T rs3796031byFrequency|by1000genomesMG-87-tumorMG-87-normal - 17 2399 c.1947G>A

T C rs112827102byFrequency|by1000genomesMG-87-tumorMG-87-normal - 19 3495 c.3285A>G

G A rs55855602by1000genomesMG-87-tumorMG-87-normal - 3 1030 c.498C>T

C T rs3814883byFrequency|by1000genomesMG-87-tumorMG-87-normal + 13 2402 c.1359C>T

T C rs143955805byFrequencyMG-87-tumorMG-87-normal - 17 3154 c.2622A>G

G A MG-87-tumorMG-87-normal - 1 475 c.476C>T

C T rs872665 by1000genomesMG-87-tumorMG-87-normal - 7 1855 c.1519G>A

T C rs62070402by1000genomesMG-87-tumorMG-87-normal - 12 2105 c.2062A>G

G C rs12104021by1000genomesMG-87-tumorMG-87-normal - 3 790 c.258C>G

G C rs2240089byFrequency|by1000genomesMG-87-tumorMG-87-normal - 12 3187 c.3003C>G

A G rs2737699byFrequency|by1000genomesMG-87-tumorMG-87-normal - 10 12892 c.12304T>C

A G rs34173244byFrequency|by1000genomesMG-87-tumorMG-87-normal - 10 1049 c.1047T>C

C T rs2282303byFrequency|by1000genomesMG-87-tumorMG-87-normal - 3 899 c.827G>A

G A rs2973566by1000genomesMG-87-tumorMG-87-normal + 14 1930 c.1754G>A

G A MG-87-tumorMG-87-normal - 7 889 c.796C>T

G A rs2227983byFrequency|by1000genomesMG-87-tumorMG-87-normal + 13 1739 c.1562G>A

T A rs17264436byFrequency|by1000genomesMG-87-tumorMG-87-normal - 21 3503 c.3501A>T

T C rs33910491byFrequency|by1000genomesMG-87-tumorMG-87-normal - 5 4949 c.4736A>G

G A rs2289247byFrequency|by1000genomesMG-87-tumorMG-87-normal + 11 1273 c.1063G>A

C T rs1801187byFrequency|by1000genomesMG-87-tumorMG-87-normal - 37 5440 c.5234G>A

G A rs7234999byFrequency|by1000genomesMG-87-tumorMG-87-normal - 5 5512 c.5299C>T

A T rs35238720byFrequency|by1000genomesMG-87-tumorMG-87-normal + 4 1205 c.860A>T

C T rs4802382by1000genomesMG-87-tumorMG-87-normal + 6 554 c.360C>T

C G rs149605490by1000genomesMG-87-tumorMG-87-normal + 3 1000 c.781C>G

T C rs12731746byFrequency|by1000genomesMG-87-tumorMG-87-normal - 11 1394 c.897A>G

T A rs2060198byFrequency|by1000genomesMG-87-tumorMG-87-normal + 27 5204 c.4914T>A

C T rs140145232byFrequencyMG-87-tumorMG-87-normal - 19 3259 c.3015G>A

G A rs34747341byFrequency|by1000genomesMG-87-tumorMG-87-normal - 10 864 c.777C>T

C T rs2273779byFrequency|by1000genomesMG-87-tumorMG-87-normal + 6 583 c.538C>T

T C rs61942218by1000genomesMG-87-tumorMG-87-normal - 38 10670 c.10671A>G

C T rs61741409by1000genomesMG-87-tumorMG-87-normal - 4 948 c.841G>A

G A rs144383071byFrequencyMG-87-tumorMG-87-normal - 3 3345 c.3270C>T

T C rs78472618byFrequencyMG-87-tumorMG-87-normal - 3 159 c.115A>G

C T rs2229975by1000genomesMG-87-tumorMG-87-normal - 5 927 c.852G>A

A G rs75639578 MG-87-tumorMG-87-normal - 3 6552 c.6477T>C

T C rs831043 byFrequency|by1000genomesMG-89-tumorMG-89-normal - 21 3354 c.3069A>G

C T rs1386356byFrequency|by1000genomesMG-89-tumorMG-89-normal - 85 14018 c.13047G>A

C T rs1049622|rs114303286byFrequency|by1000genomesMG-89-tumorMG-89-normal + 7 1073 c.525C>T

G T rs3745765byFrequency|by1000genomesMG-89-tumorMG-89-normal + 9 2360 c.719G>T



C T rs3811444byFrequency|by1000genomesMG-89-tumorMG-89-normal + 6 1169 c.1121C>T

C T MG-89-tumorMG-89-normal - 3 300 c.263G>A

C T MG-89-tumorMG-89-normal + 3 423 c.43C>T

T C MG-89-tumorMG-89-normal - 3 1526 c.994A>G

T C MG-89-tumorMG-89-normal + 1 369 c.369T>C

C T rs140648008byFrequency|by1000genomesMG-89-tumorMG-89-normal + 9 1511 c.1071C>T

G A rs12022217byFrequency|by1000genomesMG-89-tumorMG-89-normal - 3 4602 c.4530C>T

A G rs1799944byFrequency|by1000genomesMG-89-tumorMG-89-normal + 11 3198 c.2971A>G

G A MG-89-tumorMG-89-normal + 1 1680 c.1680G>A

G T rs12568784byFrequency|by1000genomesMG-89-tumorMG-89-normal - 3 7202 c.7130C>A

A G rs2229267byFrequency|by1000genomesMG-89-tumorMG-89-normal - 29 5160 c.4875T>C

A T MG-89-tumorMG-89-normal + 5 625 c.403A>T

T C rs141049734byFrequencyMG-89-tumorMG-89-normal - 18 3186 c.2968A>G

T A rs56279059by1000genomesMG-89-tumorMG-89-normal - 3 1034 c.502A>T

T G rs12145941byFrequency|by1000genomesMG-89-tumorMG-89-normal - 3 1631 c.1556A>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-89-tumorMG-89-normal + 6 830 c.282G>C

C T rs41266080byFrequency|by1000genomesMG-89-tumorMG-89-normal + 2 394 c.281C>T

G C MG-89-tumorMG-89-normal + 17 5117 c.4945G>C

C T rs151174 by1000genomesMG-89-tumorMG-89-normal + 2 1740 c.1707C>T

A G rs11016073byFrequency|by1000genomesMG-89-tumorMG-89-normal - 13 6677 c.6302T>C

C T rs77791636by1000genomesMG-89-tumorMG-89-normal + 6 1132 c.1080C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-89-tumorMG-89-normal + 17 2594 c.2046A>C

A G MG-89-tumorMG-89-normal + 1 798 c.798A>G

A G rs2257265by1000genomesMG-89-tumorMG-89-normal + 1 425 c.125A>G

G A rs61742585by1000genomesMG-89-tumorMG-89-normal - 8 2676 c.2607C>T

G A MG-89-tumorMG-89-normal - 4 836 c.837C>T

A G rs3108200byFrequency|by1000genomesMG-89-tumorMG-89-normal + 3 2040 c.810A>G

C T rs199930 by1000genomesMG-89-tumorMG-89-normal + 36 5181 c.5016C>T

G C rs11611231by1000genomesMG-89-tumorMG-89-normal + 9 2190 c.2190G>C

G A rs61737954byFrequency|by1000genomesMG-89-tumorMG-89-normal - 13 3908 c.3724C>T

G A rs7234999byFrequency|by1000genomesMG-89-tumorMG-89-normal - 5 5512 c.5299C>T

G T rs80359436|rs28897727byFrequencyMG-89-tumorMG-89-normal + 11 4485 c.4258G>T

G A rs61998196by1000genomesMG-89-tumorMG-89-normal - 5 1488 c.1152C>T

T C rs7716253by1000genomesMG-89-tumorMG-89-normal + 8 1121 c.945T>C

C T rs2853346byFrequency|by1000genomesMG-89-tumorMG-89-normal - 13 5919 c.5544G>A

C T MG-89-tumorMG-89-normal + 1 1314 c.1314C>T

G A MG-89-tumorMG-89-normal + 1 577 c.577G>A

G C rs12104021by1000genomesMG-89-tumorMG-89-normal - 3 790 c.258C>G

C G rs114279527by1000genomesMG-89-tumorMG-89-normal - 2 3137 c.2928G>C

C T rs73241801by1000genomesMG-89-tumorMG-89-normal + 16 2273 c.2208C>T

G A rs7624750byFrequency|by1000genomesMG-89-tumorMG-89-normal + 4 707 c.473G>A

C A rs6738031by1000genomesMG-89-tumorMG-89-normal - 18 3000 c.2874G>T

G A rs114586767byFrequency|by1000genomesMG-89-tumorMG-89-normal + 2 337 c.102G>A

A G MG-89-tumorMG-89-normal + 1 1243 c.1243A>G

A G rs33954745byFrequency|by1000genomesMG-89-tumorMG-89-normal - 17 2661 c.2376T>C

T C rs142304809byFrequencyMG-89-tumorMG-89-normal - 9 1291 c.1259A>G

T C rs3733406by1000genomesMG-89-tumorMG-89-normal - 10 8361 c.8152A>G



G A MG-89-tumorMG-89-normal - 14 2596 c.2378C>T

T C rs9851685byFrequency|by1000genomesMG-89-tumorMG-89-normal + 23 2508 c.2274T>C

C T rs146940490byFrequencyMG-89-tumorMG-89-normal + 11 1460 c.1241C>T

T C MG-89-tumorMG-89-normal + 1 183 c.183T>C

A G rs2228980byFrequency|by1000genomesMG-89-tumorMG-89-normal + 16 3013 c.2723A>G

G A rs1128761byFrequency|by1000genomesMG-89-tumorMG-89-normal + 7 1219 c.966G>A

G A rs139297659byFrequency|by1000genomesMG-89-tumorMG-89-normal - 11 2731 c.1251C>T

C T rs2274550by1000genomesMG-89-tumorMG-89-normal + 54 8820 c.8286C>T

G A rs17656599byFrequency|by1000genomesMG-89-tumorMG-89-normal - 12 2007 c.1823C>T

C T MG-89-tumorMG-89-normal + 1 645 c.645C>T

T G rs12963422byFrequency|by1000genomesMG-89-tumorMG-89-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-89-tumorMG-89-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-89-tumorMG-89-normal - 31 5385 c.5100C>T

G A rs146662463byFrequency|by1000genomesMG-89-tumorMG-89-normal - 19 3489 c.3279C>T

C T MG-89-tumorMG-89-normal + 1 282 c.282C>T

G A rs2229266byFrequency|by1000genomesMG-89-tumorMG-89-normal - 6 924 c.639C>T

G A rs13007735byFrequency|by1000genomesMG-89-tumorMG-89-normal - 16 3587 c.2616C>T

C T rs34409589|rs121434592MG-89-tumorMG-89-normal - 2 1529 c.49G>A

G A rs3818831byFrequency|by1000genomesMG-89-tumorMG-89-normal - 2 193 c.121C>T

G A MG-89-tumorMG-89-normal + 1 387 c.387G>A

G A MG-89-tumorMG-89-normal - 3 1505 c.973C>T

T C MG-89-tumorMG-89-normal + 1 1486 c.1486T>C

G C rs12350212byFrequency|by1000genomesMG-89-tumorMG-89-normal + 5 1878 c.1788G>C

A G MG-89-tumorMG-89-normal + 1 567 c.567A>G

G A MG-89-tumorMG-89-normal + 1 219 c.219G>A

T C rs72676907byFrequency|by1000genomesMG-89-tumorMG-89-normal + 3 517 c.327T>C

T C MG-89-tumorMG-89-normal + 1 51 c.51T>C

C T rs1035938by1000genomesMG-89-tumorMG-89-normal + 6 1538 c.1344C>T

A G MG-89-tumorMG-89-normal + 17 1691 c.1559A>G

T C MG-89-tumorMG-89-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-89-tumorMG-89-normal + 2 2118 c.2085A>G

A G rs1801439byFrequency|by1000genomesMG-89-tumorMG-89-normal + 10 1592 c.1365A>G

T C MG-89-tumorMG-89-normal + 1 924 c.924T>C

C T rs45504599byFrequency|by1000genomesMG-89-tumorMG-89-normal + 1 610 c.381C>T

A G MG-89-tumorMG-89-normal + 1 1086 c.1086A>G

G A rs1718878byFrequency|by1000genomesMG-89-tumorMG-89-normal + 13 2003 c.1590G>A

C T rs113708906byFrequency|by1000genomesMG-89-tumorMG-89-normal + 4 1103 c.1000C>T

G C rs2227910byFrequency|by1000genomesMG-89-tumorMG-89-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-89-tumorMG-89-normal + 16 2064 c.1887T>A

C T rs151182657byFrequencyMG-89-tumorMG-89-normal - 9 1295 c.1263G>A

C A rs145848316byFrequency|by1000genomesMG-89-tumorMG-89-normal - 34 5271 c.5053G>T

G C rs2240089byFrequency|by1000genomesMG-89-tumorMG-89-normal - 12 3187 c.3003C>G

G A rs1713982byFrequency|by1000genomesMG-89-tumorMG-89-normal + 15 2261 c.1848G>A

A G rs13346368by1000genomesMG-89-tumorMG-89-normal + 10 3324 c.3130A>G

G A rs61742321by1000genomesMG-89-tumorMG-89-normal - 2 813 c.486C>T

G A MG-89-tumorMG-89-normal - 3 927 c.395C>T

G A MG-89-tumorMG-89-normal - 2 351 c.311C>T



T C rs78239740byFrequency|by1000genomesMG-89-tumorMG-89-normal - 24 4391 c.4055A>G

A G rs2973568by1000genomesMG-89-tumorMG-89-normal + 13 1856 c.1680A>G

T C rs3026101by1000genomesMG-89-tumorMG-89-normal + 14 2279 c.2055T>C

C T rs76844681 MG-89-tumorMG-89-normal - 16 2899 c.2681G>A

C A rs6453022by1000genomesMG-89-tumorMG-89-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-89-tumorMG-89-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-89-tumorMG-89-normal - 39 9817 c.9481T>A

G A MG-89-tumorMG-89-normal - 4 453 c.138C>T

C T rs142264513byFrequencyMG-89-tumorMG-89-normal - 42 6931 c.6733G>A

G A MG-89-tumorMG-89-normal - 1 113 c.114C>T

C G rs180743 by1000genomesMG-89-tumorMG-89-normal + 2 1315 c.1282C>G

C T MG-89-tumorMG-89-normal + 1 1353 c.1353C>T

C T rs6432901by1000genomesMG-89-tumorMG-89-normal - 2 514 c.174G>A

A G rs138997916byFrequency|by1000genomesMG-89-tumorMG-89-normal - 3 2832 c.2760T>C

C T rs3796032byFrequency|by1000genomesMG-89-tumorMG-89-normal - 17 2381 c.1929G>A

T C MG-89-tumorMG-89-normal + 1 114 c.114T>C

T C rs4652678by1000genomesMG-89-tumorMG-89-normal + 28 4116 c.3951T>C

A G rs6679449by1000genomesMG-89-tumorMG-89-normal - 3 1923 c.1851T>C

T C MG-89-tumorMG-89-normal + 1 924 c.924T>C

T C rs831042 byFrequency|by1000genomesMG-89-tumorMG-89-normal - 24 3945 c.3660A>G

A G rs61739182byFrequency|by1000genomesMG-89-tumorMG-89-normal - 12 3076 c.2892T>C

G A rs6601 byFrequency|by1000genomesMG-89-tumorMG-89-normal + 25 3881 c.3672G>A

A C rs76504934by1000genomesMG-89-tumorMG-89-normal - 4 464 c.427T>G

C T MG-89-tumorMG-89-normal + 1 1170 c.1170C>T

C T rs3749645by1000genomesMG-89-tumorMG-89-normal + 24 3194 c.3018C>T

C T rs34996572byFrequency|by1000genomesMG-89-tumorMG-89-normal - 8 6006 c.5937G>A

G T rs6748626byFrequency|by1000genomesMG-89-tumorMG-89-normal - 20 4043 c.3072C>A

A G rs9667 by1000genomesMG-89-tumorMG-89-normal + 3 354 c.168A>G

C T rs7300444byFrequency|by1000genomesMG-89-tumorMG-89-normal + 19 5383 c.4740C>T

C T rs55913776 MG-89-tumorMG-89-normal - 3 1207 c.675G>A

A G rs13223756byFrequency|by1000genomesMG-89-tumorMG-89-normal + 7 2144 c.1944A>G

C G rs139719558by1000genomesMG-89-tumorMG-89-normal + 1 373 c.228C>G

A G rs11915822byFrequency|by1000genomesMG-89-tumorMG-89-normal - 13 6588 c.6478T>C

T C rs2229992byFrequency|by1000genomesMG-89-tumorMG-89-normal + 12 1838 c.1458T>C

C G rs112835318by1000genomesMG-89-tumorMG-89-normal - 1 33 c.13G>C

T C rs7275 by1000genomesMG-89-tumorMG-89-normal + 35 5267 c.4983T>C

A G rs826549 by1000genomesMG-89-tumorMG-89-normal + 18 2676 c.2550A>G

C G rs45556841 MG-89-tumorMG-89-normal + 14 2816 c.2816C>G

T C rs1801499byFrequency|by1000genomesMG-89-tumorMG-89-normal + 11 2456 c.2229T>C

C T rs17802557byFrequency|by1000genomesMG-89-tumorMG-89-normal - 6 756 c.567G>A

C T rs7240355byFrequency|by1000genomesMG-89-tumorMG-89-normal - 5 5238 c.5025G>A

C T MG-89-tumorMG-89-normal - 8 1260 c.1042G>A

G T rs139431164byFrequencyMG-89-tumorMG-89-normal + 3 1043 c.824G>T

A G rs4143768byFrequency|by1000genomesMG-89-tumorMG-89-normal - 10 6783 c.6195T>C

C T rs150298716byFrequency|by1000genomesMG-89-tumorMG-89-normal - 3 2711 c.2636G>A

A G MG-89-tumorMG-89-normal + 1 340 c.340A>G

T C rs7714670by1000genomesMG-89-tumorMG-89-normal + 6 849 c.673T>C



T C rs1050476byFrequency|by1000genomesMG-89-tumorMG-89-normal + 7 2254 c.1695T>C

C T rs78425180byFrequency|by1000genomesMG-89-tumorMG-89-normal - 27 4709 c.4710G>A

G A rs20539 byFrequency|by1000genomesMG-89-tumorMG-89-normal + 20 3152 c.3111G>A

C T rs34488539by1000genomesMG-89-tumorMG-89-normal + 22 3555 c.3390C>T

G A MG-89-tumorMG-89-normal + 1 360 c.360G>A

G A rs3793379byFrequency|by1000genomesMG-89-tumorMG-89-normal + 32 4159 c.3882G>A

A G MG-89-tumorMG-89-normal + 1 175 c.175A>G

A G MG-89-tumorMG-89-normal + 1 1152 c.1152A>G

G A rs117715350by1000genomesMG-89-tumorMG-89-normal - 22 3757 c.3202C>T

T C rs33910491byFrequency|by1000genomesMG-89-tumorMG-89-normal - 5 4949 c.4736A>G

G A MG-89-tumorMG-89-normal - 3 1214 c.682C>T

T C MG-89-tumorMG-89-normal + 1 1453 c.1453T>C

G A rs35296183byFrequency|by1000genomesMG-89-tumorMG-89-normal - 55 9794 c.8823C>T

T C rs34980032by1000genomesMG-89-tumorMG-89-normal - 8 5734 c.5665A>G

T C rs2075252byFrequency|by1000genomesMG-89-tumorMG-89-normal - 66 12565 c.12280A>G

C A rs3817753 MG-89-tumorMG-89-normal - 8 1575 c.639G>T

T C rs2241190byFrequency|by1000genomesMG-89-tumorMG-89-normal - 17 2745 c.2460A>G

C T rs2243380byFrequency|by1000genomesMG-89-tumorMG-89-normal - 6 698 c.500G>A

G A rs56055912 MG-89-tumorMG-89-normal - 3 6539 c.6464C>T

C T MG-89-tumorMG-89-normal + 1 103 c.103C>T

T C rs112827102byFrequency|by1000genomesMG-89-tumorMG-89-normal - 19 3495 c.3285A>G

C G rs149605490by1000genomesMG-89-tumorMG-89-normal + 3 1000 c.781C>G

A G MG-89-tumorMG-89-normal - 1 470 c.471T>C

C A MG-89-tumorMG-89-normal + 1 1544 c.1544C>A

G T rs3212254byFrequency|by1000genomesMG-89-tumorMG-89-normal - 10 1693 c.1475C>A

T G rs1800275byFrequency|by1000genomesMG-89-tumorMG-89-normal - 48 7302 c.7096A>C

A G rs149271 by1000genomesMG-89-tumorMG-89-normal + 2 543 c.510A>G

C T rs148931839by1000genomesMG-89-tumorMG-89-normal + 6 563 c.431C>T

T C rs34174591by1000genomesMG-89-tumorMG-89-normal - 27 13403 c.13194A>G

C G rs41278611by1000genomesMG-89-tumorMG-89-normal - 2 594 c.385G>C

C T rs872665 by1000genomesMG-89-tumorMG-89-normal - 7 1855 c.1519G>A

C G rs142065683by1000genomesMG-89-tumorMG-89-normal + 11 1039 c.930C>G

C T MG-89-tumorMG-89-normal + 1 288 c.288C>T

C A rs142696944 MG-89-tumorMG-89-normal - 7 1028 c.941G>T

A C rs1052908 MG-89-tumorMG-89-normal + 4 1261 c.1158A>C

T C rs74424517by1000genomesMG-89-tumorMG-89-normal - 17 10469 c.10260A>G

T C MG-89-tumorMG-89-normal + 1 334 c.334T>C

A G rs17078605byFrequency|by1000genomesMG-89-tumorMG-89-normal - 10 10694 c.10106T>C

C A rs138908625byFrequency|by1000genomesMG-89-tumorMG-89-normal - 8 1357 c.1139G>T

T C rs17019360by1000genomesMG-89-tumorMG-89-normal + 17 2524 c.1800T>C

A G rs180744 by1000genomesMG-89-tumorMG-89-normal + 2 1719 c.1686A>G

C T MG-89-tumorMG-89-normal - 8 1256 c.1038G>A

T A rs112990250byFrequency|by1000genomesMG-89-tumorMG-89-normal - 3 303 c.270A>T

T C MG-89-tumorMG-89-normal - 10 1518 c.1519A>G

C A rs144349020by1000genomesMG-89-tumorMG-89-normal + 3 1131 c.912C>A

C T MG-89-tumorMG-89-normal - 3 1048 c.516G>A

G C MG-89-tumorMG-89-normal - 5 1009 c.1010C>G



A C rs766173 byFrequency|by1000genomesMG-89-tumorMG-89-normal + 10 1092 c.865A>C

C T rs12982642by1000genomesMG-89-tumorMG-89-normal + 12 1688 c.1272C>T

C T MG-89-tumorMG-89-normal + 1 369 c.369C>T

G A rs12104022by1000genomesMG-89-tumorMG-89-normal - 3 784 c.252C>T

A G MG-89-tumorMG-89-normal + 1 769 c.769A>G

A G rs4444457byFrequency|by1000genomesMG-89-tumorMG-89-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-89-tumorMG-89-normal - 10 9441 c.8853T>C

G A rs45469491by1000genomesMG-89-tumorMG-89-normal - 8 4518 c.4449C>T

G A rs61814946byFrequency|by1000genomesMG-89-tumorMG-89-normal - 3 1785 c.1710C>T

G T rs140059935by1000genomesMG-89-tumorMG-89-normal + 16 1408 c.1408G>T

C A rs35674179byFrequency|by1000genomesMG-89-tumorMG-89-normal - 13 5263 c.5153G>T

T C rs34341044byFrequency|by1000genomesMG-89-tumorMG-89-normal - 16 2591 c.2589A>G

G C rs45469098by1000genomesMG-89-tumorMG-89-normal - 1 255 c.256C>G

G C rs62070406by1000genomesMG-89-tumorMG-89-normal - 9 1754 c.1711C>G

T A rs35737760by1000genomesMG-89-tumorMG-89-normal + 19 2685 c.2520T>A

C T rs3796031byFrequency|by1000genomesMG-89-tumorMG-89-normal - 17 2399 c.1947G>A

C T MG-89-tumorMG-89-normal - 5 4548 c.4335G>A

T C rs12990449byFrequency|by1000genomesMG-89-tumorMG-89-normal - 2 1114 c.143A>G

G A rs55855602by1000genomesMG-89-tumorMG-89-normal - 3 1030 c.498C>T

C T rs3814883byFrequency|by1000genomesMG-89-tumorMG-89-normal + 13 2402 c.1359C>T

C T rs1050475byFrequency|by1000genomesMG-89-tumorMG-89-normal + 7 1534 c.975C>T

A G rs2737699byFrequency|by1000genomesMG-89-tumorMG-89-normal - 10 12892 c.12304T>C

C T rs140326965byFrequencyMG-89-tumorMG-89-normal - 5 1230 c.290G>A

G A rs41294868by1000genomesMG-89-tumorMG-89-normal + 14 2132 c.1933G>A

G A rs17552682by1000genomesMG-89-tumorMG-89-normal + 4 443 c.267G>A

C T MG-89-tumorMG-89-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-89-tumorMG-89-normal - 3 899 c.827G>A

G A MG-89-tumorMG-89-normal + 1 1090 c.861G>A

G A rs146827496byFrequencyMG-89-tumorMG-89-normal + 3 528 c.249G>A

A C rs76437836byFrequencyMG-89-tumorMG-89-normal - 3 142 c.98T>G

C T rs147114528 MG-89-tumorMG-89-normal - 4 926 c.611G>A

G A rs2227983byFrequency|by1000genomesMG-89-tumorMG-89-normal + 13 1739 c.1562G>A

C T rs2229265byFrequency|by1000genomesMG-89-tumorMG-89-normal - 54 10788 c.10503G>A

G T rs35801538byFrequencyMG-89-tumorMG-89-normal + 3 654 c.420G>T

A G MG-89-tumorMG-89-normal + 1 23 c.23A>G

A C rs11552054byFrequency|by1000genomesMG-89-tumorMG-89-normal + 5 630 c.540A>C

G A rs61738759by1000genomesMG-89-tumorMG-89-normal + 3 3096 c.3063G>A

A G rs112129664|rs67218125|rs112826888|rs28529067|rs1132443byFrequency|by1000genomesMG-89-tumorMG-89-normal + 20 3996 c.3780A>G

C T rs1801187byFrequency|by1000genomesMG-89-tumorMG-89-normal - 37 5440 c.5234G>A

A C rs62534884by1000genomesMG-89-tumorMG-89-normal + 4 892 c.683A>C

C T rs4802382by1000genomesMG-89-tumorMG-89-normal + 6 554 c.360C>T

G A MG-89-tumorMG-89-normal + 1 1704 c.1704G>A

C T rs34545616byFrequency|by1000genomesMG-89-tumorMG-89-normal + 12 2219 c.1939C>T

G T rs138591330by1000genomesMG-89-tumorMG-89-normal - 27 8211 c.7863C>A

T C MG-89-tumorMG-89-normal - 2 2445 c.2236A>G

G A rs141045272byFrequency|by1000genomesMG-89-tumorMG-89-normal - 14 1118 c.751C>T

G A rs9789047by1000genomesMG-89-tumorMG-89-normal + 10 998 c.998G>A



C T rs55979329by1000genomesMG-89-tumorMG-89-normal - 3 1257 c.725G>A

G A rs2127898byFrequency|by1000genomesMG-89-tumorMG-89-normal - 6 1130 c.920C>T

T C rs74356608 MG-89-tumorMG-89-normal + 15 1328 c.1328T>C

T C MG-89-tumorMG-89-normal + 8 599 c.501T>C

T C MG-89-tumorMG-89-normal - 1 495 c.496A>G

T C MG-89-tumorMG-89-normal + 1 2 c.2T>C

A G MG-89-tumorMG-89-normal + 1 663 c.663A>G

G A rs16885 byFrequency|by1000genomesMG-90-tumorMG-90-normal - 9 3193 c.2257C>T

T C rs41315020byFrequency|by1000genomesMG-90-tumorMG-90-normal - 8 1497 c.909A>G

G A rs33969768byFrequency|by1000genomesMG-90-tumorMG-90-normal - 8 5863 c.5650C>T

T C rs831043 byFrequency|by1000genomesMG-90-tumorMG-90-normal - 21 3354 c.3069A>G

C T rs3745764byFrequency|by1000genomesMG-90-tumorMG-90-normal + 9 2705 c.1064C>T

A G MG-90-tumorMG-90-normal + 1 1053 c.1053A>G

A G rs3737940byFrequency|by1000genomesMG-90-tumorMG-90-normal + 7 3183 c.3138A>G

G T MG-90-tumorMG-90-normal + 4 391 c.314G>T

C T rs1386356byFrequency|by1000genomesMG-90-tumorMG-90-normal - 85 14018 c.13047G>A

A C rs7995564by1000genomesMG-90-tumorMG-90-normal + 10 2068 c.1534A>C

A G MG-90-tumorMG-90-normal - 1 440 c.441T>C

C T rs1009668byFrequency|by1000genomesMG-90-tumorMG-90-normal - 20 2134 c.1864G>A

C T MG-90-tumorMG-90-normal + 3 423 c.43C>T

C T rs77791636by1000genomesMG-90-tumorMG-90-normal + 6 1132 c.1080C>T

G C rs62077263 MG-90-tumorMG-90-normal - 7 916 c.823C>G

T C rs79940627 MG-90-tumorMG-90-normal - 3 6118 c.6043A>G

C A rs2973558by1000genomesMG-90-tumorMG-90-normal + 20 2514 c.2338C>A

G C rs146249377byFrequencyMG-90-tumorMG-90-normal + 1 3447 c.487G>C

G T rs2075249byFrequency|by1000genomesMG-90-tumorMG-90-normal - 21 3339 c.3054C>A

C T rs71299249|rs77022425byFrequencyMG-90-tumorMG-90-normal + 1 3677 c.717C>T

C T rs2931423by1000genomesMG-90-tumorMG-90-normal + 19 2459 c.2283C>T

C G MG-90-tumorMG-90-normal + 4 554 c.347C>G

A T MG-90-tumorMG-90-normal + 5 625 c.403A>T

A C rs10104558byFrequency|by1000genomesMG-90-tumorMG-90-normal + 3 1104 c.950A>C

A G MG-90-tumorMG-90-normal + 1 448 c.448A>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-90-tumorMG-90-normal + 6 830 c.282G>C

G T rs55985569by1000genomesMG-90-tumorMG-90-normal + 2 704 c.504G>T

G C rs139385438by1000genomesMG-90-tumorMG-90-normal - 4 760 c.600C>G

G T rs74942016byFrequency|by1000genomesMG-90-tumorMG-90-normal + 9 1322 c.805G>T

A G MG-90-tumorMG-90-normal + 1 281 c.281A>G

C A rs138908625byFrequency|by1000genomesMG-90-tumorMG-90-normal - 8 1357 c.1139G>T

G A rs139799138byFrequencyMG-90-tumorMG-90-normal - 3 6574 c.6499C>T

C T rs145384264byFrequency|by1000genomesMG-90-tumorMG-90-normal - 30 5370 c.5085G>A

A C rs115945341|rs2267641byFrequency|by1000genomesMG-90-tumorMG-90-normal + 17 2594 c.2046A>C

A G rs2229268byFrequency|by1000genomesMG-90-tumorMG-90-normal - 61 11886 c.11601T>C

C T rs199930 by1000genomesMG-90-tumorMG-90-normal + 36 5181 c.5016C>T

G A rs7234999byFrequency|by1000genomesMG-90-tumorMG-90-normal - 5 5512 c.5299C>T

T C rs7716253by1000genomesMG-90-tumorMG-90-normal + 8 1121 c.945T>C

G A rs2228000byFrequency|by1000genomesMG-90-tumorMG-90-normal - 9 1710 c.1496C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-90-tumorMG-90-normal + 7 1073 c.525C>T



T C rs831042 byFrequency|by1000genomesMG-90-tumorMG-90-normal - 24 3945 c.3660A>G

C A rs150343794by1000genomesMG-90-tumorMG-90-normal - 25 4124 c.4049G>T

T G rs112631212byFrequency|by1000genomesMG-90-tumorMG-90-normal - 2 155 c.115A>C

G A rs7624750byFrequency|by1000genomesMG-90-tumorMG-90-normal + 4 707 c.473G>A

A G rs826549 by1000genomesMG-90-tumorMG-90-normal + 18 2676 c.2550A>G

C A rs6738031by1000genomesMG-90-tumorMG-90-normal - 18 3000 c.2874G>T

C A MG-90-tumorMG-90-normal + 27 7537 c.7514C>A

T C rs142304809byFrequencyMG-90-tumorMG-90-normal - 9 1291 c.1259A>G

A G rs10853307by1000genomesMG-90-tumorMG-90-normal - 3 1368 c.836T>C

C T rs61733809byFrequency|by1000genomesMG-90-tumorMG-90-normal + 27 2289 c.2103C>T

C G rs76554185byFrequency|by1000genomesMG-90-tumorMG-90-normal - 70 11815 c.10844G>C

G A rs2275527byFrequency|by1000genomesMG-90-tumorMG-90-normal - 39 5629 c.5553C>T

C G rs11718329by1000genomesMG-90-tumorMG-90-normal + 4 719 c.647C>G

T G rs12963422byFrequency|by1000genomesMG-90-tumorMG-90-normal - 5 2988 c.2775A>C

C G rs147865267byFrequencyMG-90-tumorMG-90-normal - 4 1304 c.1234G>C

C T rs35719940by1000genomesMG-90-tumorMG-90-normal - 15 3241 c.3184G>A

G T rs146238849byFrequency|by1000genomesMG-90-tumorMG-90-normal - 8 1391 c.1173C>A

T C rs4652678by1000genomesMG-90-tumorMG-90-normal + 28 4116 c.3951T>C

T C rs9851685byFrequency|by1000genomesMG-90-tumorMG-90-normal + 23 2508 c.2274T>C

A G rs7762830by1000genomesMG-90-tumorMG-90-normal + 14 2120 c.1921A>G

C T rs17094777byFrequency|by1000genomesMG-90-tumorMG-90-normal - 7 1491 c.1300G>A

G A rs3810485by1000genomesMG-90-tumorMG-90-normal - 8 6116 c.6047C>T

T C rs34341044byFrequency|by1000genomesMG-90-tumorMG-90-normal - 16 2591 c.2589A>G

C T rs151233 by1000genomesMG-90-tumorMG-90-normal + 2 99 c.66C>T

T C MG-90-tumorMG-90-normal - 3 305 c.270A>G

G A rs61753697byFrequency|by1000genomesMG-90-tumorMG-90-normal + 1 376 c.99G>A

G A rs17001073byFrequency|by1000genomesMG-90-tumorMG-90-normal + 8 1697 c.1413G>A

T A rs17337023byFrequency|by1000genomesMG-90-tumorMG-90-normal + 16 2064 c.1887T>A

A G MG-90-tumorMG-90-normal + 1 492 c.492A>G

A G rs17051895by1000genomesMG-90-tumorMG-90-normal + 23 4485 c.3951A>G

A G rs41305024byFrequency|by1000genomesMG-90-tumorMG-90-normal - 13 3872 c.3497T>C

G A MG-90-tumorMG-90-normal - 3 927 c.395C>T

T C rs141815642byFrequencyMG-90-tumorMG-90-normal + 12 2075 c.1785T>C

C G rs114279527by1000genomesMG-90-tumorMG-90-normal - 2 3137 c.2928G>C

T C rs9646771by1000genomesMG-90-tumorMG-90-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-90-tumorMG-90-normal + 13 1856 c.1680A>G

G A MG-90-tumorMG-90-normal + 1 1032 c.1032G>A

C T rs55993306by1000genomesMG-90-tumorMG-90-normal - 20 3946 c.3859G>A

G A rs71299249|rs76723438byFrequency|by1000genomesMG-90-tumorMG-90-normal + 1 3698 c.738G>A

T A rs3740423byFrequency|by1000genomesMG-90-tumorMG-90-normal - 13 4583 c.4208A>T

C T rs76844681 MG-90-tumorMG-90-normal - 16 2899 c.2681G>A

A G rs13223756byFrequency|by1000genomesMG-90-tumorMG-90-normal + 7 2144 c.1944A>G

C A rs6453022by1000genomesMG-90-tumorMG-90-normal + 7 1027 c.851C>A

C T rs16843864byFrequency|by1000genomesMG-90-tumorMG-90-normal - 69 11621 c.10650G>A

G A rs41266078|rs34171717byFrequency|by1000genomesMG-90-tumorMG-90-normal + 2 385 c.272G>A

C G rs143879890by1000genomesMG-90-tumorMG-90-normal - 16 2320 c.2233G>C

T C rs7714670by1000genomesMG-90-tumorMG-90-normal + 6 849 c.673T>C



T C rs7935 byFrequency|by1000genomesMG-90-tumorMG-90-normal + 9 1808 c.1524T>C

C T rs140871032byFrequency|by1000genomesMG-90-tumorMG-90-normal + 4 664 c.220C>T

G A MG-90-tumorMG-90-normal + 1 1135 c.1135G>A

C T MG-90-tumorMG-90-normal - 3 370 c.335G>A

A G rs3211362byFrequency|by1000genomesMG-90-tumorMG-90-normal - 9 1020 c.846T>C

C T rs56390741byFrequency|by1000genomesMG-90-tumorMG-90-normal - 5 2838 c.2625G>A

A G rs17001075byFrequency|by1000genomesMG-90-tumorMG-90-normal + 9 1793 c.1509A>G

T C MG-90-tumorMG-90-normal + 1 910 c.910T>C

C T MG-90-tumorMG-90-normal - 8 1256 c.1038G>A

A G rs61831150byFrequency|by1000genomesMG-90-tumorMG-90-normal + 7 1855 c.1810A>G

T G rs61757612byFrequency|by1000genomesMG-90-tumorMG-90-normal - 9 2110 c.1701A>C

A C rs76504934by1000genomesMG-90-tumorMG-90-normal - 4 464 c.427T>G

T G rs9807633by1000genomesMG-90-tumorMG-90-normal - 1 88 c.89A>C

T G rs34109891byFrequency|by1000genomesMG-90-tumorMG-90-normal - 5 2836 c.2623A>C

A C rs881732 by1000genomesMG-90-tumorMG-90-normal + 17 1912 c.1092A>C

A G MG-90-tumorMG-90-normal - 3 1337 c.805T>C

T C rs10817025by1000genomesMG-90-tumorMG-90-normal - 15 3032 c.2696A>G

C T rs2973571by1000genomesMG-90-tumorMG-90-normal + 12 1807 c.1631C>T

T C rs2229992byFrequency|by1000genomesMG-90-tumorMG-90-normal + 12 1838 c.1458T>C

C T rs17336800byFrequency|by1000genomesMG-90-tumorMG-90-normal + 13 1686 c.1509C>T

G A rs147474070byFrequencyMG-90-tumorMG-90-normal - 30 4440

T C rs2241190byFrequency|by1000genomesMG-90-tumorMG-90-normal - 17 2745 c.2460A>G

T C rs7275 by1000genomesMG-90-tumorMG-90-normal + 35 5267 c.4983T>C

G A rs79435376byFrequency|by1000genomesMG-90-tumorMG-90-normal - 7 1864 c.1673C>T

C G rs112835318by1000genomesMG-90-tumorMG-90-normal - 1 33 c.13G>C

C T rs2229265byFrequency|by1000genomesMG-90-tumorMG-90-normal - 54 10788 c.10503G>A

C T MG-90-tumorMG-90-normal - 8 1260 c.1042G>A

G T rs139431164byFrequencyMG-90-tumorMG-90-normal + 3 1043 c.824G>T

T G rs1889323by1000genomesMG-90-tumorMG-90-normal - 25 4582 c.4246A>C

T C rs34488772byFrequency|by1000genomesMG-90-tumorMG-90-normal - 59 10390 c.9419A>G

T C rs9807555by1000genomesMG-90-tumorMG-90-normal - 1 196 c.197A>G

A G MG-90-tumorMG-90-normal + 1 861 c.861A>G

C T rs3796032byFrequency|by1000genomesMG-90-tumorMG-90-normal - 17 2381 c.1929G>A

A G rs144679294byFrequency|by1000genomesMG-90-tumorMG-90-normal - 15 2906 c.2889T>C

G A rs4514247byFrequency|by1000genomesMG-90-tumorMG-90-normal - 3 878 c.808C>T

C T rs2271806byFrequency|by1000genomesMG-90-tumorMG-90-normal + 18 2822 c.2409C>T

G A rs3793379byFrequency|by1000genomesMG-90-tumorMG-90-normal + 32 4159 c.3882G>A

C T rs2078478by1000genomesMG-90-tumorMG-90-normal - 5 411 c.392G>A

C T rs11121691byFrequency|by1000genomesMG-90-tumorMG-90-normal - 49 6985 c.6909G>A

G A rs35296183byFrequency|by1000genomesMG-90-tumorMG-90-normal - 55 9794 c.8823C>T

G A rs59505617by1000genomesMG-90-tumorMG-90-normal - 6 1756 c.1434C>T

C T rs11873462by1000genomesMG-90-tumorMG-90-normal - 1 47 c.48G>A

A G rs41292197by1000genomesMG-90-tumorMG-90-normal + 27 5038 c.4504A>G

T C rs2075252byFrequency|by1000genomesMG-90-tumorMG-90-normal - 66 12565 c.12280A>G

T C rs1002519byFrequency|by1000genomesMG-90-tumorMG-90-normal + 1 196 c.196T>C

C A MG-90-tumorMG-90-normal + 1 706 c.706C>A

T C rs13286541by1000genomesMG-90-tumorMG-90-normal - 9 2245 c.1909A>G



C G rs145028977byFrequency|by1000genomesMG-90-tumorMG-90-normal - 4 1255 c.1069G>C

T C rs3026101by1000genomesMG-90-tumorMG-90-normal + 14 2279 c.2055T>C

C T rs62478357byFrequencyMG-90-tumorMG-90-normal - 8 1268 c.1050G>A

C G rs41278611by1000genomesMG-90-tumorMG-90-normal - 2 594 c.385G>C

C T rs872665 by1000genomesMG-90-tumorMG-90-normal - 7 1855 c.1519G>A

G A rs61737954byFrequency|by1000genomesMG-90-tumorMG-90-normal - 13 3908 c.3724C>T

C A MG-90-tumorMG-90-normal - 2 239

G T rs140059935by1000genomesMG-90-tumorMG-90-normal + 16 1408 c.1408G>T

A T rs10817021by1000genomesMG-90-tumorMG-90-normal - 24 4324 c.3988T>A

G A MG-90-tumorMG-90-normal + 1 159 c.159G>A

A G rs2074912byFrequency|by1000genomesMG-90-tumorMG-90-normal + 1 1709 c.1709A>G

G A rs2271189byFrequency|by1000genomesMG-90-tumorMG-90-normal + 27 3788 c.3348G>A

G A rs13054014byFrequency|by1000genomesMG-90-tumorMG-90-normal + 2 569 c.210G>A

C T rs7240355byFrequency|by1000genomesMG-90-tumorMG-90-normal - 5 5238 c.5025G>A

G A rs6018623byFrequency|by1000genomesMG-90-tumorMG-90-normal + 20 3957 c.3741G>A

C T MG-90-tumorMG-90-normal - 3 452 c.317G>A

T C rs74789055byFrequency|by1000genomesMG-90-tumorMG-90-normal - 58 10196 c.9225A>G

G C MG-90-tumorMG-90-normal + 13 1449 c.1449G>C

C T rs17290169byFrequency|by1000genomesMG-90-tumorMG-90-normal + 15 2016 c.1839C>T

A C rs76437836byFrequencyMG-90-tumorMG-90-normal - 3 142 c.98T>G

C A rs144349020by1000genomesMG-90-tumorMG-90-normal + 3 1131 c.912C>A

C T rs117481724by1000genomesMG-90-tumorMG-90-normal + 5 872 c.782C>T

G C MG-90-tumorMG-90-normal - 5 1009 c.1010C>G

G A rs2973566by1000genomesMG-90-tumorMG-90-normal + 14 1930 c.1754G>A

G A rs17336988byFrequency|by1000genomesMG-90-tumorMG-90-normal + 16 2273 c.2028G>A

C T rs45554841by1000genomesMG-90-tumorMG-90-normal - 1 214 c.215G>A

C A rs35430524by1000genomesMG-90-tumorMG-90-normal + 12 3111 c.2737C>A

T C MG-90-tumorMG-90-normal - 10 10198 c.9610A>G

A G rs4444457byFrequency|by1000genomesMG-90-tumorMG-90-normal - 54 9497 c.8526T>C

A G rs7505568by1000genomesMG-90-tumorMG-90-normal - 3 660 c.661T>C

C T rs2273779byFrequency|by1000genomesMG-90-tumorMG-90-normal + 6 583 c.538C>T

C T rs71299249 MG-90-tumorMG-90-normal + 1 3707 c.747C>T

G T rs138591330by1000genomesMG-90-tumorMG-90-normal - 27 8211 c.7863C>A

G A rs71299249|rs74651473byFrequencyMG-90-tumorMG-90-normal + 1 3758 c.798G>A

T C rs2072736byFrequency|by1000genomesMG-90-tumorMG-90-normal - 8 1410 c.474A>G

G C rs45469098by1000genomesMG-90-tumorMG-90-normal - 1 255 c.256C>G

C T rs6432901by1000genomesMG-90-tumorMG-90-normal - 2 514 c.174G>A

C T rs17094900byFrequency|by1000genomesMG-90-tumorMG-90-normal - 3 578 c.387G>A

C T rs3796031byFrequency|by1000genomesMG-90-tumorMG-90-normal - 17 2399 c.1947G>A

C T rs45517208|rs137854309MG-90-tumorMG-90-normal + 19 2661 c.2031C>T

G A rs2228273byFrequency|by1000genomesMG-90-tumorMG-90-normal + 7 1137 c.578G>A

A G rs2229267byFrequency|by1000genomesMG-90-tumorMG-90-normal - 29 5160 c.4875T>C

T C rs12990449byFrequency|by1000genomesMG-90-tumorMG-90-normal - 2 1114 c.143A>G

C T rs3814883byFrequency|by1000genomesMG-90-tumorMG-90-normal + 13 2402 c.1359C>T

A G rs4659654byFrequency|by1000genomesMG-90-tumorMG-90-normal - 16 2000 c.1503T>C

C T rs71299249|rs113118213byFrequencyMG-90-tumorMG-90-normal + 1 3737 c.777C>T

G A rs138960023by1000genomesMG-90-tumorMG-90-normal + 10 1348 c.1158G>A



C A rs55943169byFrequency|by1000genomesMG-90-tumorMG-90-normal + 29 4067 c.3557C>A

A G rs2929158by1000genomesMG-90-tumorMG-90-normal - 19 4373 c.4163T>C

G A rs10964471byFrequency|by1000genomesMG-90-tumorMG-90-normal + 2 386 c.177G>A

G A rs61749244byFrequency|by1000genomesMG-90-tumorMG-90-normal - 10 1987 c.1902C>T

T C rs148543076byFrequency|by1000genomesMG-90-tumorMG-90-normal - 4 669 c.597A>G

G A MG-90-tumorMG-90-normal - 7 889 c.796C>T

G C rs142017909byFrequencyMG-90-tumorMG-90-normal - 12 1953 c.1743C>G

G T rs918558 byFrequency|by1000genomesMG-90-tumorMG-90-normal + 1 2142 c.2142G>T

G T rs147825872 MG-90-tumorMG-90-normal + 20 4359 c.4282G>T

T C rs33910491byFrequency|by1000genomesMG-90-tumorMG-90-normal - 5 4949 c.4736A>G

A G rs13288443byFrequency|by1000genomesMG-90-tumorMG-90-normal + 11 2036 c.1827A>G

G A MG-90-tumorMG-90-normal + 1 171 c.171G>A

T C rs13155212|rs34364709byFrequency|by1000genomesMG-90-tumorMG-90-normal + 7 1597 c.1215T>C

A T rs10107774byFrequency|by1000genomesMG-90-tumorMG-90-normal + 3 1496 c.1342A>T

T G rs74842149byFrequencyMG-90-tumorMG-90-normal - 4 1217 c.1147A>C

A T MG-90-tumorMG-90-normal + 3 1535 c.178A>T

T C rs12731746byFrequency|by1000genomesMG-90-tumorMG-90-normal - 11 1394 c.897A>G

C T rs57014690by1000genomesMG-90-tumorMG-90-normal - 6 1554 c.1232G>A

C T rs55979329by1000genomesMG-90-tumorMG-90-normal - 3 1257 c.725G>A

T C MG-90-tumorMG-90-normal - 4 796 c.481A>G

T A rs2060198byFrequency|by1000genomesMG-90-tumorMG-90-normal + 27 5204 c.4914T>A

C T rs35011777byFrequency|by1000genomesMG-90-tumorMG-90-normal + 3 1212 c.978C>T

G A rs142702316byFrequencyMG-90-tumorMG-90-normal + 1 160 c.108G>A

T C rs78472618byFrequencyMG-90-tumorMG-90-normal - 3 159 c.115A>G

G A rs143289774byFrequencyMG-91-tumorMG-91-normal + 2 1690 c.1578G>A

C T rs16989352byFrequency|by1000genomesMG-91-tumorMG-91-normal - 34 4685 c.3645G>A

C G rs2229070byFrequency|by1000genomesMG-91-tumorMG-91-normal + 11 2733 c.2352C>G

C T MG-91-tumorMG-91-normal + 3 423 c.43C>T

G A rs62070401by1000genomesMG-91-tumorMG-91-normal - 12 2205 c.2162C>T

T A MG-91-tumorMG-91-normal + 1 1664 c.1664T>A

C T rs12134934byFrequency|by1000genomesMG-91-tumorMG-91-normal + 11 3932 c.3887C>T

A G MG-91-tumorMG-91-normal + 1 1812 c.1812A>G

G T rs16914992by1000genomesMG-91-tumorMG-91-normal - 40 10024 c.9688C>A

A C MG-91-tumorMG-91-normal + 5 1519 c.1370A>C

A T MG-91-tumorMG-91-normal - 7 890

G A rs1840381by1000genomesMG-91-tumorMG-91-normal - 6 1148 c.703C>T

C T MG-91-tumorMG-91-normal + 1 108 c.108C>T

C T rs17134128byFrequency|by1000genomesMG-91-tumorMG-91-normal - 12 3209 c.3025G>A

A G rs4532127byFrequency|by1000genomesMG-91-tumorMG-91-normal + 13 1587 c.1377A>G

T A rs41305353byFrequency|by1000genomesMG-91-tumorMG-91-normal - 59 8935 c.8729A>T

C T rs199930 by1000genomesMG-91-tumorMG-91-normal + 36 5181 c.5016C>T

T C rs16006 by1000genomesMG-91-tumorMG-91-normal - 6 875 c.876A>G

A T MG-91-tumorMG-91-normal + 20 4050 c.3973A>T

G A MG-91-tumorMG-91-normal - 1 258 c.207C>T

G C rs2240 byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 2935 c.2560C>G

G A rs41294868by1000genomesMG-91-tumorMG-91-normal + 14 2132 c.1933G>A

G A MG-91-tumorMG-91-normal - 3 1346 c.814C>T



T C MG-91-tumorMG-91-normal + 1 168 c.168T>C

T C rs4652678by1000genomesMG-91-tumorMG-91-normal + 28 4116 c.3951T>C

T C MG-91-tumorMG-91-normal + 1 441 c.441T>C

T C MG-91-tumorMG-91-normal - 1 598 c.168A>G

A G rs7762830by1000genomesMG-91-tumorMG-91-normal + 14 2120 c.1921A>G

C T rs3745762by1000genomesMG-91-tumorMG-91-normal + 6 2241 c.2047C>T

C T rs148134866by1000genomesMG-91-tumorMG-91-normal + 13 1948 c.1224C>T

A G rs40831 by1000genomesMG-91-tumorMG-91-normal + 2 2118 c.2085A>G

A C rs10473959by1000genomesMG-91-tumorMG-91-normal + 6 999 c.823A>C

T C rs143637783byFrequencyMG-91-tumorMG-91-normal + 6 1119 c.1067T>C

T A rs17337023byFrequency|by1000genomesMG-91-tumorMG-91-normal + 16 2064 c.1887T>A

T C rs16912752byFrequency|by1000genomesMG-91-tumorMG-91-normal - 16 1297 c.1285A>G

A G rs16898020byFrequency|by1000genomesMG-91-tumorMG-91-normal + 14 2187 c.2097A>G

C T MG-91-tumorMG-91-normal + 1 369 c.369C>T

C T MG-91-tumorMG-91-normal + 1 259 c.207C>T

T C rs17148347byFrequency|by1000genomesMG-91-tumorMG-91-normal + 2 1068 c.1052T>C

A G rs2973568by1000genomesMG-91-tumorMG-91-normal + 13 1856 c.1680A>G

G T rs6748626byFrequency|by1000genomesMG-91-tumorMG-91-normal - 20 4043 c.3072C>A

A G MG-91-tumorMG-91-normal + 1 537 c.537A>G

G A rs6601 byFrequency|by1000genomesMG-91-tumorMG-91-normal + 25 3881 c.3672G>A

G A rs1566622byFrequency|by1000genomesMG-91-tumorMG-91-normal - 22 3705 c.3516C>T

C T rs34029982byFrequency|by1000genomesMG-91-tumorMG-91-normal - 76 13830 c.13545G>A

T C rs143332174by1000genomesMG-91-tumorMG-91-normal - 3 244 c.207A>G

T C MG-91-tumorMG-91-normal - 18 2844 c.2769A>G

C T rs147356870byFrequencyMG-91-tumorMG-91-normal + 1 212 c.23C>T

G C rs62070406by1000genomesMG-91-tumorMG-91-normal - 9 1754 c.1711C>G

T C rs10082391byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 8654 c.8279A>G

A G rs61751490 MG-91-tumorMG-91-normal - 34 6852 c.6777T>C

A G rs72649807by1000genomesMG-91-tumorMG-91-normal + 9 2155 c.2155A>G

A G rs11915822byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 6588 c.6478T>C

T C rs35790097byFrequency|by1000genomesMG-91-tumorMG-91-normal + 1 184 c.106T>C

G T rs113648306byFrequency|by1000genomesMG-91-tumorMG-91-normal + 7 1631 c.1157G>T

T C rs2241190byFrequency|by1000genomesMG-91-tumorMG-91-normal - 17 2745 c.2460A>G

G A rs6070697byFrequency|by1000genomesMG-91-tumorMG-91-normal + 4 1189 c.920G>A

G A rs143659795byFrequency|by1000genomesMG-91-tumorMG-91-normal - 11 1431 c.960C>T

T C rs9807555by1000genomesMG-91-tumorMG-91-normal - 1 196 c.197A>G

T C rs1050476byFrequency|by1000genomesMG-91-tumorMG-91-normal + 7 2254 c.1695T>C

G A rs56157628byFrequencyMG-91-tumorMG-91-normal + 11 6106 c.5879G>A

G A MG-91-tumorMG-91-normal + 1 360 c.360G>A

A T MG-91-tumorMG-91-normal + 7 1077 c.951A>T

G A rs1128761byFrequency|by1000genomesMG-91-tumorMG-91-normal + 7 1219 c.966G>A

C G rs149605490by1000genomesMG-91-tumorMG-91-normal + 3 1000 c.781C>G

G T rs3212254byFrequency|by1000genomesMG-91-tumorMG-91-normal - 10 1693 c.1475C>A

T C rs831042 byFrequency|by1000genomesMG-91-tumorMG-91-normal - 24 3945 c.3660A>G

C T rs7904627byFrequency|by1000genomesMG-91-tumorMG-91-normal - 5 1356 c.1242G>A

C T rs4822790byFrequency|by1000genomesMG-91-tumorMG-91-normal + 15 2042 c.1683C>T

A C rs76437836byFrequencyMG-91-tumorMG-91-normal - 3 142 c.98T>G



G A rs1062348byFrequency|by1000genomesMG-91-tumorMG-91-normal - 7 1005 c.846C>T

G C rs61729192byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 7541 c.7166C>G

A G MG-91-tumorMG-91-normal - 16 3198 c.2858T>C

T A rs17847778byFrequency|by1000genomesMG-91-tumorMG-91-normal - 3 1147 c.591A>T

C T rs3812458byFrequency|by1000genomesMG-91-tumorMG-91-normal + 22 2662 c.2385C>T

C T MG-91-tumorMG-91-normal + 18 1999 c.1138C>T

T C rs7716253by1000genomesMG-91-tumorMG-91-normal + 8 1121 c.945T>C

A G MG-91-tumorMG-91-normal + 1 798 c.798A>G

G T MG-91-tumorMG-91-normal + 12 1734 c.1293G>T

C G rs2509943byFrequency|by1000genomesMG-91-tumorMG-91-normal + 3 776 c.279C>G

G A rs2306989by1000genomesMG-91-tumorMG-91-normal - 24 12542 c.12333C>T

A G rs4659654byFrequency|by1000genomesMG-91-tumorMG-91-normal - 16 2000 c.1503T>C

C T rs468525 by1000genomesMG-91-tumorMG-91-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-91-tumorMG-91-normal - 12 2105 c.2062A>G

C T rs77794669byFrequency|by1000genomesMG-91-tumorMG-91-normal - 28 5975 c.5976G>A

C T rs35565630byFrequency|by1000genomesMG-91-tumorMG-91-normal + 4 1090 c.821C>T

T A rs35737760by1000genomesMG-91-tumorMG-91-normal + 19 2685 c.2520T>A

A T rs146352451by1000genomesMG-91-tumorMG-91-normal + 10 797 c.699A>T

C T rs60366808by1000genomesMG-91-tumorMG-91-normal - 3 2684 c.2583G>A

C T rs1056169byFrequency|by1000genomesMG-91-tumorMG-91-normal + 11 3381 c.3000C>T

G A rs2035819by1000genomesMG-91-tumorMG-91-normal - 5 3965 c.3756C>T

A G MG-91-tumorMG-91-normal + 1 37 c.37A>G

G A rs41302123byFrequency|by1000genomesMG-91-tumorMG-91-normal - 24 4000 c.3444C>T

C T rs4802382by1000genomesMG-91-tumorMG-91-normal + 6 554 c.360C>T

A G rs150199231byFrequency|by1000genomesMG-91-tumorMG-91-normal + 2 363 c.251A>G

G A MG-91-tumorMG-91-normal - 3 989 c.457C>T

A G rs34977388byFrequency|by1000genomesMG-91-tumorMG-91-normal - 1 1354 c.1194T>C

C T rs72987361byFrequency|by1000genomesMG-91-tumorMG-91-normal - 3 898 c.558G>A

T C rs831043 byFrequency|by1000genomesMG-91-tumorMG-91-normal - 21 3354 c.3069A>G

T C MG-91-tumorMG-91-normal + 1 75 c.75T>C

T C rs45490792byFrequencyMG-91-tumorMG-91-normal + 18 2576 c.1946T>C

G A rs9745758by1000genomesMG-91-tumorMG-91-normal + 2 966 c.933G>A

G A MG-91-tumorMG-91-normal + 1 117 c.117G>A

G A rs79617646byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 8068 c.7693C>T

T C rs61732942by1000genomesMG-91-tumorMG-91-normal - 16 3240 c.2904A>G

T C rs115596185byFrequency|by1000genomesMG-91-tumorMG-91-normal + 7 2037 c.1992T>C

G A rs17052357byFrequency|by1000genomesMG-91-tumorMG-91-normal - 10 1187 c.1185C>T

G A rs11045859byFrequency|by1000genomesMG-91-tumorMG-91-normal + 10 1344 c.1248G>A

A C rs7995564by1000genomesMG-91-tumorMG-91-normal + 10 2068 c.1534A>C

C A rs6738031by1000genomesMG-91-tumorMG-91-normal - 18 3000 c.2874G>T

A G rs111801240byFrequency|by1000genomesMG-91-tumorMG-91-normal + 11 1126 c.306A>G

A G rs57669733by1000genomesMG-91-tumorMG-91-normal + 9 2093 c.1719A>G

G T MG-91-tumorMG-91-normal - 1 487 c.488C>A

G A rs145520471by1000genomesMG-91-tumorMG-91-normal - 6 1528 c.1206C>T

G T rs7206111byFrequency|by1000genomesMG-91-tumorMG-91-normal - 9 1041 c.404C>A

C T rs61751486 MG-91-tumorMG-91-normal - 34 7284 c.7209G>A

A G rs17051895by1000genomesMG-91-tumorMG-91-normal + 23 4485 c.3951A>G



G C rs11611231by1000genomesMG-91-tumorMG-91-normal + 9 2190 c.2190G>C

T C MG-91-tumorMG-91-normal + 1 334 c.334T>C

A G rs61753940by1000genomesMG-91-tumorMG-91-normal + 2 2084 c.2051A>G

G A rs3827025by1000genomesMG-91-tumorMG-91-normal - 6 2094 c.2025C>T

A G MG-91-tumorMG-91-normal + 1 432 c.432A>G

T C rs13155212|rs34364709byFrequency|by1000genomesMG-91-tumorMG-91-normal + 7 1597 c.1215T>C

T C MG-91-tumorMG-91-normal + 1 114 c.114T>C

A G rs6679449by1000genomesMG-91-tumorMG-91-normal - 3 1923 c.1851T>C

G A rs1197682by1000genomesMG-91-tumorMG-91-normal - 16 3384 c.3157C>T

C T rs12708402by1000genomesMG-91-tumorMG-91-normal - 16 3405 c.3178G>A

A G rs150594 byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 1559 c.1356T>C

G A rs145963832by1000genomesMG-91-tumorMG-91-normal + 6 1427 c.1233G>A

C T rs61732738byFrequency|by1000genomesMG-91-tumorMG-91-normal - 51 9209 c.8238G>A

C T rs2271422byFrequency|by1000genomesMG-91-tumorMG-91-normal - 27 4453 c.3897G>A

C G rs4252613byFrequency|by1000genomesMG-91-tumorMG-91-normal + 5 801 c.291C>G

C T rs11591817byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 6002 c.5627G>A

C T MG-91-tumorMG-91-normal + 1 207 c.207C>T

C T rs1064210by1000genomesMG-91-tumorMG-91-normal - 10 1425 c.1426G>A

A G rs2227985byFrequency|by1000genomesMG-91-tumorMG-91-normal + 9 1878 c.1497A>G

C T rs140581164by1000genomesMG-91-tumorMG-91-normal + 8 593 c.495C>T

G A rs6089925byFrequency|by1000genomesMG-91-tumorMG-91-normal - 4 729 c.660C>T

A G rs114206680by1000genomesMG-91-tumorMG-91-normal + 24 4388 c.3908A>G

C T rs16903575byFrequency|by1000genomesMG-91-tumorMG-91-normal - 32 3917 c.3714G>A

C T rs11873462by1000genomesMG-91-tumorMG-91-normal - 1 47 c.48G>A

G A rs77288131byFrequency|by1000genomesMG-91-tumorMG-91-normal + 12 2707 c.2488G>A

C T rs4750936byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 4011 c.3636G>A

C T rs78557784byFrequency|by1000genomesMG-91-tumorMG-91-normal - 12 1531 c.1372G>A

C G rs11016076byFrequency|by1000genomesMG-91-tumorMG-91-normal - 8 1866 c.1491G>C

C T MG-91-tumorMG-91-normal + 1 288 c.288C>T

C T rs150535071byFrequency|by1000genomesMG-91-tumorMG-91-normal + 11 2537 c.1902C>T

G A rs55661958byFrequency|by1000genomesMG-91-tumorMG-91-normal - 11 1283 c.904C>T

T C MG-91-tumorMG-91-normal + 1 51 c.51T>C

A G rs180744 by1000genomesMG-91-tumorMG-91-normal + 2 1719 c.1686A>G

T C rs79054985byFrequency|by1000genomesMG-91-tumorMG-91-normal - 27 5363 c.4392A>G

G C rs147769045byFrequency|by1000genomesMG-91-tumorMG-91-normal + 6 910 c.654G>C

A T rs149448993byFrequency|by1000genomesMG-91-tumorMG-91-normal + 14 2498 c.2116A>T

T C rs143522467byFrequencyMG-91-tumorMG-91-normal + 33 4940 c.4731T>C

A G rs57585902byFrequency|by1000genomesMG-91-tumorMG-91-normal + 6 658 c.439A>G

T C rs61741198byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 4151 c.4041A>G

C A rs35674179byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 5263 c.5153G>T

T A rs16998350byFrequency|by1000genomesMG-91-tumorMG-91-normal - 17 2349 c.2143A>T

C T rs3796031byFrequency|by1000genomesMG-91-tumorMG-91-normal - 17 2399 c.1947G>A

C T MG-91-tumorMG-91-normal + 14 2110 c.1911C>T

A G rs2229267byFrequency|by1000genomesMG-91-tumorMG-91-normal - 29 5160 c.4875T>C

G A rs1800267byFrequency|by1000genomesMG-91-tumorMG-91-normal - 16 2075 c.1869C>T

C T rs151174 by1000genomesMG-91-tumorMG-91-normal + 2 1740 c.1707C>T

C T rs4948 byFrequency|by1000genomesMG-91-tumorMG-91-normal + 25 2045 c.1859C>T



A G MG-91-tumorMG-91-normal + 1 48 c.48A>G

G A rs34616796by1000genomesMG-91-tumorMG-91-normal + 10 2224 c.1850G>A

C T rs2229265byFrequency|by1000genomesMG-91-tumorMG-91-normal - 54 10788 c.10503G>A

A T rs6685892byFrequency|by1000genomesMG-91-tumorMG-91-normal - 34 7560 c.7341T>A

G A rs34957282by1000genomesMG-91-tumorMG-91-normal + 8 1889 c.1515G>A

T C rs78472618byFrequencyMG-91-tumorMG-91-normal - 3 159 c.115A>G

T C MG-91-tumorMG-91-normal + 8 505 c.505T>C

G A rs112748399 MG-91-tumorMG-91-normal + 3 519 c.240G>A

G A rs6089924byFrequency|by1000genomesMG-91-tumorMG-91-normal - 4 920 c.851C>T

T G rs1050767byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 8533 c.8158A>C

G T MG-91-tumorMG-91-normal - 8 1374 c.1156C>A

G A rs142702316byFrequencyMG-91-tumorMG-91-normal + 1 160 c.108G>A

G A rs143287927byFrequencyMG-91-tumorMG-91-normal - 4 675 c.456C>T

T C MG-91-tumorMG-91-normal - 1 495 c.496A>G

C T rs3745764byFrequency|by1000genomesMG-91-tumorMG-91-normal + 9 2705 c.1064C>T

C T rs140164326by1000genomesMG-91-tumorMG-91-normal - 15 2043 c.1950G>A

G A rs16898033byFrequency|by1000genomesMG-91-tumorMG-91-normal + 18 2688 c.2598G>A

G A rs34830600byFrequency|by1000genomesMG-91-tumorMG-91-normal - 8 2874 c.2805C>T

A G rs111866410byFrequencyMG-91-tumorMG-91-normal + 16 4740 c.4360A>G

A G MG-91-tumorMG-91-normal + 1 849 c.849A>G

A G MG-91-tumorMG-91-normal + 1 1149 c.1149A>G

A G rs41304577 MG-91-tumorMG-91-normal - 4 1006 c.691T>C

T C rs1800278byFrequency|by1000genomesMG-91-tumorMG-91-normal - 59 8940 c.8734A>G

G A rs2127898byFrequency|by1000genomesMG-91-tumorMG-91-normal - 6 1130 c.920C>T

C T rs7207410byFrequency|by1000genomesMG-91-tumorMG-91-normal + 4 723 c.340C>T

C T MG-91-tumorMG-91-normal + 1 1314 c.1314C>T

G A MG-91-tumorMG-91-normal + 1 219 c.219G>A

G T MG-91-tumorMG-91-normal + 20 4869 c.4792G>T

G T rs3745765byFrequency|by1000genomesMG-91-tumorMG-91-normal + 9 2360 c.719G>T

G A rs7624750byFrequency|by1000genomesMG-91-tumorMG-91-normal + 4 707 c.473G>A

T C rs8089144by1000genomesMG-91-tumorMG-91-normal - 7 1142 c.1143A>G

T C rs9851685byFrequency|by1000genomesMG-91-tumorMG-91-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-91-tumorMG-91-normal - 3 1368 c.836T>C

C T rs351854 byFrequency|by1000genomesMG-91-tumorMG-91-normal + 13 1904 c.1659C>T

C A rs12454500by1000genomesMG-91-tumorMG-91-normal - 1 497 c.498G>T

C T rs2274550by1000genomesMG-91-tumorMG-91-normal + 54 8820 c.8286C>T

G T rs146238849byFrequency|by1000genomesMG-91-tumorMG-91-normal - 8 1391 c.1173C>A

G A rs2302694byFrequency|by1000genomesMG-91-tumorMG-91-normal - 31 5385 c.5100C>T

T C rs116159392by1000genomesMG-91-tumorMG-91-normal - 38 8400 c.8064A>G

G A rs61748204byFrequency|by1000genomesMG-91-tumorMG-91-normal - 38 5114 c.5084C>T

C T MG-91-tumorMG-91-normal + 1 165 c.165C>T

G A rs13007735byFrequency|by1000genomesMG-91-tumorMG-91-normal - 16 3587 c.2616C>T

C G MG-91-tumorMG-91-normal - 6 293 c.249G>C

C T rs111938103 MG-91-tumorMG-91-normal + 1 398 c.382C>T

T C rs11373 byFrequency|by1000genomesMG-91-tumorMG-91-normal - 3 787 c.367A>G

C T rs1035938by1000genomesMG-91-tumorMG-91-normal + 6 1538 c.1344C>T

T C MG-91-tumorMG-91-normal - 3 305 c.270A>G



C G rs12664076byFrequency|by1000genomesMG-91-tumorMG-91-normal - 32 5524 c.5326G>C

T C rs61839057byFrequencyMG-91-tumorMG-91-normal - 4 444 c.129A>G

G A rs73505630by1000genomesMG-91-tumorMG-91-normal + 31 5615 c.5081G>A

G C MG-91-tumorMG-91-normal - 27 8010 c.7662C>G

C T rs35840595byFrequency|by1000genomesMG-91-tumorMG-91-normal - 8 2427 c.1839G>A

T C rs9646771by1000genomesMG-91-tumorMG-91-normal - 4 787 c.447A>G

C T rs76844681 MG-91-tumorMG-91-normal - 16 2899 c.2681G>A

T C rs143154682byFrequency|by1000genomesMG-91-tumorMG-91-normal - 4 406 c.91A>G

T A rs79661992byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 8111 c.7736A>T

G C rs3088074byFrequency|by1000genomesMG-91-tumorMG-91-normal - 9 2999 c.2785C>G

C T MG-91-tumorMG-91-normal - 8 1256 c.1038G>A

C T rs45554841by1000genomesMG-91-tumorMG-91-normal - 1 214 c.215G>A

C A MG-91-tumorMG-91-normal + 5 631 c.409C>A

T C MG-91-tumorMG-91-normal + 1 263 c.263T>C

A C rs76504934by1000genomesMG-91-tumorMG-91-normal - 4 464 c.427T>G

C T MG-91-tumorMG-91-normal + 1 66 c.66C>T

C T rs5959371byFrequency|by1000genomesMG-91-tumorMG-91-normal - 4 442 c.228G>A

A G rs28377978by1000genomesMG-91-tumorMG-91-normal + 1 870 c.570A>G

A G rs36031496byFrequency|by1000genomesMG-91-tumorMG-91-normal - 19 3740 c.3723T>C

A G rs142153424byFrequency|by1000genomesMG-91-tumorMG-91-normal - 51 7682 c.7476T>C

T G rs9807633by1000genomesMG-91-tumorMG-91-normal - 1 88 c.89A>C

G T rs139616818byFrequencyMG-91-tumorMG-91-normal + 3 1126 c.294G>T

A G MG-91-tumorMG-91-normal + 1 1152 c.1152A>G

C T rs10082533byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 8753 c.8378G>A

G A rs76765512byFrequencyMG-91-tumorMG-91-normal + 5 787 c.343G>A

T C rs35634377byFrequencyMG-91-tumorMG-91-normal + 16 5273 c.4893T>C

G A rs2229973by1000genomesMG-91-tumorMG-91-normal - 31 5754 c.5679C>T

T C rs61733672byFrequency|by1000genomesMG-91-tumorMG-91-normal - 11 3636 c.1902A>G

T C rs112827102byFrequency|by1000genomesMG-91-tumorMG-91-normal - 19 3495 c.3285A>G

G A rs3795666byFrequency|by1000genomesMG-91-tumorMG-91-normal - 34 6640 c.6421C>T

C T MG-91-tumorMG-91-normal - 7 880 c.339G>A

A G rs149271 by1000genomesMG-91-tumorMG-91-normal + 2 543 c.510A>G

T C rs1150712byFrequency|by1000genomesMG-91-tumorMG-91-normal - 5 1536 c.1293A>G

T C MG-91-tumorMG-91-normal - 1 217 c.166A>G

G A rs2003233 MG-91-tumorMG-91-normal - 17 1503 c.1504C>T

T C rs34174591by1000genomesMG-91-tumorMG-91-normal - 27 13403 c.13194A>G

G A rs2271189byFrequency|by1000genomesMG-91-tumorMG-91-normal + 27 3788 c.3348G>A

G A rs146662463byFrequency|by1000genomesMG-91-tumorMG-91-normal - 19 3489 c.3279C>T

G C rs13397109byFrequency|by1000genomesMG-91-tumorMG-91-normal - 41 7911 c.7626C>G

C T rs10042274by1000genomesMG-91-tumorMG-91-normal + 6 614 c.432C>T

C A rs138908625byFrequency|by1000genomesMG-91-tumorMG-91-normal - 8 1357 c.1139G>T

C T rs6432901by1000genomesMG-91-tumorMG-91-normal - 2 514 c.174G>A

C A rs79011039byFrequency|by1000genomesMG-91-tumorMG-91-normal + 6 1050 c.572C>A

C A MG-91-tumorMG-91-normal + 5 585 c.205C>A

T C MG-91-tumorMG-91-normal - 1 328 c.277A>G

T C rs11886219byFrequency|by1000genomesMG-91-tumorMG-91-normal - 36 6144 c.5859A>G

C T MG-91-tumorMG-91-normal - 3 1433 c.901G>A



C T rs35061438by1000genomesMG-91-tumorMG-91-normal + 12 6547 c.6173C>T

T C rs61763058byFrequency|by1000genomesMG-91-tumorMG-91-normal - 23 2265 c.2235A>G

T C rs61747466byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 6578 c.6468A>G

G A MG-91-tumorMG-91-normal - 5 4161 c.3948C>T

C G rs17134127byFrequency|by1000genomesMG-91-tumorMG-91-normal - 12 3473 c.3289G>C

T C rs111331725by1000genomesMG-91-tumorMG-91-normal + 6 643 c.263T>C

G T rs4252632byFrequency|by1000genomesMG-91-tumorMG-91-normal + 14 1746 c.1236G>T

G A rs151001106byFrequencyMG-91-tumorMG-91-normal + 1 192 c.140G>A

G C rs61735002byFrequency|by1000genomesMG-91-tumorMG-91-normal + 5 516 c.499G>C

G A rs59588723byFrequency|by1000genomesMG-91-tumorMG-91-normal + 13 3095 c.2982G>A

A G rs151306742by1000genomesMG-91-tumorMG-91-normal + 4 729 c.285A>G

C G rs59113707byFrequency|by1000genomesMG-91-tumorMG-91-normal + 10 1296 c.1200C>G

T C rs78047545byFrequency|by1000genomesMG-91-tumorMG-91-normal - 4 670 c.457A>G

A C rs28715870byFrequency|by1000genomesMG-91-tumorMG-91-normal - 30 4368 c.4162T>G

C T rs210498 by1000genomesMG-91-tumorMG-91-normal - 23 1885 c.1518G>A

C T rs12777740byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 8321 c.7946G>A

A G rs73233606byFrequency|by1000genomesMG-91-tumorMG-91-normal + 11 1719 c.1330A>G

C T rs35652696by1000genomesMG-91-tumorMG-91-normal + 10 2240 c.1866C>T

G A MG-91-tumorMG-91-normal - 1 288 c.237C>T

G C rs146249377byFrequencyMG-91-tumorMG-91-normal + 1 3447 c.487G>C

G A rs7296694byFrequency|by1000genomesMG-91-tumorMG-91-normal + 15 3343 c.3171G>A

C T MG-91-tumorMG-91-normal + 1 1170 c.1170C>T

C T rs2078478by1000genomesMG-91-tumorMG-91-normal - 5 411 c.392G>A

G A MG-91-tumorMG-91-normal + 1 442 c.442G>A

T C rs766894 by1000genomesMG-91-tumorMG-91-normal + 25 2461 c.2295T>C

T C MG-91-tumorMG-91-normal + 1 1752 c.1752T>C

C T rs1800265byFrequency|by1000genomesMG-91-tumorMG-91-normal - 9 1043 c.837G>A

G A rs3744249byFrequency|by1000genomesMG-91-tumorMG-91-normal + 11 2561 c.2172G>A

A T MG-91-tumorMG-91-normal + 1 490 c.490A>T

C T rs61744481by1000genomesMG-91-tumorMG-91-normal + 5 1560 c.1362C>T

T C MG-91-tumorMG-91-normal - 7 1205 c.987A>G

G A rs62075712by1000genomesMG-91-tumorMG-91-normal - 3 984 c.452C>T

C T MG-91-tumorMG-91-normal - 1 541 c.223G>A

C G rs180743 by1000genomesMG-91-tumorMG-91-normal + 2 1315 c.1282C>G

C G rs2298258byFrequency|by1000genomesMG-91-tumorMG-91-normal + 12 1698 c.1260C>G

C T rs55979329by1000genomesMG-91-tumorMG-91-normal - 3 1257 c.725G>A

A G rs826549 by1000genomesMG-91-tumorMG-91-normal + 18 2676 c.2550A>G

A G rs2227973byFrequency|by1000genomesMG-91-tumorMG-91-normal + 2 2571 c.2459A>G

G T rs61737594by1000genomesMG-91-tumorMG-91-normal + 1 1785 c.1485G>T

G C rs61729209byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 6985 c.6610C>G

T C MG-91-tumorMG-91-normal + 1 1453 c.1453T>C

G A rs2229266byFrequency|by1000genomesMG-91-tumorMG-91-normal - 6 924 c.639C>T

T C rs2450122byFrequency|by1000genomesMG-91-tumorMG-91-normal - 10 2089 c.2004A>G

T C MG-91-tumorMG-91-normal + 1 1486 c.1486T>C

C A rs1801270byFrequency|by1000genomesMG-91-tumorMG-91-normal + 2 328 c.93C>A

A G rs148990271byFrequency|by1000genomesMG-91-tumorMG-91-normal - 10 1530 c.1110T>C

A G MG-91-tumorMG-91-normal - 3 1337 c.805T>C



A G rs10516781by1000genomesMG-91-tumorMG-91-normal + 18 3258 c.2778A>G

A G MG-91-tumorMG-91-normal - 15 1346 c.1346T>C

G A rs77042968byFrequency|by1000genomesMG-91-tumorMG-91-normal + 6 1061 c.583G>A

T C rs140856347by1000genomesMG-91-tumorMG-91-normal - 20 3525 c.3438A>G

G A rs143628111byFrequency|by1000genomesMG-91-tumorMG-91-normal - 27 3911 c.3705C>T

T C rs16914996byFrequency|by1000genomesMG-91-tumorMG-91-normal - 38 9100 c.8764A>G

G A rs3810490by1000genomesMG-91-tumorMG-91-normal - 6 2067 c.1998C>T

G A rs10082432byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 8757 c.8382C>T

A G rs34173244byFrequency|by1000genomesMG-91-tumorMG-91-normal - 10 1049 c.1047T>C

C G rs112568753byFrequency|by1000genomesMG-91-tumorMG-91-normal - 12 2393 c.2209G>C

G A MG-91-tumorMG-91-normal - 1 113 c.114C>T

C T rs2285975byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 2445 c.2256G>A

G A rs34253418by1000genomesMG-91-tumorMG-91-normal + 28 2905 c.2718G>A

G A rs2229970by1000genomesMG-91-tumorMG-91-normal - 13 2280 c.2205C>T

A G rs34226837by1000genomesMG-91-tumorMG-91-normal + 48 7867 c.7387A>G

G T rs16898023byFrequency|by1000genomesMG-91-tumorMG-91-normal + 15 2215 c.2125G>T

C A MG-91-tumorMG-91-normal - 14 2532 c.2192G>T

G A rs61748805byFrequency|by1000genomesMG-91-tumorMG-91-normal - 29 4747 c.4191C>T

C T MG-91-tumorMG-91-normal + 25 3265 c.3089C>T

G A rs111722103by1000genomesMG-91-tumorMG-91-normal - 38 7893 c.7557C>T

T C MG-91-tumorMG-91-normal + 1 502 c.502T>C

A G MG-91-tumorMG-91-normal + 1 175 c.175A>G

T C rs7275 by1000genomesMG-91-tumorMG-91-normal + 35 5267 c.4983T>C

C A rs2230018byFrequency|by1000genomesMG-91-tumorMG-91-normal + 17 2218 c.2177C>A

G A rs34546634by1000genomesMG-91-tumorMG-91-normal + 12 6372 c.5998G>A

T C rs79492089by1000genomesMG-91-tumorMG-91-normal + 3 395 c.292T>C

C T rs57040246byFrequency|by1000genomesMG-91-tumorMG-91-normal + 9 1182 c.1086C>T

A G MG-91-tumorMG-91-normal + 1 546 c.546A>G

A G MG-91-tumorMG-91-normal + 1 340 c.340A>G

T C MG-91-tumorMG-91-normal + 1 1140 c.1140T>C

C T rs3796032byFrequency|by1000genomesMG-91-tumorMG-91-normal - 17 2381 c.1929G>A

C T rs34488539by1000genomesMG-91-tumorMG-91-normal + 22 3555 c.3390C>T

A G rs2230698byFrequency|by1000genomesMG-91-tumorMG-91-normal + 14 1791 c.1281A>G

A G MG-91-tumorMG-91-normal + 1 474 c.474A>G

G A rs34941980byFrequency|by1000genomesMG-91-tumorMG-91-normal - 9 2608 c.2199C>T

T C rs2075252byFrequency|by1000genomesMG-91-tumorMG-91-normal - 66 12565 c.12280A>G

C T MG-91-tumorMG-91-normal + 1 103 c.103C>T

C T rs169758 by1000genomesMG-91-tumorMG-91-normal - 23 1959 c.1592G>A

G A rs149107019byFrequencyMG-91-tumorMG-91-normal - 10 2402 c.1431C>T

C A rs6453022by1000genomesMG-91-tumorMG-91-normal + 7 1027 c.851C>A

G T MG-91-tumorMG-91-normal + 12 1735 c.1294G>T

C A rs115208768byFrequency|by1000genomesMG-91-tumorMG-91-normal - 61 9976 c.9732G>T

A G MG-91-tumorMG-91-normal + 1 621 c.621A>G

A G MG-91-tumorMG-91-normal + 1 769 c.769A>G

T C rs80277352byFrequency|by1000genomesMG-91-tumorMG-91-normal - 35 5984 c.5740A>G

G A rs2289247byFrequency|by1000genomesMG-91-tumorMG-91-normal + 11 1273 c.1063G>A

C G rs60738318byFrequency|by1000genomesMG-91-tumorMG-91-normal + 8 996 c.607C>G



T C MG-91-tumorMG-91-normal - 12 1950 c.1606A>G

T C rs11016071byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 9086 c.8711A>G

G A MG-91-tumorMG-91-normal - 4 1015 c.700C>T

T C rs41276710by1000genomesMG-91-tumorMG-91-normal + 36 4750 c.4485T>C

C T rs1050475byFrequency|by1000genomesMG-91-tumorMG-91-normal + 7 1534 c.975C>T

G A rs33956095byFrequency|by1000genomesMG-91-tumorMG-91-normal - 5 2088 c.2031C>T

G T rs34124958by1000genomesMG-91-tumorMG-91-normal + 12 5920 c.5546G>T

C T MG-91-tumorMG-91-normal - 3 370 c.335G>A

G A rs34126970byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 8380 c.8005C>T

T C rs17123261byFrequency|by1000genomesMG-91-tumorMG-91-normal - 9 1307 c.1085A>G

C G rs144574102byFrequencyMG-91-tumorMG-91-normal - 8 1143 c.890G>C

A G rs13288443byFrequency|by1000genomesMG-91-tumorMG-91-normal + 11 2036 c.1827A>G

C A MG-91-tumorMG-91-normal + 14 1204 c.1204C>A

T G rs61754105byFrequencyMG-91-tumorMG-91-normal + 14 1408 c.1308T>G

T C rs12731746byFrequency|by1000genomesMG-91-tumorMG-91-normal - 11 1394 c.897A>G

G A rs34637731by1000genomesMG-91-tumorMG-91-normal + 8 1904 c.1530G>A

C G rs61729186byFrequency|by1000genomesMG-91-tumorMG-91-normal - 13 6279 c.5904G>C

C T rs3745764byFrequency|by1000genomesMG-92-tumorMG-92-normal + 9 2705 c.1064C>T

A G rs3737940byFrequency|by1000genomesMG-92-tumorMG-92-normal + 7 3183 c.3138A>G

A G rs16883953byFrequency|by1000genomesMG-92-tumorMG-92-normal - 14 2365 c.2121T>C

C T rs2293347byFrequency|by1000genomesMG-92-tumorMG-92-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-92-tumorMG-92-normal - 85 14018 c.13047G>A

T C rs16006 by1000genomesMG-92-tumorMG-92-normal - 6 875 c.876A>G

C G rs2229070byFrequency|by1000genomesMG-92-tumorMG-92-normal + 11 2733 c.2352C>G

G A rs140285438byFrequencyMG-92-tumorMG-92-normal + 4 464 c.292G>A

C T MG-92-tumorMG-92-normal - 3 300 c.263G>A

C A rs34400049byFrequency|by1000genomesMG-92-tumorMG-92-normal + 14 2474 c.2092C>A

G A rs62070401by1000genomesMG-92-tumorMG-92-normal - 12 2205 c.2162C>T

G A rs17634853by1000genomesMG-92-tumorMG-92-normal + 34 4564 c.4388G>A

G A rs11168830by1000genomesMG-92-tumorMG-92-normal - 41 13688 c.13689C>T

G A rs2880956 MG-92-tumorMG-92-normal + 15 1268 c.1268G>A

C T rs41306648byFrequency|by1000genomesMG-92-tumorMG-92-normal - 7 1022 c.647G>A

G T rs2075249byFrequency|by1000genomesMG-92-tumorMG-92-normal - 21 3339 c.3054C>A

C T rs2931423by1000genomesMG-92-tumorMG-92-normal + 19 2459 c.2283C>T

A G rs4143768byFrequency|by1000genomesMG-92-tumorMG-92-normal - 10 6783 c.6195T>C

A G rs41304577 MG-92-tumorMG-92-normal - 4 1006 c.691T>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-92-tumorMG-92-normal + 6 830 c.282G>C

C T rs62478357byFrequencyMG-92-tumorMG-92-normal - 8 1268 c.1050G>A

T C rs62070402by1000genomesMG-92-tumorMG-92-normal - 12 2105 c.2062A>G

A G rs11016073byFrequency|by1000genomesMG-92-tumorMG-92-normal - 13 6677 c.6302T>C

G A rs7624750byFrequency|by1000genomesMG-92-tumorMG-92-normal + 4 707 c.473G>A

T G rs3208659 MG-92-tumorMG-92-normal - 7 871 c.778A>C

C T rs55979329by1000genomesMG-92-tumorMG-92-normal - 3 1257 c.725G>A

A C rs115945341|rs2267641byFrequency|by1000genomesMG-92-tumorMG-92-normal + 17 2594 c.2046A>C

C G MG-92-tumorMG-92-normal - 1 259 c.37G>C

A G rs3108200byFrequency|by1000genomesMG-92-tumorMG-92-normal + 3 2040 c.810A>G

T C rs3755806byFrequency|by1000genomesMG-92-tumorMG-92-normal - 15 2117 c.2115A>G



T C rs62077266 MG-92-tumorMG-92-normal - 3 311 c.218A>G

G A rs62075712by1000genomesMG-92-tumorMG-92-normal - 3 984 c.452C>T

C T rs2853346byFrequency|by1000genomesMG-92-tumorMG-92-normal - 13 5919 c.5544G>A

G A rs60571683byFrequency|by1000genomesMG-92-tumorMG-92-normal + 16 2196 c.1977G>A

C T rs41299110byFrequency|by1000genomesMG-92-tumorMG-92-normal + 14 1944 c.1699C>T

G A rs2228000byFrequency|by1000genomesMG-92-tumorMG-92-normal - 9 1710 c.1496C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-92-tumorMG-92-normal + 7 1073 c.525C>T

G C rs12104021by1000genomesMG-92-tumorMG-92-normal - 3 790 c.258C>G

A G MG-92-tumorMG-92-normal + 1 472 c.472A>G

C A rs6738031by1000genomesMG-92-tumorMG-92-normal - 18 3000 c.2874G>T

A C rs1208606byFrequency|by1000genomesMG-92-tumorMG-92-normal - 6 1571 c.1359T>G

A G rs9653483by1000genomesMG-92-tumorMG-92-normal - 21 5040 c.4953T>C

T C rs62077265 MG-92-tumorMG-92-normal - 3 321 c.228A>G

T C rs9851685byFrequency|by1000genomesMG-92-tumorMG-92-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-92-tumorMG-92-normal - 3 1368 c.836T>C

G A MG-92-tumorMG-92-normal - 12 1804 c.1717C>T

G A rs12104022by1000genomesMG-92-tumorMG-92-normal - 3 784 c.252C>T

T G rs12963422byFrequency|by1000genomesMG-92-tumorMG-92-normal - 5 2988 c.2775A>C

G A rs61738955byFrequency|by1000genomesMG-92-tumorMG-92-normal + 18 4633 c.4632G>A

G A MG-92-tumorMG-92-normal - 4 653 c.338C>T

G T rs146238849byFrequency|by1000genomesMG-92-tumorMG-92-normal - 8 1391 c.1173C>A

T C rs2251219byFrequency|by1000genomesMG-92-tumorMG-92-normal - 26 4397 c.4395A>G

G A rs2229266byFrequency|by1000genomesMG-92-tumorMG-92-normal - 6 924 c.639C>T

T C rs2450122byFrequency|by1000genomesMG-92-tumorMG-92-normal - 10 2089 c.2004A>G

A C rs41288743 MG-92-tumorMG-92-normal - 4 717 c.402T>G

A G rs7762830by1000genomesMG-92-tumorMG-92-normal + 14 2120 c.1921A>G

G A rs6070697byFrequency|by1000genomesMG-92-tumorMG-92-normal + 4 1189 c.920G>A

C T rs10258429byFrequency|by1000genomesMG-92-tumorMG-92-normal + 16 2213 c.1968C>T

C T rs144744401byFrequencyMG-92-tumorMG-92-normal - 30 3272 c.2893G>A

A G MG-92-tumorMG-92-normal - 3 441 c.362T>C

G A rs4151025byFrequency|by1000genomesMG-92-tumorMG-92-normal + 2 415 c.303G>A

G A rs3810485by1000genomesMG-92-tumorMG-92-normal - 8 6116 c.6047C>T

C A rs1801270byFrequency|by1000genomesMG-92-tumorMG-92-normal + 2 328 c.93C>A

T C MG-92-tumorMG-92-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-92-tumorMG-92-normal + 2 2118 c.2085A>G

T C rs61839057byFrequencyMG-92-tumorMG-92-normal - 4 444 c.129A>G

G A rs1718878byFrequency|by1000genomesMG-92-tumorMG-92-normal + 13 2003 c.1590G>A

A G MG-92-tumorMG-92-normal - 3 1337 c.805T>C

G C rs2227910byFrequency|by1000genomesMG-92-tumorMG-92-normal + 2 1911 c.804G>C

T G rs79385100by1000genomesMG-92-tumorMG-92-normal - 11 1929 c.1930A>C

G A rs1713982byFrequency|by1000genomesMG-92-tumorMG-92-normal + 15 2261 c.1848G>A

A G MG-92-tumorMG-92-normal - 15 1346 c.1346T>C

T C rs79940627 MG-92-tumorMG-92-normal - 3 6118 c.6043A>G

A G MG-92-tumorMG-92-normal + 1 726 c.726A>G

T C rs17019360by1000genomesMG-92-tumorMG-92-normal + 17 2524 c.1800T>C

C G rs150733676byFrequencyMG-92-tumorMG-92-normal - 5 404 c.37G>C

T C rs9646771by1000genomesMG-92-tumorMG-92-normal - 4 787 c.447A>G



G A rs45623135byFrequencyMG-92-tumorMG-92-normal + 41 7855 c.7220G>A

A G rs2973568by1000genomesMG-92-tumorMG-92-normal + 13 1856 c.1680A>G

G A rs11574895by1000genomesMG-92-tumorMG-92-normal - 17 2766 c.2691C>T

C T rs17634865by1000genomesMG-92-tumorMG-92-normal + 34 4818 c.4642C>T

T C rs3026101by1000genomesMG-92-tumorMG-92-normal + 14 2279 c.2055T>C

G A rs56162367byFrequency|by1000genomesMG-92-tumorMG-92-normal - 13 6778 c.6668C>T

G A rs3810490by1000genomesMG-92-tumorMG-92-normal - 6 2067 c.1998C>T

T A rs3740423byFrequency|by1000genomesMG-92-tumorMG-92-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-92-tumorMG-92-normal - 3 533 c.248A>G

G A rs3827025by1000genomesMG-92-tumorMG-92-normal - 6 2094 c.2025C>T

C A rs6453022by1000genomesMG-92-tumorMG-92-normal + 7 1027 c.851C>A

T C rs1048500byFrequency|by1000genomesMG-92-tumorMG-92-normal + 2 1791 c.684T>C

C T rs1779132byFrequency|by1000genomesMG-92-tumorMG-92-normal - 6 2113 c.1563G>A

T C rs143154682byFrequency|by1000genomesMG-92-tumorMG-92-normal - 4 406 c.91A>G

G A rs2229354byFrequency|by1000genomesMG-92-tumorMG-92-normal + 7 1131 c.924G>A

A G rs61831150byFrequency|by1000genomesMG-92-tumorMG-92-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-92-tumorMG-92-normal - 19 3392 c.3393C>G

T G rs1058201 MG-92-tumorMG-92-normal - 3 297 c.204A>C

C T rs10980419by1000genomesMG-92-tumorMG-92-normal - 5 1618 c.1282G>A

G A rs55855602by1000genomesMG-92-tumorMG-92-normal - 3 1030 c.498C>T

A G rs1211708byFrequency|by1000genomesMG-92-tumorMG-92-normal - 6 1888 c.1338T>C

C T rs12708402by1000genomesMG-92-tumorMG-92-normal - 16 3405 c.3178G>A

C A MG-92-tumorMG-92-normal - 3 5918 c.5843G>T

C T rs11547311byFrequency|by1000genomesMG-92-tumorMG-92-normal + 8 702 c.570C>T

A C rs76504934by1000genomesMG-92-tumorMG-92-normal - 4 464 c.427T>G

A C rs76437836byFrequencyMG-92-tumorMG-92-normal - 3 142 c.98T>G

G A rs11549106byFrequency|by1000genomesMG-92-tumorMG-92-normal - 4 895 c.891C>T

T C rs141331335by1000genomesMG-92-tumorMG-92-normal + 2 368 c.342T>C

A G MG-92-tumorMG-92-normal + 1 850 c.850A>G

C T rs7300444byFrequency|by1000genomesMG-92-tumorMG-92-normal + 19 5383 c.4740C>T

A C rs881732 by1000genomesMG-92-tumorMG-92-normal + 17 1912 c.1092A>C

C T rs55913776 MG-92-tumorMG-92-normal - 3 1207 c.675G>A

T A rs2060198byFrequency|by1000genomesMG-92-tumorMG-92-normal + 27 5204 c.4914T>A

C T rs2973571by1000genomesMG-92-tumorMG-92-normal + 12 1807 c.1631C>T

G A rs6089925byFrequency|by1000genomesMG-92-tumorMG-92-normal - 4 729 c.660C>T

T C rs2229992byFrequency|by1000genomesMG-92-tumorMG-92-normal + 12 1838 c.1458T>C

C G rs112835318by1000genomesMG-92-tumorMG-92-normal - 1 33 c.13G>C

A T MG-92-tumorMG-92-normal + 11 2089 c.1907A>T

A G MG-92-tumorMG-92-normal + 1 213 c.213A>G

A T rs6685892byFrequency|by1000genomesMG-92-tumorMG-92-normal - 34 7560 c.7341T>A

G A rs147133204byFrequencyMG-92-tumorMG-92-normal + 41 8139 c.7504G>A

C T MG-92-tumorMG-92-normal - 8 1260 c.1042G>A

T C MG-92-tumorMG-92-normal + 1 1281 c.1281T>C

C G MG-92-tumorMG-92-normal + 2 582 c.62C>G

A G rs2227985byFrequency|by1000genomesMG-92-tumorMG-92-normal + 9 1878 c.1497A>G

G A MG-92-tumorMG-92-normal + 1 271 c.271G>A

G A MG-92-tumorMG-92-normal + 22 5688 c.4974G>A



C G rs11718329by1000genomesMG-92-tumorMG-92-normal + 4 719 c.647C>G

A G rs4659654byFrequency|by1000genomesMG-92-tumorMG-92-normal - 16 2000 c.1503T>C

A T rs35586704byFrequencyMG-92-tumorMG-92-normal - 34 7442 c.7223T>A

C T MG-92-tumorMG-92-normal + 1 10 c.10C>T

G C rs45469098by1000genomesMG-92-tumorMG-92-normal - 1 255 c.256C>G

G A rs61751548byFrequency|by1000genomesMG-92-tumorMG-92-normal - 17 2739 c.2664C>T

G A rs3795666byFrequency|by1000genomesMG-92-tumorMG-92-normal - 34 6640 c.6421C>T

G A rs143553408 MG-92-tumorMG-92-normal - 3 417 c.384C>T

A G rs149271 by1000genomesMG-92-tumorMG-92-normal + 2 543 c.510A>G

C A rs3739298byFrequency|by1000genomesMG-92-tumorMG-92-normal - 9 2230 c.1821G>T

G A rs59505617by1000genomesMG-92-tumorMG-92-normal - 6 1756 c.1434C>T

G A rs34830600byFrequency|by1000genomesMG-92-tumorMG-92-normal - 8 2874 c.2805C>T

G A rs33963617byFrequency|by1000genomesMG-92-tumorMG-92-normal - 5 2154 c.2097C>T

G A rs61737954byFrequency|by1000genomesMG-92-tumorMG-92-normal - 13 3908 c.3724C>T

G A rs11549105byFrequency|by1000genomesMG-92-tumorMG-92-normal - 6 1228 c.1224C>T

G A rs17591320byFrequency|by1000genomesMG-92-tumorMG-92-normal - 3 657 c.466C>T

G A MG-92-tumorMG-92-normal + 4 888

G A rs3733415by1000genomesMG-92-tumorMG-92-normal - 2 601 c.392C>T

G A MG-92-tumorMG-92-normal - 4 1015 c.700C>T

G A rs77136158byFrequencyMG-92-tumorMG-92-normal - 19 7987 c.7918C>T

G C rs62077263 MG-92-tumorMG-92-normal - 7 916 c.823C>G

A C rs62077264 MG-92-tumorMG-92-normal - 7 854 c.761T>G

G A rs2271189byFrequency|by1000genomesMG-92-tumorMG-92-normal + 27 3788 c.3348G>A

A G rs17078605byFrequency|by1000genomesMG-92-tumorMG-92-normal - 10 10694 c.10106T>C

C A MG-92-tumorMG-92-normal - 1 112 c.25G>T

G A rs11177 byFrequency|by1000genomesMG-92-tumorMG-92-normal + 3 290 c.80G>A

A G MG-92-tumorMG-92-normal + 1 47 c.47A>G

C A rs138908625byFrequency|by1000genomesMG-92-tumorMG-92-normal - 8 1357 c.1139G>T

A G rs180744 by1000genomesMG-92-tumorMG-92-normal + 2 1719 c.1686A>G

G A MG-92-tumorMG-92-normal + 1 225 c.225G>A

G C MG-92-tumorMG-92-normal - 5 1009 c.1010C>G

G A rs2248407byFrequency|by1000genomesMG-92-tumorMG-92-normal - 4 1003 c.918C>T

C G rs2509943byFrequency|by1000genomesMG-92-tumorMG-92-normal + 3 776 c.279C>G

T C rs7716253by1000genomesMG-92-tumorMG-92-normal + 8 1121 c.945T>C

T C rs7714670by1000genomesMG-92-tumorMG-92-normal + 6 849 c.673T>C

A G rs4444457byFrequency|by1000genomesMG-92-tumorMG-92-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-92-tumorMG-92-normal - 10 9441 c.8853T>C

A G MG-92-tumorMG-92-normal + 10 1620 c.1253A>G

G A rs2289247byFrequency|by1000genomesMG-92-tumorMG-92-normal + 11 1273 c.1063G>A

G A rs61814946byFrequency|by1000genomesMG-92-tumorMG-92-normal - 3 1785 c.1710C>T

C T rs1130233byFrequency|by1000genomesMG-92-tumorMG-92-normal - 8 2206 c.726G>A

C T rs72987361byFrequency|by1000genomesMG-92-tumorMG-92-normal - 3 898 c.558G>A

G A rs45463297by1000genomesMG-92-tumorMG-92-normal - 8 4311 c.4242C>T

C T rs2078478by1000genomesMG-92-tumorMG-92-normal - 5 411 c.392G>A

T C MG-92-tumorMG-92-normal + 1 816 c.816T>C

C T rs6432901by1000genomesMG-92-tumorMG-92-normal - 2 514 c.174G>A

C T rs17290559byFrequency|by1000genomesMG-92-tumorMG-92-normal + 21 2685 c.2508C>T



G A rs13054014byFrequency|by1000genomesMG-92-tumorMG-92-normal + 2 569 c.210G>A

C T rs151174 by1000genomesMG-92-tumorMG-92-normal + 2 1740 c.1707C>T

G T rs140059935by1000genomesMG-92-tumorMG-92-normal + 16 1408 c.1408G>T

C T rs3814883byFrequency|by1000genomesMG-92-tumorMG-92-normal + 13 2402 c.1359C>T

A G rs9667 by1000genomesMG-92-tumorMG-92-normal + 3 354 c.168A>G

C T rs872665 by1000genomesMG-92-tumorMG-92-normal - 7 1855 c.1519G>A

A G MG-92-tumorMG-92-normal + 2 1268 c.689A>G

T C rs41277507byFrequency|by1000genomesMG-92-tumorMG-92-normal - 4 1514 c.652A>G

C G rs78992879byFrequency|by1000genomesMG-92-tumorMG-92-normal + 34 4798 c.4622C>G

A G rs2929158by1000genomesMG-92-tumorMG-92-normal - 19 4373 c.4163T>C

C T MG-92-tumorMG-92-normal - 18 1768 c.1756G>A

A G rs2737699byFrequency|by1000genomesMG-92-tumorMG-92-normal - 10 12892 c.12304T>C

C T MG-92-tumorMG-92-normal - 1 423 c.424G>A

C T MG-92-tumorMG-92-normal - 3 370 c.335G>A

C T rs78336331byFrequency|by1000genomesMG-92-tumorMG-92-normal - 3 1442 c.1239G>A

G A rs2973566by1000genomesMG-92-tumorMG-92-normal + 14 1930 c.1754G>A

T A rs56279059by1000genomesMG-92-tumorMG-92-normal - 3 1034 c.502A>T

A G rs1385600byFrequency|by1000genomesMG-92-tumorMG-92-normal - 5 1375 c.1290T>C

G C rs142017909byFrequencyMG-92-tumorMG-92-normal - 12 1953 c.1743C>G

T A rs17264436byFrequency|by1000genomesMG-92-tumorMG-92-normal - 21 3503 c.3501A>T

C T rs1208731byFrequency|by1000genomesMG-92-tumorMG-92-normal - 6 2191 c.1641G>A

A G rs17443123by1000genomesMG-92-tumorMG-92-normal + 5 915 c.750A>G

C G rs149605490by1000genomesMG-92-tumorMG-92-normal + 3 1000 c.781C>G

G A rs116011482by1000genomesMG-92-tumorMG-92-normal - 8 4578 c.4509C>T

T C rs12731746byFrequency|by1000genomesMG-92-tumorMG-92-normal - 11 1394 c.897A>G

C T rs57014690by1000genomesMG-92-tumorMG-92-normal - 6 1554 c.1232G>A

G A rs6089924byFrequency|by1000genomesMG-92-tumorMG-92-normal - 4 920 c.851C>T

C T rs62637614byFrequency|by1000genomesMG-92-tumorMG-92-normal - 2 1183 c.774G>A

C T rs2273779byFrequency|by1000genomesMG-92-tumorMG-92-normal + 6 583 c.538C>T

C A rs2973558by1000genomesMG-92-tumorMG-92-normal + 20 2514 c.2338C>A

T C rs78472618byFrequencyMG-92-tumorMG-92-normal - 3 159 c.115A>G

C T rs2229975by1000genomesMG-92-tumorMG-92-normal - 5 927 c.852G>A

C G rs180743 by1000genomesMG-92-tumorMG-92-normal + 2 1315 c.1282C>G

T C rs831043 byFrequency|by1000genomesMG-93-tumorMG-93-normal - 21 3354 c.3069A>G

C T rs1386356byFrequency|by1000genomesMG-93-tumorMG-93-normal - 85 14018 c.13047G>A

T C rs16006 by1000genomesMG-93-tumorMG-93-normal - 6 875 c.876A>G

C T rs3811444byFrequency|by1000genomesMG-93-tumorMG-93-normal + 6 1169 c.1121C>T

C T MG-93-tumorMG-93-normal + 3 423 c.43C>T

C T rs11558834byFrequency|by1000genomesMG-93-tumorMG-93-normal + 11 3321 c.2940C>T

G A rs116981974by1000genomesMG-93-tumorMG-93-normal + 7 1610 c.1236G>A

T C rs35790097byFrequency|by1000genomesMG-93-tumorMG-93-normal + 1 184 c.106T>C

G A MG-93-tumorMG-93-normal - 31 7669 c.7670C>T

G A rs20539 byFrequency|by1000genomesMG-93-tumorMG-93-normal + 20 3152 c.3111G>A

G A rs116405601by1000genomesMG-93-tumorMG-93-normal + 7 1644 c.1556G>A

A G rs1206038byFrequency|by1000genomesMG-93-tumorMG-93-normal + 29 5706 c.5071A>G

C A rs3739298byFrequency|by1000genomesMG-93-tumorMG-93-normal - 9 2230 c.1821G>T

G A rs2127898byFrequency|by1000genomesMG-93-tumorMG-93-normal - 6 1130 c.920C>T



C T MG-93-tumorMG-93-normal - 15 2425 c.1995G>A

T C rs3755806byFrequency|by1000genomesMG-93-tumorMG-93-normal - 15 2117 c.2115A>G

C T rs199930 by1000genomesMG-93-tumorMG-93-normal + 36 5181 c.5016C>T

C T rs2853346byFrequency|by1000genomesMG-93-tumorMG-93-normal - 13 5919 c.5544G>A

G A rs2228000byFrequency|by1000genomesMG-93-tumorMG-93-normal - 9 1710 c.1496C>T

A C rs7995564by1000genomesMG-93-tumorMG-93-normal + 10 2068 c.1534A>C

G A rs10425783byFrequency|by1000genomesMG-93-tumorMG-93-normal + 36 7010 c.6375G>A

G C rs2240 byFrequency|by1000genomesMG-93-tumorMG-93-normal - 13 2935 c.2560C>G

G T rs3745765byFrequency|by1000genomesMG-93-tumorMG-93-normal + 9 2360 c.719G>T

G C rs13397109byFrequency|by1000genomesMG-93-tumorMG-93-normal - 41 7911 c.7626C>G

C A rs6738031by1000genomesMG-93-tumorMG-93-normal - 18 3000 c.2874G>T

A G rs9653483by1000genomesMG-93-tumorMG-93-normal - 21 5040 c.4953T>C

C T rs138327796 MG-93-tumorMG-93-normal - 3 547 c.329G>A

T G rs10817033by1000genomesMG-93-tumorMG-93-normal - 8 2079 c.1743A>C

A G rs2227973byFrequency|by1000genomesMG-93-tumorMG-93-normal + 2 2571 c.2459A>G

T C rs4652678by1000genomesMG-93-tumorMG-93-normal + 28 4116 c.3951T>C

T C rs2251219byFrequency|by1000genomesMG-93-tumorMG-93-normal - 26 4397 c.4395A>G

T G rs34109891byFrequency|by1000genomesMG-93-tumorMG-93-normal - 5 2836 c.2623A>C

A C rs41288743 MG-93-tumorMG-93-normal - 4 717 c.402T>G

G T MG-93-tumorMG-93-normal + 17 1925 c.1105G>T

A G rs7762830by1000genomesMG-93-tumorMG-93-normal + 14 2120 c.1921A>G

A G rs112400142byFrequency|by1000genomesMG-93-tumorMG-93-normal - 17 2298 c.2211T>C

C T rs56390741byFrequency|by1000genomesMG-93-tumorMG-93-normal - 5 2838 c.2625G>A

G A rs1718878byFrequency|by1000genomesMG-93-tumorMG-93-normal + 13 2003 c.1590G>A

C T rs3796031byFrequency|by1000genomesMG-93-tumorMG-93-normal - 17 2399 c.1947G>A

A G MG-93-tumorMG-93-normal - 3 1337 c.805T>C

G C rs2227910byFrequency|by1000genomesMG-93-tumorMG-93-normal + 2 1911 c.804G>C

G T MG-93-tumorMG-93-normal - 25 3077 c.2874C>A

A G rs17051895by1000genomesMG-93-tumorMG-93-normal + 23 4485 c.3951A>G

G A rs1713982byFrequency|by1000genomesMG-93-tumorMG-93-normal + 15 2261 c.1848G>A

A G rs1136159byFrequency|by1000genomesMG-93-tumorMG-93-normal - 10 1068 c.860T>C

G A rs77042968byFrequency|by1000genomesMG-93-tumorMG-93-normal + 6 1061 c.583G>A

G C rs11611231by1000genomesMG-93-tumorMG-93-normal + 9 2190 c.2190G>C

T C rs140856347by1000genomesMG-93-tumorMG-93-normal - 20 3525 c.3438A>G

T C MG-93-tumorMG-93-normal + 15 1238 c.1052T>C

C A rs114687140byFrequency|by1000genomesMG-93-tumorMG-93-normal - 13 9413 c.9038G>T

T C rs9646771by1000genomesMG-93-tumorMG-93-normal - 4 787 c.447A>G

A G rs2973568by1000genomesMG-93-tumorMG-93-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-93-tumorMG-93-normal - 20 3946 c.3859G>A

G A rs3810490by1000genomesMG-93-tumorMG-93-normal - 6 2067 c.1998C>T

T C rs2229263byFrequency|by1000genomesMG-93-tumorMG-93-normal - 3 533 c.248A>G

G A rs3827025by1000genomesMG-93-tumorMG-93-normal - 6 2094 c.2025C>T

T C rs1048500byFrequency|by1000genomesMG-93-tumorMG-93-normal + 2 1791 c.684T>C

C T rs2227999byFrequency|by1000genomesMG-93-tumorMG-93-normal - 9 1689 c.1475G>A

G A rs10082432byFrequency|by1000genomesMG-93-tumorMG-93-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-93-tumorMG-93-normal - 16 2320 c.2233G>C

G A rs6601 byFrequency|by1000genomesMG-93-tumorMG-93-normal + 25 3881 c.3672G>A



T C rs13155212|rs34364709byFrequency|by1000genomesMG-93-tumorMG-93-normal + 7 1597 c.1215T>C

C G MG-93-tumorMG-93-normal + 15 1321 c.1321C>G

C T rs140871032byFrequency|by1000genomesMG-93-tumorMG-93-normal + 4 664 c.220C>T

T A rs79661992byFrequency|by1000genomesMG-93-tumorMG-93-normal - 13 8111 c.7736A>T

C T rs26505 byFrequency|by1000genomesMG-93-tumorMG-93-normal + 1 144 c.57C>T

G C rs3088074byFrequency|by1000genomesMG-93-tumorMG-93-normal - 9 2999 c.2785C>G

T C rs28621009byFrequency|by1000genomesMG-93-tumorMG-93-normal + 13 2864 c.2229T>C

A C rs76504934by1000genomesMG-93-tumorMG-93-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-93-tumorMG-93-normal + 24 3194 c.3018C>T

A G rs4659654byFrequency|by1000genomesMG-93-tumorMG-93-normal - 16 2000 c.1503T>C

T C rs10082391byFrequency|by1000genomesMG-93-tumorMG-93-normal - 13 8654 c.8279A>G

C G rs3817428by1000genomesMG-93-tumorMG-93-normal + 15 7493 c.7119C>G

C T rs7300444byFrequency|by1000genomesMG-93-tumorMG-93-normal + 19 5383 c.4740C>T

G A rs16885 byFrequency|by1000genomesMG-93-tumorMG-93-normal - 9 3193 c.2257C>T

A T rs7095325byFrequency|by1000genomesMG-93-tumorMG-93-normal - 7 1087 c.712T>A

C T rs12777740byFrequency|by1000genomesMG-93-tumorMG-93-normal - 13 8321 c.7946G>A

T C rs2229992byFrequency|by1000genomesMG-93-tumorMG-93-normal + 12 1838 c.1458T>C

T C rs2241190byFrequency|by1000genomesMG-93-tumorMG-93-normal - 17 2745 c.2460A>G

C T rs11591817byFrequency|by1000genomesMG-93-tumorMG-93-normal - 13 6002 c.5627G>A

T C rs7714670by1000genomesMG-93-tumorMG-93-normal + 6 849 c.673T>C

A G rs826549 by1000genomesMG-93-tumorMG-93-normal + 18 2676 c.2550A>G

T C rs41286961byFrequency|by1000genomesMG-93-tumorMG-93-normal + 14 1440 c.1340T>C

A G rs41292197by1000genomesMG-93-tumorMG-93-normal + 27 5038 c.4504A>G

C T rs3796032byFrequency|by1000genomesMG-93-tumorMG-93-normal - 17 2381 c.1929G>A

C T rs34488539by1000genomesMG-93-tumorMG-93-normal + 22 3555 c.3390C>T

G A rs3793379byFrequency|by1000genomesMG-93-tumorMG-93-normal + 32 4159 c.3882G>A

G A rs6089925byFrequency|by1000genomesMG-93-tumorMG-93-normal - 4 729 c.660C>T

G C rs60140950byFrequency|by1000genomesMG-93-tumorMG-93-normal + 9 986 c.767G>C

C T rs10082533byFrequency|by1000genomesMG-93-tumorMG-93-normal - 13 8753 c.8378G>A

G A rs35296183byFrequency|by1000genomesMG-93-tumorMG-93-normal - 55 9794 c.8823C>T

T C rs2075252byFrequency|by1000genomesMG-93-tumorMG-93-normal - 66 12565 c.12280A>G

C T rs2293347byFrequency|by1000genomesMG-93-tumorMG-93-normal + 25 3159 c.2982C>T

T C rs13286541by1000genomesMG-93-tumorMG-93-normal - 9 2245 c.1909A>G

G A rs7543643byFrequency|by1000genomesMG-93-tumorMG-93-normal - 20 3453 c.3234C>T

C G rs11718329by1000genomesMG-93-tumorMG-93-normal + 4 719 c.647C>G

G T rs3212254byFrequency|by1000genomesMG-93-tumorMG-93-normal - 10 1693 c.1475C>A

G C rs150893072byFrequency|by1000genomesMG-93-tumorMG-93-normal + 6 708 c.618G>C

T C rs831042 byFrequency|by1000genomesMG-93-tumorMG-93-normal - 24 3945 c.3660A>G

G A rs34830600byFrequency|by1000genomesMG-93-tumorMG-93-normal - 8 2874 c.2805C>T

C T rs4750936byFrequency|by1000genomesMG-93-tumorMG-93-normal - 13 4011 c.3636G>A

C G rs11016076byFrequency|by1000genomesMG-93-tumorMG-93-normal - 8 1866 c.1491G>C

A G MG-93-tumorMG-93-normal - 19 3733 c.3523T>C

G A rs1062348byFrequency|by1000genomesMG-93-tumorMG-93-normal - 7 1005 c.846C>T

C A rs6453022by1000genomesMG-93-tumorMG-93-normal + 7 1027 c.851C>A

G A rs11177 byFrequency|by1000genomesMG-93-tumorMG-93-normal + 3 290 c.80G>A

T C rs10817025by1000genomesMG-93-tumorMG-93-normal - 15 3032 c.2696A>G

C A MG-93-tumorMG-93-normal - 15 2844 c.2626G>T



C A rs79011039byFrequency|by1000genomesMG-93-tumorMG-93-normal + 6 1050 c.572C>A

G A rs9789047by1000genomesMG-93-tumorMG-93-normal + 10 998 c.998G>A

T C rs7716253by1000genomesMG-93-tumorMG-93-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-93-tumorMG-93-normal - 54 9497 c.8526T>C

G A rs2289247byFrequency|by1000genomesMG-93-tumorMG-93-normal + 11 1273 c.1063G>A

T C rs13796 byFrequency|by1000genomesMG-93-tumorMG-93-normal + 2 372 c.159T>C

T C rs11016071byFrequency|by1000genomesMG-93-tumorMG-93-normal - 13 9086 c.8711A>G

C T rs1130233byFrequency|by1000genomesMG-93-tumorMG-93-normal - 8 2206 c.726G>A

C T rs3743398by1000genomesMG-93-tumorMG-93-normal + 12 2965 c.2591C>T

C G rs2509943byFrequency|by1000genomesMG-93-tumorMG-93-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-93-tumorMG-93-normal - 2 514 c.174G>A

T C rs112827102byFrequency|by1000genomesMG-93-tumorMG-93-normal - 19 3495 c.3285A>G

G A rs3744249byFrequency|by1000genomesMG-93-tumorMG-93-normal + 11 2561 c.2172G>A

C T rs3814883byFrequency|by1000genomesMG-93-tumorMG-93-normal + 13 2402 c.1359C>T

A G rs9667 by1000genomesMG-93-tumorMG-93-normal + 3 354 c.168A>G

C T rs872665 by1000genomesMG-93-tumorMG-93-normal - 7 1855 c.1519G>A

C T MG-93-tumorMG-93-normal + 5 645 c.174C>T

C T rs2285975byFrequency|by1000genomesMG-93-tumorMG-93-normal - 13 2445 c.2256G>A

T C rs111331725by1000genomesMG-93-tumorMG-93-normal + 6 643 c.263T>C

T A MG-93-tumorMG-93-normal - 1 203 c.204A>T

C A MG-93-tumorMG-93-normal - 31 7012 c.6798G>T

C T rs2229265byFrequency|by1000genomesMG-93-tumorMG-93-normal - 54 10788 c.10503G>A

G A rs1676211by1000genomesMG-93-tumorMG-93-normal + 13 2154 c.2154G>A

T A rs17264436byFrequency|by1000genomesMG-93-tumorMG-93-normal - 21 3503 c.3501A>T

G T rs147825872 MG-93-tumorMG-93-normal + 20 4359 c.4282G>T

C T rs1801187byFrequency|by1000genomesMG-93-tumorMG-93-normal - 37 5440 c.5234G>A

T C rs12731746byFrequency|by1000genomesMG-93-tumorMG-93-normal - 11 1394 c.897A>G

G A rs6089924byFrequency|by1000genomesMG-93-tumorMG-93-normal - 4 920 c.851C>T

C G MG-93-tumorMG-93-normal - 1 407

T A rs2060198byFrequency|by1000genomesMG-93-tumorMG-93-normal + 27 5204 c.4914T>A

T G rs1050767byFrequency|by1000genomesMG-93-tumorMG-93-normal - 13 8533 c.8158A>C

G A rs61814946byFrequency|by1000genomesMG-93-tumorMG-93-normal - 3 1785 c.1710C>T

C T rs3811444byFrequency|by1000genomesMG-94-tumorMG-94-normal + 6 1169 c.1121C>T

C T MG-94-tumorMG-94-normal + 3 423 c.43C>T

G A rs62070401by1000genomesMG-94-tumorMG-94-normal - 12 2205 c.2162C>T

C A MG-94-tumorMG-94-normal + 5 631 c.409C>A

G A rs4151025byFrequency|by1000genomesMG-94-tumorMG-94-normal + 2 415 c.303G>A

C T rs17325713byFrequency|by1000genomesMG-94-tumorMG-94-normal - 8 2668 c.2080G>A

G A rs16847812byFrequency|by1000genomesMG-94-tumorMG-94-normal + 4 978 c.865G>A

A G rs7762830by1000genomesMG-94-tumorMG-94-normal + 14 2120 c.1921A>G

A G MG-94-tumorMG-94-normal + 5 580 c.379A>G

C T rs3745762by1000genomesMG-94-tumorMG-94-normal + 6 2241 c.2047C>T

G A rs3810485by1000genomesMG-94-tumorMG-94-normal - 8 6116 c.6047C>T

G A rs56145411byFrequency|by1000genomesMG-94-tumorMG-94-normal + 4 1211 c.1124G>A

C T rs41306644byFrequency|by1000genomesMG-94-tumorMG-94-normal - 6 743 c.368G>A

A G rs40831 by1000genomesMG-94-tumorMG-94-normal + 2 2118 c.2085A>G

G A rs1718878byFrequency|by1000genomesMG-94-tumorMG-94-normal + 13 2003 c.1590G>A



G C rs2227910byFrequency|by1000genomesMG-94-tumorMG-94-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-94-tumorMG-94-normal + 16 2064 c.1887T>A

C T rs114155768byFrequency|by1000genomesMG-94-tumorMG-94-normal - 18 9355 c.9245G>A

A G rs2973568by1000genomesMG-94-tumorMG-94-normal + 13 1856 c.1680A>G

T C rs2229263byFrequency|by1000genomesMG-94-tumorMG-94-normal - 3 533 c.248A>G

T C MG-94-tumorMG-94-normal + 1 148 c.148T>C

A T rs3739451by1000genomesMG-94-tumorMG-94-normal - 39 9817 c.9481T>A

C T rs145461085byFrequency|by1000genomesMG-94-tumorMG-94-normal - 6 1270 c.1266G>A

C T MG-94-tumorMG-94-normal - 10 1429 c.1430G>A

G T rs2075249byFrequency|by1000genomesMG-94-tumorMG-94-normal - 21 3339 c.3054C>A

G C rs62070406by1000genomesMG-94-tumorMG-94-normal - 9 1754 c.1711C>G

C T rs55913776 MG-94-tumorMG-94-normal - 3 1207 c.675G>A

T C rs2241190byFrequency|by1000genomesMG-94-tumorMG-94-normal - 17 2745 c.2460A>G

A G rs826549 by1000genomesMG-94-tumorMG-94-normal + 18 2676 c.2550A>G

T C MG-94-tumorMG-94-normal + 14 1761 c.746T>C

C T rs17290169byFrequency|by1000genomesMG-94-tumorMG-94-normal + 15 2016 c.1839C>T

G A rs2127898byFrequency|by1000genomesMG-94-tumorMG-94-normal - 6 1130 c.920C>T

G C MG-94-tumorMG-94-normal - 5 1009 c.1010C>G

T C rs831042 byFrequency|by1000genomesMG-94-tumorMG-94-normal - 24 3945 c.3660A>G

T C rs7716253by1000genomesMG-94-tumorMG-94-normal + 8 1121 c.945T>C

A G rs4444457byFrequency|by1000genomesMG-94-tumorMG-94-normal - 54 9497 c.8526T>C

C G rs2509943byFrequency|by1000genomesMG-94-tumorMG-94-normal + 3 776 c.279C>G

A G rs4659654byFrequency|by1000genomesMG-94-tumorMG-94-normal - 16 2000 c.1503T>C

A G rs150196149by1000genomesMG-94-tumorMG-94-normal - 9 1008 c.989T>C

T C rs62070402by1000genomesMG-94-tumorMG-94-normal - 12 2105 c.2062A>G

A G rs13223756byFrequency|by1000genomesMG-94-tumorMG-94-normal + 7 2144 c.1944A>G

C G rs2282302byFrequency|by1000genomesMG-94-tumorMG-94-normal - 3 965 c.893G>C

A G rs17443123by1000genomesMG-94-tumorMG-94-normal + 5 915 c.750A>G

A G rs1980131byFrequency|by1000genomesMG-94-tumorMG-94-normal + 2 2992 c.2880A>G

C T rs4802382by1000genomesMG-94-tumorMG-94-normal + 6 554 c.360C>T

A G rs2074912byFrequency|by1000genomesMG-94-tumorMG-94-normal + 1 1709 c.1709A>G

C G rs149605490by1000genomesMG-94-tumorMG-94-normal + 3 1000 c.781C>G

G A rs13054014byFrequency|by1000genomesMG-94-tumorMG-94-normal + 2 569 c.210G>A

T C rs831043 byFrequency|by1000genomesMG-94-tumorMG-94-normal - 21 3354 c.3069A>G

A G MG-94-tumorMG-94-normal + 2 395 c.15A>G

G T rs12568784byFrequency|by1000genomesMG-94-tumorMG-94-normal - 3 7202 c.7130C>A

T C rs141049734byFrequencyMG-94-tumorMG-94-normal - 18 3186 c.2968A>G

G A MG-94-tumorMG-94-normal + 1 130 c.78G>A

C T MG-94-tumorMG-94-normal - 3 1048 c.516G>A

C G MG-94-tumorMG-94-normal - 19 1738 c.1739G>C

T C rs3755806byFrequency|by1000genomesMG-94-tumorMG-94-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-94-tumorMG-94-normal - 13 5919 c.5544G>A

C A rs6738031by1000genomesMG-94-tumorMG-94-normal - 18 3000 c.2874G>T

T C rs142304809byFrequencyMG-94-tumorMG-94-normal - 9 1291 c.1259A>G

A G rs9653483by1000genomesMG-94-tumorMG-94-normal - 21 5040 c.4953T>C

G A rs12104022by1000genomesMG-94-tumorMG-94-normal - 3 784 c.252C>T

T C rs2251219byFrequency|by1000genomesMG-94-tumorMG-94-normal - 26 4397 c.4395A>G



C T rs26505 byFrequency|by1000genomesMG-94-tumorMG-94-normal + 1 144 c.57C>T

A C rs41288743 MG-94-tumorMG-94-normal - 4 717 c.402T>G

C T MG-94-tumorMG-94-normal - 8 1260 c.1042G>A

G C rs11611231by1000genomesMG-94-tumorMG-94-normal + 9 2190 c.2190G>C

C T rs55993306by1000genomesMG-94-tumorMG-94-normal - 20 3946 c.3859G>A

G A rs150390977by1000genomesMG-94-tumorMG-94-normal - 1 227 c.8C>T

T C rs1048500byFrequency|by1000genomesMG-94-tumorMG-94-normal + 2 1791 c.684T>C

G A MG-94-tumorMG-94-normal - 4 453 c.138C>T

C T rs45443899byFrequency|by1000genomesMG-94-tumorMG-94-normal + 2 304 c.217C>T

C G rs143879890by1000genomesMG-94-tumorMG-94-normal - 16 2320 c.2233G>C

A G rs138997916byFrequency|by1000genomesMG-94-tumorMG-94-normal - 3 2832 c.2760T>C

A G rs6679449by1000genomesMG-94-tumorMG-94-normal - 3 1923 c.1851T>C

C T rs12708402by1000genomesMG-94-tumorMG-94-normal - 16 3405 c.3178G>A

C T rs9904366byFrequency|by1000genomesMG-94-tumorMG-94-normal - 3 554 c.175G>A

G A rs80198225 MG-94-tumorMG-94-normal + 8 527 c.527G>A

C T MG-94-tumorMG-94-normal - 20 4141 c.4054G>A

G A rs2275527byFrequency|by1000genomesMG-94-tumorMG-94-normal - 39 5629 c.5553C>T

G A MG-94-tumorMG-94-normal - 5 4138 c.3929C>T

C T rs2269654byFrequency|by1000genomesMG-94-tumorMG-94-normal + 11 2687 c.2574C>T

C T rs2271806byFrequency|by1000genomesMG-94-tumorMG-94-normal + 18 2822 c.2409C>T

T C rs7714670by1000genomesMG-94-tumorMG-94-normal + 6 849 c.673T>C

C T MG-94-tumorMG-94-normal + 1 120 c.120C>T

C T rs3135867byFrequency|by1000genomesMG-94-tumorMG-94-normal + 4 673 c.417C>T

G C rs61731528by1000genomesMG-94-tumorMG-94-normal - 5 1442 c.901C>G

A G rs180744 by1000genomesMG-94-tumorMG-94-normal + 2 1719 c.1686A>G

C T MG-94-tumorMG-94-normal - 8 1256 c.1038G>A

G T rs34104660byFrequency|by1000genomesMG-94-tumorMG-94-normal - 4 687 c.402C>A

G A MG-94-tumorMG-94-normal - 3 1505 c.973C>T

G A MG-94-tumorMG-94-normal + 22 3824 c.3344G>A

G C rs76352345byFrequency|by1000genomesMG-94-tumorMG-94-normal + 7 942 c.816G>C

C T rs151174 by1000genomesMG-94-tumorMG-94-normal + 2 1740 c.1707C>T

C A rs41264475byFrequency|by1000genomesMG-94-tumorMG-94-normal + 6 840 c.741C>A

A C rs116574353byFrequencyMG-94-tumorMG-94-normal + 23 3426 c.2283A>C

G T rs147825872 MG-94-tumorMG-94-normal + 20 4359 c.4282G>T

T C MG-94-tumorMG-94-normal + 8 505 c.505T>C

G T rs138591330by1000genomesMG-94-tumorMG-94-normal - 27 8211 c.7863C>A

C G rs180743 by1000genomesMG-94-tumorMG-94-normal + 2 1315 c.1282C>G

C T rs3745764byFrequency|by1000genomesMG-94-tumorMG-94-normal + 9 2705 c.1064C>T

C T MG-94-tumorMG-94-normal - 3 300 c.263G>A

T G MG-94-tumorMG-94-normal + 1 544 c.544T>G

G C MG-94-tumorMG-94-normal + 5 1433 c.1284G>C

C T rs71299249|rs77022425byFrequencyMG-94-tumorMG-94-normal + 1 3677 c.717C>T

T A rs56279059by1000genomesMG-94-tumorMG-94-normal - 3 1034 c.502A>T

G A rs20539 byFrequency|by1000genomesMG-94-tumorMG-94-normal + 20 3152 c.3111G>A

C T rs62478357byFrequencyMG-94-tumorMG-94-normal - 8 1268 c.1050G>A

C T rs35446117by1000genomesMG-94-tumorMG-94-normal + 14 7457 c.7083C>T

C T rs1386356byFrequency|by1000genomesMG-94-tumorMG-94-normal - 85 14018 c.13047G>A



G A rs7624750byFrequency|by1000genomesMG-94-tumorMG-94-normal + 4 707 c.473G>A

T C rs9851685byFrequency|by1000genomesMG-94-tumorMG-94-normal + 23 2508 c.2274T>C

A G rs10853307by1000genomesMG-94-tumorMG-94-normal - 3 1368 c.836T>C

T G rs12963422byFrequency|by1000genomesMG-94-tumorMG-94-normal - 5 2988 c.2775A>C

G T rs146238849byFrequency|by1000genomesMG-94-tumorMG-94-normal - 8 1391 c.1173C>A

G C MG-94-tumorMG-94-normal - 3 1273 c.741C>G

G A rs3818831byFrequency|by1000genomesMG-94-tumorMG-94-normal - 2 193 c.121C>T

C A MG-94-tumorMG-94-normal - 20 3493 c.3406G>T

C T rs1035938by1000genomesMG-94-tumorMG-94-normal + 6 1538 c.1344C>T

G A rs17336988byFrequency|by1000genomesMG-94-tumorMG-94-normal + 16 2273 c.2028G>A

T C MG-94-tumorMG-94-normal - 3 305 c.270A>G

T G rs79385100by1000genomesMG-94-tumorMG-94-normal - 11 1929 c.1930A>C

G A rs16825150byFrequency|by1000genomesMG-94-tumorMG-94-normal + 7 954 c.909G>A

T C rs9646771by1000genomesMG-94-tumorMG-94-normal - 4 787 c.447A>G

G C rs6771157byFrequency|by1000genomesMG-94-tumorMG-94-normal - 19 3392 c.3393C>G

A G rs3211362byFrequency|by1000genomesMG-94-tumorMG-94-normal - 9 1020 c.846T>C

G A rs147014138byFrequency|by1000genomesMG-94-tumorMG-94-normal - 11 905 c.538C>T

A C rs76504934by1000genomesMG-94-tumorMG-94-normal - 4 464 c.427T>G

G A rs1800742byFrequency|by1000genomesMG-94-tumorMG-94-normal + 11 1740 c.1110G>A

C T rs7300444byFrequency|by1000genomesMG-94-tumorMG-94-normal + 19 5383 c.4740C>T

C T MG-94-tumorMG-94-normal + 1 712 c.712C>T

A T rs111657679byFrequency|by1000genomesMG-94-tumorMG-94-normal - 7 516 c.149T>A

T G rs9807633by1000genomesMG-94-tumorMG-94-normal - 1 88 c.89A>C

G A rs4514247byFrequency|by1000genomesMG-94-tumorMG-94-normal - 3 878 c.808C>T

T C rs1002519byFrequency|by1000genomesMG-94-tumorMG-94-normal + 1 196 c.196T>C

G C rs45469098by1000genomesMG-94-tumorMG-94-normal - 1 255 c.256C>G

T G rs1800275byFrequency|by1000genomesMG-94-tumorMG-94-normal - 48 7302 c.7096A>C

A G rs149271 by1000genomesMG-94-tumorMG-94-normal + 2 543 c.510A>G

G A rs2271189byFrequency|by1000genomesMG-94-tumorMG-94-normal + 27 3788 c.3348G>A

T C rs7744765by1000genomesMG-94-tumorMG-94-normal + 14 1929 c.1730T>C

G C rs13397109byFrequency|by1000genomesMG-94-tumorMG-94-normal - 41 7911 c.7626C>G

G A rs11177 byFrequency|by1000genomesMG-94-tumorMG-94-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-94-tumorMG-94-normal - 2 514 c.174G>A

G C MG-94-tumorMG-94-normal - 29 3053 c.3022C>G

G C rs3088074byFrequency|by1000genomesMG-94-tumorMG-94-normal - 9 2999 c.2785C>G

C A MG-94-tumorMG-94-normal + 5 585 c.205C>A

A G rs34172482by1000genomesMG-94-tumorMG-94-normal + 3 253 c.87A>G

T C MG-94-tumorMG-94-normal + 1 250 c.250T>C

G A rs55855602by1000genomesMG-94-tumorMG-94-normal - 3 1030 c.498C>T

C A MG-94-tumorMG-94-normal - 8 1581 c.645G>T

T C rs33910491byFrequency|by1000genomesMG-94-tumorMG-94-normal - 5 4949 c.4736A>G

C T rs1801187byFrequency|by1000genomesMG-94-tumorMG-94-normal - 37 5440 c.5234G>A

C T MG-94-tumorMG-94-normal + 16 2126 c.2061C>T

G A rs11549106byFrequency|by1000genomesMG-94-tumorMG-94-normal - 4 895 c.891C>T

C T rs35011777byFrequency|by1000genomesMG-94-tumorMG-94-normal + 3 1212 c.978C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-94-tumorMG-94-normal + 7 1073 c.525C>T

G T rs71238527by1000genomesMG-94-tumorMG-94-normal + 3 639 c.494G>T



G A rs12022217byFrequency|by1000genomesMG-94-tumorMG-94-normal - 3 4602 c.4530C>T

G C rs146249377byFrequencyMG-94-tumorMG-94-normal + 1 3447 c.487G>C

C T MG-94-tumorMG-94-normal - 10 1459 c.1460G>A

T G rs12145941byFrequency|by1000genomesMG-94-tumorMG-94-normal - 3 1631 c.1556A>C

A G rs141480481by1000genomesMG-94-tumorMG-94-normal + 4 1425 c.1342A>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-94-tumorMG-94-normal + 6 830 c.282G>C

C A rs138908625byFrequency|by1000genomesMG-94-tumorMG-94-normal - 8 1357 c.1139G>T

A C MG-94-tumorMG-94-normal + 6 1265 c.981A>C

G A rs7234999byFrequency|by1000genomesMG-94-tumorMG-94-normal - 5 5512 c.5299C>T

G C rs12104021by1000genomesMG-94-tumorMG-94-normal - 3 790 c.258C>G

C T rs55979329by1000genomesMG-94-tumorMG-94-normal - 3 1257 c.725G>A

C G rs147865267byFrequencyMG-94-tumorMG-94-normal - 4 1304 c.1234G>C

G A rs151218737byFrequency|by1000genomesMG-94-tumorMG-94-normal + 5 1499 c.1093G>A

C G rs3791251by1000genomesMG-94-tumorMG-94-normal - 25 4912 c.4786G>C

G A rs11549105byFrequency|by1000genomesMG-94-tumorMG-94-normal - 6 1228 c.1224C>T

A G rs33953730by1000genomesMG-94-tumorMG-94-normal - 25 4326 c.4200T>C

T C rs72676907byFrequency|by1000genomesMG-94-tumorMG-94-normal + 3 517 c.327T>C

A G MG-94-tumorMG-94-normal - 3 1337 c.805T>C

G A rs1713982byFrequency|by1000genomesMG-94-tumorMG-94-normal + 15 2261 c.1848G>A

A G rs13346368by1000genomesMG-94-tumorMG-94-normal + 10 3324 c.3130A>G

G A rs2880955by1000genomesMG-94-tumorMG-94-normal + 12 1031 c.1031G>A

T G rs74842149byFrequencyMG-94-tumorMG-94-normal - 4 1217 c.1147A>C

T C rs3026101by1000genomesMG-94-tumorMG-94-normal + 14 2279 c.2055T>C

A G MG-94-tumorMG-94-normal + 1 342 c.342A>G

G A rs71299249|rs76723438byFrequency|by1000genomesMG-94-tumorMG-94-normal + 1 3698 c.738G>A

G A rs66568705|rs9993357MG-94-tumorMG-94-normal + 1 250 c.105G>A

C T rs2282303byFrequency|by1000genomesMG-94-tumorMG-94-normal - 3 899 c.827G>A

C T rs7240355byFrequency|by1000genomesMG-94-tumorMG-94-normal - 5 5238 c.5025G>A

C T rs12155677byFrequency|by1000genomesMG-94-tumorMG-94-normal - 32 5524 c.5280G>A

A G rs61753736byFrequency|by1000genomesMG-94-tumorMG-94-normal - 66 10707 c.10463T>C

A T MG-94-tumorMG-94-normal - 3 2617 c.2542T>A

T C rs2229992byFrequency|by1000genomesMG-94-tumorMG-94-normal + 12 1838 c.1458T>C

T G rs118173424by1000genomesMG-94-tumorMG-94-normal - 12 2546 c.2210A>C

A G rs16831887byFrequency|by1000genomesMG-94-tumorMG-94-normal + 9 2111 c.2023A>G

C T rs11121691byFrequency|by1000genomesMG-94-tumorMG-94-normal - 49 6985 c.6909G>A

G A rs1800725byFrequency|by1000genomesMG-94-tumorMG-94-normal + 11 1730 c.1100G>A

G A rs2229354byFrequency|by1000genomesMG-94-tumorMG-94-normal + 7 1131 c.924G>A

G A rs149181731byFrequencyMG-94-tumorMG-94-normal + 1 431 c.379G>A

C A rs6453022by1000genomesMG-94-tumorMG-94-normal + 7 1027 c.851C>A

G A rs2289247byFrequency|by1000genomesMG-94-tumorMG-94-normal + 11 1273 c.1063G>A

C A rs138341092by1000genomesMG-94-tumorMG-94-normal - 1 226 c.7G>T

A G MG-94-tumorMG-94-normal + 1 243 c.243A>G

A G rs6694078byFrequency|by1000genomesMG-94-tumorMG-94-normal + 11 2688 c.2575A>G

C T rs3814883byFrequency|by1000genomesMG-94-tumorMG-94-normal + 13 2402 c.1359C>T

G A rs141180155byFrequency|by1000genomesMG-94-tumorMG-94-normal - 16 2460 c.2175C>T

C T MG-94-tumorMG-94-normal - 3 370 c.335G>A

T A rs17264436byFrequency|by1000genomesMG-94-tumorMG-94-normal - 21 3503 c.3501A>T



G T rs918558 byFrequency|by1000genomesMG-94-tumorMG-94-normal + 1 2142 c.2142G>T

T C rs12731746byFrequency|by1000genomesMG-94-tumorMG-94-normal - 11 1394 c.897A>G

T A rs2060198byFrequency|by1000genomesMG-94-tumorMG-94-normal + 27 5204 c.4914T>A

C G rs145987835byFrequencyMG-95-tumorMG-95-normal - 4 1432 c.1362G>C

T A rs121913224|rs80338757|rs1801155|rs137854579byFrequencyMG-95-tumorMG-95-normal + 16 4300 c.3920T>A

A G MG-95-tumorMG-95-normal - 15 1346 c.1346T>C

C T rs3811444byFrequency|by1000genomesMG-95-tumorMG-95-normal + 6 1169 c.1121C>T

C T MG-95-tumorMG-95-normal + 3 423 c.43C>T

G A rs62070401by1000genomesMG-95-tumorMG-95-normal - 12 2205 c.2162C>T

C G rs72474510byFrequency|by1000genomesMG-95-tumorMG-95-normal - 4 1198 c.1128G>C

A C rs10104558byFrequency|by1000genomesMG-95-tumorMG-95-normal + 3 1104 c.950A>C

A G rs3121079byFrequency|by1000genomesMG-95-tumorMG-95-normal - 2 86 c.16T>C

A G rs3108200byFrequency|by1000genomesMG-95-tumorMG-95-normal + 3 2040 c.810A>G

C T rs199930 by1000genomesMG-95-tumorMG-95-normal + 36 5181 c.5016C>T

T C rs140856347by1000genomesMG-95-tumorMG-95-normal - 20 3525 c.3438A>G

T C rs141384852byFrequencyMG-95-tumorMG-95-normal - 3 6332 c.6260A>G

T C MG-95-tumorMG-95-normal + 1 541 c.541T>C

T C rs138093894byFrequencyMG-95-tumorMG-95-normal + 11 3924 c.3879T>C

C T rs137854246|rs34012042byFrequency|by1000genomesMG-95-tumorMG-95-normal + 15 2208 c.1578C>T

G A rs3026098by1000genomesMG-95-tumorMG-95-normal + 13 2111 c.1887G>A

T C rs4652678by1000genomesMG-95-tumorMG-95-normal + 28 4116 c.3951T>C

T C rs28489116by1000genomesMG-95-tumorMG-95-normal - 10 5194 c.4985A>G

A G rs73085334byFrequency|by1000genomesMG-95-tumorMG-95-normal - 6 1741 c.1254T>C

G A rs3810485by1000genomesMG-95-tumorMG-95-normal - 8 6116 c.6047C>T

C T MG-95-tumorMG-95-normal + 1 1002 c.1002C>T

A G rs1801439byFrequency|by1000genomesMG-95-tumorMG-95-normal + 10 1592 c.1365A>G

G C rs2227910byFrequency|by1000genomesMG-95-tumorMG-95-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-95-tumorMG-95-normal + 16 2064 c.1887T>A

A G rs2973568by1000genomesMG-95-tumorMG-95-normal + 13 1856 c.1680A>G

T A rs3740423byFrequency|by1000genomesMG-95-tumorMG-95-normal - 13 4583 c.4208A>T

T C rs2229263byFrequency|by1000genomesMG-95-tumorMG-95-normal - 3 533 c.248A>G

A T rs3739451by1000genomesMG-95-tumorMG-95-normal - 39 9817 c.9481T>A

C T rs1779132byFrequency|by1000genomesMG-95-tumorMG-95-normal - 6 2113 c.1563G>A

T C rs7935 byFrequency|by1000genomesMG-95-tumorMG-95-normal + 9 1808 c.1524T>C

C T rs140871032byFrequency|by1000genomesMG-95-tumorMG-95-normal + 4 664 c.220C>T

C T MG-95-tumorMG-95-normal + 1 1293 c.1002C>T

A T rs78455617byFrequency|by1000genomesMG-95-tumorMG-95-normal - 4 1208 c.1138T>A

T C rs143332174by1000genomesMG-95-tumorMG-95-normal - 3 244 c.207A>G

A G rs1211708byFrequency|by1000genomesMG-95-tumorMG-95-normal - 6 1888 c.1338T>C

C T rs11547311byFrequency|by1000genomesMG-95-tumorMG-95-normal + 8 702 c.570C>T

G T rs2075249byFrequency|by1000genomesMG-95-tumorMG-95-normal - 21 3339 c.3054C>A

G C rs62070406by1000genomesMG-95-tumorMG-95-normal - 9 1754 c.1711C>G

C T rs11558834byFrequency|by1000genomesMG-95-tumorMG-95-normal + 11 3321 c.2940C>T

A G MG-95-tumorMG-95-normal + 1 651 c.651A>G

T C rs2241190byFrequency|by1000genomesMG-95-tumorMG-95-normal - 17 2745 c.2460A>G

C T rs2973571by1000genomesMG-95-tumorMG-95-normal + 12 1807 c.1631C>T

A G rs826549 by1000genomesMG-95-tumorMG-95-normal + 18 2676 c.2550A>G



T C rs1801499byFrequency|by1000genomesMG-95-tumorMG-95-normal + 11 2456 c.2229T>C

C T rs140280672byFrequencyMG-95-tumorMG-95-normal + 20 7625 c.7499C>T

C G rs11718329by1000genomesMG-95-tumorMG-95-normal + 4 719 c.647C>G

C T rs1208731byFrequency|by1000genomesMG-95-tumorMG-95-normal - 6 2191 c.1641G>A

C A rs16829829byFrequency|by1000genomesMG-95-tumorMG-95-normal + 23 3457 c.2314C>A

A G rs141971833byFrequencyMG-95-tumorMG-95-normal + 16 5077 c.4434A>G

G A rs142837205byFrequencyMG-95-tumorMG-95-normal - 14 1589 c.1549C>T

G C MG-95-tumorMG-95-normal - 5 1009 c.1010C>G

C T rs3812458byFrequency|by1000genomesMG-95-tumorMG-95-normal + 22 2662 c.2385C>T

T C rs831042 byFrequency|by1000genomesMG-95-tumorMG-95-normal - 24 3945 c.3660A>G

C T MG-95-tumorMG-95-normal + 11 2513 c.2331C>T

A G rs4444457byFrequency|by1000genomesMG-95-tumorMG-95-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-95-tumorMG-95-normal - 10 9441 c.8853T>C

G T rs148745623 MG-95-tumorMG-95-normal - 4 1078 c.1008C>A

A G rs1385600byFrequency|by1000genomesMG-95-tumorMG-95-normal - 5 1375 c.1290T>C

T C MG-95-tumorMG-95-normal + 14 1761 c.746T>C

C G rs2509943byFrequency|by1000genomesMG-95-tumorMG-95-normal + 3 776 c.279C>G

A G rs3729680by1000genomesMG-95-tumorMG-95-normal + 7 1330 c.1173A>G

A G rs4659654byFrequency|by1000genomesMG-95-tumorMG-95-normal - 16 2000 c.1503T>C

A G rs2229268byFrequency|by1000genomesMG-95-tumorMG-95-normal - 61 11886 c.11601T>C

C T rs468525 by1000genomesMG-95-tumorMG-95-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-95-tumorMG-95-normal - 12 2105 c.2062A>G

C T MG-95-tumorMG-95-normal + 7 1589 c.1215C>T

T A rs35737760by1000genomesMG-95-tumorMG-95-normal + 19 2685 c.2520T>A

C G rs2282302byFrequency|by1000genomesMG-95-tumorMG-95-normal - 3 965 c.893G>C

C G rs34693334byFrequency|by1000genomesMG-95-tumorMG-95-normal - 8 1060 c.775G>C

A G MG-95-tumorMG-95-normal + 8 1116

C G rs149605490by1000genomesMG-95-tumorMG-95-normal + 3 1000 c.781C>G

A T rs10107774byFrequency|by1000genomesMG-95-tumorMG-95-normal + 3 1496 c.1342A>T

G A rs33969768byFrequency|by1000genomesMG-95-tumorMG-95-normal - 8 5863 c.5650C>T

T C rs831043 byFrequency|by1000genomesMG-95-tumorMG-95-normal - 21 3354 c.3069A>G

A G rs146505774by1000genomesMG-95-tumorMG-95-normal + 11 2544 c.2362A>G

C T rs139351719by1000genomesMG-95-tumorMG-95-normal - 5 554 c.13G>A

A G rs1799944byFrequency|by1000genomesMG-95-tumorMG-95-normal + 11 3198 c.2971A>G

C A rs2973558by1000genomesMG-95-tumorMG-95-normal + 20 2514 c.2338C>A

T C rs2229992byFrequency|by1000genomesMG-95-tumorMG-95-normal + 12 1838 c.1458T>C

G A rs143777547byFrequencyMG-95-tumorMG-95-normal + 6 770 c.680G>A

C T MG-95-tumorMG-95-normal - 20 3573 c.3382G>A

T C rs3755806byFrequency|by1000genomesMG-95-tumorMG-95-normal - 15 2117 c.2115A>G

C T rs2853346byFrequency|by1000genomesMG-95-tumorMG-95-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-95-tumorMG-95-normal + 14 1944 c.1699C>T

A G rs11016073byFrequency|by1000genomesMG-95-tumorMG-95-normal - 13 6677 c.6302T>C

C T rs77791636by1000genomesMG-95-tumorMG-95-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-95-tumorMG-95-normal - 18 3000 c.2874G>T

A G rs9653483by1000genomesMG-95-tumorMG-95-normal - 21 5040 c.4953T>C

T C rs2251219byFrequency|by1000genomesMG-95-tumorMG-95-normal - 26 4397 c.4395A>G

G T rs144792804by1000genomesMG-95-tumorMG-95-normal - 1 174 c.29C>A



A C rs143926631byFrequency|by1000genomesMG-95-tumorMG-95-normal + 20 3873 c.3785A>C

T C rs1805129byFrequency|by1000genomesMG-95-tumorMG-95-normal - 2 327 c.252A>G

G A rs61753697byFrequency|by1000genomesMG-95-tumorMG-95-normal + 1 376 c.99G>A

A G rs2737699byFrequency|by1000genomesMG-95-tumorMG-95-normal - 10 12892 c.12304T>C

G C rs11611231by1000genomesMG-95-tumorMG-95-normal + 9 2190 c.2190G>C

A G rs149843545byFrequencyMG-95-tumorMG-95-normal - 13 1050 c.683T>C

T G rs12963422byFrequency|by1000genomesMG-95-tumorMG-95-normal - 5 2988 c.2775A>C

T C rs1048500byFrequency|by1000genomesMG-95-tumorMG-95-normal + 2 1791 c.684T>C

C T rs12708402by1000genomesMG-95-tumorMG-95-normal - 16 3405 c.3178G>A

T C rs147653884by1000genomesMG-95-tumorMG-95-normal - 20 3715 c.3628A>G

G A rs2124203byFrequency|by1000genomesMG-95-tumorMG-95-normal - 19 2832 c.2745C>T

C T MG-95-tumorMG-95-normal - 1 116 c.29G>A

C T rs17605476by1000genomesMG-95-tumorMG-95-normal + 5 1338 c.1140C>T

G A rs77288131byFrequency|by1000genomesMG-95-tumorMG-95-normal + 12 2707 c.2488G>A

A G MG-95-tumorMG-95-normal + 1 559 c.559A>G

A C rs62534884by1000genomesMG-95-tumorMG-95-normal + 4 892 c.683A>C

T C rs12990449byFrequency|by1000genomesMG-95-tumorMG-95-normal - 2 1114 c.143A>G

A C rs766173 byFrequency|by1000genomesMG-95-tumorMG-95-normal + 10 1092 c.865A>C

T C MG-95-tumorMG-95-normal + 1 864 c.864T>C

T C rs61747978byFrequency|by1000genomesMG-95-tumorMG-95-normal + 9 2081 c.1968T>C

G A rs41304253by1000genomesMG-95-tumorMG-95-normal + 20 3100 c.2935G>A

A G rs2229267byFrequency|by1000genomesMG-95-tumorMG-95-normal - 29 5160 c.4875T>C

A C rs80303640by1000genomesMG-95-tumorMG-95-normal - 16 1415 c.1416T>G

G A rs1718878byFrequency|by1000genomesMG-95-tumorMG-95-normal + 13 2003 c.1590G>A

T C rs17019360by1000genomesMG-95-tumorMG-95-normal + 17 2524 c.1800T>C

C T rs116607864byFrequency|by1000genomesMG-95-tumorMG-95-normal + 12 2865 c.2752C>T

T C MG-95-tumorMG-95-normal + 8 505 c.505T>C

G T rs138591330by1000genomesMG-95-tumorMG-95-normal - 27 8211 c.7863C>A

G A rs34747341byFrequency|by1000genomesMG-95-tumorMG-95-normal - 10 864 c.777C>T

G A rs142702316byFrequencyMG-95-tumorMG-95-normal + 1 160 c.108G>A

C T rs2229975by1000genomesMG-95-tumorMG-95-normal - 5 927 c.852G>A

T C rs16006 by1000genomesMG-95-tumorMG-95-normal - 6 875 c.876A>G

C A rs34400049byFrequency|by1000genomesMG-95-tumorMG-95-normal + 14 2474 c.2092C>A

C T MG-95-tumorMG-95-normal + 18 1608 c.1608C>T

A G rs4143768byFrequency|by1000genomesMG-95-tumorMG-95-normal - 10 6783 c.6195T>C

G A rs2127898byFrequency|by1000genomesMG-95-tumorMG-95-normal - 6 1130 c.920C>T

A G rs138216232 MG-95-tumorMG-95-normal + 11 2682 c.2301A>G

G T MG-95-tumorMG-95-normal - 19 1813 c.1813C>A

G A rs7179364by1000genomesMG-95-tumorMG-95-normal + 1 520 c.85G>A

G A rs7624750byFrequency|by1000genomesMG-95-tumorMG-95-normal + 4 707 c.473G>A

A C rs1208606byFrequency|by1000genomesMG-95-tumorMG-95-normal - 6 1571 c.1359T>G

C T rs140105230byFrequency|by1000genomesMG-95-tumorMG-95-normal - 4 1405 c.1335G>A

C T rs2464388 MG-95-tumorMG-95-normal + 12 917 c.917C>T

T C rs9851685byFrequency|by1000genomesMG-95-tumorMG-95-normal + 23 2508 c.2274T>C

C T rs2274550by1000genomesMG-95-tumorMG-95-normal + 54 8820 c.8286C>T

A G rs77145198byFrequency|by1000genomesMG-95-tumorMG-95-normal - 20 2943 c.2856T>C

A G rs34101420byFrequency|by1000genomesMG-95-tumorMG-95-normal - 4 1621 c.759T>C



T C rs11373 byFrequency|by1000genomesMG-95-tumorMG-95-normal - 3 787 c.367A>G

T C MG-95-tumorMG-95-normal - 3 305 c.270A>G

T A MG-95-tumorMG-95-normal + 18 1996 c.1955T>A

T C rs9646771by1000genomesMG-95-tumorMG-95-normal - 4 787 c.447A>G

T C rs2305181by1000genomesMG-95-tumorMG-95-normal + 5 859 c.603T>C

C T MG-95-tumorMG-95-normal - 2 2772 c.2563G>A

G C rs6771157byFrequency|by1000genomesMG-95-tumorMG-95-normal - 19 3392 c.3393C>G

G A MG-95-tumorMG-95-normal - 13 1142 c.1143C>T

A C rs76504934by1000genomesMG-95-tumorMG-95-normal - 4 464 c.427T>G

C T rs3749645by1000genomesMG-95-tumorMG-95-normal + 24 3194 c.3018C>T

G A rs11549106byFrequency|by1000genomesMG-95-tumorMG-95-normal - 4 895 c.891C>T

C G MG-95-tumorMG-95-normal + 37 3895 c.3729C>G

C A rs34651589by1000genomesMG-95-tumorMG-95-normal - 3 962 c.489G>T

C T rs75838083byFrequency|by1000genomesMG-95-tumorMG-95-normal + 3 450 c.363C>T

G C rs45469098by1000genomesMG-95-tumorMG-95-normal - 1 255 c.256C>G

T C rs112827102byFrequency|by1000genomesMG-95-tumorMG-95-normal - 19 3495 c.3285A>G

T C rs3121080byFrequency|by1000genomesMG-95-tumorMG-95-normal - 2 130 c.60A>G

G A rs2003233 MG-95-tumorMG-95-normal - 17 1503 c.1504C>T

C T rs2305179by1000genomesMG-95-tumorMG-95-normal + 3 604 c.348C>T

C T MG-95-tumorMG-95-normal + 1 852 c.852C>T

G A rs2271189byFrequency|by1000genomesMG-95-tumorMG-95-normal + 27 3788 c.3348G>A

G A MG-95-tumorMG-95-normal - 5 563 c.22C>T

A G rs17078605byFrequency|by1000genomesMG-95-tumorMG-95-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-95-tumorMG-95-normal + 3 290 c.80G>A

C T rs6432901by1000genomesMG-95-tumorMG-95-normal - 2 514 c.174G>A

A C rs76437836byFrequencyMG-95-tumorMG-95-normal - 3 142 c.98T>G

G A rs1128761byFrequency|by1000genomesMG-95-tumorMG-95-normal + 7 1219 c.966G>A

A G rs28647489by1000genomesMG-95-tumorMG-95-normal - 15 10210 c.10001T>C

C T rs143758478byFrequency|by1000genomesMG-95-tumorMG-95-normal + 19 2612 c.2253C>T

G A rs2289247byFrequency|by1000genomesMG-95-tumorMG-95-normal + 11 1273 c.1063G>A

G A rs146319427byFrequency|by1000genomesMG-95-tumorMG-95-normal - 14 4159 c.3975C>T

G A MG-95-tumorMG-95-normal - 7 889 c.796C>T

G T rs35801538byFrequencyMG-95-tumorMG-95-normal + 3 654 c.420G>T

T C rs33910491byFrequency|by1000genomesMG-95-tumorMG-95-normal - 5 4949 c.4736A>G

C T rs7300444byFrequency|by1000genomesMG-95-tumorMG-95-normal + 19 5383 c.4740C>T

C T rs1801187byFrequency|by1000genomesMG-95-tumorMG-95-normal - 37 5440 c.5234G>A

G A rs7234999byFrequency|by1000genomesMG-95-tumorMG-95-normal - 5 5512 c.5299C>T

T C rs78472618byFrequencyMG-95-tumorMG-95-normal - 3 159 c.115A>G

C T rs1386356byFrequency|by1000genomesMG-95-tumorMG-95-normal - 85 14018 c.13047G>A

G T rs3745765byFrequency|by1000genomesMG-95-tumorMG-95-normal + 9 2360 c.719G>T

C T rs210498 by1000genomesMG-95-tumorMG-95-normal - 23 1885 c.1518G>A

G T rs71238527by1000genomesMG-95-tumorMG-95-normal + 3 639 c.494G>T

C G rs150078700by1000genomesMG-95-tumorMG-95-normal + 12 1039 c.1039C>G

C T rs2931423by1000genomesMG-95-tumorMG-95-normal + 19 2459 c.2283C>T

T G rs12145941byFrequency|by1000genomesMG-95-tumorMG-95-normal - 3 1631 c.1556A>C

T C rs16921260by1000genomesMG-95-tumorMG-95-normal + 1 1073 c.773T>C

G A rs11551685byFrequency|by1000genomesMG-95-tumorMG-95-normal - 16 7464 c.7395C>T



G A rs17336437byFrequency|by1000genomesMG-95-tumorMG-95-normal + 4 708 c.531G>A

G A MG-95-tumorMG-95-normal - 26 3234 c.3031C>T

A C rs4625290byFrequency|by1000genomesMG-95-tumorMG-95-normal - 2 325 c.255T>G

C A rs149207258by1000genomesMG-95-tumorMG-95-normal - 27 5155 c.4815G>T

T G rs114432784byFrequency|by1000genomesMG-95-tumorMG-95-normal - 4 1539 c.1326A>C

T C MG-95-tumorMG-95-normal + 12 4303 c.3660T>C

T C rs2450122byFrequency|by1000genomesMG-95-tumorMG-95-normal - 10 2089 c.2004A>G

C T rs1966160 MG-95-tumorMG-95-normal - 1 143 c.144G>A

G A rs11549105byFrequency|by1000genomesMG-95-tumorMG-95-normal - 6 1228 c.1224C>T

T C rs72676907byFrequency|by1000genomesMG-95-tumorMG-95-normal + 3 517 c.327T>C

C A rs1801270byFrequency|by1000genomesMG-95-tumorMG-95-normal + 2 328 c.93C>A

C G rs80027487byFrequency|by1000genomesMG-95-tumorMG-95-normal + 3 451 c.364C>G

G T rs11952292byFrequency|by1000genomesMG-95-tumorMG-95-normal + 1 2442 c.2442G>T

G A rs1713982byFrequency|by1000genomesMG-95-tumorMG-95-normal + 15 2261 c.1848G>A

C G rs138133959by1000genomesMG-95-tumorMG-95-normal - 4 367 c.368G>C

T C MG-95-tumorMG-95-normal - 20 3938 c.3851A>G

G A rs2880955by1000genomesMG-95-tumorMG-95-normal + 12 1031 c.1031G>A

C T rs3862792byFrequency|by1000genomesMG-95-tumorMG-95-normal + 4 896 c.669C>T

T C rs3026101by1000genomesMG-95-tumorMG-95-normal + 14 2279 c.2055T>C

C T rs7240355byFrequency|by1000genomesMG-95-tumorMG-95-normal - 5 5238 c.5025G>A

C T rs35775721byFrequency|by1000genomesMG-95-tumorMG-95-normal + 2 734 c.534C>T

T C rs61730221byFrequency|by1000genomesMG-95-tumorMG-95-normal - 13 4110 c.4000A>G

G A MG-95-tumorMG-95-normal - 19 3318 c.3129C>T

G A rs16885 byFrequency|by1000genomesMG-95-tumorMG-95-normal - 9 3193 c.2257C>T

T C rs7275 by1000genomesMG-95-tumorMG-95-normal + 35 5267 c.4983T>C

C A rs2230018byFrequency|by1000genomesMG-95-tumorMG-95-normal + 17 2218 c.2177C>A

G C MG-95-tumorMG-95-normal - 15 1428 c.1331C>G

T C rs41290900byFrequency|by1000genomesMG-95-tumorMG-95-normal - 8 3374 c.804A>G

C T rs34488539by1000genomesMG-95-tumorMG-95-normal + 22 3555 c.3390C>T

T C rs2075252byFrequency|by1000genomesMG-95-tumorMG-95-normal - 66 12565 c.12280A>G

C A rs3739298byFrequency|by1000genomesMG-95-tumorMG-95-normal - 9 2230 c.1821G>T

G A rs149181731byFrequencyMG-95-tumorMG-95-normal + 1 431 c.379G>A

C T rs169758 by1000genomesMG-95-tumorMG-95-normal - 23 1959 c.1592G>A

G A MG-95-tumorMG-95-normal + 1 132 c.132G>A

C A MG-95-tumorMG-95-normal + 16 1405 c.1405C>A

A G rs142490271byFrequency|by1000genomesMG-95-tumorMG-95-normal + 3 1942 c.1110A>G

C A MG-95-tumorMG-95-normal + 12 1060 c.962C>A

C T rs3796031byFrequency|by1000genomesMG-95-tumorMG-95-normal - 17 2399 c.1947G>A

C A rs6453022by1000genomesMG-95-tumorMG-95-normal + 7 1027 c.851C>A

C T MG-95-tumorMG-95-normal - 7 408 c.408G>A

C T MG-95-tumorMG-95-normal - 16 1421 c.1422G>A

G A rs2973566by1000genomesMG-95-tumorMG-95-normal + 14 1930 c.1754G>A

G A rs2248407byFrequency|by1000genomesMG-95-tumorMG-95-normal - 4 1003 c.918C>T

C T MG-95-tumorMG-95-normal - 3 370 c.335G>A

C T rs2305180by1000genomesMG-95-tumorMG-95-normal + 5 844 c.588C>T

T A rs17264436byFrequency|by1000genomesMG-95-tumorMG-95-normal - 21 3503 c.3501A>T

T C rs12731746byFrequency|by1000genomesMG-95-tumorMG-95-normal - 11 1394 c.897A>G



C A rs34400049byFrequency|by1000genomesMG-97-tumorMG-97-normal + 14 2474 c.2092C>A

A G rs17078605byFrequency|by1000genomesMG-97-tumorMG-97-normal - 10 10694 c.10106T>C

A G rs146505774by1000genomesMG-97-tumorMG-97-normal + 11 2544 c.2362A>G

C T rs1049622|rs114303286byFrequency|by1000genomesMG-97-tumorMG-97-normal + 7 1073 c.525C>T

G T rs3745765byFrequency|by1000genomesMG-97-tumorMG-97-normal + 9 2360 c.719G>T

C T rs3811444byFrequency|by1000genomesMG-97-tumorMG-97-normal + 6 1169 c.1121C>T

C T MG-97-tumorMG-97-normal - 3 300 c.263G>A

C T MG-97-tumorMG-97-normal + 3 423 c.43C>T

G A rs62070401by1000genomesMG-97-tumorMG-97-normal - 12 2205 c.2162C>T

A G rs1799944byFrequency|by1000genomesMG-97-tumorMG-97-normal + 11 3198 c.2971A>G

G A rs45492196byFrequency|by1000genomesMG-97-tumorMG-97-normal - 4 1499 c.943C>T

G C MG-97-tumorMG-97-normal + 5 1433 c.1284G>C

T G rs9807633by1000genomesMG-97-tumorMG-97-normal - 1 88 c.89A>C

G A rs138661466byFrequencyMG-97-tumorMG-97-normal + 1 3442 c.482G>A

A G rs17271239byFrequency|by1000genomesMG-97-tumorMG-97-normal + 3 899 c.811A>G

T A rs56279059by1000genomesMG-97-tumorMG-97-normal - 3 1034 c.502A>T

T G rs12145941byFrequency|by1000genomesMG-97-tumorMG-97-normal - 3 1631 c.1556A>C

G C rs2229933|rs116048761byFrequency|by1000genomesMG-97-tumorMG-97-normal + 6 830 c.282G>C

C T rs62478357byFrequencyMG-97-tumorMG-97-normal - 8 1268 c.1050G>A

G A rs1062348byFrequency|by1000genomesMG-97-tumorMG-97-normal - 7 1005 c.846C>T

A C rs115945341|rs2267641byFrequency|by1000genomesMG-97-tumorMG-97-normal + 17 2594 c.2046A>C

C T MG-97-tumorMG-97-normal - 15 2425 c.1995G>A

C T rs210498 by1000genomesMG-97-tumorMG-97-normal - 23 1885 c.1518G>A

A C rs766173 byFrequency|by1000genomesMG-97-tumorMG-97-normal + 10 1092 c.865A>C

A G MG-97-tumorMG-97-normal + 1 1482 c.1482A>G

C T rs2853346byFrequency|by1000genomesMG-97-tumorMG-97-normal - 13 5919 c.5544G>A

C T rs41299110byFrequency|by1000genomesMG-97-tumorMG-97-normal + 14 1944 c.1699C>T

G C rs12104021by1000genomesMG-97-tumorMG-97-normal - 3 790 c.258C>G

A G MG-97-tumorMG-97-normal + 1 183 c.183A>G

C T MG-97-tumorMG-97-normal - 1 248 c.197G>A

G A rs7624750byFrequency|by1000genomesMG-97-tumorMG-97-normal + 4 707 c.473G>A

C T rs55979329by1000genomesMG-97-tumorMG-97-normal - 3 1257 c.725G>A

C A rs6738031by1000genomesMG-97-tumorMG-97-normal - 18 3000 c.2874G>T

T C rs8089144by1000genomesMG-97-tumorMG-97-normal - 7 1142 c.1143A>G

T C rs9851685byFrequency|by1000genomesMG-97-tumorMG-97-normal + 23 2508 c.2274T>C

T C rs9646771by1000genomesMG-97-tumorMG-97-normal - 4 787 c.447A>G

T G rs12963422byFrequency|by1000genomesMG-97-tumorMG-97-normal - 5 2988 c.2775A>C

G A rs13007735byFrequency|by1000genomesMG-97-tumorMG-97-normal - 16 3587 c.2616C>T

C T rs117898943by1000genomesMG-97-tumorMG-97-normal + 6 686 c.492C>T

A G rs7762830by1000genomesMG-97-tumorMG-97-normal + 14 2120 c.1921A>G

G T rs144792804by1000genomesMG-97-tumorMG-97-normal - 1 174 c.29C>A

G A MG-97-tumorMG-97-normal - 1 457 c.458C>T

G T rs1541529by1000genomesMG-97-tumorMG-97-normal - 7 1397 c.1290C>A

A G MG-97-tumorMG-97-normal - 3 441 c.362T>C

C T MG-97-tumorMG-97-normal + 6 1340 c.1146C>T

C T rs1043141byFrequency|by1000genomesMG-97-tumorMG-97-normal + 4 2376 c.342C>T

T C rs72676907byFrequency|by1000genomesMG-97-tumorMG-97-normal + 3 517 c.327T>C



T C rs11373 byFrequency|by1000genomesMG-97-tumorMG-97-normal - 3 787 c.367A>G

C T rs151233 by1000genomesMG-97-tumorMG-97-normal + 2 99 c.66C>T

A G rs2737699byFrequency|by1000genomesMG-97-tumorMG-97-normal - 10 12892 c.12304T>C

T C MG-97-tumorMG-97-normal - 3 305 c.270A>G

G C rs2227910byFrequency|by1000genomesMG-97-tumorMG-97-normal + 2 1911 c.804G>C

G A rs12104022by1000genomesMG-97-tumorMG-97-normal - 3 784 c.252C>T

G A MG-97-tumorMG-97-normal + 1 271 c.271G>A

C G rs2282302byFrequency|by1000genomesMG-97-tumorMG-97-normal - 3 965 c.893G>C

T G rs79385100by1000genomesMG-97-tumorMG-97-normal - 11 1929 c.1930A>C

G A MG-97-tumorMG-97-normal + 1 282 c.282G>A

A C rs11552054byFrequency|by1000genomesMG-97-tumorMG-97-normal + 5 630 c.540A>C

T C rs146393749byFrequencyMG-97-tumorMG-97-normal - 8 1221 c.1145A>G

T C rs61749925byFrequencyMG-97-tumorMG-97-normal - 8 951 c.858A>G

G A rs16825150byFrequency|by1000genomesMG-97-tumorMG-97-normal + 7 954 c.909G>A

T G rs35294865byFrequency|by1000genomesMG-97-tumorMG-97-normal - 12 1833 c.1413A>C

C T MG-97-tumorMG-97-normal + 5 296 c.102C>T

G A rs2880956 MG-97-tumorMG-97-normal + 15 1268 c.1268G>A

A G rs2973568by1000genomesMG-97-tumorMG-97-normal + 13 1856 c.1680A>G

C T rs55993306by1000genomesMG-97-tumorMG-97-normal - 20 3946 c.3859G>A

T C rs1048500byFrequency|by1000genomesMG-97-tumorMG-97-normal + 2 1791 c.684T>C

C T rs16843864byFrequency|by1000genomesMG-97-tumorMG-97-normal - 69 11621 c.10650G>A

A T rs3739451by1000genomesMG-97-tumorMG-97-normal - 39 9817 c.9481T>A

G A rs10845349 MG-97-tumorMG-97-normal - 3 855 c.820C>T

T C rs7716253by1000genomesMG-97-tumorMG-97-normal + 8 1121 c.945T>C

A G rs1801201byFrequency|by1000genomesMG-97-tumorMG-97-normal + 19 2380 c.1870A>G

G T MG-97-tumorMG-97-normal - 1 487 c.488C>A

C T rs3796032byFrequency|by1000genomesMG-97-tumorMG-97-normal - 17 2381 c.1929G>A

T C rs143332174by1000genomesMG-97-tumorMG-97-normal - 3 244 c.207A>G

C A MG-97-tumorMG-97-normal + 5 631 c.409C>A

A C rs76504934by1000genomesMG-97-tumorMG-97-normal - 4 464 c.427T>G

G A rs2229266byFrequency|by1000genomesMG-97-tumorMG-97-normal - 6 924 c.639C>T

G A MG-97-tumorMG-97-normal - 6 831 c.772C>T

A C rs76437836byFrequencyMG-97-tumorMG-97-normal - 3 142 c.98T>G

A G MG-97-tumorMG-97-normal - 15 1346 c.1346T>C

C G rs3817428by1000genomesMG-97-tumorMG-97-normal + 15 7493 c.7119C>G

T C rs141331335by1000genomesMG-97-tumorMG-97-normal + 2 368 c.342T>C

A G rs17443123by1000genomesMG-97-tumorMG-97-normal + 5 915 c.750A>G

C T rs7300444byFrequency|by1000genomesMG-97-tumorMG-97-normal + 19 5383 c.4740C>T

T C rs10817025by1000genomesMG-97-tumorMG-97-normal - 15 3032 c.2696A>G

G A MG-97-tumorMG-97-normal + 15 4862 c.4668G>A

T C rs2229992byFrequency|by1000genomesMG-97-tumorMG-97-normal + 12 1838 c.1458T>C

A G rs74362890by1000genomesMG-97-tumorMG-97-normal + 10 701 c.701A>G

C T rs4822790byFrequency|by1000genomesMG-97-tumorMG-97-normal + 15 2042 c.1683C>T

G A MG-97-tumorMG-97-normal + 1 71 c.31G>A

T C rs1801499byFrequency|by1000genomesMG-97-tumorMG-97-normal + 11 2456 c.2229T>C

C T MG-97-tumorMG-97-normal - 1 16 c.17G>A

C T MG-97-tumorMG-97-normal - 8 1260 c.1042G>A



T G rs1889323by1000genomesMG-97-tumorMG-97-normal - 25 4582 c.4246A>C

A G rs4143768byFrequency|by1000genomesMG-97-tumorMG-97-normal - 10 6783 c.6195T>C

T C MG-97-tumorMG-97-normal + 1 1281 c.1281T>C

T C rs9807555by1000genomesMG-97-tumorMG-97-normal - 1 196 c.197A>G

T A MG-97-tumorMG-97-normal + 13 9868 c.9851T>A

G A rs3810479byFrequency|by1000genomesMG-97-tumorMG-97-normal - 17 7692 c.7623C>T

C T MG-97-tumorMG-97-normal - 17 1517 c.1518G>A

C T MG-97-tumorMG-97-normal + 18 2769 c.2560C>T

G A MG-97-tumorMG-97-normal + 1 249 c.197G>A

G A MG-97-tumorMG-97-normal - 25 4547 c.4472C>T

A C rs9332801byFrequency|by1000genomesMG-97-tumorMG-97-normal + 10 4307 c.4284A>C

C T rs11873462by1000genomesMG-97-tumorMG-97-normal - 1 47 c.48G>A

T C rs766894 by1000genomesMG-97-tumorMG-97-normal + 25 2461 c.2295T>C

C G rs11718329by1000genomesMG-97-tumorMG-97-normal + 4 719 c.647C>G

G T rs3212254byFrequency|by1000genomesMG-97-tumorMG-97-normal - 10 1693 c.1475C>A

A C rs62534884by1000genomesMG-97-tumorMG-97-normal + 4 892 c.683A>C

T C rs112827102byFrequency|by1000genomesMG-97-tumorMG-97-normal - 19 3495 c.3285A>G

T G rs1800275byFrequency|by1000genomesMG-97-tumorMG-97-normal - 48 7302 c.7096A>C

C T MG-97-tumorMG-97-normal + 1 97 c.59C>T

A G rs28624496 MG-97-tumorMG-97-normal - 1 626 c.196T>C

G A MG-97-tumorMG-97-normal - 3 1041 c.1006C>T

C T rs12708402by1000genomesMG-97-tumorMG-97-normal - 16 3405 c.3178G>A

C T rs169758 by1000genomesMG-97-tumorMG-97-normal - 23 1959 c.1592G>A

C A MG-97-tumorMG-97-normal - 1 627 c.404G>T

T C rs7744765by1000genomesMG-97-tumorMG-97-normal + 14 1929 c.1730T>C

A T rs10817021by1000genomesMG-97-tumorMG-97-normal - 24 4324 c.3988T>A

G A MG-97-tumorMG-97-normal + 2 555

C G rs11971880byFrequency|by1000genomesMG-97-tumorMG-97-normal + 3 1192 c.634C>G

T C rs12990449byFrequency|by1000genomesMG-97-tumorMG-97-normal - 2 1114 c.143A>G

C A rs6453022by1000genomesMG-97-tumorMG-97-normal + 7 1027 c.851C>A

C T rs17290169byFrequency|by1000genomesMG-97-tumorMG-97-normal + 15 2016 c.1839C>T

T C rs543304 byFrequency|by1000genomesMG-97-tumorMG-97-normal + 11 4034 c.3807T>C

C A MG-97-tumorMG-97-normal + 5 585 c.205C>A

G A MG-97-tumorMG-97-normal - 58 9415 c.9171C>T

C T rs45554841by1000genomesMG-97-tumorMG-97-normal - 1 214 c.215G>A

G A rs111886222by1000genomesMG-97-tumorMG-97-normal - 9 4963 c.4754C>T

C T MG-97-tumorMG-97-normal + 11 2513 c.2331C>T

A G rs11778209byFrequency|by1000genomesMG-97-tumorMG-97-normal - 39 6448 c.6204T>C

T C rs7714670by1000genomesMG-97-tumorMG-97-normal + 6 849 c.673T>C

C G rs17386226byFrequency|by1000genomesMG-97-tumorMG-97-normal - 83 13761 c.12790G>C

A G rs9552929byFrequency|by1000genomesMG-97-tumorMG-97-normal - 10 9441 c.8853T>C

A G rs7505568by1000genomesMG-97-tumorMG-97-normal - 3 660 c.661T>C

T C rs13796 byFrequency|by1000genomesMG-97-tumorMG-97-normal + 2 372 c.159T>C

C T rs113970444by1000genomesMG-97-tumorMG-97-normal - 5 4012 c.3803G>A

C T rs2285975byFrequency|by1000genomesMG-97-tumorMG-97-normal - 13 2445 c.2256G>A

T C MG-97-tumorMG-97-normal - 1 491 c.492A>G

G A rs35821928byFrequency|by1000genomesMG-97-tumorMG-97-normal - 52 9293 c.8322C>T



C T MG-97-tumorMG-97-normal + 1 201 c.201C>T

T C rs34341044byFrequency|by1000genomesMG-97-tumorMG-97-normal - 16 2591 c.2589A>G

A G rs1801439byFrequency|by1000genomesMG-97-tumorMG-97-normal + 10 1592 c.1365A>G

G C rs62070406by1000genomesMG-97-tumorMG-97-normal - 9 1754 c.1711C>G

C G rs2509943byFrequency|by1000genomesMG-97-tumorMG-97-normal + 3 776 c.279C>G

C T rs6432901by1000genomesMG-97-tumorMG-97-normal - 2 514 c.174G>A

T C rs3026101by1000genomesMG-97-tumorMG-97-normal + 14 2279 c.2055T>C

C T rs3796031byFrequency|by1000genomesMG-97-tumorMG-97-normal - 17 2399 c.1947G>A

G T MG-97-tumorMG-97-normal - 3 283 c.248C>A

G A rs55855602by1000genomesMG-97-tumorMG-97-normal - 3 1030 c.498C>T

G C rs56227200byFrequency|by1000genomesMG-97-tumorMG-97-normal + 37 5789 c.4721G>C

C T rs3814883byFrequency|by1000genomesMG-97-tumorMG-97-normal + 13 2402 c.1359C>T

T A rs2060198byFrequency|by1000genomesMG-97-tumorMG-97-normal + 27 5204 c.4914T>A

C T rs468525 by1000genomesMG-97-tumorMG-97-normal - 6 478 c.111G>A

T C rs62070402by1000genomesMG-97-tumorMG-97-normal - 12 2105 c.2062A>G

C T rs140124989byFrequency|by1000genomesMG-97-tumorMG-97-normal - 7 2392 c.2335G>A

A G rs11016073byFrequency|by1000genomesMG-97-tumorMG-97-normal - 13 6677 c.6302T>C

G C rs2240089byFrequency|by1000genomesMG-97-tumorMG-97-normal - 12 3187 c.3003C>G

C T MG-97-tumorMG-97-normal - 3 370 c.335G>A

G A MG-97-tumorMG-97-normal - 7 889 c.796C>T

A G rs3108200byFrequency|by1000genomesMG-97-tumorMG-97-normal + 3 2040 c.810A>G

G A rs34949187by1000genomesMG-97-tumorMG-97-normal + 6 1198 c.824G>A

T C MG-97-tumorMG-97-normal + 8 505 c.505T>C

T C rs137871677by1000genomesMG-97-tumorMG-97-normal + 5 529 c.149T>C

A G rs1980131byFrequency|by1000genomesMG-97-tumorMG-97-normal + 2 2992 c.2880A>G

T C MG-97-tumorMG-97-normal + 1 168 c.168T>C

C A rs3739298byFrequency|by1000genomesMG-97-tumorMG-97-normal - 9 2230 c.1821G>T

G T rs79706622byFrequency|by1000genomesMG-97-tumorMG-97-normal + 23 4228 c.4140G>T

G A rs13054014byFrequency|by1000genomesMG-97-tumorMG-97-normal + 2 569 c.210G>A

G A rs151060280byFrequencyMG-97-tumorMG-97-normal + 20 3990 c.3774G>A

G T rs138591330by1000genomesMG-97-tumorMG-97-normal - 27 8211 c.7863C>A

C G rs149605490by1000genomesMG-97-tumorMG-97-normal + 3 1000 c.781C>G

C T rs55913776 MG-97-tumorMG-97-normal - 3 1207 c.675G>A

T C rs111331725by1000genomesMG-97-tumorMG-97-normal + 6 643 c.263T>C

A G rs151306742by1000genomesMG-97-tumorMG-97-normal + 4 729 c.285A>G

C T rs11184139byFrequency|by1000genomesMG-97-tumorMG-97-normal - 6 487

A G rs61752913byFrequencyMG-97-tumorMG-97-normal + 10 1415 c.1325A>G

T C rs78472618byFrequencyMG-97-tumorMG-97-normal - 3 159 c.115A>G

C G rs139719558by1000genomesMG-99-tumorMG-99-normal + 1 373 c.228C>G

A G rs3737940byFrequency|by1000genomesMG-99-tumorMG-99-normal + 7 3183 c.3138A>G

T G rs997983 byFrequency|by1000genomesMG-99-tumorMG-99-normal - 9 2266 c.1891A>C

T C rs831043 byFrequency|by1000genomesMG-99-tumorMG-99-normal - 21 3354 c.3069A>G

C T rs2293347byFrequency|by1000genomesMG-99-tumorMG-99-normal + 25 3159 c.2982C>T

C T rs1386356byFrequency|by1000genomesMG-99-tumorMG-99-normal - 85 14018 c.13047G>A

C T rs3811444byFrequency|by1000genomesMG-99-tumorMG-99-normal + 6 1169 c.1121C>T

C T MG-99-tumorMG-99-normal - 3 300 c.263G>A

C T rs77376932byFrequencyMG-99-tumorMG-99-normal - 3 3235 c.3160G>A



G A rs12022217byFrequency|by1000genomesMG-99-tumorMG-99-normal - 3 4602 c.4530C>T

G T MG-99-tumorMG-99-normal - 3 283 c.248C>A

T C rs2229992byFrequency|by1000genomesMG-99-tumorMG-99-normal + 12 1838 c.1458T>C

G T rs12568784byFrequency|by1000genomesMG-99-tumorMG-99-normal - 3 7202 c.7130C>A

G A rs33954691byFrequency|by1000genomesMG-99-tumorMG-99-normal - 14 3096 c.3039C>T

G T rs2075249byFrequency|by1000genomesMG-99-tumorMG-99-normal - 21 3339 c.3054C>A

G A rs35664708byFrequency|by1000genomesMG-99-tumorMG-99-normal + 16 2470 c.2271G>A

T A rs56279059by1000genomesMG-99-tumorMG-99-normal - 3 1034 c.502A>T

C T rs34291900byFrequency|by1000genomesMG-99-tumorMG-99-normal - 15 2291 c.2006G>A

G C rs34188717byFrequency|by1000genomesMG-99-tumorMG-99-normal - 3 2484 c.2409C>G

G C rs13397109byFrequency|by1000genomesMG-99-tumorMG-99-normal - 41 7911 c.7626C>G

A G rs141480481by1000genomesMG-99-tumorMG-99-normal + 4 1425 c.1342A>G

G C rs2229933|rs116048761byFrequency|by1000genomesMG-99-tumorMG-99-normal + 6 830 c.282G>C

T C rs16921260by1000genomesMG-99-tumorMG-99-normal + 1 1073 c.773T>C

C T rs62478357byFrequencyMG-99-tumorMG-99-normal - 8 1268 c.1050G>A

G A rs142702316byFrequencyMG-99-tumorMG-99-normal + 1 160 c.108G>A

C T rs55979329by1000genomesMG-99-tumorMG-99-normal - 3 1257 c.725G>A

A C rs115945341|rs2267641byFrequency|by1000genomesMG-99-tumorMG-99-normal + 17 2594 c.2046A>C

G A rs61739178byFrequency|by1000genomesMG-99-tumorMG-99-normal - 12 1968 c.1784C>T

A G rs2229268byFrequency|by1000genomesMG-99-tumorMG-99-normal - 61 11886 c.11601T>C

A G rs3108200byFrequency|by1000genomesMG-99-tumorMG-99-normal + 3 2040 c.810A>G

C T rs210498 by1000genomesMG-99-tumorMG-99-normal - 23 1885 c.1518G>A

T C rs3755806byFrequency|by1000genomesMG-99-tumorMG-99-normal - 15 2117 c.2115A>G

C T rs41299110byFrequency|by1000genomesMG-99-tumorMG-99-normal + 14 1944 c.1699C>T

C T rs1049622|rs114303286byFrequency|by1000genomesMG-99-tumorMG-99-normal + 7 1073 c.525C>T

G C rs12104021by1000genomesMG-99-tumorMG-99-normal - 3 790 c.258C>G

A G MG-99-tumorMG-99-normal - 22 4453 c.4113T>C

G A MG-99-tumorMG-99-normal + 8 623 c.623G>A

G C rs2240 byFrequency|by1000genomesMG-99-tumorMG-99-normal - 13 2935 c.2560C>G

C T MG-99-tumorMG-99-normal - 3 5767 c.5692G>A

G A rs7624750byFrequency|by1000genomesMG-99-tumorMG-99-normal + 4 707 c.473G>A

C T rs77791636by1000genomesMG-99-tumorMG-99-normal + 6 1132 c.1080C>T

C A rs6738031by1000genomesMG-99-tumorMG-99-normal - 18 3000 c.2874G>T

C T rs140035679byFrequencyMG-99-tumorMG-99-normal + 13 2888 c.2253C>T

T C rs142304809byFrequencyMG-99-tumorMG-99-normal - 9 1291 c.1259A>G

T C rs9851685byFrequency|by1000genomesMG-99-tumorMG-99-normal + 23 2508 c.2274T>C

G A rs12104022by1000genomesMG-99-tumorMG-99-normal - 3 784 c.252C>T

C G rs3818764by1000genomesMG-99-tumorMG-99-normal - 4 1331 c.995G>C

C G rs147865267byFrequencyMG-99-tumorMG-99-normal - 4 1304 c.1234G>C

G T rs146238849byFrequency|by1000genomesMG-99-tumorMG-99-normal - 8 1391 c.1173C>A

G T MG-99-tumorMG-99-normal + 12 1719 c.1278G>T

T C rs2251219byFrequency|by1000genomesMG-99-tumorMG-99-normal - 26 4397 c.4395A>G

G A MG-99-tumorMG-99-normal + 10 1150 c.968G>A

G A rs2229266byFrequency|by1000genomesMG-99-tumorMG-99-normal - 6 924 c.639C>T

T C rs28489116by1000genomesMG-99-tumorMG-99-normal - 10 5194 c.4985A>G

G A rs13007735byFrequency|by1000genomesMG-99-tumorMG-99-normal - 16 3587 c.2616C>T

A T rs139931380by1000genomesMG-99-tumorMG-99-normal + 12 1758 c.1342A>T



A G rs7762830by1000genomesMG-99-tumorMG-99-normal + 14 2120 c.1921A>G

C T rs41266136byFrequency|by1000genomesMG-99-tumorMG-99-normal - 3 1018 c.943G>A

C T rs10258429byFrequency|by1000genomesMG-99-tumorMG-99-normal + 16 2213 c.1968C>T

G A rs61738284byFrequency|by1000genomesMG-99-tumorMG-99-normal - 13 6005 c.5630C>T

G A rs3818831byFrequency|by1000genomesMG-99-tumorMG-99-normal - 2 193 c.121C>T

C T rs73171026byFrequency|by1000genomesMG-99-tumorMG-99-normal - 17 2686 c.2342G>A

G A rs61743025 MG-99-tumorMG-99-normal - 5 4223 c.3367C>T

C T rs3745762by1000genomesMG-99-tumorMG-99-normal + 6 2241 c.2047C>T

G A rs56145411byFrequency|by1000genomesMG-99-tumorMG-99-normal + 4 1211 c.1124G>A

C T rs149887425byFrequency|by1000genomesMG-99-tumorMG-99-normal - 3 2039 c.1137G>A

C T rs1035938by1000genomesMG-99-tumorMG-99-normal + 6 1538 c.1344C>T

T C rs41266134byFrequency|by1000genomesMG-99-tumorMG-99-normal - 3 1625 c.1550A>G

T C MG-99-tumorMG-99-normal - 3 305 c.270A>G

A G rs40831 by1000genomesMG-99-tumorMG-99-normal + 2 2118 c.2085A>G

C T rs7918199byFrequency|by1000genomesMG-99-tumorMG-99-normal - 13 5050 c.4675G>A

G C rs2227910byFrequency|by1000genomesMG-99-tumorMG-99-normal + 2 1911 c.804G>C

T A rs17337023byFrequency|by1000genomesMG-99-tumorMG-99-normal + 16 2064 c.1887T>A

C T rs79255367 MG-99-tumorMG-99-normal - 1 145 c.76G>A

A G MG-99-tumorMG-99-normal - 15 1346 c.1346T>C

A G rs13346368by1000genomesMG-99-tumorMG-99-normal + 10 3324 c.3130A>G

C T rs2274550by1000genomesMG-99-tumorMG-99-normal + 54 8820 c.8286C>T

A G rs75639578 MG-99-tumorMG-99-normal - 3 6552 c.6477T>C

C T MG-99-tumorMG-99-normal - 16 2945 c.2727G>A

A G rs11538677by1000genomesMG-99-tumorMG-99-normal + 49 8035 c.7501A>G

C A rs114687140byFrequency|by1000genomesMG-99-tumorMG-99-normal - 13 9413 c.9038G>T

T C rs831042 byFrequency|by1000genomesMG-99-tumorMG-99-normal - 24 3945 c.3660A>G

T C rs9646771by1000genomesMG-99-tumorMG-99-normal - 4 787 c.447A>G

T C rs3026101by1000genomesMG-99-tumorMG-99-normal + 14 2279 c.2055T>C

C T rs55993306by1000genomesMG-99-tumorMG-99-normal - 20 3946 c.3859G>A

T G rs12963422byFrequency|by1000genomesMG-99-tumorMG-99-normal - 5 2988 c.2775A>C

T C MG-99-tumorMG-99-normal - 26 4709 c.4373A>G

G A rs61749244byFrequency|by1000genomesMG-99-tumorMG-99-normal - 10 1987 c.1902C>T

C T rs76844681 MG-99-tumorMG-99-normal - 16 2899 c.2681G>A

T C rs1048500byFrequency|by1000genomesMG-99-tumorMG-99-normal + 2 1791 c.684T>C

A T rs3739451by1000genomesMG-99-tumorMG-99-normal - 39 9817 c.9481T>A

G A rs10082432byFrequency|by1000genomesMG-99-tumorMG-99-normal - 13 8757 c.8382C>T

C G rs143879890by1000genomesMG-99-tumorMG-99-normal - 16 2320 c.2233G>C

A G rs61831150byFrequency|by1000genomesMG-99-tumorMG-99-normal + 7 1855 c.1810A>G

G C rs6771157byFrequency|by1000genomesMG-99-tumorMG-99-normal - 19 3392 c.3393C>G

A G MG-99-tumorMG-99-normal + 22 5537 c.4823A>G

A G rs151306742by1000genomesMG-99-tumorMG-99-normal + 4 729 c.285A>G

T C MG-99-tumorMG-99-normal + 1 320 c.155T>C

C T rs7240355byFrequency|by1000genomesMG-99-tumorMG-99-normal - 5 5238 c.5025G>A

C T rs12155677byFrequency|by1000genomesMG-99-tumorMG-99-normal - 32 5524 c.5280G>A

A G rs138997916byFrequency|by1000genomesMG-99-tumorMG-99-normal - 3 2832 c.2760T>C

C T rs3796032byFrequency|by1000genomesMG-99-tumorMG-99-normal - 17 2381 c.1929G>A

T A rs79661992byFrequency|by1000genomesMG-99-tumorMG-99-normal - 13 8111 c.7736A>T



A G rs6679449by1000genomesMG-99-tumorMG-99-normal - 3 1923 c.1851T>C

G A rs1197682by1000genomesMG-99-tumorMG-99-normal - 16 3384 c.3157C>T

T C rs143332174by1000genomesMG-99-tumorMG-99-normal - 3 244 c.207A>G

C T rs45443899byFrequency|by1000genomesMG-99-tumorMG-99-normal + 2 304 c.217C>T

T C rs7744765by1000genomesMG-99-tumorMG-99-normal + 14 1929 c.1730T>C

C T MG-99-tumorMG-99-normal - 8 1256 c.1038G>A

C T rs45442396byFrequency|by1000genomesMG-99-tumorMG-99-normal - 1 1497 c.1110G>A

G A rs3810188byFrequency|by1000genomesMG-99-tumorMG-99-normal - 2 1528 c.1173C>T

C T rs34315566byFrequency|by1000genomesMG-99-tumorMG-99-normal + 35 5595 c.4527C>T

A C rs76504934by1000genomesMG-99-tumorMG-99-normal - 4 464 c.427T>G

G A rs80198225 MG-99-tumorMG-99-normal + 8 527 c.527G>A

T C rs13155212|rs34364709byFrequency|by1000genomesMG-99-tumorMG-99-normal + 7 1597 c.1215T>C

C G rs3817428by1000genomesMG-99-tumorMG-99-normal + 15 7493 c.7119C>G

A G MG-99-tumorMG-99-normal + 1 850 c.850A>G

G A rs2227983byFrequency|by1000genomesMG-99-tumorMG-99-normal + 13 1739 c.1562G>A

T C rs10817025by1000genomesMG-99-tumorMG-99-normal - 15 3032 c.2696A>G

C T rs12777740byFrequency|by1000genomesMG-99-tumorMG-99-normal - 13 8321 c.7946G>A

T G rs78697077byFrequency|by1000genomesMG-99-tumorMG-99-normal - 34 5286 c.5068A>C

G A MG-99-tumorMG-99-normal + 15 2023 c.1958G>A

G A rs61753697byFrequency|by1000genomesMG-99-tumorMG-99-normal + 1 376 c.99G>A

T C rs2241190byFrequency|by1000genomesMG-99-tumorMG-99-normal - 17 2745 c.2460A>G

A G MG-99-tumorMG-99-normal + 6 896 c.806A>G

A G rs34625286byFrequency|by1000genomesMG-99-tumorMG-99-normal - 3 2493 c.2418T>C

A G MG-99-tumorMG-99-normal + 1 37 c.37A>G

C T rs11591817byFrequency|by1000genomesMG-99-tumorMG-99-normal - 13 6002 c.5627G>A

G A rs6070697byFrequency|by1000genomesMG-99-tumorMG-99-normal + 4 1189 c.920G>A

T C rs7275 by1000genomesMG-99-tumorMG-99-normal + 35 5267 c.4983T>C

T C rs41286961byFrequency|by1000genomesMG-99-tumorMG-99-normal + 14 1440 c.1340T>C

C T MG-99-tumorMG-99-normal - 8 1260 c.1042G>A

A G rs4143768byFrequency|by1000genomesMG-99-tumorMG-99-normal - 10 6783 c.6195T>C

T A rs17264436byFrequency|by1000genomesMG-99-tumorMG-99-normal - 21 3503 c.3501A>T

A G rs74362890by1000genomesMG-99-tumorMG-99-normal + 10 701 c.701A>G

G A rs4514247byFrequency|by1000genomesMG-99-tumorMG-99-normal - 3 878 c.808C>T

G T rs147825872 MG-99-tumorMG-99-normal + 20 4359 c.4282G>T

G A rs75124368byFrequency|by1000genomesMG-99-tumorMG-99-normal - 50 9074 c.8103C>T

C T MG-99-tumorMG-99-normal - 10 13137 c.12549G>A

T C rs17848169byFrequency|by1000genomesMG-99-tumorMG-99-normal - 42 8179 c.7894A>G

C T rs10082533byFrequency|by1000genomesMG-99-tumorMG-99-normal - 13 8753 c.8378G>A

G A rs35296183byFrequency|by1000genomesMG-99-tumorMG-99-normal - 55 9794 c.8823C>T

G A rs149566858 MG-99-tumorMG-99-normal - 6 2234 c.2177C>T

G A rs111694017byFrequency|by1000genomesMG-99-tumorMG-99-normal + 4 1088 c.808G>A

A G rs16831887byFrequency|by1000genomesMG-99-tumorMG-99-normal + 9 2111 c.2023A>G

T C rs2075252byFrequency|by1000genomesMG-99-tumorMG-99-normal - 66 12565 c.12280A>G

T C rs13286541by1000genomesMG-99-tumorMG-99-normal - 9 2245 c.1909A>G

C T rs12982642by1000genomesMG-99-tumorMG-99-normal + 12 1688 c.1272C>T

T C MG-99-tumorMG-99-normal + 1 459 c.459T>C

G A rs144383071byFrequencyMG-99-tumorMG-99-normal - 3 3345 c.3270C>T



T C rs145886643byFrequencyMG-99-tumorMG-99-normal + 20 7880 c.7754T>C

G A rs12729662byFrequency|by1000genomesMG-99-tumorMG-99-normal - 3 8430 c.8355C>T

C T rs7904627byFrequency|by1000genomesMG-99-tumorMG-99-normal - 5 1356 c.1242G>A

C T rs41266080byFrequency|by1000genomesMG-99-tumorMG-99-normal + 2 394 c.281C>T

C T rs4750936byFrequency|by1000genomesMG-99-tumorMG-99-normal - 13 4011 c.3636G>A

G A rs20539 byFrequency|by1000genomesMG-99-tumorMG-99-normal + 20 3152 c.3111G>A

G A rs2271189byFrequency|by1000genomesMG-99-tumorMG-99-normal + 27 3788 c.3348G>A

C G rs11016076byFrequency|by1000genomesMG-99-tumorMG-99-normal - 8 1866 c.1491G>C

G A rs17591320byFrequency|by1000genomesMG-99-tumorMG-99-normal - 3 657 c.466C>T

G A rs41441645byFrequency|by1000genomesMG-99-tumorMG-99-normal - 24 2526 c.2256C>T

G A rs3733415by1000genomesMG-99-tumorMG-99-normal - 2 601 c.392C>T

C G rs11971880byFrequency|by1000genomesMG-99-tumorMG-99-normal + 3 1192 c.634C>G

A G rs17078605byFrequency|by1000genomesMG-99-tumorMG-99-normal - 10 10694 c.10106T>C

G A rs11177 byFrequency|by1000genomesMG-99-tumorMG-99-normal + 3 290 c.80G>A

A G rs180744 by1000genomesMG-99-tumorMG-99-normal + 2 1719 c.1686A>G

C G rs45556841 MG-99-tumorMG-99-normal + 14 2816 c.2816C>G

T C rs543304 byFrequency|by1000genomesMG-99-tumorMG-99-normal + 11 4034 c.3807T>C

A C rs76437836byFrequencyMG-99-tumorMG-99-normal - 3 142 c.98T>G

C A rs138908625byFrequency|by1000genomesMG-99-tumorMG-99-normal - 8 1357 c.1139G>T

G C MG-99-tumorMG-99-normal - 5 1009 c.1010C>G

C A rs2233604byFrequency|by1000genomesMG-99-tumorMG-99-normal + 1 1077 c.1077C>A

A G rs150594 byFrequency|by1000genomesMG-99-tumorMG-99-normal - 13 1559 c.1356T>C

A G rs150196149by1000genomesMG-99-tumorMG-99-normal - 9 1008 c.989T>C

C T rs61750420byFrequencyMG-99-tumorMG-99-normal - 15 2623 c.2528G>A

A G rs28647489by1000genomesMG-99-tumorMG-99-normal - 15 10210 c.10001T>C

A G rs4444457byFrequency|by1000genomesMG-99-tumorMG-99-normal - 54 9497 c.8526T>C

A G rs9552929byFrequency|by1000genomesMG-99-tumorMG-99-normal - 10 9441 c.8853T>C

G T MG-99-tumorMG-99-normal + 12 1720 c.1279G>T

G T rs138591330by1000genomesMG-99-tumorMG-99-normal - 27 8211 c.7863C>A

T C rs11016071byFrequency|by1000genomesMG-99-tumorMG-99-normal - 13 9086 c.8711A>G

G A rs143684430byFrequencyMG-99-tumorMG-99-normal - 3 6591 c.6516C>T

C T rs72987361byFrequency|by1000genomesMG-99-tumorMG-99-normal - 3 898 c.558G>A

C T rs17605476by1000genomesMG-99-tumorMG-99-normal + 5 1338 c.1140C>T

G C rs45469098by1000genomesMG-99-tumorMG-99-normal - 1 255 c.256C>G

G A rs2289247byFrequency|by1000genomesMG-99-tumorMG-99-normal + 11 1273 c.1063G>A

C T rs6432901by1000genomesMG-99-tumorMG-99-normal - 2 514 c.174G>A

C T rs3796031byFrequency|by1000genomesMG-99-tumorMG-99-normal - 17 2399 c.1947G>A

T C rs10082391byFrequency|by1000genomesMG-99-tumorMG-99-normal - 13 8654 c.8279A>G

G A rs13054014byFrequency|by1000genomesMG-99-tumorMG-99-normal + 2 569 c.210G>A

T C MG-99-tumorMG-99-normal - 3 931 c.796A>G

C T rs151174 by1000genomesMG-99-tumorMG-99-normal + 2 1740 c.1707C>T

G A rs4750685byFrequency|by1000genomesMG-99-tumorMG-99-normal - 13 4115 c.3740C>T

G A rs55855602by1000genomesMG-99-tumorMG-99-normal - 3 1030 c.498C>T

C T rs3814883byFrequency|by1000genomesMG-99-tumorMG-99-normal + 13 2402 c.1359C>T

A G rs4659654byFrequency|by1000genomesMG-99-tumorMG-99-normal - 16 2000 c.1503T>C

A T rs35238720byFrequency|by1000genomesMG-99-tumorMG-99-normal + 4 1205 c.860A>T

C T rs468525 by1000genomesMG-99-tumorMG-99-normal - 6 478 c.111G>A



C T rs12741518byFrequency|by1000genomesMG-99-tumorMG-99-normal - 3 575 c.500G>A

A G rs2737699byFrequency|by1000genomesMG-99-tumorMG-99-normal - 10 12892 c.12304T>C

T C rs17019360by1000genomesMG-99-tumorMG-99-normal + 17 2524 c.1800T>C

C T MG-99-tumorMG-99-normal - 3 370 c.335G>A

C T rs2282303byFrequency|by1000genomesMG-99-tumorMG-99-normal - 3 899 c.827G>A

C G rs34693334byFrequency|by1000genomesMG-99-tumorMG-99-normal - 8 1060 c.775G>C

T C rs33910491byFrequency|by1000genomesMG-99-tumorMG-99-normal - 5 4949 c.4736A>G

A G rs149271 by1000genomesMG-99-tumorMG-99-normal + 2 543 c.510A>G

T C MG-99-tumorMG-99-normal + 8 505 c.505T>C

C T rs1801187byFrequency|by1000genomesMG-99-tumorMG-99-normal - 37 5440 c.5234G>A

C T rs4802382by1000genomesMG-99-tumorMG-99-normal + 6 554 c.360C>T

G A rs7234999byFrequency|by1000genomesMG-99-tumorMG-99-normal - 5 5512 c.5299C>T

G A rs55656447byFrequency|by1000genomesMG-99-tumorMG-99-normal - 5 5162 c.4949C>T

T G rs74842149byFrequencyMG-99-tumorMG-99-normal - 4 1217 c.1147A>C

T C rs12731746byFrequency|by1000genomesMG-99-tumorMG-99-normal - 11 1394 c.897A>G

C T MG-99-tumorMG-99-normal + 1 24 c.24C>T

C G rs2509943byFrequency|by1000genomesMG-99-tumorMG-99-normal + 3 776 c.279C>G

C T rs10082504byFrequency|by1000genomesMG-99-tumorMG-99-normal - 14 10059 c.9684G>A

T G rs1050767byFrequency|by1000genomesMG-99-tumorMG-99-normal - 13 8533 c.8158A>C

C T rs2273779byFrequency|by1000genomesMG-99-tumorMG-99-normal + 6 583 c.538C>T

T C rs78472618byFrequencyMG-99-tumorMG-99-normal - 3 159 c.115A>G

G A MG-99-tumorMG-99-normal + 11 1735 c.1683G>A

C G rs180743 by1000genomesMG-99-tumorMG-99-normal + 2 1315 c.1282C>G

T C rs11373 byFrequency|by1000genomesMG-99-tumorMG-99-normal - 3 787 c.367A>G



Codon_ChangeProtein_Changei_tumor_fpon_germlineexac_germlineesp_germline

c.(910-912)cagfsp.Q304fs 0.02 TRUE FALSE FALSE

c.(1360-1362)ctafsp.L454fs 0.02 TRUE FALSE FALSE

c.(4702-4704)atadelp.I1568del 0.03 FALSE FALSE FALSE

c.(1369-1371)caa>caGCAap.457_457Q>QQ0.43 FALSE TRUE TRUE

c.(661-663)agc>AGCGGCagcp.221_221S>SGS0.31 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.24 TRUE FALSE FALSE

c.(631-633)cag>CAGcagp.211_211Q>QQ0.38 FALSE TRUE TRUE

c.(1360-1365)cctattfsp.PI454fs 0.03 FALSE FALSE FALSE

c.(625-630)catcag>cagp.H209del 0.31 FALSE FALSE FALSE

c.(1333-1335)gcg>gCGCcgp.450_451insP0.35 FALSE TRUE FALSE

c.(940-945)cagggg>cagCAGCAGCAGCAGCAGCAGgggp.313_314insQQQQQQ0.27 TRUE FALSE TRUE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.22 TRUE FALSE FALSE

c.(3778-3780)caadelp.Q1272del 0.16 TRUE FALSE FALSE

c.(127-129)cag>CAGCAAcagp.43_43Q>QQQ0.56 TRUE TRUE FALSE

c.(1912-1926)cagcagcaacagcaa>caap.638_642QQQQQ>Q0.28 FALSE FALSE FALSE

c.(214-234)gaggcggcggcggcggctgcg>gagp.AAAAAA79del0.42 TRUE TRUE FALSE

c.(580-582)aagdelp.K194del 0.18 FALSE FALSE FALSE

c.(244-246)agg>agCAGgp.81_82insS 0.56 FALSE TRUE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.52 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.29 TRUE FALSE FALSE

c.(739-741)cccfsp.P248fs 0.33 FALSE FALSE FALSE

c.(349-372)cagcagcagcagcagcaacagcagdelp.QQQQQQQQ125del0.36 FALSE FALSE FALSE

c.(703-705)ttafsp.L237fs 0.47 FALSE FALSE FALSE

c.(1000-1002)tcafsp.S334fs 0.03 FALSE FALSE FALSE

c.(1003-1011)actactcctfsp.TTP335fs 0.03 FALSE FALSE FALSE

c.(214-234)gaggcggcggcggcggctgcg>gagp.AAAAAA79del0.28 TRUE TRUE FALSE

c.(1885-1890)tcaggtfsp.G630fs 0.06 FALSE FALSE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.52 FALSE TRUE FALSE

c.(886-891)cggcag>cgGCAgcagp.304_305insQ0.5 FALSE TRUE TRUE

c.(3217-3219)gagdelp.E1076del 0.33 FALSE FALSE FALSE

c.(532-534)aca>aCACcap.185_186insP0.62 FALSE TRUE TRUE

c.(3778-3780)caadelp.Q1272del 0.14 TRUE FALSE FALSE

c.(6979-6981)ggc>gTATgcp.2327_2327G>VC0.02 FALSE FALSE FALSE

c.(97-102)ctgggg>ctgCTGgggp.33_34insL 0.78 FALSE TRUE FALSE

c.(145-150)aaatatfsp.Y50fs 0.04 FALSE FALSE FALSE

c.(217-231)cagcagcagcagcgg>cggp.QQQQ73del0.37 FALSE FALSE FALSE

c.(532-534)aca>aCACcap.185_186insP0.67 FALSE TRUE TRUE

c.(13-15)cag>CAGcagp.5_5Q>QQ 0.34 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.28 TRUE FALSE FALSE

c.(3994-3999)aagaagfsp.KK1332fs 0.01 FALSE FALSE FALSE

c.(73-75)cagfsp.Q25fs 0.33 TRUE TRUE FALSE

c.(70-72)ctgfsp.L24fs 0.33 FALSE FALSE FALSE

c.(1264-1269)cccacc>cccp.T425del 0.24 FALSE FALSE FALSE

c.(1948-1950)gaafsp.E650fs 0.02 FALSE FALSE FALSE

c.(1432-1443)cagcagcagcagdelp.QQQQ482del0.64 TRUE FALSE FALSE

c.(625-630)catcag>cagp.H209del 0.1 TRUE FALSE FALSE



c.(55-60)gcaaacfsp.N20fs 0.15 TRUE TRUE FALSE

c.(244-246)agg>agCAGgp.81_82insS 0.5 FALSE TRUE FALSE

c.(532-534)aca>aCACcap.185_186insP0.38 FALSE TRUE TRUE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.5 TRUE FALSE FALSE

c.(4702-4704)atadelp.I1568del 0.02 FALSE FALSE FALSE

c.(28-48)gcgctcctggcgctgctggctdelp.ALLALLA10del0.38 FALSE FALSE FALSE

c.(70-72)cggfsp.R24fs 0.41 FALSE FALSE FALSE

c.(1813-1821)caggaccacdelp.QDH605del0.2 FALSE FALSE FALSE

c.(244-246)tacfsp.Y82fs 0.31 FALSE FALSE FALSE

c.(244-246)tacfsp.Y82fs 0.43 FALSE FALSE FALSE

c.(4714-4719)acggagdelp.TE1572del0.63 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.48 TRUE FALSE FALSE

c.(1036-1038)cat>caACAtp.345_346insQ0.26 FALSE TRUE TRUE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.67 FALSE TRUE FALSE

c.(910-912)cagfsp.Q304fs 0.02 TRUE FALSE FALSE

c.(3310-3312)gcgdelp.A1104del 0.33 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.46 TRUE FALSE FALSE

c.(6349-6351)cag>CAGCAACACCAGcagp.2117_2117Q>QQHQQ0.43 FALSE TRUE FALSE

c.(46-48)cacfsp.H16fs 0.08 TRUE FALSE FALSE

c.(2575-2577)agt>agCAGtp.859_859S>SS0.48 FALSE TRUE TRUE

c.(406-408)agcfsp.S136fs 0.04 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.04 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.29 TRUE FALSE FALSE

c.(523-525)gaafsp.E176fs 0.03 FALSE FALSE FALSE

c.(625-630)catcag>cagp.H209del 0.08 TRUE FALSE FALSE

c.(1483-1485)cacdelp.H495del 0.03 FALSE FALSE FALSE

c.(319-321)gaafsp.E108fs 0.01 FALSE FALSE FALSE

c.(1816-1818)ctafsp.L607fs 0.02 FALSE FALSE FALSE

c.(1813-1815)actfsp.T605fs 0.02 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.11 TRUE TRUE FALSE

c.(244-246)agg>agCAGgp.81_82insS 0.44 FALSE TRUE FALSE

c.(1036-1038)cat>caACAtp.345_346insQ0.48 FALSE TRUE TRUE

c.(1369-1371)cccfsp.P457fs 0.33 FALSE FALSE FALSE

c.(31-33)ttcfsp.F11fs 0.06 FALSE FALSE FALSE

c.(100-105)agcagc>agcGAGagcp.34_35SS>SES0.11 FALSE FALSE FALSE

c.(1333-1335)gcg>gCGCcgp.450_451insP0.55 FALSE TRUE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.68 FALSE TRUE FALSE

c.(661-663)agc>AGCGGCagcp.221_221S>SGS0.55 FALSE TRUE FALSE

c.(5488-5502)actgccgccaccacg>acgp.1830_1834TAATT>T0.33 FALSE TRUE TRUE

c.(3169-3171)gaafsp.E1057fs 0.04 FALSE FALSE FALSE

c.(661-666)ctcacafsp.T222fs 0.04 FALSE TRUE FALSE

c.(1333-1335)gcg>gCGCcgp.450_451insP0.38 FALSE TRUE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.5 FALSE TRUE FALSE

c.(910-912)cagfsp.Q304fs 0.02 TRUE FALSE FALSE

c.(886-891)cggcag>cgGCAgcagp.304_305insQ0.5 FALSE TRUE TRUE

c.(22-48)agctctggggccgggggcggcagcggc>agcp.SGAGGGSG9del0.22 FALSE FALSE FALSE

c.(406-408)agcfsp.S136fs 0.02 FALSE TRUE FALSE



c.(403-405)ggcfsp.G135fs 0.02 FALSE FALSE FALSE

c.(3232-3234)tacfsp.Y1078fs 0.11 TRUE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.34 TRUE FALSE FALSE

c.(2152-2154)tatfsp.Y718fs 0.47 FALSE TRUE TRUE

c.(1450-1455)cagcaadelp.QQ500del 0.24 FALSE FALSE FALSE

c.(532-534)aca>aCACcap.185_186insP0.36 FALSE TRUE TRUE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.37 TRUE FALSE FALSE

c.(724-726)cacfsp.H242fs 0.54 FALSE FALSE FALSE

c.(1468-1491)aaggagcagcagcggcagctgcgg>aagp.EQQRQLR491del0.33 FALSE FALSE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.57 FALSE TRUE FALSE

c.e6-1 0.18 FALSE FALSE FALSE

c.(3061-3063)cccfsp.P1023fs 0.22 FALSE FALSE FALSE

c.(121-123)ccg>CCGCCGccgp.41_41P>PPP0.2 FALSE TRUE FALSE

c.(673-675)ggc>gGCAgcp.234_235insS0.35 TRUE TRUE FALSE

c.(406-408)agcfsp.S136fs 0.01 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.01 FALSE FALSE FALSE

c.(286-288)cag>cap.Q96fs 0.33 FALSE FALSE FALSE

c.(229-240)cggcagcagcag>cagp.RQQ77del 0.09 FALSE FALSE FALSE

c.(217-231)cagcagcagcagcgg>cggp.QQQQ73del0.19 FALSE FALSE FALSE

c.(238-240)aagfsp.K80fs 0.38 FALSE FALSE FALSE

c.(1291-1296)actccc>accp.P432del 0.02 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.11 TRUE TRUE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.31 FALSE TRUE FALSE

c.(4522-4527)cccttc>cccp.F1510del 0.48 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.57 TRUE FALSE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.38 FALSE TRUE FALSE

c.(886-891)cggcag>cgGCAgcagp.304_305insQ0.7 FALSE TRUE TRUE

c.(1027-1029)aagfsp.K343fs 0.34 FALSE FALSE FALSE

c.(325-327)gaadelp.E110del 0.37 FALSE FALSE FALSE

c.(625-630)catcag>cagp.H209del 0.32 FALSE FALSE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.29 FALSE TRUE FALSE

c.(97-102)ctgggg>ctgCTGgggp.33_34insL 0.83 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.25 TRUE FALSE FALSE

c.(3175-3177)tccfsp.S1059fs 0.02 FALSE FALSE TRUE

c.(1729-1737)gctgcgtatfsp.AY578fs 0.07 FALSE FALSE FALSE

c.(1738-1740)cctfsp.P580fs 0.06 FALSE FALSE FALSE

c.(1744-1749)ccccagfsp.Q583fs 0.07 FALSE FALSE FALSE

c.(1747-1752)cagtctfsp.QS583fs 0.07 FALSE FALSE FALSE

c.(1750-1755)tctcagfsp.Q585fs 0.07 FALSE FALSE FALSE

c.(1159-1161)aag>aAGGagp.387_388insE0.02 FALSE FALSE FALSE

c.(1522-1527)cccacc>cccp.T511del 0.03 FALSE FALSE FALSE

c.(2734-2739)actacafsp.TT912fs 0.01 FALSE FALSE FALSE

c.(2788-2790)act>ATGactp.929_930insM0.02 FALSE FALSE FALSE

c.(1846-1851)ataaaa>atap.K619del 0.07 FALSE FALSE FALSE

c.(2221-2223)attfsp.I741fs 0.01 FALSE FALSE FALSE

c.(1333-1335)gcg>gCGCcgp.450_451insP0.36 FALSE TRUE FALSE

c.(6979-6981)ggc>gTATgcp.2327_2327G>VC0.03 FALSE FALSE FALSE



c.(460-465)ccacct>ccaTCTcctp.154_155PP>PSP0.03 FALSE FALSE FALSE

c.(145-150)aaatatfsp.Y50fs 0.03 FALSE FALSE FALSE

c.(532-534)aca>aCACcap.185_186insP0.82 FALSE TRUE TRUE

c.(532-537)gctgtgfsp.V179fs 0.36 FALSE FALSE FALSE

c.(4255-4260)aagtcafsp.KS1419fs 0.01 FALSE FALSE FALSE

c.(4264-4266)gatfsp.D1422fs 0.02 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.21 TRUE FALSE FALSE

c.(9610-9612)caa>caGCAap.3204_3204Q>QQ0.38 TRUE TRUE TRUE

c.(1816-1818)ctafsp.L607fs 0.01 FALSE FALSE FALSE

c.(1813-1815)actfsp.T605fs 0.01 FALSE FALSE FALSE

c.(1036-1038)cat>caACAtp.345_346insQ0.38 FALSE TRUE TRUE

c.(2947-2949)aagdelp.K983del 0.02 FALSE FALSE FALSE

c.(2560-2565)aaacac>aaaAAGcacp.854_855insK0.01 FALSE FALSE FALSE

c.(4006-4011)aaagct>aatp.1336_1337KA>N0.01 FALSE FALSE FALSE

c.(4003-4005)gaa>gaGCGGCCap.1335_1336insRP0.01 FALSE FALSE FALSE

c.(3994-3999)aagaagfsp.KK1332fs 0.02 FALSE FALSE FALSE

c.(1957-1959)cct>ccACCtp.653_653P>PP0.19 FALSE TRUE FALSE

c.(625-630)catcag>cagp.H209del 0.33 FALSE FALSE FALSE

c.(97-102)ctgggg>ctgCTGgggp.33_34insL 0.5 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.53 TRUE FALSE FALSE

c.(3778-3780)caadelp.Q1272del 0.17 TRUE FALSE FALSE

c.(1522-1527)cccacc>cccp.T511del 0.04 FALSE FALSE FALSE

c.(2734-2739)actacafsp.TT912fs 0.02 FALSE FALSE FALSE

c.(2788-2790)act>ATGactp.929_930insM0.02 FALSE FALSE FALSE

c.(262-267)acatgtfsp.C89fs 0.36 FALSE FALSE FALSE

c.(2221-2223)attfsp.I741fs 0.03 FALSE FALSE FALSE

c.(2155-2157)caafsp.Q719fs 0.51 FALSE FALSE FALSE

c.(1342-1347)aatgctfsp.A449fs 0.06 FALSE FALSE FALSE

c.(2419-2421)agcfsp.S807fs 0.07 FALSE FALSE FALSE

c.(1816-1818)ctafsp.L607fs 0.01 FALSE FALSE FALSE

c.(1813-1815)actfsp.T605fs 0.01 FALSE FALSE FALSE

c.(1360-1362)ctafsp.L454fs 0.03 TRUE FALSE FALSE

c.(475-477)gagfsp.E159fs 0.01 FALSE FALSE FALSE

c.(3778-3780)caadelp.Q1272del 0.22 TRUE FALSE FALSE

c.(4006-4011)aaagct>aatp.1336_1337KA>N0.02 FALSE FALSE FALSE

c.(4003-4005)gaa>gaGCGGCCap.1335_1336insRP0.02 FALSE FALSE FALSE

c.(3994-3999)aagaagfsp.KK1332fs 0.03 FALSE FALSE FALSE

c.(142-144)cct>CCTcctp.48_48P>PP0.44 FALSE TRUE FALSE

c.(910-912)cagfsp.Q304fs 0.02 TRUE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.49 TRUE FALSE FALSE

c.(1564-1566)ggafsp.G522fs 0.12 FALSE TRUE TRUE

c.(3778-3780)caadelp.Q1272del 0.13 TRUE FALSE FALSE

c.(262-264)aagfsp.K88fs 0.59 FALSE FALSE FALSE

c.(1885-1890)tcaggtfsp.G630fs 0.12 FALSE FALSE FALSE

c.(3778-3780)caadelp.Q1272del 0.35 TRUE FALSE FALSE

c.(1630-1638)caacagcag>cagp.544_546QQQ>Q0.53 TRUE FALSE FALSE

c.(1846-1851)ataaaa>atap.K619del 0.28 FALSE FALSE FALSE



c.(1885-1890)tcaggtfsp.G630fs 0.16 FALSE FALSE FALSE

c.(2815-2820)tctatgfsp.M940fs 0.03 FALSE FALSE FALSE

c.(145-150)aaatatfsp.Y50fs 0.15 FALSE FALSE FALSE

c.(1360-1362)ctafsp.L454fs 0.04 TRUE FALSE FALSE

c.(811-813)tct>TCTtctp.271_271S>SS0.07 FALSE FALSE FALSE

c.(2221-2223)attfsp.I741fs 0.04 FALSE FALSE FALSE

c.(910-912)cagfsp.Q304fs 0.02 TRUE FALSE FALSE

c.(1342-1347)aatgctfsp.A449fs 0.07 FALSE FALSE FALSE

c.(2269-2271)aaafsp.K757fs 0.06 FALSE FALSE FALSE

c.(2419-2421)agcfsp.S807fs 0.08 FALSE FALSE FALSE

c.(556-561)acacaafsp.TQ186fs 0.03 TRUE FALSE FALSE

c.(475-477)gagfsp.E159fs 0.01 FALSE FALSE FALSE

c.(541-543)ccgfsp.P181fs 0.32 FALSE FALSE FALSE

c.(766-771)ggagaa>gaap.G256del 0.33 FALSE FALSE FALSE

c.(1465-1479)caacagcagcagcag>cagp.489_493QQQQQ>Q0.2 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.12 TRUE TRUE FALSE

c.(550-552)ctcfsp.L184fs 0.43 FALSE TRUE FALSE

c.(553-555)cagfsp.Q185fs 0.43 FALSE TRUE FALSE

c.(1318-1320)cttfsp.L440fs 0.11 FALSE FALSE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.32 FALSE TRUE FALSE

c.(1054-1056)ccafsp.P352fs 0.3 TRUE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.26 TRUE FALSE FALSE

c.(856-867)aactcctcaaagfsp.NSSK286fs0.43 FALSE FALSE FALSE

c.(214-234)gaggcggcggcggcggctgcg>gagp.AAAAAA79del0.5 TRUE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.3 TRUE FALSE FALSE

c.(826-837)agcagcagtggcdelp.SSSG276del0.36 TRUE TRUE FALSE

c.(1033-1056)gagcaggaagagaggcttcggaag>gagp.QEERLRK346del0.29 FALSE FALSE FALSE

c.(580-582)aagdelp.K194del 0.38 FALSE FALSE FALSE

c.(1318-1323)acaacafsp.T441fs 0.04 FALSE FALSE FALSE

c.(2221-2223)attfsp.I741fs 0.03 FALSE FALSE FALSE

c.(2815-2820)tctatgfsp.M940fs 0.06 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.36 TRUE FALSE FALSE

c.(1333-1338)cagcaa>caap.445_446QQ>Q0.44 FALSE FALSE FALSE

c.(1846-1851)ataaaa>atap.K619del 0.19 FALSE FALSE FALSE

c.(949-951)gtgfsp.V317fs 0.67 FALSE FALSE FALSE

c.(592-594)cccfsp.P199fs 0.5 FALSE FALSE FALSE

c.(862-864)aaafsp.K288fs 0.21 FALSE FALSE FALSE

c.(1816-1818)ctafsp.L607fs 0.01 FALSE FALSE FALSE

c.(1813-1815)actfsp.T605fs 0.01 FALSE FALSE FALSE

c.(475-477)gagfsp.E159fs 0.01 FALSE FALSE FALSE

c.(3778-3780)caadelp.Q1272del 0.26 TRUE FALSE FALSE

c.(1474-1476)cagfsp.Q502fs 0.33 FALSE FALSE FALSE

c.(1462-1464)gaafsp.E488fs 0.33 FALSE FALSE FALSE

c.(2431-2433)tctfsp.S811fs 0.33 FALSE FALSE FALSE

c.(673-675)gagdelp.E225del 0.57 FALSE FALSE FALSE

c.(3301-3306)agccacfsp.SH1101fs 0.43 FALSE FALSE FALSE

c.(1432-1434)cag>CAGcagp.478_478Q>QQ0.44 TRUE TRUE FALSE



c.(1810-1812)ttcfsp.F604fs 0.33 FALSE FALSE FALSE

c.(2572-2577)agcagt>agtp.858_859SS>S0.33 TRUE FALSE FALSE

c.(1318-1320)cag>caACAgp.440_440Q>QQ0.33 FALSE FALSE FALSE

c.(1036-1038)cat>caACAtp.345_346insQ0.5 FALSE TRUE TRUE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.2 TRUE FALSE FALSE

c.(4015-4020)ggttct>ggTTCttctp.1341_1342insS0.3 FALSE FALSE FALSE

c.(886-891)cggcag>cgGCAgcagp.304_305insQ0.5 FALSE TRUE TRUE

c.(145-150)aaatatfsp.Y50fs 0.17 FALSE FALSE FALSE

c.(1816-1818)ctafsp.L607fs 0.01 FALSE FALSE FALSE

c.(1813-1815)actfsp.T605fs 0.01 FALSE FALSE FALSE

c.(1513-1518)attggafsp.G506fs 0.02 FALSE FALSE FALSE

c.(316-321)attgtt>attATCgttp.106_107insI0.03 FALSE FALSE FALSE

c.(1078-1083)gaactgfsp.L361fs 0.43 FALSE FALSE FALSE

c.(475-477)gagfsp.E159fs 0.01 FALSE FALSE FALSE

c.(271-273)ccafsp.P91fs 0.27 FALSE FALSE FALSE

c.(34-36)tgcfsp.C12fs 0.05 FALSE FALSE FALSE

c.e5+1 0.05 TRUE FALSE FALSE

c.(1696-1698)cgcfsp.R566fs 0.33 FALSE FALSE FALSE

c.(625-630)catcag>cagp.H209del 0.1 TRUE FALSE FALSE

c.(49-51)ttg>tTGCtgp.17_17L>LL0.33 FALSE TRUE FALSE

c.(1369-1371)caa>caGCAap.457_457Q>QQ0.62 FALSE TRUE TRUE

c.(346-348)cagfsp.Q127fs 0.33 TRUE TRUE FALSE

c.(334-348)cagcagcaacagcagfsp.QQQQQ112fs0.33 FALSE TRUE FALSE

c.e2-1 0.37 FALSE TRUE FALSE

c.(3310-3312)gcgdelp.A1104del 0.92 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.31 TRUE FALSE FALSE

c.e5+1 0.04 TRUE TRUE FALSE

c.(406-408)agcfsp.S136fs 0.06 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.06 FALSE FALSE FALSE

c.(841-846)acagca>acap.A286del 0.33 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.14 TRUE TRUE FALSE

c.(124-132)gcggcggcadelp.AAA45del 0.3 FALSE FALSE FALSE

c.(340-342)cag>CAGCAGcagp.114_114Q>QQQ0.12 FALSE TRUE FALSE

c.(130-141)cagccgccgccg>cagp.PPP51del 0.29 FALSE FALSE FALSE

c.(406-408)agcfsp.S136fs 0.02 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.02 FALSE FALSE FALSE

c.(145-147)cac>cACGacp.51_52insD 0.18 FALSE TRUE FALSE

c.(3310-3312)gcgdelp.A1104del 0.2 FALSE TRUE FALSE

c.(184-189)agcggc>agcAGCggcp.62_63insS 0.43 FALSE TRUE FALSE

c.(394-396)acafsp.T132fs 0.13 FALSE FALSE FALSE

c.(373-378)cttcga>cgap.L125del 0.25 FALSE FALSE FALSE

c.(1630-1638)caacagcag>cagp.544_546QQQ>Q0.21 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.1 TRUE TRUE FALSE

c.(76-84)ctccggctt>cttp.26_28LRL>L0.23 FALSE FALSE FALSE

c.(406-408)agcfsp.S136fs 0.02 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.02 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.29 TRUE FALSE FALSE



c.(1630-1638)caacagcag>cagp.544_546QQQ>Q0.88 TRUE FALSE FALSE

c.(127-129)cag>CAGCAAcagp.43_43Q>QQQ0.6 TRUE TRUE FALSE

c.(1102-1104)caa>caGCAap.368_368Q>QQ0.38 FALSE TRUE FALSE

c.(46-48)cacfsp.H16fs 0.12 TRUE FALSE FALSE

c.(340-342)cag>CAGcagp.114_114Q>QQ0.19 FALSE TRUE FALSE

c.e19+2 0.35 TRUE TRUE TRUE

c.(1450-1455)cagcaadelp.QQ500del 0.34 FALSE FALSE FALSE

c.(940-945)cagggg>cagCAGCAGCAGCAGCAGgggp.313_314insQQQQQ0.32 TRUE FALSE TRUE

c.(1036-1038)cat>caACAtp.345_346insQ0.41 FALSE TRUE TRUE

c.(3778-3780)caadelp.Q1272del 0.76 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.14 TRUE TRUE FALSE

c.(217-231)cagcagcagcagcgg>cggp.QQQQ73del0.28 FALSE FALSE FALSE

c.(2737-2766)gttgctgttgctgctgctgctgctccagct>gctp.VAVAAAAAP913del0.62 FALSE FALSE FALSE

c.(361-363)ttcfsp.F121fs 0.57 FALSE FALSE FALSE

c.(1147-1155)ctgttggctfsp.LLA383fs 0.53 FALSE FALSE FALSE

c.(3778-3780)caadelp.Q1272del 0.26 TRUE FALSE FALSE

c.(1291-1296)actccc>accp.P432del 0.07 TRUE FALSE FALSE

c.(2668-2670)aagfsp.K890fs 0.43 FALSE FALSE FALSE

c.(112-114)gacfsp.D38fs 0.33 FALSE FALSE FALSE

c.(802-807)aaggag>aagp.E269del 0.36 TRUE FALSE FALSE

c.(496-501)tgcctcfsp.CL166fs 0.73 FALSE FALSE FALSE

c.(496-501)tgcctcfsp.CL166fs 0.73 FALSE FALSE FALSE

c.(802-807)aaggag>aagp.E269del 0.9 TRUE FALSE FALSE

c.(472-474)aaafsp.K158fs 0.34 FALSE FALSE FALSE

c.(2926-2928)aaafsp.K976fs 0.09 FALSE FALSE FALSE

c.(802-807)aaggag>aagp.E269del 0.9 TRUE FALSE FALSE

c.(472-474)aaafsp.K158fs 0.34 FALSE FALSE FALSE

c.(2926-2928)aaafsp.K976fs 0.09 FALSE FALSE FALSE

c.(6103-6105)gagfsp.E2036fs 0.81 FALSE FALSE FALSE

c.(1291-1296)actccc>accp.P432del 0.03 TRUE FALSE FALSE

c.(349-363)cccagcagtagctcc>cccp.SSSS122del0.38 FALSE TRUE FALSE

c.(625-630)catcag>cagp.H209del 0.16 TRUE FALSE FALSE

c.(184-189)agcggc>agcAGCggcp.62_63insS 0.5 FALSE TRUE FALSE

c.(886-891)cggcag>cgGCAgcagp.304_305insQ0.5 FALSE TRUE TRUE

c.(4522-4527)cccttc>cccp.F1510del 0.31 FALSE FALSE FALSE

c.(1630-1638)caacagcag>cagp.544_546QQQ>Q0.89 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.1 TRUE TRUE FALSE

c.(940-945)cagggg>cagCAGCAGCAGCAGCAGgggp.313_314insQQQQQ0.6 TRUE FALSE TRUE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.29 TRUE FALSE FALSE

c.(2302-2307)atctcc>atcp.S769del 0.68 FALSE FALSE FALSE

c.(631-633)cag>CAGcagp.211_211Q>QQ0.62 FALSE TRUE TRUE

c.(1447-1461)cagcagcagcagcacdelp.QQQQH483del0.45 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.1 TRUE TRUE FALSE

c.(406-408)agcfsp.S136fs 0.02 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.02 FALSE FALSE FALSE

c.(580-582)aagdelp.K194del 0.36 FALSE FALSE FALSE

c.(277-279)accfsp.T93fs 0.39 FALSE FALSE FALSE



c.(142-144)cct>CCTcctp.48_48P>PP0.56 FALSE TRUE FALSE

c.(1432-1443)cagcagcagcagdelp.QQQQ482del0.33 TRUE FALSE FALSE

c.(910-912)cagfsp.Q304fs 0.01 TRUE FALSE FALSE

c.(499-504)agtagc>agcp.167_168SS>S0.05 TRUE FALSE FALSE

c.(802-807)aaggag>aagp.E269del 0.97 TRUE FALSE FALSE

c.(580-582)aagdelp.K194del 0.31 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.27 TRUE FALSE FALSE

c.(1342-1347)aatgctfsp.A449fs 0.05 FALSE FALSE FALSE

c.(3940-3942)actfsp.T1314fs 0.48 FALSE TRUE TRUE

c.(352-354)tcafsp.S118fs 0.05 TRUE FALSE FALSE

c.(1465-1479)caacagcagcagcag>cagp.489_493QQQQQ>Q0.28 TRUE FALSE FALSE

c.(3778-3780)caadelp.Q1272del 0.62 TRUE FALSE FALSE

c.(5518-5520)acc>acGGCCGCCACTGCCACCACcp.1840_1840T>TAATATT0.25 FALSE TRUE FALSE

c.(1018-1029)gcggcggcggccdelp.AAAA344del0.38 FALSE FALSE FALSE

c.(280-288)cagcaacaadelp.QQQ112del0.27 FALSE FALSE FALSE

c.(217-231)cagcagcagcagcgg>cggp.QQQQ73del0.7 FALSE FALSE FALSE

c.(802-807)aaggag>aagp.E269del 0.41 TRUE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.49 TRUE FALSE FALSE

c.(1522-1527)cccacc>cccp.T511del 0.05 FALSE FALSE FALSE

c.(121-123)ccg>CCGCCGccgp.41_41P>PPP0.33 FALSE TRUE FALSE

c.e5+1 0.04 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.18 TRUE TRUE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.5 FALSE TRUE FALSE

c.(262-276)cagcagcaacaacagdelp.QQQQQ108del0.39 FALSE FALSE FALSE

c.(499-504)agtagc>agcp.167_168SS>S0.24 FALSE FALSE FALSE

c.(1450-1455)cagcaadelp.QQ500del 0.85 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.52 TRUE FALSE FALSE

c.(1036-1038)cat>caACAtp.345_346insQ0.24 FALSE TRUE TRUE

c.(1333-1338)cagcaa>caap.445_446QQ>Q0.36 FALSE FALSE FALSE

c.(1072-1077)tgtggc>tgcp.G359del 0.23 FALSE FALSE FALSE

c.e5+1 0.05 TRUE TRUE FALSE

c.(766-768)ttcfsp.F256fs 0.64 FALSE FALSE FALSE

c.(160-165)aggaga>agap.54_55RR>R0.45 FALSE FALSE FALSE

c.(121-123)ccg>CCGCCGccgp.41_41P>PPP0.36 FALSE TRUE FALSE

c.(673-675)ggc>gGCAgcp.234_235insS0.33 TRUE TRUE FALSE

c.(829-831)caa>caGCAap.277_277Q>QQ0.39 FALSE TRUE TRUE

c.(406-408)agcfsp.S136fs 0.1 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.1 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.4 TRUE FALSE FALSE

c.(184-189)agcggc>agcAGCggcp.62_63insS 0.55 FALSE TRUE FALSE

c.e6-1 0.03 TRUE TRUE FALSE

c.(4375-4380)gaggaa>gaap.1459_1460EE>E0.36 FALSE FALSE FALSE

c.(2788-2790)act>ATGactp.929_930insM0.02 FALSE FALSE FALSE

c.(1360-1365)cctattfsp.PI454fs 0.04 FALSE FALSE FALSE

c.(835-837)atafsp.I279fs 0.04 FALSE FALSE TRUE

c.(1567-1569)cccfsp.P524fs 0.01 FALSE FALSE FALSE

c.(1888-1890)ggtfsp.G630fs 0.06 FALSE TRUE FALSE



c.(910-912)cagfsp.Q304fs 0.01 TRUE FALSE FALSE

c.(6979-6981)ggc>gTATgcp.2327_2327G>VC0.02 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.47 TRUE FALSE FALSE

c.(3460-3462)gccfsp.A1154fs 0.33 FALSE FALSE FALSE

c.(1630-1638)caacagcag>cagp.544_546QQQ>Q0.25 FALSE FALSE FALSE

c.(3892-3894)tctfsp.S1298fs 0.44 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.19 TRUE TRUE FALSE

c.(712-714)gctfsp.A238fs 0.06 TRUE FALSE FALSE

c.(886-891)cggcag>cgGCAgcagp.304_305insQ0.71 FALSE TRUE TRUE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.49 TRUE FALSE FALSE

c.(3592-3594)gctfsp.A1199fs 0.33 FALSE FALSE FALSE

c.(3595-3597)gctfsp.A1199fs 0.33 FALSE FALSE FALSE

c.(3115-3120)ggagag>gagp.G1039del 0.67 FALSE FALSE FALSE

c.(1060-1065)ctcacafsp.LT354fs 0.02 FALSE TRUE TRUE

c.(55-60)gcaaacfsp.N20fs 0.09 TRUE TRUE FALSE

c.(1333-1335)gcg>gCGCcgp.450_451insP0.31 FALSE TRUE FALSE

c.(802-807)aaggag>aagp.E269del 0.53 TRUE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.33 TRUE FALSE FALSE

c.(1081-1083)ctgfsp.L361fs 0.55 FALSE FALSE FALSE

c.(1291-1296)actccc>accp.P432del 0.05 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.09 TRUE TRUE FALSE

c.(214-234)gaggcggcggcggcggctgcg>gagp.AAAAAA79del0.32 TRUE TRUE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.35 FALSE TRUE FALSE

c.(673-675)ggc>gGCAgcp.234_235insS0.36 TRUE TRUE FALSE

c.(406-408)agcfsp.S136fs 0.09 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.1 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.46 TRUE FALSE FALSE

c.(1291-1296)actccc>accp.P432del 0.03 TRUE FALSE FALSE

c.(2002-2004)tct>tcCTCTTCCTCCTCCTCCTCtp.668_668S>SSSSSSS0.5 TRUE TRUE FALSE

c.(55-60)gcaaacfsp.N20fs 0.19 TRUE TRUE FALSE

c.(406-408)agcfsp.S136fs 0.04 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.04 FALSE FALSE FALSE

c.(940-945)cagggg>cagCAGCAGCAGCAGCAGCAGCAGgggp.313_314insQQQQQQQ0.5 TRUE FALSE TRUE

c.(739-741)ggafsp.G247fs 0.46 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.23 TRUE FALSE FALSE

c.(3778-3780)caadelp.Q1272del 0.12 TRUE FALSE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.33 FALSE TRUE FALSE

c.(1057-1059)cttfsp.L353fs 0.37 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.11 TRUE TRUE FALSE

c.(244-246)agg>agCAGgp.81_82insS 0.5 FALSE TRUE FALSE

c.(910-912)cagfsp.Q304fs 0.02 TRUE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.18 TRUE FALSE FALSE

c.(3028-3039)cagcaacagcaa>caap.1010_1013QQQQ>Q0.43 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.21 TRUE FALSE FALSE

c.(3778-3780)caadelp.Q1272del 0.45 TRUE FALSE FALSE

c.(3778-3783)caacagfsp.Q1261fs 0.21 TRUE TRUE FALSE

c.(3781-3783)cagfsp.Q1261fs 0.21 TRUE TRUE TRUE



c.(1252-1257)cgcacgfsp.T419fs 0.6 FALSE FALSE FALSE

c.(1381-1383)gggfsp.G461fs 0.72 FALSE FALSE FALSE

c.(568-570)cctfsp.P190fs 0.12 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.23 TRUE FALSE FALSE

c.(529-531)tatfsp.Y177fs 0.83 FALSE FALSE FALSE

c.(1333-1335)gcg>gCGCcgp.450_451insP0.38 FALSE TRUE FALSE

c.(76-84)ctccggctt>cttp.26_28LRL>L0.24 FALSE FALSE FALSE

c.(3127-3132)agcgag>agcAGCgagp.1043_1044insS0.34 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.46 TRUE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.16 TRUE FALSE FALSE

c.(3778-3780)caadelp.Q1272del 0.28 TRUE FALSE FALSE

c.(283-288)cacttc>cacp.F96del 0.35 FALSE FALSE FALSE

c.(1744-1749)ccccagfsp.Q583fs 0.33 FALSE FALSE FALSE

c.(1816-1818)ctafsp.L607fs 0.02 FALSE FALSE FALSE

c.(1813-1815)actfsp.T605fs 0.02 FALSE FALSE FALSE

c.(475-477)gagfsp.E159fs 0.01 FALSE FALSE FALSE

c.(886-891)cggcag>cgGCAgcagp.304_305insQ0.67 FALSE TRUE TRUE

c.(88-90)gacfsp.D30fs 0.61 FALSE FALSE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.33 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.31 TRUE FALSE FALSE

c.(79-81)tgtfsp.C27fs 0.07 TRUE TRUE FALSE

c.(55-60)gcaaacfsp.N20fs 0.19 TRUE TRUE FALSE

c.(910-912)cagfsp.Q304fs 0.02 TRUE FALSE FALSE

c.(406-408)agcfsp.S136fs 0.05 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.05 FALSE FALSE FALSE

c.(217-231)cagcagcagcagcgg>cggp.QQQQ73del0.44 FALSE FALSE FALSE

c.e2-1 0.25 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.29 TRUE FALSE FALSE

c.(277-282)ccacct>ccaTCTcctp.93_94PP>PSP0.04 FALSE FALSE FALSE

c.(1816-1818)ctafsp.L607fs 0.01 FALSE FALSE FALSE

c.(1813-1815)actfsp.T605fs 0.01 FALSE FALSE FALSE

c.(763-765)atcfsp.I255fs 0.33 FALSE FALSE FALSE

c.(2701-2706)caacagfsp.Q902fs 0.4 TRUE TRUE FALSE

c.(2701-2703)caafsp.Q901fs 0.4 TRUE TRUE TRUE

c.(484-486)atcfsp.I162fs 0.33 FALSE FALSE FALSE

c.(652-654)gagfsp.E218fs 0.33 FALSE FALSE FALSE

c.(37-39)gacfsp.D13fs 0.33 FALSE FALSE FALSE

c.(946-948)ttgfsp.L316fs 0.46 FALSE FALSE TRUE

c.(46-48)cacfsp.H16fs 0.06 TRUE FALSE FALSE

c.(352-354)tcafsp.S118fs 0.03 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.13 TRUE TRUE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.44 FALSE TRUE FALSE

c.(1819-1821)ttcfsp.F607fs 0.33 FALSE FALSE FALSE

c.(3232-3234)tacfsp.Y1078fs 0.13 TRUE TRUE FALSE

c.(5263-5280)cagcggcgagggcgcaagfsp.QRRGRK1755fs0.23 FALSE FALSE FALSE

c.(58-60)ccgfsp.P20fs 0.4 FALSE FALSE FALSE

c.(46-48)cacfsp.H16fs 0.09 TRUE FALSE FALSE



c.(1639-1644)agtggc>agtAGCggcp.547_548insS0.33 TRUE TRUE FALSE

c.(3310-3312)gcgdelp.A1104del 0.67 FALSE TRUE FALSE

c.(394-396)acafsp.T132fs 0.35 FALSE FALSE FALSE

c.(3778-3780)caadelp.Q1272del 0.44 TRUE FALSE FALSE

c.(2701-2706)caacagfsp.Q902fs 0.34 TRUE TRUE FALSE

c.(2701-2703)caafsp.Q901fs 0.36 TRUE TRUE TRUE

c.(1228-1233)aaggag>aagp.E411del 0.06 FALSE FALSE FALSE

c.(352-354)tcafsp.S118fs 0.06 TRUE FALSE FALSE

c.(625-630)catcag>cagp.H209del 0.71 FALSE FALSE FALSE

c.(1054-1056)ccafsp.P352fs 0.31 TRUE TRUE FALSE

c.(406-408)agcfsp.S136fs 0.04 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.04 FALSE FALSE FALSE

c.(1291-1296)actccc>accp.P432del 0.08 TRUE FALSE FALSE

c.(1333-1335)gcg>gCGCcgp.450_451insP0.53 FALSE TRUE FALSE

c.(406-408)agcfsp.S136fs 0.07 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.08 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.54 TRUE FALSE FALSE

c.(1039-1062)gtctcagagcagtttacagcaatg>gtgp.SEQFTAM348del0.04 FALSE FALSE FALSE

c.(1033-1038)acatgtfsp.C346fs 0.04 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.11 TRUE TRUE FALSE

c.(673-675)ggc>gGCAgcp.234_235insS0.36 TRUE TRUE FALSE

c.(883-885)ttafsp.L295fs 0.02 TRUE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.35 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.18 TRUE TRUE FALSE

c.(55-60)gcaaacfsp.N20fs 0.2 TRUE TRUE FALSE

c.(7855-7857)tca>tcCTCCTCap.2619_2619S>SSS0.67 TRUE TRUE FALSE

c.(16-21)cagacafsp.QT6fs 0.36 FALSE FALSE TRUE

c.(9610-9612)caa>caGCAap.3204_3204Q>QQ0.43 TRUE TRUE TRUE

c.(6244-6249)atccggfsp.IR2082fs 0.33 FALSE FALSE FALSE

c.(9442-9444)gccfsp.A3148fs 0.44 FALSE FALSE FALSE

c.(3361-3366)attttcfsp.I1121fs 0.33 FALSE FALSE FALSE

c.(169-171)ctgfsp.L57fs 0.33 FALSE FALSE FALSE

c.(1849-1854)ataaaa>atap.K620del 0.13 FALSE FALSE FALSE

c.(811-813)tct>TCTtctp.271_271S>SS0.04 FALSE FALSE FALSE

c.(1846-1851)ataaaa>atap.K619del 0.16 FALSE FALSE FALSE

c.(1813-1815)actfsp.T605fs 0.01 FALSE FALSE FALSE

c.(475-477)gagfsp.E159fs 0.01 FALSE FALSE FALSE

c.(1291-1296)actccc>accp.P432del 0.04 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.23 FALSE TRUE FALSE

c.(406-408)agcfsp.S136fs 0.05 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.05 FALSE FALSE FALSE

c.(940-945)cagggg>cagCAGgggp.314_315insQ0.36 TRUE FALSE TRUE

c.(1264-1269)cagccg>cagp.P427del 0.79 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.26 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.09 TRUE TRUE FALSE

c.(214-234)gaggcggcggcggcggctgcg>gagp.AAAAAA79del0.4 TRUE TRUE FALSE

c.(802-807)aaggag>aagp.E269del 0.49 TRUE FALSE FALSE



c.(1468-1491)aaggagcagcagcggcagctgcgg>aagp.EQQRQLR491del0.41 FALSE FALSE FALSE

c.(1291-1296)actccc>accp.P432del 0.07 TRUE FALSE FALSE

c.(340-342)cag>CAGcagp.114_114Q>QQ0.48 FALSE TRUE FALSE

c.(532-534)aca>aCACcap.185_186insP0.43 FALSE TRUE TRUE

c.(466-474)ggtggcaccfsp.GGT156fs 0.05 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.2 TRUE TRUE FALSE

c.(673-675)ggc>gGCAgcp.234_235insS0.57 TRUE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.26 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.12 TRUE TRUE FALSE

c.(244-246)agg>agCAGgp.81_82insS 0.78 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.47 TRUE FALSE FALSE

c.(400-402)cctfsp.P136fs 0.38 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.26 TRUE FALSE FALSE

c.(1522-1527)cccacc>cccp.T511del 0.13 FALSE FALSE FALSE

c.(1078-1083)gaactgfsp.L361fs 0.35 FALSE FALSE FALSE

c.(25-27)tat>TATtatp.9_9Y>YY 0.14 FALSE FALSE TRUE

c.(91-96)acgaag>acgp.K32del 0.8 FALSE FALSE FALSE

c.(3868-3870)ccafsp.P1295fs 0.33 FALSE FALSE FALSE

c.(802-807)aaggag>aagp.E269del 0.73 TRUE FALSE FALSE

c.(580-582)aagdelp.K194del 1 FALSE FALSE FALSE

c.(1744-1746)gtcfsp.V582fs 0.33 FALSE FALSE FALSE

c.(1618-1620)caa>caGCAap.540_540Q>QQ0.33 FALSE TRUE FALSE

0.33 FALSE FALSE FALSE

c.(241-243)cccfsp.P81fs 0.33 FALSE FALSE FALSE

c.(229-240)cggcagcagcag>cagp.RQQ77del 0.38 FALSE FALSE FALSE

c.(2788-2790)act>ATGactp.929_930insM0.05 FALSE FALSE FALSE

c.(7990-7992)gaafsp.E2666fs 0.09 FALSE FALSE FALSE

c.(379-381)gggfsp.G127fs 0.01 FALSE FALSE FALSE

c.(679-681)gacfsp.D227fs 0.02 TRUE FALSE FALSE

c.(1948-1950)ttgfsp.L651fs 0.33 FALSE FALSE FALSE

c.(895-897)cgafsp.R300fs 0.33 FALSE FALSE FALSE

c.(2701-2706)caacagfsp.Q902fs 0.3 TRUE TRUE FALSE

c.(2701-2703)caafsp.Q901fs 0.3 TRUE TRUE TRUE

c.(55-60)gcaaacfsp.N20fs 0.13 TRUE TRUE FALSE

c.(73-75)ttgfsp.L25fs 0.09 FALSE FALSE FALSE

c.(838-840)attfsp.I280fs 0.74 FALSE FALSE FALSE

c.(2641-2664)ggccgacatggctctggatctggcfsp.GRHGSGSG881fs0.19 FALSE FALSE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.59 FALSE TRUE FALSE

c.(406-408)agcfsp.S136fs 0.04 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.03 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.25 TRUE FALSE FALSE

c.(349-363)cccagcagtagctcc>cccp.SSSS122del0.18 FALSE TRUE FALSE

c.(34-36)tgcfsp.C12fs 0.01 FALSE FALSE FALSE

c.(352-354)tcafsp.S118fs 0.05 TRUE FALSE FALSE

c.(3415-3417)tatfsp.Y1139fs 0.06 FALSE FALSE FALSE

c.(1054-1056)ccafsp.P352fs 0.2 TRUE TRUE FALSE

c.(49-51)aagfsp.K17fs 0.24 FALSE FALSE FALSE



c.(1231-1236)caacag>cagp.411_412QQ>Q0.12 TRUE FALSE FALSE

c.(1219-1224)caacag>cagp.407_408QQ>Q0.12 FALSE FALSE FALSE

c.(1210-1221)cagcagcagcaa>caap.404_407QQQQ>Q0.17 FALSE FALSE FALSE

c.(2131-2133)ccafsp.P711fs 0.33 FALSE FALSE FALSE

c.(214-234)gaggcggcggcggcggctgcg>gagp.AAAAAA79del0.32 TRUE TRUE FALSE

c.(97-102)ctgggg>ctgCTGgggp.33_34insL 0.67 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.49 TRUE FALSE FALSE

c.(9604-9612)cagcagcaa>caap.3202_3204QQQ>Q0.5 TRUE FALSE FALSE

c.(910-912)cagfsp.Q304fs 0.02 TRUE FALSE FALSE

c.(1294-1296)gaafsp.E432fs 0.48 FALSE FALSE FALSE

c.(34-36)ttc>tGCTtcp.11_12insC 0.67 FALSE TRUE FALSE

c.(1432-1443)cagcagcagcagdelp.QQQQ482del0.22 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.09 TRUE TRUE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.6 FALSE TRUE FALSE

c.(4255-4260)aagtcafsp.KS1419fs 0.03 FALSE FALSE FALSE

c.(4264-4266)gatfsp.D1422fs 0.03 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.19 TRUE FALSE FALSE

c.(1762-1764)aatfsp.N588fs 0.33 FALSE FALSE FALSE

c.(352-354)tcafsp.S118fs 0.05 TRUE FALSE FALSE

c.(244-246)agg>agCAGgp.81_82insS 0.71 FALSE TRUE FALSE

c.(406-408)agcfsp.S136fs 0.03 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.03 FALSE FALSE FALSE

c.(13-15)cag>CAGcagp.5_5Q>QQ 0.4 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.32 TRUE FALSE FALSE

c.(142-144)cct>CCGCCGCCTcctp.48_48P>PPPP0.41 FALSE TRUE FALSE

c.(55-60)gcaaacfsp.N20fs 0.14 TRUE TRUE FALSE

c.(280-282)acafsp.T94fs 0.03 FALSE FALSE FALSE

c.(2575-2577)agt>agCAGtp.859_859S>SS0.3 FALSE TRUE TRUE

c.(6979-6981)ggc>gTATgcp.2327_2327G>VC0.02 FALSE FALSE FALSE

c.(898-900)cag>CAGcagp.300_300Q>QQ0.5 FALSE TRUE FALSE

c.(3307-3312)gctgcg>gcgp.1103_1104AA>A0.14 FALSE FALSE FALSE

c.(184-189)agcggc>agcAGCggcp.62_63insS 0.43 FALSE TRUE FALSE

c.(1816-1818)ctafsp.L607fs 0.01 FALSE FALSE FALSE

c.(1168-1176)caatatcagdelp.QYQ390del0.33 FALSE FALSE FALSE

c.(394-396)acafsp.T132fs 0.09 FALSE FALSE FALSE

c.(2560-2565)aaacac>aaaAAGcacp.854_855insK0.02 FALSE FALSE FALSE

c.(4903-4905)agafsp.R1635fs 0.21 FALSE FALSE FALSE

c.(1432-1434)cag>CAGcagp.478_478Q>QQ0.32 TRUE TRUE FALSE

c.(2815-2820)tctatgfsp.M940fs 0.03 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.49 TRUE FALSE FALSE

c.(1360-1362)ctafsp.L454fs 0.05 TRUE FALSE FALSE

c.(1291-1296)actccc>accp.P432del 0.08 TRUE FALSE FALSE

c.(811-813)tct>TCTtctp.271_271S>SS0.03 FALSE FALSE FALSE

c.(1846-1851)ataaaa>atap.K619del 0.18 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.12 TRUE TRUE FALSE

c.(673-675)ggc>gGCAgcp.234_235insS0.38 TRUE TRUE FALSE

c.(97-102)ctgggg>ctgCTGgggp.33_34insL 0.62 FALSE TRUE FALSE



c.(277-282)ccacct>ccaTCTcctp.93_94PP>PSP0.05 FALSE FALSE FALSE

c.(1342-1347)aatgctfsp.A449fs 0.03 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.38 TRUE FALSE FALSE

c.(2419-2421)agcfsp.S807fs 0.04 FALSE FALSE FALSE

c.(3031-3033)atafsp.I1011fs 0.02 FALSE FALSE FALSE

c.e24+2 0.03 FALSE FALSE FALSE

c.(4612-4614)aagfsp.K1538fs 0.03 FALSE FALSE FALSE

c.(1360-1362)ctafsp.L454fs 0.02 TRUE FALSE FALSE

c.(457-465)cttaaaatafsp.KI154fs 0.01 FALSE FALSE FALSE

c.(475-477)gagfsp.E159fs 0 FALSE FALSE FALSE

c.(298-306)ttttatcct>tttp.YP101del 0.59 FALSE FALSE FALSE

c.(25-27)tat>TATtatp.9_9Y>YY 0.05 FALSE FALSE TRUE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.42 TRUE FALSE FALSE

c.(862-864)aaafsp.K288fs 0.09 FALSE FALSE FALSE

c.(595-597)gcgfsp.A200fs 0.33 FALSE FALSE FALSE

c.(2221-2223)attfsp.I741fs 0.04 FALSE FALSE FALSE

c.(625-630)catcag>cagp.H209del 0.16 TRUE FALSE FALSE

c.(961-963)gga>GGAggap.321_321G>GG0.39 FALSE TRUE FALSE

c.(1792-1797)acatgtfsp.C599fs 0.45 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.32 TRUE FALSE FALSE

c.(1519-1533)cagcagcaacagcac>cacp.QQQQ507del0.1 FALSE FALSE FALSE

c.(5140-5145)aagaac>aacp.K1714del 0.49 FALSE FALSE FALSE

c.(2221-2223)attfsp.I741fs 0.05 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.33 TRUE FALSE FALSE

c.(1066-1068)ttafsp.L356fs 0.51 FALSE FALSE FALSE

c.(475-477)gagfsp.E159fs 0.02 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.59 TRUE FALSE FALSE

c.(1522-1527)cccacc>cccp.T511del 0.04 FALSE FALSE FALSE

c.(2788-2790)act>ATGactp.929_930insM0.03 FALSE FALSE FALSE

c.(811-813)tct>TCTtctp.271_271S>SS0.03 FALSE FALSE FALSE

c.(1846-1851)ataaaa>atap.K619del 0.2 FALSE FALSE FALSE

c.(583-588)ccagaa>ccap.E197del 0.04 TRUE FALSE FALSE

c.(679-681)gacfsp.D227fs 0.02 TRUE FALSE FALSE

c.(1342-1347)aatgctfsp.A449fs 0.09 FALSE FALSE FALSE

c.(1918-1920)gtafsp.V640fs 0.04 FALSE FALSE FALSE

c.(400-402)ggcfsp.G134fs 0.33 FALSE FALSE FALSE

c.(3031-3033)atafsp.I1011fs 0.02 FALSE FALSE FALSE

c.(3589-3591)gcafsp.A1197fs 0.05 FALSE FALSE FALSE

c.(4612-4614)aagfsp.K1538fs 0.04 FALSE FALSE FALSE

c.(4834-4836)agg>ggp.R1612fs 0.04 FALSE FALSE FALSE

c.(1816-1818)ctafsp.L607fs 0.01 FALSE FALSE FALSE

c.(1813-1815)actfsp.T605fs 0.01 FALSE FALSE FALSE

c.(475-477)gagfsp.E159fs 0.01 FALSE FALSE FALSE

c.(349-351)tta>TTATTCttap.117_117L>LFL0.2 FALSE FALSE FALSE

c.(109-114)aaaaccfsp.KT37fs 0.08 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.19 TRUE TRUE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.55 FALSE TRUE FALSE



c.(886-891)cggcag>cgGCAgcagp.304_305insQ0.38 FALSE TRUE TRUE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.56 TRUE FALSE FALSE

c.(238-249)aaaattctgcag>aaagp.ILQ81fs 0.4 FALSE FALSE FALSE

c.(1522-1527)cccacc>cccp.T511del 0.05 FALSE FALSE FALSE

c.(1819-1824)aattttfsp.NF607fs 0.15 FALSE FALSE FALSE

c.(1342-1347)aatgctfsp.A449fs 0.06 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.59 TRUE FALSE FALSE

c.(1813-1815)actfsp.T605fs 0.01 FALSE FALSE FALSE

c.(1948-1950)gaafsp.E650fs 0.03 FALSE FALSE FALSE

c.(2815-2820)tctatgfsp.M940fs 0.03 FALSE FALSE FALSE

c.(3928-3933)atcata>atap.1310_1311II>I0.27 FALSE FALSE FALSE

c.(556-561)acacaafsp.TQ186fs 0.02 TRUE FALSE FALSE

c.(1036-1038)cat>caACAtp.345_346insQ0.33 FALSE TRUE TRUE

c.(631-633)cagdelp.Q218del 0.43 FALSE FALSE FALSE

c.(1360-1365)cctattfsp.PI454fs 0.03 FALSE FALSE FALSE

c.(811-813)tct>TCTtctp.271_271S>SS0.07 FALSE FALSE FALSE

c.(1846-1851)ataaaa>atap.K619del 0.26 FALSE FALSE FALSE

c.(1342-1347)aatgctfsp.A449fs 0.08 FALSE FALSE FALSE

c.(1918-1920)gtafsp.V640fs 0.11 FALSE FALSE FALSE

c.(1963-1965)ggafsp.G655fs 0.1 FALSE FALSE FALSE

c.(2818-2820)accfsp.T940fs 0.09 FALSE FALSE FALSE

c.(58-63)gcttac>gctACCtacp.20_21AY>ATY0.08 FALSE FALSE FALSE

c.(58-60)gctfsp.A20fs 0.08 FALSE FALSE FALSE

c.(430-432)tacfsp.Y144fs 0.38 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.57 TRUE FALSE FALSE

c.(1630-1638)caacagcag>cagp.544_546QQQ>Q0.5 FALSE FALSE FALSE

c.(943-945)tctfsp.S315fs 0.26 FALSE FALSE FALSE

c.(733-735)gacfsp.D245fs 0.53 FALSE FALSE FALSE

c.(1234-1236)tctfsp.S412fs 0.52 FALSE FALSE FALSE

c.(469-471)gttfsp.V157fs 0.55 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.7 TRUE FALSE FALSE

c.(1036-1038)cat>caACAtp.345_346insQ0.31 FALSE TRUE TRUE

c.(550-552)aaafsp.K184fs 0.05 FALSE FALSE FALSE

c.(1948-1950)gaafsp.E650fs 0.02 FALSE FALSE FALSE

c.(2221-2223)attfsp.I741fs 0.05 FALSE FALSE FALSE

c.(2815-2820)tctatgfsp.M940fs 0.03 FALSE FALSE FALSE

c.(145-150)aaatatfsp.Y50fs 0.06 FALSE FALSE FALSE

c.(376-378)attfsp.I126fs 0.55 FALSE FALSE FALSE

c.(3601-3606)aaggga>agap.1201_1202KG>R0.03 TRUE FALSE FALSE

c.e35-1 0.07 FALSE FALSE FALSE

c.(2221-2223)attfsp.I741fs 0.04 FALSE FALSE FALSE

c.(802-807)aaggag>aagp.E269del 0.52 TRUE FALSE FALSE

c.(1816-1818)ctafsp.L607fs 0.01 FALSE FALSE FALSE

c.(262-264)aagfsp.K88fs 0.43 FALSE FALSE FALSE

c.(2221-2223)attfsp.I741fs 0.02 FALSE FALSE FALSE

c.(1885-1890)tcaggtfsp.G630fs 0.09 FALSE FALSE FALSE

c.(2815-2820)tctatgfsp.M940fs 0.03 FALSE FALSE FALSE



c.(145-150)aaatatfsp.Y50fs 0.02 FALSE FALSE FALSE

c.(217-231)cagcagcagcagcgg>cggp.QQQQ73del0.32 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.26 TRUE FALSE FALSE

c.(1816-1818)ctafsp.L607fs 0.01 FALSE FALSE FALSE

c.(1813-1815)actfsp.T605fs 0.01 FALSE FALSE FALSE

c.(2143-2145)tgtfsp.C715fs 0.02 FALSE FALSE FALSE

c.(1360-1365)cctattfsp.PI454fs 0.02 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.18 TRUE TRUE FALSE

c.(1333-1335)gcg>gCGCcgp.450_451insP0.5 FALSE TRUE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.33 FALSE TRUE FALSE

c.(1054-1056)ccafsp.P352fs 0.27 TRUE TRUE FALSE

c.(3310-3312)gcgdelp.A1104del 0.31 FALSE TRUE FALSE

c.e24+2 0.03 FALSE FALSE FALSE

c.(3775-3777)cag>CAAcagp.1259_1259Q>QQ0.26 FALSE TRUE TRUE

c.(1519-1527)cagcagcaa>caap.507_509QQQ>Q0.2 TRUE FALSE FALSE

c.(5263-5280)cagcggcgagggcgcaagfsp.QRRGRK1755fs0.12 FALSE FALSE FALSE

c.(5017-5019)agafsp.R1673fs 0.43 FALSE FALSE FALSE

c.(1948-1950)gaafsp.E650fs 0.02 FALSE FALSE FALSE

c.e5+1 0.05 TRUE FALSE FALSE

c.(2815-2820)tctatgfsp.M940fs 0.02 FALSE FALSE FALSE

c.(1816-1818)ctafsp.L607fs 0.01 FALSE FALSE FALSE

c.(1813-1815)actfsp.T605fs 0.01 FALSE FALSE FALSE

c.e5+1 0.04 TRUE TRUE FALSE

c.(1360-1365)cctattfsp.PI454fs 0.03 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.11 TRUE TRUE FALSE

c.(46-48)cacfsp.H16fs 0.15 TRUE FALSE FALSE

c.(352-354)tcafsp.S118fs 0.06 TRUE FALSE FALSE

c.e6+1 0 TRUE FALSE FALSE

c.(2221-2223)attfsp.I741fs 0.02 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.19 TRUE TRUE FALSE

c.(8491-8493)tctfsp.S2831fs 0.02 FALSE FALSE FALSE

c.(2815-2820)tctatgfsp.M940fs 0.02 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.48 TRUE FALSE FALSE

c.(475-477)gagfsp.E159fs 0 FALSE FALSE FALSE

c.(2155-2157)gttdelp.V719del 0.76 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.08 TRUE TRUE FALSE

c.(886-891)cggcag>cgGCAgcagp.304_305insQ0.41 FALSE TRUE TRUE

c.(2833-2838)gaagag>gagp.945_946EE>E0.67 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.35 TRUE FALSE FALSE

c.(1630-1638)caacagcag>cagp.544_546QQQ>Q0.69 TRUE FALSE FALSE

c.(1063-1065)gagfsp.E355fs 0.16 FALSE FALSE FALSE

c.(172-174)ggafsp.G58fs 0.5 FALSE FALSE FALSE

c.(472-480)gaggaagagdelp.EEE161del0.73 FALSE FALSE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.41 FALSE TRUE FALSE

c.(1663-1668)gagaag>gagp.K558del 0.08 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.21 TRUE FALSE FALSE

c.(3778-3780)caadelp.Q1272del 0.13 TRUE FALSE FALSE



c.(1291-1296)actccc>accp.P432del 0.03 TRUE FALSE FALSE

c.(949-951)gtgfsp.V317fs 0.5 FALSE FALSE FALSE

c.(1333-1335)gcg>gCGCcgp.450_451insP0.57 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.57 TRUE FALSE FALSE

c.(9610-9612)caa>caGCAap.3204_3204Q>QQ0.7 FALSE TRUE TRUE

c.e26+1 0.04 TRUE FALSE FALSE

c.(4522-4527)cccttc>cccp.F1510del 0.57 FALSE FALSE FALSE

c.(520-528)caggcggcg>cagp.AA175del 0.33 FALSE FALSE FALSE

c.(811-813)tct>TCTtctp.271_271S>SS0.07 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.43 TRUE FALSE FALSE

c.(1663-1668)aaggtcfsp.KV555fs 0.33 FALSE FALSE FALSE

c.(4660-4662)cag>cgp.Q1554fs 0.33 FALSE FALSE FALSE

c.(3778-3780)caadelp.Q1272del 0.26 TRUE FALSE FALSE

c.(811-813)tct>TCTtctp.271_271S>SS0.06 FALSE FALSE FALSE

c.(1816-1818)ctafsp.L607fs 0.01 FALSE FALSE FALSE

c.(1813-1815)actfsp.T605fs 0.01 FALSE FALSE FALSE

c.(475-477)gagfsp.E159fs 0.01 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.16 TRUE TRUE FALSE

c.(214-234)gaggcggcggcggcggctgcg>gagp.AAAAAA79del0.33 TRUE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.45 TRUE FALSE FALSE

c.(1360-1362)ctafsp.L454fs 0.03 TRUE FALSE FALSE

c.(775-777)aatfsp.-262fs 0.24 FALSE FALSE FALSE

c.(712-714)gctfsp.A238fs 0.04 FALSE FALSE FALSE

c.e5+1 0.02 TRUE FALSE FALSE

c.(1816-1818)ctafsp.L607fs 0.02 FALSE FALSE FALSE

c.(1813-1815)actfsp.T605fs 0.02 FALSE FALSE FALSE

c.e5+1 0.02 TRUE TRUE FALSE

c.(811-813)tct>TCTtctp.271_271S>SS0.05 FALSE FALSE FALSE

c.(1024-1026)cca>ccTCCap.342_342P>PP0.1 FALSE FALSE TRUE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.38 TRUE FALSE FALSE

c.(1468-1491)aaggagcagcagcggcagctgcgg>aagp.EQQRQLR491del0.31 FALSE FALSE FALSE

c.(91-96)acgaag>acgp.K32del 0.32 FALSE FALSE FALSE

c.(802-807)aaggag>aagp.E269del 0.34 TRUE FALSE FALSE

c.(580-582)aagdelp.K194del 0.71 FALSE FALSE FALSE

c.(1846-1851)ataaaa>atap.K619del 0.16 FALSE FALSE FALSE

c.(6550-6552)cctdelp.P2184del 0.53 FALSE FALSE FALSE

c.(1918-1920)gtafsp.V640fs 0.02 FALSE FALSE FALSE

c.(1816-1818)ctafsp.L607fs 0.01 FALSE FALSE FALSE

c.(1813-1815)actfsp.T605fs 0.01 FALSE FALSE FALSE

c.(475-477)gagfsp.E159fs 0.01 FALSE FALSE FALSE

c.(1846-1851)ataaaa>atap.K619del 0.11 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.19 TRUE TRUE FALSE

c.(784-786)ccafsp.P262fs 0.04 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.16 TRUE TRUE FALSE

c.(6295-6297)cgafsp.R2099fs 0.3 FALSE FALSE FALSE

c.(802-807)aaggag>aagp.E269del 0.92 TRUE FALSE FALSE

c.(3127-3132)agcgag>agcAGCgagp.1043_1044insS0.38 FALSE TRUE FALSE



c.(55-60)gcaaacfsp.N20fs 0.16 TRUE TRUE FALSE

c.(2575-2577)agt>agCAGtp.859_859S>SS0.38 FALSE TRUE TRUE

c.(184-189)agcggc>agcAGCggcp.62_63insS 0.5 FALSE TRUE FALSE

c.(1036-1038)cat>caACAtp.345_346insQ0.33 FALSE TRUE TRUE

c.(460-465)gttgatfsp.D155fs 0.16 FALSE FALSE FALSE

c.(373-378)cttcga>cgap.L125del 0.18 FALSE FALSE FALSE

c.(1501-1503)tccdelp.S509del 0.33 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.14 TRUE TRUE FALSE

c.(802-807)aaggag>aagp.E269del 0.5 TRUE FALSE FALSE

c.(10933-10938)cttctc>ctcp.3645_3646LL>L0.33 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.14 TRUE TRUE FALSE

c.(802-807)aaggag>aagp.E269del 0.5 TRUE FALSE FALSE

c.(10933-10938)cttctc>ctcp.3645_3646LL>L0.33 FALSE FALSE FALSE

c.(49-54)ttgctg>ttgp.17_18LL>L0.33 FALSE FALSE FALSE

c.(910-912)cagfsp.Q304fs 0.01 TRUE FALSE FALSE

c.(11221-11223)caa>caGCAap.3741_3741Q>QQ0.2 FALSE TRUE FALSE

c.(3307-3312)gctgcgfsp.AA1103fs 0.4 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.38 TRUE FALSE FALSE

c.(1816-1818)ctafsp.L607fs 0.01 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.14 TRUE TRUE FALSE

c.(622-633)cagcatcagcat>catp.QHQ208del0.52 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.18 TRUE TRUE FALSE

c.(130-144)cagccgccgccgccg>cagp.PPPP49del0.28 FALSE FALSE FALSE

c.(682-687)cagcag>caGCCgcagp.228_229QQ>QPQ0.39 TRUE TRUE FALSE

c.(1408-1422)cagacaactgccttgfsp.QTTAL470fs0.35 FALSE FALSE FALSE

c.(3310-3312)gcgdelp.A1104del 0.23 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.34 TRUE FALSE FALSE

c.(1039-1062)gtctcagagcagtttacagcaatg>gtgp.SEQFTAM348del0.04 FALSE FALSE FALSE

c.(1033-1038)acatgtfsp.C346fs 0.04 TRUE FALSE FALSE

c.(1531-1533)aatdelp.N511del 1 FALSE FALSE FALSE

c.(631-633)cag>CAGcagp.211_211Q>QQ0.36 FALSE TRUE TRUE

c.(1432-1434)cagdelp.Q486del 0.32 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.15 TRUE TRUE FALSE

c.(436-438)agtfsp.-148fs 0.38 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.51 TRUE FALSE FALSE

c.(133-135)gtafsp.V45fs 0.41 FALSE FALSE FALSE

c.(97-102)ctgggg>ctgCTGgggp.33_34insL 0.79 FALSE TRUE FALSE

c.(76-84)ctccggctt>cttp.26_28LRL>L0.3 FALSE FALSE FALSE

c.(610-612)gaafsp.E204fs 0.74 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.13 TRUE TRUE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.19 FALSE TRUE FALSE

c.(1546-1548)gagfsp.E516fs 0.33 FALSE FALSE TRUE

c.(406-408)agcfsp.S136fs 0.04 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.04 FALSE FALSE FALSE

c.(541-543)cag>caACAgp.181_181Q>QQ0.14 FALSE FALSE FALSE

c.(883-885)ttafsp.L295fs 0.01 TRUE FALSE FALSE

c.(3232-3234)tacfsp.Y1078fs 0.18 TRUE TRUE FALSE



c.(472-474)aaafsp.K158fs 0.22 FALSE FALSE FALSE

c.(2926-2928)aaafsp.K976fs 0.49 FALSE FALSE FALSE

c.(1036-1038)cat>caACAtp.345_346insQ0.39 FALSE TRUE TRUE

c.(997-1005)gcaaatttafsp.NL334fs 0.07 FALSE FALSE FALSE

c.(1291-1296)actccc>accp.P432del 0.04 TRUE FALSE FALSE

c.(1432-1434)actdelp.T478del 0.02 FALSE TRUE TRUE

c.(244-246)agg>agCAGgp.81_82insS 0.64 FALSE TRUE FALSE

c.(658-663)agcagcdelp.SS226del 0.37 FALSE FALSE FALSE

c.(8335-8337)cag>CAGcagp.2779_2779Q>QQ0.03 TRUE TRUE TRUE

c.(940-945)cagggg>cagCAGCAGCAGCAGgggp.313_314insQQQQ0.46 TRUE FALSE TRUE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.34 TRUE FALSE FALSE

c.(1039-1062)gtctcagagcagtttacagcaatg>gtgp.SEQFTAM348del0.05 FALSE FALSE FALSE

c.(1033-1038)acatgtfsp.C346fs 0.04 TRUE FALSE FALSE

c.(142-144)cct>CCTcctp.48_48P>PP0.5 FALSE TRUE FALSE

c.(1321-1326)gaggac>gacp.E441del 0.49 FALSE FALSE FALSE

c.(2221-2223)attfsp.I741fs 0.04 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.08 TRUE TRUE FALSE

c.(673-675)ggc>gGCAgcp.234_235insS0.33 TRUE TRUE FALSE

c.(97-102)ctgggg>ctgCTGgggp.33_34insL 0.57 FALSE TRUE FALSE

c.(145-150)aaatatfsp.Y50fs 0.04 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.33 TRUE FALSE FALSE

c.(1123-1125)cagfsp.Q375fs 0.33 FALSE FALSE FALSE

c.(46-48)cacfsp.H16fs 0.1 TRUE FALSE FALSE

c.(352-354)tcafsp.S118fs 0.06 TRUE FALSE FALSE

c.(2221-2223)attfsp.I741fs 0.04 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.11 TRUE TRUE FALSE

c.(97-102)ctgggg>ctgCTGgggp.33_34insL 0.38 FALSE TRUE FALSE

c.(217-231)cagcagcagcagcgg>cggp.QQQQ73del0.94 FALSE FALSE FALSE

c.(106-111)aattgcfsp.C37fs 0.58 FALSE FALSE FALSE

c.(1213-1215)aaafsp.K405fs 0.88 FALSE FALSE FALSE

c.(937-939)tcafsp.S313fs 0.13 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.11 TRUE TRUE FALSE

c.(712-714)gccfsp.A238fs 0.68 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.17 TRUE TRUE FALSE

c.(1885-1890)tcaggtfsp.G630fs 0.08 FALSE FALSE FALSE

c.(340-342)cag>CAGCAGcagp.114_114Q>QQQ0.25 FALSE TRUE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.3 FALSE TRUE FALSE

c.(97-102)ctgggg>ctgCTGgggp.33_34insL 0.55 FALSE TRUE FALSE

c.(8335-8337)cag>CAAcagp.2779_2779Q>QQ0.09 TRUE TRUE TRUE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.31 TRUE FALSE FALSE

c.(157-159)actfsp.T53fs 0.59 FALSE FALSE FALSE

c.(160-162)ctgfsp.L54fs 0.59 FALSE FALSE FALSE

c.(226-237)ggggaggccagg>gggp.EAR77del 0.3 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.15 TRUE TRUE FALSE

c.(1630-1638)caacagcag>cagp.544_546QQQ>Q0.14 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.11 TRUE TRUE FALSE

c.(886-891)cggcag>cgGCAgcagp.304_305insQ0.45 FALSE TRUE TRUE



c.(406-408)agcfsp.S136fs 0.04 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.04 FALSE FALSE FALSE

c.(802-807)aaggag>aagp.E269del 0.38 TRUE FALSE FALSE

c.(280-291)tttcacttcttgfsp.FHFL94fs 0.33 FALSE FALSE FALSE

c.(790-795)gaggaa>gaap.264_265EE>E0.36 FALSE FALSE FALSE

c.(1816-1818)ctafsp.L607fs 0.01 FALSE FALSE FALSE

c.(1813-1815)actfsp.T605fs 0.02 FALSE FALSE FALSE

c.(2923-2925)gggfsp.G975fs 0.33 FALSE FALSE FALSE

c.(127-129)cag>CAGCAAcagp.43_43Q>QQQ0.33 TRUE TRUE FALSE

c.(55-60)gcaaacfsp.N20fs 0.15 TRUE TRUE FALSE

c.(4141-4146)aaagaa>aaap.E1382del 0.33 FALSE FALSE FALSE

c.(811-813)tct>TCTtctp.271_271S>SS0.04 FALSE FALSE FALSE

c.(46-48)cacfsp.H16fs 0.08 TRUE FALSE FALSE

c.(352-354)tcafsp.S118fs 0.04 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.14 TRUE TRUE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.35 FALSE TRUE FALSE

c.(361-366)tccagc>tccp.121_122SS>S0.33 FALSE FALSE FALSE

c.(328-333)cagcaa>caap.110_111QQ>Q0.33 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.25 TRUE FALSE FALSE

c.(352-354)ttcdelp.F119del 0.59 FALSE FALSE FALSE

c.(829-831)aagfsp.K278fs 0.4 FALSE FALSE FALSE

c.e5+1 0.04 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.2 TRUE TRUE FALSE

c.(406-408)agcfsp.S136fs 0.03 FALSE TRUE FALSE

c.(403-405)ggcfsp.G135fs 0.03 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.27 TRUE FALSE FALSE

c.(1039-1062)gtctcagagcagtttacagcaatg>gtgp.SEQFTAM348del0.03 FALSE FALSE FALSE

c.(1033-1038)acatgtfsp.C346fs 0.03 TRUE FALSE FALSE

c.e5+1 0.03 TRUE TRUE FALSE

c.(1138-1140)caa>caGCAap.380_380Q>QQ0.58 FALSE TRUE FALSE

c.(3100-3105)caatacfsp.QY1034fs 0.42 FALSE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.15 TRUE TRUE FALSE

c.(214-234)gaggcggcggcggcggctgcg>gagp.AAAAAA79del0.34 TRUE TRUE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.36 FALSE TRUE FALSE

c.(1420-1425)agtcatfsp.SH474fs 0.22 FALSE FALSE FALSE

c.(217-231)cagcagcagcagcgg>cggp.QQQQ73del0.4 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.59 TRUE FALSE FALSE

c.(1291-1296)actccc>accp.P432del 0.06 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.11 TRUE TRUE FALSE

c.(886-891)cggcag>cgGCAgcagp.304_305insQ0.67 FALSE TRUE TRUE

c.(940-945)cagggg>cagCAGCAGCAGCAGgggp.313_314insQQQQ0.4 TRUE FALSE TRUE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.3 TRUE FALSE FALSE

c.(625-630)catcag>cagp.H209del 0.42 FALSE FALSE FALSE

c.(910-912)cagfsp.Q304fs 0.03 TRUE FALSE FALSE

c.(6046-6054)tttaaaagt>tttp.KS2017del0.44 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.32 TRUE FALSE FALSE

c.(826-837)agcagcagtggcdelp.SSSG276del0.45 TRUE TRUE FALSE



c.(1255-1260)cactgtdelp.HC419del 0.36 FALSE FALSE FALSE

c.(1432-1443)cagcagcagcagdelp.QQQQ482del0.33 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.17 TRUE TRUE FALSE

c.(1333-1335)gcg>gCGCcgp.450_451insP0.59 FALSE TRUE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.3 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.24 TRUE FALSE FALSE

c.(1534-1539)aaggag>aagp.E513del 0.02 FALSE FALSE FALSE

c.(298-309)gagccagaacctdelp.EPEP104del0.25 FALSE FALSE FALSE

c.(1885-1890)tcaggtfsp.G630fs 0.04 FALSE FALSE FALSE

c.(1333-1335)gcg>gCGCcgp.450_451insP0.39 FALSE TRUE FALSE

c.(7855-7857)tca>tcCTCCTCap.2619_2619S>SSS0.44 TRUE TRUE FALSE

c.(673-675)ggc>gGCAgcp.234_235insS0.36 TRUE TRUE FALSE

c.(1381-1386)cttattfsp.I462fs 0.55 FALSE TRUE TRUE

c.(55-60)gcaaacfsp.N20fs 0.14 TRUE TRUE FALSE

c.(97-102)ctgggg>ctgCTGgggp.33_34insL 0.41 FALSE TRUE FALSE

c.(4084-4086)tgtfsp.C1362fs 0.04 FALSE FALSE FALSE

c.(1177-1179)agtfsp.S393fs 0.12 FALSE FALSE FALSE

c.(37-42)caacaafsp.Q14fs 0.19 TRUE FALSE FALSE

c.(40-42)caafsp.Q14fs 0.19 TRUE TRUE FALSE

c.(742-744)cgafsp.R248fs 0.33 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.28 TRUE FALSE FALSE

c.(733-735)gacfsp.D245fs 0.29 FALSE FALSE FALSE

c.(1354-1356)gct>GCTCCAgctp.452_452A>APA0.36 FALSE TRUE FALSE

c.(1468-1491)aaggagcagcagcggcagctgcgg>aagp.EQQRQLR491del0.17 FALSE FALSE FALSE

c.(175-177)cagdelp.Q71del 0.33 FALSE FALSE FALSE

c.(1432-1443)cagcagcagcagdelp.QQQQ482del0.29 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.14 TRUE TRUE FALSE

c.(580-582)aagdelp.K194del 0.86 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.28 TRUE FALSE FALSE

c.(1357-1359)cagfsp.Q453fs 0.34 FALSE FALSE FALSE

c.(910-912)cagfsp.Q304fs 0.02 TRUE FALSE FALSE

c.(13-15)cag>CAGcagp.5_5Q>QQ 0.83 FALSE TRUE FALSE

c.(55-60)gcaaacfsp.N20fs 0.18 TRUE TRUE FALSE

c.(214-234)gaggcggcggcggcggctgcg>gagp.AAAAAA79del0.36 TRUE TRUE FALSE

c.(3232-3234)tacfsp.Y1078fs 0.13 TRUE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.23 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.1 TRUE TRUE FALSE

c.(73-78)gggcag>ggGCAGCAgcagp.44_45insQQ0.33 FALSE TRUE FALSE

c.(1054-1056)ccafsp.P352fs 0.29 TRUE TRUE FALSE

c.(217-231)cagcagcagcagcgg>cggp.QQQQ73del0.45 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.28 TRUE FALSE FALSE

c.(46-48)cacfsp.H16fs 0.1 TRUE FALSE FALSE

c.(121-126)agcgag>agcAGCgagp.41_42insS 0.33 FALSE TRUE FALSE

c.(97-102)ctgggg>ctgCTGgggp.33_34insL 0.57 FALSE TRUE FALSE

c.(127-129)cag>CAGCAAcagp.43_43Q>QQQ0.73 TRUE TRUE FALSE

c.(625-630)catcag>cagp.H209del 0.11 TRUE FALSE FALSE

c.(217-231)cagcagcagcagcgg>cggp.QQQQ73del0.44 FALSE FALSE FALSE



c.(580-582)aagdelp.K194del 0.16 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.24 TRUE FALSE FALSE

c.(2146-2148)ttafsp.L716fs 0.47 FALSE FALSE FALSE

c.(661-666)ctcacafsp.T222fs 0.21 FALSE TRUE FALSE

c.(55-60)gcaaacfsp.N20fs 0.23 FALSE TRUE FALSE

c.(910-912)cagfsp.Q304fs 0.01 TRUE FALSE FALSE

c.(76-84)ctccggctt>cttp.26_28LRL>L0.33 FALSE FALSE FALSE

c.(847-849)catfsp.H283fs 0.15 TRUE FALSE FALSE

c.(2278-2280)cagdelp.Q760del 0.03 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.11 TRUE TRUE FALSE

c.(886-891)cggcag>cgGCAgcagp.304_305insQ0.55 FALSE TRUE TRUE

c.(145-147)cac>cACGacp.51_52insD 0.08 FALSE TRUE FALSE

c.(1813-1821)caggaccacdelp.QDH605del0.22 FALSE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.55 TRUE FALSE FALSE

c.(1168-1176)caatatcagdelp.QYQ390del0.85 FALSE FALSE FALSE

c.(1039-1062)gtctcagagcagtttacagcaatg>gtgp.SEQFTAM348del0.07 FALSE FALSE FALSE

c.(1033-1038)acatgtfsp.C346fs 0.07 TRUE FALSE FALSE

c.(802-807)aaggag>aagp.E269del 0.57 TRUE FALSE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.6 TRUE FALSE FALSE

c.(1003-1008)acagggfsp.G336fs 0.35 FALSE FALSE FALSE

c.(130-135)cagccg>caGCCgccgp.53_54insP 0.45 FALSE TRUE FALSE

c.(217-231)cagcagcagcagcgg>cggp.QQQQ73del0.5 FALSE FALSE FALSE

c.(352-354)ttcdelp.F119del 0.53 FALSE FALSE FALSE

c.(142-144)cct>CCTcctp.48_48P>PP0.4 FALSE TRUE FALSE

c.(55-60)gcaaacfsp.N20fs 0.22 FALSE TRUE FALSE

c.(244-246)agg>agCAGgp.81_82insS 0.67 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.32 TRUE FALSE FALSE

c.(751-753)accfsp.T251fs 0.45 FALSE FALSE FALSE

c.(601-606)gcagaa>gaap.A201del 0.18 FALSE FALSE FALSE

c.(142-144)cct>CCTcctp.48_48P>PP0.33 FALSE TRUE FALSE

c.(55-60)gcaaacfsp.N20fs 0.1 TRUE TRUE FALSE

c.(3127-3129)agcdelp.S1043del 0.03 TRUE TRUE FALSE

c.(1291-1296)actccc>accp.P432del 0.05 TRUE FALSE FALSE

c.(55-60)gcaaacfsp.N20fs 0.17 TRUE TRUE FALSE

c.(244-246)agg>agCAGgp.81_82insS 0.5 FALSE TRUE FALSE

c.(340-342)caa>caGCAap.114_114Q>QQ0.36 TRUE TRUE FALSE

c.(3232-3234)tacfsp.Y1078fs 0.09 TRUE TRUE FALSE

c.(121-126)agcgag>agcAGCAGCAGCgagp.40_41insSSS0.35 FALSE TRUE FALSE

c.(2059-2061)ttcfsp.F687fs 0.31 FALSE FALSE TRUE

c.(13-15)cag>CAGcagp.5_5Q>QQ 0.58 FALSE TRUE FALSE

c.(1036-1062)gggacagcctcaggaggggaggaggccdelp.GTASGGEEA355del0.28 TRUE FALSE FALSE

c.(184-189)agcggc>agcAGCggcp.62_63insS 0.55 FALSE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.580645 TRUE TRUE TRUE

c.(5650-5652)Cgc>Tgcp.R1884C 0.545455 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.493827 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.469697 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.460465 TRUE TRUE TRUE



c.(6478-6480)Ttg>Ctgp.L2160L 0.46875 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.506024 TRUE TRUE FALSE

c.(1345-1347)cTg>cCgp.L449P 0.833333 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.036918 TRUE TRUE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.647059 TRUE TRUE TRUE

c.(6790-6792)ccG>ccAp.P2264P 0.506849 FALSE TRUE TRUE

c.(844-846)Gtt>Attp.V282I 0.260204 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.475 TRUE TRUE TRUE

c.(2362-2364)Aag>Gagp.K788E 0.455556 TRUE TRUE TRUE

c.(409-411)Caa>Aaap.Q137K 0.034735 TRUE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.575 TRUE TRUE TRUE

c.(1759-1761)Agt>Ggtp.S587G 0.443182 FALSE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.585714 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.464286 TRUE TRUE TRUE

c.(703-705)Cga>Tgap.R235* 0.264151 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.401869 TRUE TRUE TRUE

c.(1153-1155)gcT>gcCp.A385A 1 FALSE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.04918 TRUE TRUE FALSE

c.(106-108)agG>agAp.R36R 0.315068 TRUE TRUE FALSE

c.e23-1 0.142857 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.080925 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.058319 FALSE FALSE FALSE

c.(295-297)gcT>gcAp.A99A 0.111111 TRUE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.135593 TRUE TRUE FALSE

c.(2119-2121)aaT>aaCp.N707N 0.475728 TRUE TRUE TRUE

c.(502-504)Aaa>Taap.K168* 0.029104 FALSE FALSE FALSE

c.(130-132)Gaa>Caap.E44Q 0.045161 FALSE FALSE FALSE

c.(2113-2115)acA>acGp.T705T 0.988095 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.523256 TRUE TRUE TRUE

c.(3736-3738)aCg>aTgp.T1246M 0.470588 FALSE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.986842 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.934426 TRUE TRUE TRUE

c.(1207-1209)ttC>ttTp.F403F 0.4 FALSE FALSE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.165468 TRUE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.551724 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.411765 TRUE TRUE TRUE

c.(115-117)Atg>Ctgp.M39L 0.4 FALSE TRUE FALSE

c.(76-78)tTc>tCcp.F26S 0.071429 FALSE FALSE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.546099 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.592593 TRUE TRUE TRUE

c.(1357-1359)aaT>aaGp.N453K 0.346154 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.453988 FALSE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.061728 FALSE FALSE FALSE

c.(913-915)acC>acTp.T305T 1 FALSE TRUE FALSE

c.(2080-2082)Gca>Acap.A694T 0.40625 TRUE TRUE TRUE

c.(154-156)cGa>cAap.R52Q 0.123288 FALSE TRUE TRUE



c.(1576-1578)agC>agTp.S526S 0.486486 TRUE TRUE TRUE

c.(7696-7698)gtC>gtTp.V2566V 0.590164 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.520661 TRUE TRUE TRUE

c.e2+1 0.09434 FALSE FALSE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.493671 TRUE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.561644 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.515152 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.068273 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.988372 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.474026 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.358974 TRUE TRUE TRUE

c.(226-228)Tgt>Cgtp.C76R 0.5 TRUE TRUE TRUE

c.(550-552)ggG>ggAp.G184G 0.090909 FALSE FALSE FALSE

c.(991-993)Gcc>Accp.A331T 1 FALSE TRUE FALSE

c.(3859-3861)Gag>Aagp.E1287K 0.44186 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.393939 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.293103 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.511111 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.362319 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.495798 TRUE TRUE TRUE

c.(1099-1101)atT>atGp.I367M 0.063492 TRUE FALSE FALSE

c.(142-144)cAg>cGgp.Q48R 1 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.445255 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.473684 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.981308 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.566667 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.491667 TRUE TRUE TRUE

c.(1474-1476)cGt>cAtp.R492H 0.396226 TRUE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 0.5 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.255034 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.509091 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 1 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.042636 FALSE FALSE FALSE

c.(1234-1236)Gtg>Ctgp.V412L 0.338462 TRUE TRUE TRUE

c.(1141-1143)Cgt>Tgtp.R381C 0.4 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.43038 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.122093 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.241379 TRUE TRUE FALSE

c.(3694-3696)tAt>tGtp.Y1232C 0.535714 FALSE TRUE TRUE

c.(1507-1509)tgC>tgTp.C503C 0.52 FALSE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 0.384615 TRUE TRUE TRUE

c.(10462-10464)cTa>cCap.L3488P 0.456311 TRUE TRUE TRUE

c.(2890-2892)caT>caCp.H964H 0.320513 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.985915 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.38835 TRUE TRUE TRUE

c.(1732-1734)Gag>Aagp.E578K 0.574468 FALSE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.634921 TRUE TRUE FALSE



c.(331-333)Cag>Tagp.Q111* 0.226415 FALSE FALSE FALSE

c.(3070-3072)gcC>gcAp.A1024A 0.5 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.380952 TRUE TRUE TRUE

c.(136-138)Aga>Ggap.R46G 0.043478 FALSE FALSE FALSE

c.(748-750)gcA>gcGp.A250A 0.461538 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.410853 TRUE TRUE TRUE

c.(550-552)ctG>ctTp.L184L 0.176136 TRUE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.52439 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.529412 TRUE TRUE FALSE

c.(4816-4818)atT>atCp.I1606I 0.507042 FALSE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.540984 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.991304 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.328767 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.537037 TRUE TRUE TRUE

c.(1138-1140)Gcc>Cccp.A380P 1 FALSE TRUE FALSE

c.(2239-2241)aaT>aaGp.N747K 0.06383 FALSE FALSE FALSE

c.(1822-1824)cCa>cTap.P608L 0.470588 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.407767 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.392157 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.455882 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.278351 TRUE FALSE FALSE

c.(1693-1695)atT>atCp.I565I 0.375 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.25 TRUE TRUE FALSE

c.(808-810)Cgc>Tgcp.R270C 0.365854 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.496063 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.413043 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.846154 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.613636 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.690476 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(2068-2070)gcG>gcAp.A690A 0.5 FALSE TRUE FALSE

c.(931-933)Aca>Tcap.T311S 0.094017 TRUE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.371429 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.316327 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.396825 TRUE TRUE FALSE

c.(1639-1641)ccG>ccAp.P547P 0.590909 TRUE TRUE TRUE

c.(1156-1158)gtG>gtTp.V386V 0.542857 FALSE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.567568 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.388889 TRUE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 0.631579 TRUE TRUE TRUE

c.(1804-1806)Gtg>Atgp.V602M 0.542857 TRUE TRUE FALSE

c.(3160-3162)Aac>Cacp.N1054H 0.103226 FALSE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.510204 TRUE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.106667 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.051643 FALSE FALSE FALSE

c.(3739-3741)caG>caAp.Q1247Q 0.2 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.990566 TRUE TRUE TRUE



c.(172-174)caG>caAp.Q58Q 0.494253 TRUE TRUE TRUE

c.(586-588)tGa>tTap.*196L 0.972973 FALSE TRUE FALSE

c.(1201-1203)caC>caTp.H401H 0.439394 FALSE FALSE FALSE

c.(205-207)Caa>Aaap.Q69K 0.042629 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.478261 TRUE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 0.333333 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.506173 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.371429 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.265306 TRUE TRUE FALSE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(469-471)ctC>ctGp.L157L 0.527778 FALSE TRUE TRUE

c.(2329-2331)gtC>gtTp.V777V 0.360825 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.45679 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.262712 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.457447 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.989247 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.504854 TRUE TRUE TRUE

c.(745-747)cTg>cCgp.L249P 0.5 TRUE TRUE FALSE

c.(5152-5154)tGt>tTtp.C1718F 0.44898 TRUE TRUE TRUE

c.(664-666)ggG>ggAp.G222G 1 FALSE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.444444 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.513514 TRUE TRUE TRUE

c.(3700-3702)cGc>cAcp.R1234H 0.571429 FALSE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.272727 TRUE TRUE FALSE

c.(466-468)ctG>ctAp.L156L 1 FALSE TRUE FALSE

c.(1186-1188)acA>acGp.T396T 0.983871 FALSE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.055336 FALSE FALSE FALSE

c.(34-36)agG>agAp.R12R 0.090909 FALSE FALSE FALSE

c.(526-528)cGt>cAtp.R176H 0.5 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.476744 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.423913 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.507246 TRUE TRUE TRUE

c.(199-201)Acc>Gccp.T67A 1 FALSE TRUE FALSE

c.(718-720)aGc>aTcp.S240I 0.541667 TRUE TRUE TRUE

c.e2-1 0.254545 FALSE FALSE FALSE

c.(697-699)caA>caTp.Q233H 0.441558 TRUE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.080537 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.529915 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.456522 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.547619 TRUE TRUE TRUE

c.(1471-1473)aGt>aAtp.S491N 0.53913 FALSE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.969697 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.471154 TRUE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.479452 TRUE TRUE TRUE

c.(130-132)gaA>gaGp.E44E 0.050633 FALSE FALSE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.928571 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.576271 TRUE TRUE TRUE



c.(5233-5235)cGc>cAcp.R1745H 0.496 TRUE TRUE TRUE

c.(859-861)gAa>gTap.E287V 0.666667 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.444444 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.979167 TRUE TRUE FALSE

c.(1147-1149)Aac>Cacp.N383H 0.41573 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.457143 TRUE TRUE TRUE

c.(1966-1968)tcT>tcCp.S656S 0.527473 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.6 TRUE TRUE TRUE

c.(577-579)Gtt>Attp.V193I 1 FALSE TRUE FALSE

c.(646-648)Ctc>Gtcp.L216V 0.176471 FALSE FALSE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.175926 TRUE TRUE TRUE

c.(226-228)tGt>tAtp.C76Y 0.5 FALSE TRUE TRUE

c.(1270-1272)gaC>gaTp.D424D 0.5 FALSE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.478261 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.990741 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.496212 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.444444 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.528662 TRUE TRUE TRUE

c.(5767-5769)aCt>aTtp.T1923I 0.446483 FALSE FALSE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(850-852)caG>caAp.Q284Q 0.483871 FALSE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.109195 TRUE TRUE FALSE

c.(3325-3327)tCa>tTap.S1109L 0.497778 TRUE TRUE TRUE

c.(13687-13689)ccC>ccTp.P4563P 0.520408 TRUE TRUE TRUE

c.(943-945)ggA>ggCp.G315G 0.27381 FALSE TRUE FALSE

c.(1603-1605)tGg>tTgp.W535L 0.453061 FALSE FALSE FALSE

c.(1252-1254)aAc>aGcp.N418S 0.473684 TRUE TRUE FALSE

c.(1678-1680)cCt>cGtp.P560R 0.571429 FALSE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.991111 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.466063 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.20614 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.991525 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.466368 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.116667 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.512821 TRUE TRUE FALSE

c.(496-498)Tac>Cacp.Y166H 0.230769 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 1 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.175879 TRUE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.49697 TRUE TRUE TRUE

c.(541-543)Cct>Tctp.P181S 0.352941 TRUE TRUE FALSE

c.(256-258)gtC>gtGp.V86V 0.364706 TRUE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.502463 TRUE TRUE TRUE

c.(3979-3981)gAt>gGtp.D1327G 0.509804 FALSE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.477778 TRUE TRUE TRUE

c.(472-474)Aca>Gcap.T158A 1 FALSE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.145907 TRUE TRUE FALSE



c.(2872-2874)atG>atTp.M958I 0.490196 TRUE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.495413 TRUE TRUE TRUE

c.(1141-1143)ctA>ctGp.L381L 0.21978 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.321212 TRUE TRUE FALSE

c.(7696-7698)gtC>gtTp.V2566V 0.433898 FALSE TRUE TRUE

c.(2431-2433)gcG>gcAp.A811A 0.994975 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.377246 TRUE TRUE FALSE

c.(7648-7650)Cct>Actp.P2550T 0.525926 FALSE FALSE FALSE

c.(85-87)gcG>gcAp.A29A 0.47331 TRUE TRUE TRUE

c.(292-294)Tgg>Cggp.W98R 0.106383 TRUE TRUE FALSE

c.(994-996)gGc>gCcp.G332A 0.516854 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.544554 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.534722 TRUE TRUE TRUE

c.(3088-3090)tcC>tcGp.S1030S 0.484163 FALSE FALSE FALSE

c.(403-405)aCa>aAap.T135K 0.494071 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.491018 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 1 FALSE TRUE FALSE

c.(2101-2103)taC>taTp.Y701Y 0.463636 FALSE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.452941 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.542857 TRUE TRUE TRUE

c.(3085-3087)Acc>Gccp.T1029A 0.51751 FALSE TRUE TRUE

c.(622-624)tCt>tGtp.S208C 0.510791 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.13587 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.358779 TRUE TRUE FALSE

c.(235-237)ccT>ccAp.P79P 0.482412 TRUE TRUE TRUE

c.(4675-4677)Gtg>Atgp.V1559M 0.513333 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.522388 TRUE TRUE TRUE

c.(1726-1728)tCc>tTcp.S576F 0.508621 FALSE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.462585 TRUE TRUE TRUE

c.(823-825)cGa>cTap.R275L 0.465409 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.55102 TRUE TRUE TRUE

c.(496-498)atG>atTp.M166I 0.473251 TRUE TRUE TRUE

c.(271-273)Gtt>Attp.V91I 1 FALSE TRUE FALSE

c.(229-231)Cga>Tgap.R77* 0.513761 FALSE FALSE TRUE

c.(979-981)tCt>tTtp.S327F 0.578947 FALSE FALSE FALSE

c.(1930-1932)Aat>Catp.N644H 0.461988 TRUE TRUE TRUE

c.(1489-1491)agG>agAp.R497R 0.115385 FALSE FALSE FALSE

c.(859-861)cTc>cCcp.L287P 0.495614 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.402174 TRUE TRUE FALSE

c.(6043-6045)Acc>Gccp.T2015A 0.110565 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.456835 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.45815 TRUE TRUE FALSE

c.(4792-4794)aaT>aaGp.N1598K 0.522152 FALSE TRUE TRUE

c.(1084-1086)Gct>Tctp.A362S 0.984615 FALSE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.99278 TRUE TRUE TRUE

c.(142-144)gcG>gcAp.A48A 0.563863 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.583333 TRUE TRUE TRUE



c.(10648-10650)gaG>gaAp.E3550E 0.489362 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.479769 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.478992 TRUE TRUE TRUE

c.(271-273)cGc>cAcp.R91H 0.503205 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.493289 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.306452 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.478049 TRUE TRUE TRUE

c.(5548-5550)ctC>ctAp.L1850L 0.463203 FALSE TRUE TRUE

c.(46-48)cAc>cGcp.H16R 1 FALSE TRUE FALSE

c.(763-765)aAc>aGcp.N255S 0.494505 TRUE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 0.552941 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.259074 FALSE TRUE TRUE

c.(3823-3825)ggC>ggTp.G1275G 0.04878 FALSE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.037199 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 0.5 TRUE TRUE TRUE

c.(1327-1329)cTg>cCgp.L443P 0.4 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.991935 TRUE TRUE TRUE

c.(1429-1431)cGg>cAgp.R477Q 0.048 TRUE TRUE FALSE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.155508 TRUE TRUE FALSE

c.(358-360)gcC>gcTp.A120A 0.426471 TRUE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.471154 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.494186 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.540625 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.513834 TRUE TRUE TRUE

c.(820-822)Cct>Tctp.P274S 0.442982 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.496753 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.332143 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.484733 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.566929 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.464912 TRUE TRUE TRUE

c.(3514-3516)ttC>ttTp.F1172F 0.529915 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.452722 TRUE TRUE TRUE

c.(886-888)acG>acAp.T296T 0.5 FALSE FALSE TRUE

c.(715-717)ccG>ccAp.P239P 0.454068 TRUE TRUE FALSE

c.(1729-1731)Gct>Tctp.A577S 0.411765 FALSE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.442748 TRUE TRUE TRUE

c.(4816-4818)atT>atCp.I1606I 0.503185 FALSE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.040816 TRUE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.498182 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.475207 TRUE TRUE TRUE

c.(1279-1281)atT>atCp.I427I 0.984848 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.139066 TRUE FALSE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.558559 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.533582 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.510638 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.403846 TRUE TRUE TRUE



c.(8377-8379)aGt>aAtp.S2793N 0.491749 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.495413 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.549107 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.363636 TRUE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.595745 TRUE TRUE FALSE

c.(205-207)caA>caGp.Q69Q 0.045752 TRUE TRUE FALSE

c.(1171-1173)aTg>aGgp.M391R 0.162162 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 1 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.498516 TRUE TRUE TRUE

c.(4417-4419)gaC>gaTp.D1473D 0.469194 FALSE TRUE TRUE

c.(2767-2769)cTc>cGcp.L923R 0.52071 FALSE FALSE FALSE

c.(193-195)gTc>gCcp.V65A 0.508251 FALSE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 0.526316 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.054545 TRUE TRUE FALSE

c.(1681-1683)cgC>cgTp.R561R 0.462745 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.492806 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.528926 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.572519 TRUE TRUE TRUE

c.(5305-5307)caA>caGp.Q1769Q 1 FALSE FALSE FALSE

c.(391-393)gCg>gTgp.A131V 0.441472 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.549505 TRUE TRUE TRUE

c.(1744-1746)gaA>gaGp.E582E 0.980488 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.43662 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.513889 TRUE TRUE FALSE

c.(1684-1686)caA>caGp.Q562Q 0.471074 TRUE TRUE FALSE

c.(910-912)ccC>ccAp.P304P 0.519481 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.614865 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.478495 TRUE TRUE TRUE

c.(1270-1272)gaC>gaTp.D424D 0.518519 FALSE TRUE FALSE

c.(610-612)Cgg>Tggp.R204W 0.223464 TRUE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 0.995 TRUE TRUE TRUE

c.(2446-2448)tcA>tcCp.S816S 0.509091 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.461538 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.407407 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.508333 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.505495 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.527675 TRUE TRUE FALSE

c.(391-393)aGa>aAap.R131K 0.528571 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.239247 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.489083 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.522727 TRUE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.472574 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.503521 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.207424 TRUE TRUE FALSE



c.(1357-1359)tcC>tcTp.S453S 0.534591 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.434211 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.457014 TRUE TRUE FALSE

c.(460-462)aAc>aGcp.N154S 1 FALSE TRUE FALSE

c.(1576-1578)cGt>cCtp.R526P 0.517787 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.55 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.545455 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.450382 TRUE TRUE TRUE

c.e2-1 0.163934 FALSE FALSE FALSE

c.(8605-8607)ctC>ctAp.L2869L 0.513308 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.064151 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.995868 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.374194 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.436725 TRUE TRUE TRUE

c.(1372-1374)aCg>aTgp.T458M 0.493333 FALSE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.992 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.59375 TRUE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.418182 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.478261 TRUE TRUE TRUE

c.(730-732)cGt>cAtp.R244H 0.210526 FALSE TRUE FALSE

c.(823-825)Ctt>Gttp.L275V 0.064327 TRUE FALSE FALSE

c.(208-210)aaG>aaAp.K70K 1 TRUE TRUE TRUE

c.(1699-1701)caC>caAp.H567Q 0.521739 FALSE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.993976 FALSE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.34981 TRUE TRUE FALSE

c.(9682-9684)agG>agAp.R3228R 0.463492 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.517928 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.995951 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.47037 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.479532 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.506024 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.089202 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.501887 TRUE TRUE TRUE

c.(850-852)Gtc>Atcp.V284I 1 FALSE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.136564 TRUE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.993197 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.206422 TRUE TRUE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.485861 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.041514 TRUE TRUE FALSE

c.(2167-2169)Gag>Aagp.E723K 0.430556 TRUE TRUE TRUE

c.(2956-2958)ccA>ccGp.P986P 0.520599 FALSE TRUE TRUE

c.(943-945)Cgg>Tggp.R315W 0.431034 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.995455 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.424242 TRUE TRUE TRUE

c.(661-663)gaG>gaCp.E221D 0.458333 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.429952 TRUE TRUE FALSE

c.(2407-2409)agC>agGp.S803R 0.416667 TRUE TRUE TRUE



c.(1342-1344)Atc>Gtcp.I448V 0.551724 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.421384 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.993007 TRUE TRUE TRUE

c.(2128-2130)gAc>gGcp.D710G 0.545455 FALSE FALSE FALSE

c.(778-780)Aat>Catp.N260H 0.044186 FALSE FALSE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.476562 TRUE TRUE TRUE

c.(1375-1377)gaA>gaGp.E459E 0.527638 TRUE TRUE TRUE

c.(1183-1185)ccC>ccTp.P395P 0.470085 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.422925 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.518868 TRUE TRUE TRUE

c.(343-345)atA>atGp.I115M 0.357143 FALSE FALSE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.725 TRUE TRUE FALSE

c.(5299-5301)Cac>Tacp.H1767Y 0.475248 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.481675 TRUE TRUE TRUE

c.(2143-2145)tcC>tcTp.S715S 0.458824 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.534483 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 0.972222 FALSE TRUE FALSE

c.(8320-8322)tgC>tgTp.C2774C 0.515723 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.996109 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.421053 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.726415 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.537037 TRUE TRUE FALSE

c.(1357-1359)aaT>aaGp.N453K 0.333333 TRUE TRUE TRUE

c.(1102-1104)Tgc>Agcp.C368S 0.443662 FALSE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.982456 TRUE TRUE TRUE

c.(1657-1659)gcC>gcTp.A553A 0.25 TRUE TRUE FALSE

c.(5704-5706)Gaa>Aaap.E1902K 0.43871 FALSE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.527559 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.984293 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.626582 FALSE TRUE FALSE

c.(28-30)gCg>gAgp.A10E 0.53 FALSE TRUE FALSE

c.(1252-1254)ttT>ttCp.F418F 0.515385 FALSE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.055 TRUE TRUE FALSE

c.(1786-1788)caG>caCp.Q596H 0.45283 TRUE TRUE TRUE

c.(37-39)Gcc>Cccp.A13P 0.636364 TRUE TRUE TRUE

c.(1237-1239)ctC>ctAp.L413L 0.976744 FALSE FALSE FALSE

c.(367-369)Att>Gttp.I123V 0.545045 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.555556 TRUE TRUE TRUE

c.(4675-4677)Gtg>Atgp.V1559M 0.977064 TRUE TRUE TRUE

c.(304-306)Gtg>Ctgp.V102L 0.111111 FALSE FALSE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.447368 TRUE TRUE TRUE

c.(643-645)Cca>Tcap.P215S 0.526316 FALSE FALSE FALSE

c.(2140-2142)gaC>gaTp.D714D 0.429952 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.583333 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.983607 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.549784 TRUE TRUE TRUE



c.(103-105)caG>caAp.Q35Q 0.5 FALSE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.530928 TRUE TRUE TRUE

c.(616-618)cCa>cAap.P206Q 0.048193 TRUE FALSE FALSE

c.(166-168)agC>agTp.S56S 0.429224 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.557214 TRUE TRUE TRUE

c.(943-945)Ggt>Agtp.G315S 0.453125 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.486056 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.988636 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.636364 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.568345 TRUE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 0.487805 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 1 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.322917 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.488889 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.8 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.05614 TRUE TRUE TRUE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(2416-2418)caT>caCp.H806H 0.384615 TRUE TRUE TRUE

c.(310-312)Gtg>Ctgp.V104L 0.090909 FALSE FALSE FALSE

c.(172-174)caG>caAp.Q58Q 0.512605 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 0.5 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.364964 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.636364 FALSE TRUE FALSE

c.(832-834)tcA>tcTp.S278S 0.532751 TRUE TRUE TRUE

c.(1489-1491)ctC>ctAp.L497L 0.166667 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.5 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.982955 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.952381 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.463602 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.513514 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.941176 TRUE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.454545 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.473251 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.502439 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.99635 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.992883 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.454545 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.466667 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.486188 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.55 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.496241 TRUE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.985507 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1495-1497)gaA>gaGp.E499E 0.522727 TRUE TRUE TRUE

c.(1843-1845)aGc>aAcp.S615N 0.119048 FALSE TRUE FALSE

c.(2407-2409)cgC>cgTp.R803R 0.507143 TRUE TRUE TRUE



c.(7621-7623)gcC>gcTp.A2541A 0.460317 TRUE TRUE FALSE

c.(1135-1137)ccA>ccCp.P379P 0.540107 FALSE TRUE FALSE

c.(2827-2829)gcC>gcTp.A943A 0.492701 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.494444 TRUE TRUE TRUE

c.(7894-7896)Aat>Gatp.N2632D 0.552632 TRUE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 1 FALSE TRUE FALSE

c.(1000-1002)tcG>tcAp.S334S 0.46988 FALSE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.99569 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.460674 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.995 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.529412 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.257525 TRUE TRUE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.994413 TRUE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.425532 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.559322 TRUE TRUE FALSE

c.(5053-5055)Gca>Tcap.A1685S 0.121849 TRUE FALSE TRUE

c.(1432-1434)acC>acTp.T478T 0.6 TRUE TRUE TRUE

c.(1258-1260)Gag>Aagp.E420K 0.5 FALSE FALSE FALSE

c.(682-684)cAg>cCgp.Q228P 0.515625 TRUE TRUE FALSE

c.(196-198)Tgc>Cgcp.C66R 0.122642 TRUE FALSE FALSE

c.(499-501)gGc>gAcp.G167D 0.411765 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.447761 TRUE TRUE TRUE

c.(277-279)aCg>aTgp.T93M 0.062992 FALSE FALSE FALSE

c.(2899-2901)atC>atTp.I967I 0.515957 FALSE FALSE FALSE

c.(490-492)ctT>ctCp.L164L 1 FALSE TRUE FALSE

c.(1681-1683)cgC>cgTp.R561R 0.48 TRUE TRUE TRUE

c.(529-531)Gcc>Accp.A177T 1 FALSE TRUE FALSE

c.(3634-3636)caG>caAp.Q1212Q 1 TRUE TRUE TRUE

c.(1045-1047)gaT>gaCp.D349D 0.457516 TRUE TRUE TRUE

c.(9094-9096)Att>Cttp.I3032L 0.513636 FALSE FALSE FALSE

c.(391-393)gCg>gTgp.A131V 0.536 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.5 TRUE TRUE FALSE

c.(7624-7626)cgC>cgGp.R2542R 0.512346 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.5 TRUE TRUE TRUE

c.(1-3)aTa>aCap.I1T 0.941176 FALSE TRUE FALSE

c.(1837-1839)gcC>gcTp.A613A 0.425373 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.486957 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.263473 TRUE TRUE FALSE

c.(3724-3726)Cac>Tacp.H1242Y 0.4 TRUE TRUE TRUE

c.(538-540)acT>acCp.T180T 1 FALSE TRUE FALSE

c.(409-411)gGa>gAap.G137E 0.472441 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.462185 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.488722 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.994012 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.487952 TRUE TRUE TRUE

c.(2935-2937)gTa>gCap.V979A 0.541667 FALSE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.495868 TRUE TRUE TRUE



c.(610-612)Cgg>Tggp.R204W 0.261494 TRUE FALSE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.502463 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.49375 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(8710-8712)cAg>cGgp.Q2904R 1 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.979381 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.626866 TRUE TRUE FALSE

c.(637-639)caG>caTp.Q213H 0.734043 TRUE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 0.443787 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.529101 TRUE TRUE TRUE

c.(235-237)ccT>ccAp.P79P 0.992278 TRUE TRUE TRUE

c.(1495-1497)Agg>Gggp.R499G 0.485075 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.982249 TRUE TRUE TRUE

c.(1171-1173)atA>atGp.I391M 0.452532 TRUE TRUE TRUE

c.(3739-3741)aCt>aTtp.T1247I 0.986667 TRUE TRUE TRUE

c.(6958-6960)ccT>ccGp.P2320P 0.473373 FALSE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.518987 TRUE TRUE TRUE

c.(1171-1173)aCc>aTcp.T391I 0.358974 FALSE FALSE FALSE

c.(523-525)agC>agTp.S175S 0.465517 TRUE TRUE TRUE

c.(2659-2661)Gat>Aatp.D887N 0.520231 FALSE TRUE TRUE

c.(2650-2652)gcG>gcAp.A884A 0.403509 FALSE TRUE FALSE

c.(820-822)aCg>aTgp.T274M 0.625 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.527174 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.53125 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.529851 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.512987 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.307229 TRUE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.434109 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.465608 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(1558-1560)ggC>ggTp.G520G 0.5 FALSE TRUE TRUE

c.(859-861)gAa>gTap.E287V 0.8 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.474359 FALSE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.515982 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.404255 TRUE TRUE TRUE

c.(9682-9684)agG>agAp.R3228R 1 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.468571 TRUE TRUE TRUE

c.(1609-1611)atA>atGp.I537M 0.443709 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.513966 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.97619 TRUE TRUE TRUE

c.(709-711)cAg>cGgp.Q237R 0.463235 FALSE TRUE TRUE

c.(4138-4140)atG>atTp.M1380I 0.519337 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.15894 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.460251 TRUE TRUE TRUE

c.(505-507)gaG>gaAp.E169E 1 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.496403 TRUE TRUE TRUE

c.(742-744)aCc>aTcp.T248I 0.447853 FALSE FALSE TRUE



c.(5650-5652)Cgc>Tgcp.R1884C 0.384615 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.971014 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.509677 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.454545 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.761905 TRUE TRUE FALSE

c.(100-102)gaG>gaAp.E34E 0.4375 TRUE TRUE FALSE

c.(262-264)cGa>cAap.R88Q 0.195312 TRUE TRUE FALSE

c.(3886-3888)aCg>aTgp.T1296M 0.443038 TRUE TRUE TRUE

c.(7252-7254)aaC>aaTp.N2418N 0.457627 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.692308 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.973684 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.474576 TRUE TRUE FALSE

c.(949-951)aAa>aCap.K317T 0.545455 TRUE TRUE TRUE

c.(2917-2919)Aag>Cagp.K973Q 0.407767 FALSE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.061983 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.03352 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.174312 TRUE TRUE FALSE

c.(715-717)ccG>ccAp.P239P 0.430556 TRUE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.464286 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.5125 TRUE TRUE TRUE

c.(745-747)gAa>gCap.E249A 0.75 FALSE FALSE FALSE

c.(5299-5301)Cac>Tacp.H1767Y 0.28 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.464789 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.512821 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.545455 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.975309 TRUE TRUE TRUE

c.(1141-1143)ctA>ctGp.L381L 0.303571 TRUE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.551724 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.975309 TRUE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.621951 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.991071 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.53125 TRUE TRUE TRUE

c.(1144-1146)ccC>ccAp.P382P 0.421053 FALSE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.46988 TRUE TRUE TRUE

c.(826-828)Tgt>Cgtp.C276R 0.395833 FALSE FALSE TRUE

c.(5812-5814)taT>taCp.Y1938Y 0.525 FALSE FALSE FALSE

c.(1102-1104)ccC>ccTp.P368P 0.48 FALSE TRUE TRUE

c.(247-249)ctG>ctCp.L83L 0.146341 FALSE TRUE FALSE

c.(136-138)Tat>Catp.Y46H 0.054545 TRUE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.494253 TRUE TRUE TRUE

c.(2293-2295)gAg>gGgp.E765G 0.06338 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.5 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.517241 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.297297 TRUE TRUE FALSE

c.(700-702)Aca>Tcap.T234S 0.27673 TRUE TRUE FALSE

c.(3949-3951)cgA>cgGp.R1317R 0.4375 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.431034 TRUE TRUE TRUE



c.(4354-4356)aaG>aaAp.K1452K 0.471154 FALSE FALSE FALSE

c.(538-540)ctA>ctCp.L180L 0.48913 TRUE TRUE TRUE

c.(898-900)aCg>aTgp.T300M 0.986111 TRUE TRUE TRUE

c.(2926-2928)gtG>gtCp.V976V 0.554455 TRUE TRUE TRUE

c.(2503-2505)aaC>aaTp.N835N 0.401869 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.9625 TRUE TRUE TRUE

c.(1030-1032)cGg>cAgp.R344Q 0.551724 TRUE TRUE FALSE

c.(4900-4902)Gaa>Caap.E1634Q 0.431373 FALSE FALSE TRUE

c.(865-867)Gat>Aatp.D289N 1 TRUE TRUE TRUE

c.(1597-1599)Gat>Aatp.D533N 0.193717 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.984848 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.604938 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.971429 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.550562 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.553398 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.07438 TRUE TRUE FALSE

c.(163-165)aTg>aCgp.M55T 0.6 FALSE FALSE FALSE

c.(3835-3837)gAc>gCcp.D1279A 0.528846 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.508772 TRUE TRUE TRUE

c.(6757-6759)gaT>gaCp.D2253D 0.482143 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.444444 TRUE TRUE FALSE

c.(3391-3393)acC>acGp.T1131T 0.5625 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.411765 TRUE TRUE TRUE

c.(6463-6465)Cgg>Tggp.R2155W0.440476 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.126866 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.504587 TRUE TRUE TRUE

c.(688-690)taC>taTp.Y230Y 0.979798 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.8 FALSE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.165663 TRUE TRUE FALSE

c.(2890-2892)caT>caCp.H964H 0.510949 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.991935 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.45 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.54 TRUE TRUE TRUE

c.(589-591)cAg>cCgp.Q197P 0.4 FALSE FALSE FALSE

c.(1165-1167)Cat>Gatp.H389D 0.52381 FALSE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.457447 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.491379 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.581395 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 1 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.440678 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.442308 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.960784 TRUE TRUE TRUE

c.(1141-1143)Cgt>Tgtp.R381C 0.4 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.5 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.477778 TRUE TRUE FALSE

c.(892-894)tGt>tCtp.C298S 0.443182 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.97561 TRUE TRUE TRUE



c.(1822-1824)cCa>cTap.P608L 0.554217 TRUE TRUE TRUE

c.(1516-1518)gcG>gcAp.A506A 0.44898 TRUE TRUE FALSE

c.(1882-1884)atG>atCp.M628I 0.410256 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.057143 TRUE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.55102 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.488372 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.432836 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.157738 TRUE FALSE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.37037 TRUE TRUE FALSE

c.(586-588)Ggt>Cgtp.G196R 0.143678 FALSE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.486239 TRUE TRUE TRUE

c.(2893-2895)agT>agCp.S965S 0.078853 TRUE TRUE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.411765 TRUE TRUE TRUE

c.(1606-1608)Ggc>Agcp.G536S 0.407407 FALSE FALSE FALSE

c.(712-714)aCg>aTgp.T238M 0.420635 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.6 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.516129 TRUE TRUE FALSE

c.(4504-4506)Agt>Ggtp.S1502G 0.456522 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.643678 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.608696 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.494253 TRUE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.519481 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.538462 TRUE TRUE TRUE

c.(1069-1071)Gcc>Cccp.A357P 0.555556 FALSE TRUE TRUE

c.(925-927)cCt>cTtp.P309L 0.055062 FALSE FALSE FALSE

c.(379-381)Gct>Actp.A127T 0.117949 TRUE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.467391 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 1 TRUE TRUE TRUE

c.(4282-4284)atA>atCp.I1428I 0.414286 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.487805 TRUE TRUE TRUE

c.(3022-3024)caA>caGp.Q1008Q 0.4 TRUE FALSE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.888889 TRUE TRUE TRUE

c.(901-903)Cag>Gagp.Q301E 0.451613 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.615385 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.542857 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.529412 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.518868 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(5677-5679)ttA>ttGp.L1893L 0.407895 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 1 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.543689 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.113924 TRUE TRUE FALSE

c.(745-747)cTg>cCgp.L249P 0.296296 TRUE TRUE FALSE

c.(910-912)ccC>ccAp.P304P 0.465517 TRUE TRUE TRUE

c.(511-513)aGa>aAap.R171K 0.217647 FALSE TRUE TRUE

c.(13801-13803)atG>atAp.M4601I 0.413333 FALSE TRUE TRUE



c.(1009-1011)tCt>tGtp.S337C 0.551724 TRUE TRUE FALSE

c.(661-663)Tgt>Cgtp.C221R 0.458824 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.465347 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.232787 TRUE TRUE FALSE

c.(598-600)Gca>Acap.A200T 0.583333 FALSE FALSE TRUE

c.(277-279)ctC>ctGp.L93L 0.473214 TRUE TRUE TRUE

c.e6+1 0.145631 FALSE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.4375 TRUE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.97619 TRUE TRUE TRUE

c.(1171-1173)atA>atGp.I391M 0.486111 TRUE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.97561 TRUE TRUE TRUE

c.(385-387)Gtg>Ctgp.V129L 0.491935 TRUE TRUE TRUE

c.(1102-1104)gCc>gTcp.A368V 0.5 FALSE FALSE FALSE

c.(4162-4164)gTc>gCcp.V1388A 0.210526 TRUE TRUE FALSE

c.(142-144)gcG>gcAp.A48A 0.542373 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.526316 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.101523 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.465347 TRUE TRUE TRUE

c.(304-306)Ttg>Ctgp.L102L 0.961538 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.449438 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.508197 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.385185 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 1 TRUE TRUE FALSE

c.(1825-1827)ccA>ccGp.P609P 0.407767 TRUE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.058824 FALSE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.412371 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.521368 TRUE TRUE TRUE

c.(1342-1344)Agc>Tgcp.S448C 0.5 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 1 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.655172 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.094595 TRUE TRUE FALSE

c.(3271-3273)Cgc>Tgcp.R1091C 0.571429 FALSE FALSE FALSE

c.(5650-5652)Cgc>Tgcp.R1884C 0.483516 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(1381-1383)atC>atTp.I461I 0.479769 FALSE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.437838 TRUE TRUE TRUE

c.(13-15)Gtc>Atcp.V5I 0.45 TRUE TRUE FALSE

c.(2803-2805)tgC>tgTp.C935C 0.466667 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.991379 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.078431 TRUE FALSE FALSE

c.(1252-1254)aAc>aGcp.N418S 0.571429 TRUE TRUE FALSE

c.(715-717)ccC>ccTp.P239P 0.21374 TRUE FALSE FALSE

c.(5551-5553)agC>agTp.S1851S 0.4375 TRUE TRUE TRUE

c.(1468-1470)tCg>tTgp.S490L 0.45 FALSE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.066197 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.479452 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.57971 TRUE TRUE TRUE



c.(2875-2877)gcC>gcTp.A959A 0.546667 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.055028 TRUE TRUE FALSE

c.(280-282)aCg>aTgp.T94M 0.402597 FALSE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.456522 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.092437 TRUE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.44 TRUE TRUE TRUE

c.(1219-1221)gtC>gtTp.V407V 0.463415 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.502439 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.547009 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.52518 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.491803 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.528986 TRUE TRUE TRUE

c.(1918-1920)gcA>gcGp.A640A 0.472 FALSE TRUE FALSE

c.(3292-3294)gcT>gcCp.A1098A 0.468966 TRUE TRUE TRUE

c.(2503-2505)aaC>aaTp.N835N 0.425 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.521739 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.461929 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(2056-2058)cgG>cgTp.R686R 0.534783 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.464481 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.516393 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.035026 TRUE TRUE FALSE

c.(676-678)gCg>gTgp.A226V 0.081633 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.471154 TRUE TRUE TRUE

c.(2701-2703)Ggg>Aggp.G901R 0.125 FALSE TRUE FALSE

c.(25-27)aTc>aCcp.I9T 1 FALSE TRUE FALSE

c.(1093-1095)Gcg>Acgp.A365T 0.703704 FALSE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.528302 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.544118 FALSE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.428571 TRUE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.393443 TRUE TRUE FALSE

c.(367-369)cGt>cAtp.R123H 0.45283 FALSE TRUE TRUE

c.(9223-9225)ttA>ttGp.L3075L 0.515419 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.533333 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.278689 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.318182 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.659091 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.447368 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(1885-1887)acT>acAp.T629T 0.983193 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.492754 TRUE TRUE TRUE

c.(2914-2916)tCg>tTgp.S972L 0.488372 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.5 TRUE TRUE TRUE

c.(3229-3231)agC>agTp.S1077S 0.5 FALSE TRUE TRUE



c.(1345-1347)cTg>cCgp.L449P 0.933333 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.368421 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.454545 TRUE TRUE TRUE

c.(2329-2331)taC>taTp.Y777Y 0.857143 FALSE FALSE FALSE

c.(865-867)Gat>Aatp.D289N 0.404762 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.533333 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.492424 TRUE TRUE TRUE

c.(2032-2034)caG>caCp.Q678H 0.464286 TRUE TRUE FALSE

c.(736-738)atG>atAp.M246I 0.292683 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.54386 TRUE TRUE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.078067 TRUE TRUE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.521008 TRUE TRUE FALSE

c.(1039-1041)Cag>Gagp.Q347E 0.3125 TRUE TRUE FALSE

c.(1909-1911)Att>Gttp.I637V 0.552941 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.225664 TRUE TRUE FALSE

c.(3391-3393)acC>acGp.T1131T 0.428571 TRUE TRUE TRUE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.5 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.478632 TRUE TRUE TRUE

c.(6463-6465)Cgg>Tggp.R2155W 0.4875 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.091954 TRUE TRUE FALSE

c.(1141-1143)aaC>aaTp.N381N 0.416667 TRUE TRUE FALSE

c.(568-570)caC>caTp.H190H 1 TRUE TRUE TRUE

c.(2974-2976)aCt>aTtp.T992I 0.514644 FALSE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.986301 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.393443 TRUE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.512605 TRUE TRUE TRUE

c.(3370-3372)gGa>gAap.G1124E 0.147929 FALSE TRUE FALSE

c.(919-921)caC>caTp.H307H 0.6 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.507576 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.460674 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.594595 TRUE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.5 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.322034 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.44 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.392157 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.05042 TRUE TRUE FALSE

c.(220-222)Cga>Tgap.R74* 0.170051 TRUE TRUE TRUE

c.(9418-9420)cAa>cGap.Q3140R 0.547059 TRUE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.449438 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1693-1695)atT>atCp.I565I 0.466667 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(3880-3882)aaG>aaAp.K1294K 0.496644 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.441667 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE



c.(1414-1416)ggT>ggCp.G472G 0.46332 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.583333 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.529412 TRUE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 1 FALSE TRUE FALSE

c.(529-531)Gcc>Accp.A177T 1 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.474576 TRUE TRUE TRUE

c.(1099-1101)cGg>cAgp.R367Q 0.428571 FALSE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.506849 TRUE TRUE TRUE

c.(2488-2490)Gcc>Accp.A830T 0.51938 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.486667 TRUE TRUE TRUE

c.(547-549)aGt>aAtp.S183N 0.225806 FALSE TRUE TRUE

c.(3322-3324)ccG>ccAp.P1108P 0.586207 TRUE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.446154 TRUE TRUE FALSE

c.(5665-5667)Acc>Gccp.T1889A 0.644444 TRUE TRUE FALSE

c.(490-492)ctT>ctCp.L164L 1 FALSE TRUE FALSE

c.(8230-8232)caC>caTp.H2744H 0.521739 FALSE TRUE FALSE

c.(22-24)Cat>Tatp.H8Y 0.4 TRUE TRUE FALSE

c.(4864-4866)Aca>Gcap.T1622A 0.4625 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.029982 FALSE FALSE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.49537 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.50495 TRUE TRUE TRUE

c.(3124-3126)Gac>Tacp.D1042Y 0.512658 FALSE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.6 TRUE TRUE FALSE

c.(778-780)Aat>Catp.N260H 0.04501 FALSE FALSE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.036364 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.494845 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.141892 TRUE TRUE FALSE

c.(538-540)acT>acCp.T180T 1 FALSE TRUE FALSE

c.(1471-1473)Tca>Gcap.S491A 0.518519 FALSE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.525862 TRUE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.538462 TRUE TRUE TRUE

c.(1867-1869)gaG>gaAp.E623E 0.483871 TRUE TRUE TRUE

c.(415-417)gaC>gaTp.D139D 0.527778 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.436893 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.45082 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.451613 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.039052 TRUE TRUE TRUE

c.(2920-2922)Ggt>Agtp.G974S 0.659574 FALSE TRUE TRUE

c.(3022-3024)caA>caGp.Q1008Q 0.368421 TRUE FALSE TRUE

c.e2+1 0.454545 FALSE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.534884 TRUE TRUE TRUE

c.(10990-10992)aaC>aaTp.N3664N 0.477778 FALSE FALSE FALSE

c.(8524-8526)taT>taCp.Y2842Y 0.429864 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.458824 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.625 TRUE TRUE FALSE

c.(724-726)gaG>gaAp.E242E 0.404255 TRUE TRUE FALSE



c.(1432-1434)Cgc>Tgcp.R478C 0.494118 FALSE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.503067 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.442748 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.320312 TRUE TRUE FALSE

c.(2170-2172)ccG>ccAp.P724P 0.581395 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.583333 TRUE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.242424 TRUE TRUE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.428571 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.054608 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.972222 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.25641 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.516892 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.473684 TRUE TRUE TRUE

c.(2335-2337)Gct>Actp.A779T 0.4 FALSE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.605634 TRUE TRUE TRUE

c.(1261-1263)Gcc>Cccp.A421P 0.137931 FALSE FALSE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.483146 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.073826 TRUE TRUE TRUE

c.(4753-4755)Cgg>Gggp.R1585G 0.079208 FALSE FALSE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.991453 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.492647 TRUE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.473684 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.469388 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.443548 TRUE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.6 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.173913 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.47482 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.266667 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.566845 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.46 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.110714 TRUE FALSE FALSE

c.(208-210)aaG>aaAp.K70K 0.486486 TRUE TRUE TRUE

c.(1444-1446)atT>atCp.I482I 0.56129 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.417219 TRUE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.315789 TRUE TRUE FALSE

c.(1231-1233)aGc>aAcp.S411N 0.5 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.492958 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.495935 TRUE TRUE TRUE

c.(988-990)cTg>cCgp.L330P 0.576923 TRUE TRUE TRUE

c.(6613-6615)taT>taCp.Y2205Y 0.519774 FALSE FALSE FALSE

c.(106-108)agG>agAp.R36R 0.20354 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.062069 TRUE TRUE FALSE

c.(505-507)gaG>gaAp.E169E 0.969697 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.611111 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.526596 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.995708 TRUE TRUE TRUE



c.(13045-13047)acG>acAp.T4349T 0.470874 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.479592 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.4 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.465409 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.494681 TRUE TRUE TRUE

c.(1258-1260)gCg>gTgp.A420V 0.6 FALSE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.5375 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.451613 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.480144 FALSE TRUE FALSE

c.(7147-7149)cgC>cgTp.R2383R 0.450617 FALSE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.035785 TRUE TRUE FALSE

c.(730-732)ttT>ttCp.F244F 1 FALSE TRUE FALSE

c.(6499-6501)Cgt>Tgtp.R2167C 0.075269 TRUE TRUE FALSE

c.(10936-10938)cGc>cAcp.R3646H 0.442211 FALSE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.491713 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.510638 TRUE TRUE TRUE

c.(2143-2145)tcC>tcTp.S715S 0.477528 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.564626 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.485437 TRUE TRUE TRUE

c.(4387-4389)cGg>cAgp.R1463Q 0.408163 TRUE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.305785 TRUE TRUE FALSE

c.(718-720)aGc>aTcp.S240I 0.569231 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.99375 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.37931 FALSE TRUE FALSE

c.(1498-1500)acC>acTp.T500T 0.521739 FALSE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.063218 TRUE TRUE FALSE

c.(1225-1227)cCc>cTcp.P409L 0.382114 FALSE FALSE FALSE

c.(2755-2757)Tgt>Cgtp.C919R 0.507538 FALSE FALSE FALSE

c.(4951-4953)acT>acCp.T1651T 0.355932 TRUE TRUE FALSE

c.(12520-12522)ccG>ccAp.P4174P 0.520833 FALSE TRUE TRUE

c.(835-837)ggC>ggTp.G279G 0.12766 TRUE TRUE FALSE

c.(4642-4644)Ccc>Tccp.P1548S 0.469388 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.578571 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.5 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.986014 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.443946 TRUE TRUE TRUE

c.(2929-2931)aaA>aaCp.K977N 0.526923 FALSE TRUE TRUE

c.(1288-1290)gcC>gcAp.A430A 0.75 TRUE TRUE TRUE

c.(1447-1449)caG>caCp.Q483H 0.333333 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.393939 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.995283 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 1 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.098901 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.035477 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.448819 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.461538 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.384615 TRUE TRUE FALSE



c.(805-807)Tgt>Cgtp.C269R 0.058824 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.586207 TRUE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.191667 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.543046 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.431818 TRUE TRUE FALSE

c.(6043-6045)Acc>Gccp.T2015A 0.141304 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 1 TRUE TRUE TRUE

c.(226-228)Tgt>Cgtp.C76R 0.5 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.987805 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.530864 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.473988 TRUE TRUE TRUE

c.(1753-1755)gaG>gaAp.E585E 0.4 FALSE TRUE TRUE

c.(271-273)cGa>cTap.R91L 0.480519 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.5 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.502513 TRUE TRUE TRUE

c.(1474-1476)cGt>cAtp.R492H 0.494898 TRUE TRUE TRUE

c.(2119-2121)ggC>ggTp.G707G 0.467626 TRUE TRUE TRUE

c.(1582-1584)Gat>Aatp.D528N 0.103448 FALSE FALSE FALSE

c.(1810-1812)Act>Gctp.T604A 1 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.990244 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.431193 TRUE TRUE TRUE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(1252-1254)aAc>aGcp.N418S 1 TRUE TRUE FALSE

c.(220-222)Cga>Tgap.R74* 0.164251 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.423077 TRUE TRUE FALSE

c.(2386-2388)ctC>ctTp.L796L 0.471264 FALSE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.349206 TRUE TRUE TRUE

c.(2077-2079)gaC>gaAp.D693E 0.566667 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.462121 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.18705 TRUE TRUE FALSE

c.(538-540)caG>caAp.Q180Q 0.210526 FALSE FALSE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.574359 TRUE TRUE TRUE

c.(5068-5070)Aga>Cgap.R1690R 0.117318 TRUE TRUE FALSE

c.(9715-9717)gtT>gtGp.V3239V 0.4625 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.986755 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.479167 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.428571 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.205882 TRUE FALSE FALSE

c.(7621-7623)gcC>gcTp.A2541A 1 TRUE TRUE FALSE

c.(172-174)aaA>aaGp.K58K 1 FALSE TRUE FALSE

c.(529-531)Gcc>Accp.A177T 0.981132 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.488189 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.472441 TRUE TRUE TRUE

c.(817-819)cTt>cCtp.L273P 0.565217 TRUE TRUE TRUE

c.(1270-1272)gaC>gaTp.D424D 0.615385 FALSE TRUE FALSE

c.(11155-11157)Gtg>Atgp.V3719M 0.457627 FALSE TRUE TRUE



c.(46-48)aaG>aaAp.K16K 0.451327 TRUE TRUE FALSE

c.(3178-3180)Gta>Atap.V1060I 0.75 TRUE TRUE TRUE

c.(490-492)ctT>ctCp.L164L 1 FALSE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.121693 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.556757 TRUE TRUE TRUE

c.(1156-1158)agA>agCp.R386S 0.272727 TRUE TRUE FALSE

c.(85-87)Ata>Gtap.I29V 1 FALSE FALSE FALSE

c.(367-369)Att>Gttp.I123V 0.494253 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.531429 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.481481 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(538-540)acT>acCp.T180T 1 FALSE TRUE FALSE

c.(1363-1365)atA>atGp.I455M 0.477124 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.532051 TRUE TRUE FALSE

c.(4621-4623)gCg>gGgp.A1541G 0.509434 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.201493 TRUE TRUE FALSE

c.(1063-1065)gcC>gcGp.A355A 0.546012 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.494048 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.507937 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.449735 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.991803 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.454545 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.454545 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.5 TRUE TRUE FALSE

c.(2527-2529)caG>caAp.Q843Q 0.473469 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.546296 TRUE TRUE TRUE

c.(637-639)caG>caTp.Q213H 0.122222 TRUE FALSE FALSE

c.(79-81)cGg>cAgp.R27Q 0.468421 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.519481 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.36 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.5 TRUE TRUE TRUE

c.(3556-3558)gCc>gAcp.A1186D 0.423423 FALSE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.554545 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.067554 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.987261 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.5375 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.476744 TRUE TRUE TRUE

c.(697-699)caA>caTp.Q233H 0.5 TRUE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 1 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.043307 TRUE TRUE TRUE

c.(361-363)aaG>aaAp.K121K 0.44586 FALSE TRUE TRUE

c.(643-645)caG>caTp.Q215H 0.150538 FALSE FALSE FALSE

c.(892-894)tGt>tCtp.C298S 0.541063 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.517949 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.490385 TRUE TRUE TRUE



c.(997-999)aGc>aAcp.S333N 0.504202 FALSE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.795918 TRUE TRUE FALSE

c.(505-507)gaG>gaAp.E169E 1 FALSE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.553097 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(1030-1032)cGg>cAgp.R344Q 0.560976 TRUE TRUE FALSE

c.(2743-2745)ggC>ggTp.G915G 0.467742 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 1 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.490566 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.982456 TRUE TRUE TRUE

c.(196-198)Tgc>Cgcp.C66R 0.141892 TRUE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 0.461538 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.988636 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.421053 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.408284 TRUE TRUE TRUE

c.(841-843)Gca>Acap.A281T 0.548387 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.121212 TRUE TRUE FALSE

c.(358-360)gcC>gcTp.A120A 0.367347 TRUE TRUE FALSE

c.(2929-2931)aGt>aCtp.S977T 0.517073 TRUE FALSE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.474747 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.997423 TRUE TRUE TRUE

c.(1045-1047)cAt>cGtp.H349R 0.45 TRUE TRUE FALSE

c.(313-315)tGt>tTtp.C105F 0.587302 FALSE TRUE TRUE

c.(1993-1995)aCa>aTap.T665I 0.451163 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.516667 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.5 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.122581 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.478723 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.035452 TRUE TRUE FALSE

c.(8281-8283)caG>caAp.Q2761Q 0.081967 TRUE FALSE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.606061 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.517799 TRUE TRUE TRUE

c.(3343-3345)aCg>aTgp.T1115M 0.480519 FALSE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.419492 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.535211 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.470968 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.997475 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.984772 TRUE TRUE TRUE

c.(3733-3735)aCc>aTcp.T1245I 0.414773 FALSE TRUE TRUE

c.(298-300)gaG>gaAp.E100E 0.45625 FALSE FALSE FALSE

c.(3070-3072)gcC>gcAp.A1024A 0.444976 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.052764 TRUE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.994949 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.465704 TRUE TRUE TRUE

c.(5449-5451)aGa>aCap.R1817T 0.516216 FALSE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.5 TRUE TRUE TRUE



c.(11599-11601)tgT>tgCp.C3867C 0.457031 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.472851 TRUE TRUE TRUE

c.(874-876)gaA>gaGp.E292E 0.461538 TRUE TRUE TRUE

c.(3139-3141)cAt>cGtp.H1047R 0.34359 FALSE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 0.995283 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.463343 TRUE TRUE TRUE

c.(841-843)ttC>ttGp.F281L 0.466667 FALSE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.993865 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.982659 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.992537 TRUE TRUE TRUE

c.(115-117)Atg>Ctgp.M39L 0.413793 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.485876 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.237762 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.488889 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.529412 TRUE TRUE TRUE

c.(2056-2058)cgG>cgTp.R686R 0.498195 TRUE TRUE TRUE

c.(2086-2088)atA>atGp.I696M 0.513369 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.46114 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.43295 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.475138 TRUE TRUE TRUE

c.(892-894)cGc>cAcp.R298H 0.272727 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.547511 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.431034 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.54007 FALSE TRUE FALSE

c.(247-249)aTg>aCgp.M83T 0.526316 FALSE FALSE FALSE

c.(5629-5631)cCc>cTcp.P1877L 0.982368 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.506579 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.068762 TRUE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.647059 TRUE TRUE FALSE

c.(706-708)ttA>ttGp.L236L 0.515723 FALSE TRUE FALSE

c.(10081-10083)tTt>tCtp.F3361S 0.461988 FALSE FALSE FALSE

c.(340-342)ggC>ggTp.G114G 0.487472 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.129139 TRUE TRUE FALSE

c.(1801-1803)gaT>gaCp.D601D 0.551282 FALSE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.529412 TRUE TRUE FALSE

c.(5761-5763)ccA>ccCp.P1921P 0.553922 TRUE TRUE TRUE

c.(235-237)ccT>ccAp.P79P 0.512077 TRUE TRUE TRUE

c.(4675-4677)Gtg>Atgp.V1559M 0.997487 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.55 TRUE TRUE TRUE

c.(859-861)cTc>cCcp.L287P 0.521739 TRUE TRUE TRUE

c.(226-228)Tgt>Cgtp.C76R 0.514706 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.994949 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.994681 TRUE TRUE TRUE

c.(1441-1443)tGc>tAcp.C481Y 0.477941 FALSE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.987342 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.525424 TRUE TRUE TRUE

c.(1741-1743)gaG>gaCp.E581D 0.519737 FALSE TRUE FALSE



c.(607-609)taT>taCp.Y203Y 0.505747 FALSE FALSE TRUE

c.(682-684)tgT>tgCp.C228C 0.619048 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.217507 TRUE TRUE FALSE

c.(8380-8382)gcC>gcTp.A2794A 0.99511 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.196581 TRUE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.465969 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.445596 TRUE TRUE TRUE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.482517 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.468144 TRUE TRUE TRUE

c.(1408-1410)Gaa>Taap.E470* 0.472527 TRUE TRUE FALSE

c.(220-222)Cga>Tgap.R74* 0.237641 FALSE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.464286 TRUE TRUE FALSE

c.(865-867)Gat>Aatp.D289N 0.476744 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.4 TRUE TRUE TRUE

c.(538-540)acT>acCp.T180T 0.974684 FALSE TRUE FALSE

c.(1171-1173)ccC>ccTp.P391P 0.4 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.491103 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.525253 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.177083 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.481481 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.483254 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.449275 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.471751 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.464052 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.452206 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.598765 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.494553 TRUE TRUE TRUE

c.(1366-1368)aTa>aCap.I456T 0.503472 FALSE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.989648 TRUE TRUE TRUE

c.(553-555)Acc>Gccp.T185A 0.469697 FALSE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.412281 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.98731 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 1 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.053599 TRUE TRUE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.569444 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 1 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.527273 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.490272 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.048159 TRUE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.447368 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 1 TRUE TRUE TRUE

c.(6853-6855)Gtc>Atcp.V2285I 0.514451 FALSE TRUE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(2758-2760)tcT>tcCp.S920S 0.225225 TRUE TRUE FALSE



c.(9724-9726)gaC>gaGp.D3242E 0.440191 FALSE FALSE TRUE

c.(2458-2460)gtG>gtAp.V820V 0.489311 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.535088 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.565217 TRUE TRUE TRUE

c.(2827-2829)gcC>gcTp.A943A 0.492958 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.572034 TRUE TRUE TRUE

c.(3787-3789)gcC>gcGp.A1263A 0.437126 FALSE TRUE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.997549 TRUE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 0.98913 FALSE TRUE FALSE

c.(529-531)Gcc>Accp.A177T 0.989474 FALSE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.510903 TRUE TRUE TRUE

c.(6613-6615)cCc>cTcp.P2205L 0.416216 FALSE FALSE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.994595 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.475524 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.997033 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.477273 FALSE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.51671 TRUE TRUE FALSE

c.(1432-1434)acC>acTp.T478T 0.592593 TRUE TRUE TRUE

c.(490-492)ctT>ctCp.L164L 1 FALSE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.142429 TRUE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.522936 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.993377 TRUE TRUE TRUE

c.(892-894)Tgt>Agtp.C298S 0.039872 FALSE FALSE FALSE

c.(3346-3348)agG>agAp.R1116R 0.527397 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.217391 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 1 TRUE TRUE TRUE

c.(8332-8334)caA>caGp.Q2778Q 0.169492 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.464029 TRUE TRUE FALSE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(1684-1686)caA>caGp.Q562Q 0.450355 TRUE TRUE FALSE

c.(1501-1503)gcG>gcAp.A501A 0.527316 FALSE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.197861 TRUE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.462585 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.424242 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.10935 TRUE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.131016 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.5 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.484076 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.497207 TRUE TRUE TRUE

c.(610-612)Cgg>Tggp.R204W 0.225 TRUE FALSE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.467337 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.992 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.518692 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.494898 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.44586 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.5 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.40404 TRUE TRUE TRUE



c.(568-570)ggG>ggAp.G190G 1 FALSE TRUE FALSE

c.(2803-2805)gaA>gaGp.E935E 0.487654 FALSE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.458937 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.274148 TRUE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.454545 TRUE TRUE FALSE

c.(625-627)taC>taGp.Y209* 0.037736 TRUE FALSE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.997475 TRUE TRUE TRUE

c.(1699-1701)ccA>ccCp.P567P 0.511111 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.455782 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.994778 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.590909 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.567568 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.192661 TRUE TRUE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.136752 TRUE TRUE TRUE

c.(3232-3234)ccG>ccAp.P1078P 0.535849 FALSE TRUE TRUE

c.(1171-1173)aCc>aTcp.T391I 0.316832 FALSE FALSE FALSE

c.(8710-8712)cAg>cGgp.Q2904R 1 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.063504 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.490667 TRUE TRUE TRUE

c.(415-417)gaC>gaTp.D139D 0.475309 TRUE TRUE TRUE

c.e2-1 0.205607 FALSE FALSE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.495968 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.037132 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.505929 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.991667 TRUE TRUE TRUE

c.(43-45)Cag>Tagp.Q15* 0.565217 FALSE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.469027 TRUE TRUE TRUE

c.(925-927)Cgg>Tggp.R309W 0.435714 FALSE TRUE TRUE

c.(2824-2826)Ttg>Ctgp.L942L 0.509158 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.431694 TRUE TRUE TRUE

c.(1171-1173)aTg>aGgp.M391R 0.5 TRUE TRUE TRUE

c.(1144-1146)ggC>ggTp.G382G 0.424051 FALSE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 0.555556 TRUE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.396552 TRUE TRUE FALSE

c.(1891-1893)Atc>Ctcp.I631L 0.987755 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.76129 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.201613 TRUE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.485 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.4947 TRUE TRUE TRUE

c.(409-411)Ctg>Ttgp.L137L 0.474359 FALSE TRUE FALSE

c.(859-861)gAa>gTap.E287V 0.538462 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.368421 TRUE TRUE FALSE

c.(913-915)gaG>gaAp.E305E 0.496855 FALSE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.486804 TRUE TRUE TRUE

c.(334-336)cCa>cAap.P112Q 0.075789 TRUE TRUE FALSE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.531187 TRUE TRUE TRUE



c.(1231-1233)aGc>aAcp.S411N 0.586957 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.461165 TRUE TRUE TRUE

c.(9682-9684)agG>agAp.R3228R 0.995122 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.51417 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.109756 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.125683 TRUE TRUE FALSE

c.(505-507)gaG>gaAp.E169E 0.991525 FALSE TRUE FALSE

c.(1489-1491)gaG>gaCp.E497D 1 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.54321 TRUE TRUE TRUE

c.(5650-5652)Cgc>Tgcp.R1884C 0.266667 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.507463 TRUE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.477157 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.497797 TRUE TRUE TRUE

c.(2338-2340)cCg>cTgp.P780L 0.526316 FALSE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 0.460674 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.493927 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.327273 TRUE TRUE FALSE

c.(262-264)cGa>cAap.R88Q 0.095238 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.045759 TRUE TRUE FALSE

c.(1663-1665)gCc>gTcp.A555V 0.511905 FALSE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.341176 TRUE TRUE TRUE

c.(3457-3459)Cca>Tcap.P1153S 0.490826 FALSE FALSE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.422222 TRUE TRUE TRUE

c.(496-498)ctC>ctTp.L166L 0.568345 FALSE TRUE TRUE

c.(2407-2409)cgC>cgTp.R803R 0.413793 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.99639 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.518293 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.447552 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.116431 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.501706 TRUE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.764706 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.442478 TRUE TRUE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.367347 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.483871 TRUE TRUE TRUE

c.(2614-2616)gCa>gTap.A872V 0.447761 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.493506 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.057426 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.191176 TRUE TRUE FALSE

c.(1177-1179)Gcc>Accp.A393T 1 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.98913 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.297101 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.179687 TRUE TRUE FALSE

c.(1495-1497)gCg>gTgp.A499V 0.565714 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.448 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.489879 TRUE TRUE TRUE

c.(790-792)caC>caTp.H264H 0.75 TRUE TRUE TRUE



c.(472-474)aGt>aAtp.S158N 0.477679 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.431818 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.636364 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.49863 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.375 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.498361 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.04329 TRUE TRUE FALSE

c.(2062-2064)gGg>gCgp.G688A 0.358025 FALSE FALSE FALSE

c.(7696-7698)gtC>gtTp.V2566V 0.567568 FALSE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.489796 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.311475 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.055207 TRUE TRUE FALSE

c.(889-891)ccC>ccAp.P297P 0.548387 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.991379 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.478261 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.426667 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.471264 FALSE TRUE FALSE

c.(3325-3327)tCa>tTap.S1109L 0.517766 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.993631 TRUE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.483146 TRUE TRUE TRUE

c.(1870-1872)Ctc>Ttcp.L624F 0.428571 FALSE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.1 TRUE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.5 TRUE TRUE FALSE

c.(9598-9600)Ctg>Ttgp.L3200L 0.515625 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.488263 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.419355 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.976744 TRUE TRUE FALSE

c.(4675-4677)Gtg>Atgp.V1559M 0.408046 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.196721 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.452555 TRUE TRUE TRUE

c.(322-324)ccC>ccTp.P108P 0.714286 TRUE TRUE FALSE

c.(8320-8322)cCg>cTgp.P2774L 0.505682 FALSE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.368421 TRUE TRUE FALSE

c.(484-486)agC>agTp.S162S 0.333333 TRUE TRUE TRUE

c.(628-630)gCg>gTgp.A210V 0.442396 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.993902 TRUE TRUE TRUE

c.(4792-4794)aaT>aaGp.N1598K 0.287958 FALSE TRUE TRUE

c.(7501-7503)Ata>Gtap.I2501V 0.542056 TRUE TRUE TRUE

c.(2926-2928)gtG>gtCp.V976V 0.489796 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.442857 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.389474 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.290155 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.939189 TRUE TRUE TRUE

c.(7-9)gCc>gTcp.A3V 0.175439 FALSE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.492857 TRUE TRUE TRUE



c.(8380-8382)gcC>gcTp.A2794A 0.490798 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.454082 TRUE TRUE FALSE

c.(85-87)Gca>Acap.A29T 0.961538 FALSE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.408333 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(1870-1872)Atc>Gtcp.I624V 0.466667 FALSE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.309524 TRUE TRUE TRUE

c.(1390-1392)ccG>ccAp.P464P 0.46 TRUE TRUE TRUE

c.(250-252)ggG>ggTp.G84G 0.535714 FALSE TRUE TRUE

c.(3247-3249)ccC>ccTp.P1083P 0.428571 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.6139 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.031667 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.542857 TRUE TRUE TRUE

c.(2227-2229)aaT>aaCp.N743N 0.352941 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.125 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.497354 TRUE TRUE TRUE

c.(532-534)agC>agTp.S178S 0.516892 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.989865 TRUE TRUE TRUE

c.(4816-4818)atT>atCp.I1606I 0.480263 FALSE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.505263 TRUE TRUE TRUE

c.(490-492)acC>acTp.T164T 0.555556 FALSE TRUE FALSE

c.(7945-7947)cGt>cAtp.R2649H 0.537572 TRUE TRUE TRUE

c.(5068-5070)Aga>Cgap.R1690R 0.069106 TRUE TRUE FALSE

c.(5626-5628)cGg>cAgp.R1876Q 0.491803 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.532258 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.058015 TRUE TRUE FALSE

c.(4708-4710)acG>acAp.T1570T 0.416667 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.441341 TRUE TRUE TRUE

c.(7420-7422)Ggc>Agcp.G2474S 0.561594 FALSE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.50641 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.408284 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.509434 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.406977 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.7 TRUE TRUE FALSE

c.(1405-1407)Tgt>Ggtp.C469G 0.5 FALSE FALSE TRUE

c.(1909-1911)Att>Gttp.I637V 0.5 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.217742 TRUE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.666667 TRUE TRUE FALSE

c.(6898-6900)Cag>Aagp.Q2300K 0.50431 FALSE FALSE FALSE

c.e8+2 0.477612 FALSE TRUE FALSE

c.(3850-3852)cAc>cGcp.H1284R 0.050955 TRUE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(682-684)cAg>cCgp.Q228P 0.359223 TRUE TRUE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.619048 TRUE TRUE TRUE

c.(2026-2028)caG>caAp.Q676Q 0.467153 FALSE FALSE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.059459 TRUE TRUE FALSE



c.(1681-1683)cgC>cgTp.R561R 0.192308 TRUE TRUE TRUE

c.(385-387)Gtg>Ctgp.V129L 0.505017 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.483146 TRUE TRUE TRUE

c.(7222-7224)cTc>cAcp.L2408H 0.518797 FALSE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.425414 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.408759 TRUE TRUE TRUE

c.(5818-5820)Cgg>Tggp.R1940W 0.52439 FALSE TRUE TRUE

c.(2221-2223)gaC>gaTp.D741D 0.566667 FALSE TRUE TRUE

c.(901-903)Cag>Gagp.Q301E 0.513514 TRUE TRUE TRUE

c.(604-606)gaG>gaAp.E202E 0.483333 FALSE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.503817 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.483871 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 1 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.488789 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(7393-7395)tgC>tgTp.C2465C 0.461538 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.221374 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.473684 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.4375 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.3 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.966667 TRUE TRUE FALSE

c.(4312-4314)Atc>Gtcp.I1438V 0.495238 FALSE FALSE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.462121 TRUE TRUE TRUE

c.(6100-6102)Cgt>Tgtp.R2034C 0.487936 FALSE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.5 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.517857 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.527687 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.486726 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.99537 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.485075 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.244444 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.508039 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.37931 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.991228 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.513274 TRUE TRUE TRUE

c.(7-9)Gcc>Tccp.A3S 0.178571 FALSE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.586207 TRUE TRUE FALSE

c.(1771-1773)gcA>gcCp.A591A 0.461988 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.505535 TRUE TRUE TRUE

c.(1525-1527)Gtg>Atgp.V509M 0.421053 FALSE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.972222 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.476415 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.191489 TRUE TRUE FALSE

c.(4357-4359)gCc>gGcp.A1453G 0.833333 FALSE FALSE FALSE

c.(3001-3003)caC>caGp.H1001Q 1 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.439024 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.994318 TRUE TRUE TRUE



c.(2152-2154)gtG>gtAp.V718V 0.456522 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.972973 TRUE TRUE TRUE

c.(7171-7173)aCt>aGtp.T2391S 0.088398 TRUE TRUE FALSE

c.(139-141)gGa>gAap.G47E 0.295775 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.972222 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.97037 TRUE TRUE TRUE

c.(3061-3063)ccG>ccAp.P1021P 0.451613 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.493036 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.502463 TRUE TRUE FALSE

c.(481-483)Atg>Gtgp.M161V 0.070588 TRUE TRUE FALSE

c.(9682-9684)agG>agAp.R3228R 0.413043 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.441558 TRUE TRUE TRUE

c.(3862-3864)gtT>gtCp.V1288V 0.464286 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.112903 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.480769 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.226415 TRUE TRUE TRUE

c.(1525-1527)aTt>aCtp.I509T 0.492228 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.047619 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.505747 TRUE TRUE TRUE

c.(3337-3339)acG>acAp.T1113T 0.380282 FALSE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 1 TRUE TRUE TRUE

c.(1021-1023)ttC>ttTp.F341F 0.461538 FALSE TRUE TRUE

c.(760-762)gAt>gGtp.D254G 0.209205 FALSE TRUE TRUE

c.(760-762)cGg>cAgp.R254Q 0.3125 FALSE TRUE FALSE

c.(481-483)aaC>aaTp.N161N 0.116505 FALSE FALSE FALSE

c.(58-60)aaA>aaGp.K20K 1 FALSE TRUE FALSE

c.(5449-5451)aGa>aCap.R1817T 0.468571 FALSE TRUE TRUE

c.e18+1 0.071429 FALSE FALSE FALSE

c.(808-810)agA>agGp.R270R 0.5 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.510204 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.519802 TRUE TRUE TRUE

c.(2140-2142)gaC>gaTp.D714D 0.489209 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.420635 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.957447 FALSE TRUE FALSE

c.(715-717)gaA>gaGp.E239E 0.427419 FALSE TRUE TRUE

c.(460-462)gtA>gtGp.V154V 0.846154 FALSE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(235-237)ccT>ccAp.P79P 0.488987 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.432624 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(1237-1239)cGa>cAap.R413Q 0.531429 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.988722 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.478873 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.317073 TRUE TRUE FALSE

c.(3247-3249)ccC>ccTp.P1083P 0.5 TRUE TRUE FALSE



c.(6172-6174)cCc>cTcp.P2058L 0.453704 FALSE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.625 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.495327 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.25974 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.486188 TRUE TRUE TRUE

c.(10234-10236)Att>Gttp.I3412V 0.410526 FALSE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.380282 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.410596 TRUE TRUE TRUE

c.(5863-5865)caC>caTp.H1955H 0.51087 TRUE TRUE TRUE

c.(8089-8091)cgC>cgTp.R2697R 0.510638 FALSE TRUE FALSE

c.(268-270)caA>caTp.Q90H 0.444444 FALSE FALSE FALSE

c.(997-999)aGc>aAcp.S333N 0.987805 FALSE TRUE FALSE

c.(937-939)ggC>ggTp.G313G 0.560748 FALSE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.769231 TRUE TRUE TRUE

c.(4864-4866)Aca>Gcap.T1622A 0.495413 TRUE TRUE TRUE

c.(832-834)tcA>tcTp.S278S 0.50838 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.474747 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.509554 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.528736 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.615854 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(1141-1143)aaT>aaAp.N381K 0.376 FALSE FALSE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.754386 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.85124 TRUE TRUE TRUE

c.(8557-8559)Ctg>Ttgp.L2853L 0.473988 FALSE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.513514 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.683453 TRUE TRUE TRUE

c.(697-699)caA>caTp.Q233H 0.621212 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.516484 TRUE TRUE TRUE

c.(2035-2037)agA>agGp.R679R 0.460177 FALSE TRUE TRUE

c.(1828-1830)taC>taTp.Y610Y 0.411348 FALSE TRUE TRUE

c.(1786-1788)gaT>gaCp.D596D 0.590909 FALSE TRUE TRUE

c.(1231-1233)gGt>gTtp.G411V 0.102564 FALSE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.091603 FALSE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.245509 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.288462 TRUE TRUE TRUE

c.(9682-9684)agG>agAp.R3228R 0.474026 TRUE TRUE TRUE

c.(1609-1611)atA>atGp.I537M 0.139785 FALSE TRUE TRUE

c.(886-888)gcG>gcAp.A296A 0.298246 FALSE TRUE FALSE

c.(2080-2082)aTa>aCap.I694T 0.506494 FALSE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.520325 TRUE TRUE TRUE

c.(2101-2103)agC>agTp.S701S 0.192308 FALSE TRUE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.503185 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.068376 TRUE TRUE FALSE

c.(1117-1119)Gtc>Atcp.V373I 0.4 FALSE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.439394 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.99187 TRUE TRUE TRUE



c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1717-1719)gtA>gtGp.V573V 0.481481 FALSE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.489796 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.988701 TRUE TRUE TRUE

c.(7183-7185)gtG>gtAp.V2395V 0.470588 FALSE TRUE TRUE

c.(5998-6000)Ggt>Agtp.G2000S 0.477941 FALSE TRUE TRUE

c.(1786-1788)caG>caCp.Q596H 0.464286 TRUE TRUE TRUE

c.(49-51)ccG>ccCp.P17P 0.185185 FALSE TRUE FALSE

c.(250-252)gaA>gaGp.E84E 0.813953 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.466667 TRUE TRUE FALSE

c.(4675-4677)Gtg>Atgp.V1559M 0.549669 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.977612 TRUE TRUE TRUE

c.(334-336)Tta>Ctap.L112L 0.92 FALSE TRUE FALSE

c.(5215-5217)ggC>ggTp.G1739G 0.508929 FALSE TRUE TRUE

c.(2050-2052)cAg>cGgp.Q684R 0.425532 FALSE TRUE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.55814 TRUE TRUE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.227545 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.415094 TRUE TRUE TRUE

c.(1387-1389)agC>agTp.S463S 0.5 FALSE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.459854 TRUE TRUE TRUE

c.(3862-3864)gtT>gtCp.V1288V 0.407407 TRUE TRUE TRUE

c.(112-114)ccT>ccCp.P38P 1 FALSE TRUE FALSE

c.(6463-6465)Cgg>Tggp.R2155W 0.44335 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.975207 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.988095 TRUE TRUE TRUE

c.(1471-1473)aGt>aAtp.S491N 0.49763 FALSE TRUE TRUE

c.(1453-1455)Tgt>Agtp.C485S 0.646552 FALSE TRUE TRUE

c.(106-108)Aaa>Caap.K36Q 0.367521 FALSE FALSE FALSE

c.(5626-5628)cGg>cAgp.R1876Q 0.436893 TRUE TRUE TRUE

c.(1138-1140)Gcc>Accp.A380T 0.75 FALSE TRUE FALSE

c.(724-726)cgC>cgGp.R242R 0.636364 FALSE FALSE FALSE

c.(1426-1428)Gca>Acap.A476T 0.491803 TRUE TRUE TRUE

c.(10174-10176)ggC>ggTp.G3392G 0.47561 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.434783 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 1 TRUE TRUE TRUE

c.(3712-3714)tcG>tcAp.S1238S 0.478992 FALSE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.522613 TRUE TRUE TRUE

c.(520-522)Aga>Ggap.R174G 0.380282 FALSE TRUE FALSE

c.(1372-1374)Gtc>Atcp.V458I 0.476868 FALSE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.543011 TRUE TRUE TRUE

c.(904-906)tgT>tgAp.C302* 0.036262 FALSE TRUE FALSE

c.(5326-5328)Ctg>Ttgp.L1776L 0.515625 FALSE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.530055 TRUE TRUE TRUE

c.(46-48)cAc>cGcp.H16R 1 FALSE TRUE FALSE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(4390-4392)cgA>cgGp.R1464R 0.497041 FALSE TRUE TRUE

c.(4927-4929)tAt>tGtp.Y1643C 0.510345 FALSE TRUE TRUE



c.(772-774)Cgt>Tgtp.R258C 0.666667 FALSE TRUE FALSE

c.(8872-8874)aAg>aGgp.K2958R 0.632911 FALSE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.55 TRUE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.478992 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.46875 TRUE TRUE FALSE

c.(10672-10674)ctT>ctCp.L3558L 0.489209 FALSE TRUE TRUE

c.(1414-1416)ctT>ctGp.L472L 0.345455 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.527778 TRUE TRUE TRUE

c.(4804-4806)gcC>gcTp.A1602A 0.45122 TRUE TRUE TRUE

c.(511-513)ggG>ggAp.G171G 0.82 TRUE TRUE TRUE

c.(1849-1851)cGc>cAcp.R617H 0.520548 FALSE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.511278 TRUE TRUE TRUE

c.(1513-1515)gcG>gcAp.A505A 0.641026 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.376471 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.972973 TRUE TRUE FALSE

c.(850-852)gCg>gTgp.A284V 0.444444 TRUE TRUE FALSE

c.(3745-3747)cAt>cGtp.H1249R 0.488506 TRUE TRUE TRUE

c.(505-507)cGc>cAcp.R169H 0.942857 FALSE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.37037 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.491713 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.186441 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.149533 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.979592 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.418803 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.524017 TRUE TRUE TRUE

c.(3052-3054)tCc>tAcp.S1018Y 0.352941 FALSE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.4 TRUE TRUE FALSE

c.(5545-5547)gGc>gTcp.G1849V 0.523077 FALSE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.441341 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.342857 TRUE TRUE FALSE

c.(2062-2064)Aac>Gacp.N688D 0.454545 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.539326 TRUE TRUE TRUE

c.(4342-4344)Ctt>Tttp.L1448F 0.423729 FALSE TRUE TRUE

c.(1510-1512)ctA>ctGp.L504L 0.480769 FALSE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.521127 TRUE TRUE TRUE

c.(2206-2208)aaC>aaTp.N736N 0.98374 TRUE TRUE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.225806 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.469512 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.51417 TRUE TRUE TRUE

c.(1657-1659)gcC>gcTp.A553A 0.555556 TRUE TRUE FALSE

c.(553-555)ttG>ttAp.L185L 1 FALSE TRUE FALSE

c.(766-768)Ctg>Ttgp.L256L 0.848485 FALSE TRUE TRUE

c.(5098-5100)tcC>tcTp.S1700S 0.445652 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.472574 TRUE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.441748 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.993333 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.517647 TRUE TRUE TRUE



c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(253-255)aaT>aaGp.N85K 0.028084 FALSE FALSE FALSE

c.(4876-4878)gcC>gcTp.A1626A 0.478632 FALSE TRUE TRUE

c.(5857-5859)tcC>tcTp.S1953S 1 FALSE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.666667 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 1 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(352-354)gtT>gtCp.V118V 1 FALSE TRUE FALSE

c.(502-504)ttA>ttTp.L168F 0.456647 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.44186 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 1 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.533333 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.429487 TRUE TRUE TRUE

c.(7975-7977)Cgc>Tgcp.R2659C 0.45 FALSE TRUE FALSE

c.(1690-1692)cCc>cTcp.P564L 1 FALSE TRUE FALSE

c.(2329-2331)gtG>gtAp.V777V 0.169231 FALSE TRUE TRUE

c.(1348-1350)gCg>gTgp.A450V 0.222222 FALSE TRUE TRUE

c.(2893-2895)agT>agCp.S965S 0.084881 TRUE TRUE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.484277 TRUE TRUE TRUE

c.(958-960)caA>caCp.Q320H 0.195122 FALSE TRUE TRUE

c.(343-345)Gca>Acap.A115T 0.314815 FALSE TRUE TRUE

c.(931-933)Aca>Tcap.T311S 0.106796 TRUE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.326087 TRUE TRUE FALSE

c.(4657-4659)caT>caCp.H1553H 0.381356 FALSE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.985915 TRUE TRUE FALSE

c.(1156-1158)gtG>gtTp.V386V 0.481707 FALSE TRUE TRUE

c.(676-678)gcG>gcAp.A226A 0.12 FALSE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.461538 TRUE TRUE FALSE

c.(442-444)aaC>aaAp.N148K 0.625 FALSE TRUE FALSE

c.(7243-7245)aGa>aTap.R2415I 0.355556 FALSE FALSE FALSE

c.(391-393)gCg>gTgp.A131V 0.448718 TRUE TRUE TRUE

c.(7624-7626)cgC>cgGp.R2542R 0.479042 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(8260-8262)tTa>tCap.L2754S 0.516129 FALSE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.519231 TRUE TRUE TRUE

c.(2989-2991)Ggc>Agcp.G997S 0.571429 FALSE TRUE TRUE

c.(655-657)Tat>Catp.Y219H 0.570093 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.39645 TRUE TRUE TRUE

c.(4846-4848)ttC>ttTp.F1616F 0.363636 FALSE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.077157 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.124611 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.32967 FALSE TRUE FALSE

c.(457-459)Atc>Gtcp.I153V 0.930348 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.461111 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.649402 TRUE TRUE TRUE

c.(1864-1866)tgC>tgTp.C622C 0.506329 FALSE TRUE FALSE

c.(235-237)aaC>aaTp.N79N 0.714286 TRUE TRUE TRUE



c.(4528-4530)caC>caTp.H1510H 0.541667 TRUE TRUE TRUE

c.(466-468)Ggc>Agcp.G156S 0.142857 FALSE FALSE FALSE

c.(1243-1245)gCg>gTgp.A415V 0.75 FALSE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.494382 TRUE TRUE TRUE

c.(1000-1002)tTc>tGcp.F334C 0.207547 FALSE TRUE TRUE

c.(1219-1221)gtC>gtTp.V407V 0.523077 TRUE TRUE TRUE

c.(835-837)acG>acAp.T279T 0.558621 TRUE TRUE TRUE

c.(451-453)gCc>gTcp.A151V 0.067416 TRUE TRUE FALSE

c.(1951-1953)gaA>gaGp.E651E 0.50655 FALSE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.510638 TRUE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.451327 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.333333 TRUE TRUE FALSE

c.(121-123)ctG>ctAp.L41L 0.971429 FALSE TRUE FALSE

c.(1324-1326)tcA>tcCp.S442S 0.07947 FALSE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.52027 TRUE TRUE TRUE

c.(577-579)gGg>gAgp.G193E 0.444444 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.361111 TRUE TRUE TRUE

c.(5173-5175)acC>acTp.T1725T 0.428571 FALSE TRUE FALSE

c.(1006-1008)aCg>aTgp.T336M 0.5 FALSE TRUE FALSE

c.(181-183)gAg>gCgp.E61A 0.518519 FALSE TRUE TRUE

c.(4471-4473)tAc>tGcp.Y1491C 0.391304 FALSE FALSE FALSE

c.(1846-1848)acG>acAp.T616T 0.992857 TRUE TRUE TRUE

c.(3703-3705)gcC>gcTp.A1235A 0.510526 FALSE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.534884 TRUE TRUE FALSE

c.(8380-8382)gcC>gcTp.A2794A 0.4875 TRUE TRUE TRUE

c.(463-465)cGc>cAcp.R155H 0.272727 FALSE TRUE TRUE

c.(2269-2271)ctG>ctAp.L757L 0.488095 FALSE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.342857 TRUE TRUE FALSE

c.(4189-4191)caC>caTp.H1397H 0.491379 FALSE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.711538 TRUE TRUE TRUE

c.(1261-1263)tcT>tcCp.S421S 0.893617 FALSE TRUE TRUE

c.(1954-1956)cGg>cAgp.R652Q 0.904762 FALSE TRUE FALSE

c.(763-765)Gtc>Atcp.V255I 0.22 FALSE FALSE TRUE

c.(175-177)Acc>Gccp.T59A 0.945946 FALSE TRUE FALSE

c.(7339-7341)ggT>ggAp.G2447G 0.453608 TRUE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.472973 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.440191 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(223-225)Cac>Tacp.H75Y 0.4 FALSE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.555556 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.993827 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.977941 TRUE TRUE TRUE

c.(1054-1056)gaG>gaAp.E352E 0.393939 FALSE TRUE TRUE

c.(571-573)tgG>tgAp.W191* 0.537313 FALSE FALSE FALSE

c.(1015-1017)gAt>gTtp.D339V 0.217391 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.204082 TRUE TRUE TRUE

c.(1573-1575)tgT>tgGp.C525W 0.368056 FALSE TRUE TRUE



c.(1591-1593)gGa>gAap.G531E 0.4 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.47651 TRUE TRUE TRUE

c.(157-159)atG>atAp.M53I 0.970588 FALSE TRUE FALSE

c.(2221-2223)gaC>gaTp.D741D 0.189189 FALSE TRUE TRUE

c.(919-921)Cgt>Tgtp.R307C 0.294118 FALSE TRUE TRUE

c.(838-840)gGa>gTap.G280V 0.484496 FALSE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(508-510)aaT>aaCp.N170N 1 FALSE TRUE FALSE

c.(9229-9231)acC>acTp.T3077T 0.560606 FALSE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.438356 TRUE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.577922 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.793103 TRUE TRUE TRUE

c.(643-645)cCa>cGap.P215R 0.367647 FALSE TRUE FALSE

c.(769-771)Atc>Gtcp.I257V 1 FALSE TRUE FALSE

c.(5857-5859)cgA>cgGp.R1953R 0.518182 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.505556 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.566667 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.51773 TRUE TRUE TRUE

c.(2983-2985)gTg>gCgp.V995A 0.482993 FALSE TRUE TRUE

c.(472-474)gcA>gcGp.A158A 0.32 TRUE TRUE TRUE

c.(181-183)Aac>Cacp.N61H 0.298969 FALSE TRUE TRUE

c.(238-240)caG>caAp.Q80Q 0.235294 FALSE FALSE FALSE

c.e2-1 0.172414 FALSE FALSE FALSE

c.(826-828)cGa>cAap.R276Q 0.99435 TRUE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.234568 FALSE TRUE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.717172 TRUE TRUE TRUE

c.(1681-1683)caG>caAp.Q561Q 0.431373 FALSE TRUE TRUE

c.(1000-1002)tGc>tAcp.C334Y 0.890173 TRUE TRUE TRUE

c.(1528-1530)ccG>ccAp.P510P 0.595238 FALSE TRUE FALSE

c.(3745-3747)aTg>aAgp.M1249K 0.721519 FALSE FALSE FALSE

c.(1114-1116)Tac>Cacp.Y372H 0.6 FALSE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.154122 TRUE TRUE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.530534 TRUE TRUE TRUE

c.(1042-1044)gaG>gaAp.E348E 0.571429 TRUE TRUE FALSE

c.(2980-2982)gaC>gaTp.D994D 0.431655 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(439-441)gaT>gaCp.D147D 1 FALSE TRUE FALSE

c.(718-720)aGc>aTcp.S240I 0.542169 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.857143 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.096916 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.036789 TRUE TRUE FALSE

c.(859-861)aaA>aaGp.K287K 1 FALSE TRUE FALSE

c.(1633-1635)Gag>Aagp.E545K 0.541756 FALSE FALSE FALSE

c.(2221-2223)gaC>gaTp.D741D 0.55 FALSE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.378531 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.657143 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.534591 TRUE TRUE TRUE



c.(448-450)Aac>Gacp.N150D 1 FALSE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.333333 TRUE TRUE TRUE

c.(2875-2877)gcC>gcTp.A959A 0.527273 TRUE TRUE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.525424 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.53 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.043478 TRUE TRUE FALSE

c.(778-780)Aat>Catp.N260H 0.029891 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.415254 TRUE TRUE FALSE

c.(9565-9567)tAt>tTtp.Y3189F 0.460317 FALSE TRUE TRUE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.47619 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 1 TRUE TRUE TRUE

c.(673-675)Atc>Gtcp.I225V 0.326531 FALSE TRUE FALSE

c.(256-258)gtC>gtGp.V86V 0.288136 TRUE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.351515 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.480519 FALSE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.472727 TRUE TRUE TRUE

c.(6571-6573)acG>acAp.T2191T 0.491935 FALSE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.521212 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(2056-2058)cgG>cgTp.R686R 0.472028 TRUE TRUE TRUE

c.(8152-8154)Att>Gttp.I2718V 0.414634 TRUE TRUE TRUE

c.(1657-1659)gcC>gcTp.A553A 0.615385 TRUE TRUE FALSE

c.(250-252)gaC>gaTp.D84D 0.322581 TRUE TRUE FALSE

c.(286-288)acC>acTp.T96T 1 FALSE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.626087 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.461538 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.506173 TRUE TRUE TRUE

c.(2635-2637)gGc>gAcp.G879D 0.424242 TRUE TRUE TRUE

c.(361-363)gTc>gCcp.V121A 0.4 TRUE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.4 TRUE TRUE TRUE

c.(2029-2031)ggG>ggCp.G677G 0.270833 FALSE FALSE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.035955 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(1024-1026)aGa>aAap.R342K 0.318584 FALSE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.489209 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.5 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.493506 TRUE TRUE TRUE

c.(3502-3504)tCg>tTgp.S1168L 0.364341 FALSE TRUE TRUE

c.(898-900)aCg>aTgp.T300M 0.453488 TRUE TRUE TRUE

c.(229-231)cGt>cAtp.R77H 0.212963 FALSE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 0.995816 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.614865 TRUE TRUE TRUE

c.(1030-1032)ggG>ggAp.G344G 1 FALSE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 1 TRUE TRUE TRUE



c.(247-249)aAc>aGcp.N83S 0.993421 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.067511 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.634146 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.402597 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.583333 TRUE TRUE TRUE

c.(3862-3864)gtT>gtCp.V1288V 0.589286 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.510791 TRUE TRUE TRUE

c.(3247-3249)ccC>ccTp.P1083P 0.681818 TRUE TRUE FALSE

c.(205-207)caA>caGp.Q69Q 0.070652 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.409962 TRUE TRUE TRUE

c.(688-690)taC>taTp.Y230Y 0.5 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 0.97619 FALSE TRUE FALSE

c.(2227-2229)aaT>aaCp.N743N 0.421053 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.606707 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.422222 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.402235 TRUE TRUE TRUE

c.(4675-4677)ttC>ttTp.F1559F 0.462121 FALSE TRUE TRUE

c.(538-540)caG>caAp.Q180Q 0.290323 FALSE FALSE FALSE

c.(6742-6744)ccG>ccAp.P2248P 0.488235 TRUE TRUE TRUE

c.(358-360)Gcc>Accp.A120T 0.985294 FALSE TRUE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.475 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.352273 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.307692 TRUE TRUE FALSE

c.(724-726)cAa>cGap.Q242R 0.482517 FALSE TRUE TRUE

c.(1051-1053)ctA>ctGp.L351L 1 FALSE TRUE FALSE

c.(6478-6480)Ttg>Ctgp.L2160L 0.628049 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.361204 TRUE TRUE TRUE

c.(1111-1113)ccC>ccTp.P371P 1 FALSE TRUE FALSE

c.(430-432)Cac>Tacp.H144Y 0.134328 FALSE FALSE FALSE

c.(13-15)Gtg>Ctgp.V5L 0.510638 FALSE TRUE FALSE

c.(304-306)Ttg>Ctgp.L102L 0.5 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.125786 TRUE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.515625 TRUE TRUE TRUE

c.(823-825)cGa>cTap.R275L 0.634921 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.494297 TRUE TRUE TRUE

c.(349-351)gCg>gTgp.A117V 0.428571 FALSE FALSE FALSE

c.(1495-1497)gaA>gaGp.E499E 0.636364 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.513699 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.423529 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.647059 TRUE TRUE TRUE

c.(1138-1140)taC>taTp.Y380Y 0.5 TRUE TRUE TRUE

c.(1414-1416)ggT>ggCp.G472G 0.51417 TRUE TRUE TRUE

c.(1150-1152)ggA>ggGp.G384G 1 FALSE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.469466 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.354839 TRUE TRUE TRUE



c.(12280-12282)Aag>Gagp.K4094E 0.98773 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.145833 TRUE TRUE FALSE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(7471-7473)cCg>cTgp.P2491L 0.584906 FALSE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.657895 TRUE TRUE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.501639 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 1 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(682-684)cAg>cCgp.Q228P 0.617647 TRUE TRUE FALSE

c.(1432-1434)acC>acTp.T478T 0.571429 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.166667 TRUE TRUE TRUE

c.(1273-1275)aGt>aAtp.S425N 0.492823 FALSE FALSE FALSE

c.(1429-1431)cGg>cAgp.R477Q 0.056911 TRUE TRUE FALSE

c.(1492-1494)Aag>Cagp.K498Q 0.27027 FALSE FALSE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.448718 TRUE TRUE FALSE

c.(844-846)gcC>gcTp.A282A 0.482759 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.630137 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.461957 TRUE TRUE TRUE

c.(157-159)atG>atAp.M53I 1 FALSE TRUE FALSE

c.(2431-2433)gcG>gcAp.A811A 0.519737 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.055276 TRUE FALSE FALSE

c.(5725-5727)aGg>aCgp.R1909T 0.108108 FALSE FALSE FALSE

c.(1744-1746)gaA>gaGp.E582E 0.466346 TRUE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.505535 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.62766 TRUE TRUE TRUE

c.(718-720)Cta>Ttap.L240L 1 FALSE TRUE FALSE

c.(3127-3129)tcA>tcGp.S1043S 0.521898 FALSE TRUE TRUE

c.(1012-1014)caC>caTp.H338H 0.606061 FALSE TRUE FALSE

c.(910-912)ccC>ccAp.P304P 0.638889 TRUE TRUE TRUE

c.(3820-3822)tgG>tgTp.W1274C0.528455 FALSE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.515152 TRUE TRUE FALSE

c.(61-63)caC>caTp.H21H 1 FALSE TRUE FALSE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.457249 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.477876 TRUE TRUE TRUE

c.(1357-1359)cGt>cAtp.R453H 0.488235 FALSE TRUE FALSE

c.(1708-1710)agC>agTp.S570S 0.578947 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.251656 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.990741 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(3721-3723)tgC>tgTp.C1241C 0.619048 FALSE FALSE FALSE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.035842 FALSE FALSE FALSE

c.(2731-2733)Gga>Agap.G911R 0.510204 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 1 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.492063 TRUE TRUE TRUE



c.(496-498)ttC>ttTp.F166F 0.125 TRUE TRUE FALSE

c.(2251-2253)ttC>ttTp.F751F 0.272727 TRUE TRUE FALSE

c.(9715-9717)gtT>gtGp.V3239V 0.626984 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.466667 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.535519 TRUE TRUE TRUE

c.(8761-8763)cAc>cGcp.H2921R 0.430894 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.036364 TRUE FALSE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.512821 TRUE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.531646 TRUE TRUE TRUE

c.(2587-2589)acA>acGp.T863T 0.412214 TRUE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.535354 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.503067 TRUE TRUE TRUE

c.(169-171)atG>atAp.M57I 1 FALSE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.483784 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.485149 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.4 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.333333 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.220779 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.4375 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.095238 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.644737 TRUE TRUE TRUE

c.(3652-3654)Atc>Gtcp.I1218V 0.52973 FALSE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.428571 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.059041 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.565217 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.525974 TRUE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.98 TRUE TRUE TRUE

c.(3103-3105)tcG>tcAp.S1035S 0.522222 FALSE FALSE FALSE

c.(1375-1377)gaA>gaGp.E459E 0.547945 TRUE TRUE TRUE

c.(46-48)ccC>ccGp.P16P 0.444444 FALSE TRUE FALSE

c.(5014-5016)aaC>aaTp.N1672N 0.454023 TRUE TRUE TRUE

c.(5332-5334)Gct>Actp.A1778T 0.451613 FALSE TRUE FALSE

c.(2863-2865)aTg>aCgp.M955T 0.473333 FALSE TRUE TRUE

c.(382-384)caA>caGp.Q128Q 0.506667 FALSE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.547445 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 1 FALSE TRUE FALSE

c.(49-51)Gag>Aagp.E17K 0.219512 FALSE FALSE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.578125 TRUE TRUE FALSE

c.(235-237)ccT>ccAp.P79P 0.5 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.533333 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 1 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.140625 TRUE TRUE FALSE

c.(1051-1053)tTt>tCtp.F351S 0.493976 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.57672 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.595238 TRUE TRUE TRUE



c.(247-249)aAc>aGcp.N83S 0.458647 TRUE TRUE TRUE

c.(1231-1233)tgC>tgTp.C411C 0.513514 FALSE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 0.4 TRUE TRUE TRUE

c.(1264-1266)gaG>gaAp.E422E 0.597015 FALSE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 1 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.055556 TRUE TRUE FALSE

c.(1336-1338)tgT>tgCp.C446C 0.392857 TRUE TRUE TRUE

c.(2212-2214)Agt>Tgtp.S738C 0.518519 FALSE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 0.530973 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.323529 TRUE TRUE FALSE

c.(6478-6480)Ttg>Ctgp.L2160L 0.502762 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.5 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.486486 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.990196 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.495413 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.472637 TRUE TRUE TRUE

c.(922-924)Agc>Tgcp.S308C 0.384615 FALSE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.458333 TRUE TRUE FALSE

c.(1639-1641)ccG>ccAp.P547P 0.407407 TRUE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 0.545455 TRUE TRUE TRUE

c.(2314-2316)Cat>Aatp.H772N 0.457831 TRUE TRUE TRUE

c.(13-15)tcC>tcTp.S5S 0.496774 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.464286 TRUE TRUE FALSE

c.(2125-2127)Cgg>Tggp.R709W 0.535714 FALSE FALSE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.531746 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.507463 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.979452 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.491429 TRUE TRUE TRUE

c.(1099-1101)caG>caAp.Q367Q 0.448276 TRUE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.446809 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.513333 TRUE TRUE TRUE

c.(46-48)Ctg>Gtgp.L16V 0.465116 FALSE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.44 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.489051 TRUE TRUE TRUE

c.(3754-3756)atC>atTp.I1252I 0.491892 FALSE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.555556 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.234848 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.44 TRUE TRUE TRUE

c.(4546-4548)aGg>aAgp.R1516K 0.333333 FALSE TRUE TRUE

c.(907-909)gcA>gcGp.A303A 0.479532 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.508621 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.4 TRUE TRUE TRUE

c.(100-102)gaG>gaAp.E34E 0.692308 TRUE TRUE FALSE

c.(895-897)gAg>gCgp.E299A 0.506024 FALSE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.435897 TRUE TRUE TRUE

c.(1183-1185)ccC>ccTp.P395P 0.449275 TRUE TRUE TRUE



c.(124-126)cAa>cGap.Q42R 0.436975 FALSE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.484848 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.443038 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.487952 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.380597 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.168 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.578947 TRUE TRUE FALSE

c.(10639-10641)Gta>Ttap.V3547L 0.506667 FALSE TRUE TRUE

c.(1246-1248)tgG>tgAp.W416* 0.95 FALSE TRUE FALSE

c.(187-189)ccA>ccGp.P63P 0.453947 FALSE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.515789 TRUE TRUE TRUE

c.(355-357)Acc>Gccp.T119A 0.961538 FALSE TRUE FALSE

c.(3949-3951)cgA>cgGp.R1317R 0.502994 TRUE TRUE TRUE

c.(4639-4641)acC>acTp.T1547T 0.466667 FALSE TRUE TRUE

c.(436-438)Gat>Aatp.D146N 0.555556 FALSE TRUE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.461111 FALSE TRUE FALSE

c.(5329-5331)caA>caCp.Q1777H 0.451613 FALSE TRUE FALSE

c.(853-855)gaT>gaGp.D285E 0.47619 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.230769 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.568421 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.45 TRUE TRUE TRUE

c.(370-372)caC>caTp.H124H 0.5 TRUE TRUE TRUE

c.(3157-3159)Cac>Tacp.H1053Y 0.833333 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 1 TRUE TRUE FALSE

c.(538-540)caG>caAp.Q180Q 0.230769 FALSE FALSE FALSE

c.(748-750)gcA>gcGp.A250A 0.544 TRUE TRUE TRUE

c.(1462-1464)Tgc>Cgcp.C488R 0.293478 TRUE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.434783 TRUE TRUE TRUE

c.(85-87)Cca>Gcap.P29A 0.477941 FALSE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.464968 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.462366 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.518717 TRUE TRUE TRUE

c.(1342-1344)Agc>Tgcp.S448C 0.363636 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.507246 TRUE TRUE FALSE

c.(5152-5154)tGt>tTtp.C1718F 0.505263 TRUE TRUE TRUE

c.(814-816)ttG>ttCp.L272F 0.465753 FALSE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.358696 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.552239 TRUE TRUE FALSE

c.(2176-2178)aCg>aAgp.T726K 0.456376 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.992593 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.409091 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.483146 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.971429 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.453237 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.054622 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.440678 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.5 TRUE TRUE TRUE



c.(616-618)cCa>cAap.P206Q 0.068182 TRUE FALSE FALSE

c.(262-264)cGa>cAap.R88Q 0.131707 TRUE TRUE FALSE

c.(2092-2094)Cct>Actp.P698T 0.568182 TRUE TRUE TRUE

c.(10432-10434)Caa>Gaap.Q3478E 0.491228 FALSE TRUE TRUE

c.(193-195)Cac>Tacp.H65Y 0.541176 FALSE TRUE TRUE

c.(3808-3810)Cca>Tcap.P1270S 0.354167 FALSE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.5 TRUE TRUE TRUE

c.(1357-1359)aaT>aaGp.N453K 0.5 TRUE TRUE TRUE

c.(889-891)ccC>ccAp.P297P 0.378049 TRUE TRUE TRUE

c.(382-384)Ctg>Ttgp.L128L 0.7 FALSE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.53125 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.5 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.159341 TRUE TRUE FALSE

c.(1930-1932)Aat>Catp.N644H 0.56338 TRUE TRUE TRUE

c.(1141-1143)Cgt>Tgtp.R381C 0.471429 TRUE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 0.451807 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.54717 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(8281-8283)caG>caAp.Q2761Q 0.2 TRUE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.484211 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.684932 TRUE TRUE FALSE

c.(568-570)acA>acGp.T190T 0.384 FALSE TRUE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.993902 TRUE TRUE FALSE

c.(1657-1659)Cgg>Tggp.R553W 0.478469 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.526316 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.479167 TRUE TRUE TRUE

c.(958-960)caA>caCp.Q320H 0.533333 FALSE TRUE TRUE

c.(484-486)aCa>aGap.T162R 0.300885 FALSE FALSE FALSE

c.(1753-1755)aGa>aAap.R585K 0.544554 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.271429 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.455128 TRUE TRUE TRUE

c.(940-942)atT>atCp.I314I 1 FALSE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.542169 TRUE TRUE FALSE

c.(442-444)Gcc>Accp.A148T 0.962963 FALSE TRUE FALSE

c.(1729-1731)Tgt>Cgtp.C577R 0.459459 FALSE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.462963 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.502538 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.431818 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.506329 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.144231 TRUE TRUE FALSE

c.(1156-1158)gGg>gTgp.G386V 0.625 FALSE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.519481 TRUE TRUE TRUE

c.(1417-1419)cGa>cAap.R473Q 0.368421 FALSE TRUE TRUE

c.(523-525)caG>caAp.Q175Q 0.416667 FALSE FALSE FALSE

c.(10075-10077)gcC>gcTp.A3359A 0.538961 FALSE TRUE TRUE

c.(751-753)aaT>aaCp.N251N 0.204301 FALSE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 1 TRUE TRUE TRUE



c.(1519-1521)Gtc>Atcp.V507I 0.484663 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.518519 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.992366 TRUE TRUE TRUE

c.(139-141)gGa>gAap.G47E 0.141379 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.473684 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.07767 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.40625 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.531646 TRUE TRUE TRUE

c.(3325-3327)tCa>tTap.S1109L 0.506757 TRUE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.145161 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.490909 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.506173 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 1 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.46875 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.030992 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.6 TRUE TRUE TRUE

c.(5938-5940)cgT>cgCp.R1980R 0.564972 FALSE TRUE TRUE

c.(358-360)caG>caAp.Q120Q 0.25 FALSE TRUE FALSE

c.(1483-1485)ccG>ccTp.P495P 0.480769 FALSE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.452174 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.530435 TRUE TRUE TRUE

c.(2095-2097)gtG>gtAp.V699V 0.516556 FALSE FALSE TRUE

c.(811-813)aAc>aGcp.N271S 0.523437 FALSE FALSE FALSE

c.(2053-2055)cgT>cgCp.R685R 1 TRUE TRUE TRUE

c.(1159-1161)cGg>cAgp.R387Q 0.384615 FALSE TRUE TRUE

c.(1399-1401)Ggg>Aggp.G467R 0.530303 FALSE TRUE FALSE

c.(94-96)aAc>aGcp.N32S 0.904762 FALSE TRUE FALSE

c.(3820-3822)ccG>ccAp.P1274P 0.631579 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.591241 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.978261 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.636364 TRUE TRUE FALSE

c.(1936-1938)gaC>gaTp.D646D 0.489362 FALSE TRUE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.468421 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(2116-2118)Act>Tctp.T706S 0.453901 FALSE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.483607 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.055556 TRUE FALSE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.583333 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.424658 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.461538 TRUE TRUE TRUE

c.(595-597)ggG>ggAp.G199G 0.506849 FALSE TRUE TRUE

c.(532-534)Cat>Gatp.H178D 0.185841 FALSE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.407407 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.503268 TRUE TRUE TRUE

c.e2-1 0.253521 FALSE FALSE FALSE



c.(4657-4659)caT>caCp.H1553H 0.505155 FALSE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.484536 TRUE TRUE TRUE

c.(1633-1635)cGt>cAtp.R545H 0.444444 FALSE TRUE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.529915 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.550296 TRUE TRUE TRUE

c.(268-270)Cac>Tacp.H90Y 0.857143 FALSE TRUE FALSE

c.(1360-1362)ttG>ttCp.L454F 0.425 TRUE TRUE FALSE

c.(2350-2352)ccC>ccGp.P784P 0.46988 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.40404 TRUE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.457447 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.119565 TRUE TRUE FALSE

c.(808-810)agA>agGp.R270R 0.625 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.993865 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 1 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 1 FALSE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 0.25 TRUE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.533333 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.482759 TRUE TRUE FALSE

c.(553-555)cCc>cGcp.P185R 0.5 FALSE FALSE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.494048 TRUE TRUE TRUE

c.(823-825)Aga>Cgap.R275R 0.513944 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.6 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.520325 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(1120-1122)Aag>Gagp.K374E 0.543689 FALSE FALSE FALSE

c.(9481-9483)Ttc>Atcp.F3161I 0.982353 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 1 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.121154 TRUE TRUE TRUE

c.(1138-1140)Ttt>Attp.F380I 0.466667 TRUE TRUE TRUE

c.(340-342)acC>acTp.T114T 1 FALSE TRUE FALSE

c.(205-207)caA>caGp.Q69Q 0.067164 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.486301 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.258621 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.223881 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.333333 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.464435 TRUE TRUE TRUE

c.(4507-4509)tcC>tcTp.S1503S 0.54386 TRUE TRUE FALSE

c.(1516-1518)gcG>gcAp.A506A 0.423729 TRUE TRUE FALSE

c.(766-768)gGa>gCap.G256A 0.464602 TRUE TRUE TRUE

c.(2245-2247)gaG>gaAp.E749E 0.477273 FALSE TRUE FALSE

c.(1633-1635)agA>agGp.R545R 0.525292 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.464481 TRUE TRUE TRUE

c.(6247-6249)cCa>cTap.P2083L 0.46087 FALSE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.440678 TRUE TRUE TRUE

c.(343-345)aaT>aaCp.N115N 1 FALSE TRUE FALSE

c.(316-318)gcC>gcTp.A106A 0.692308 FALSE FALSE FALSE



c.(10192-10194)ctC>ctTp.L3398L 0.544304 FALSE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.459184 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.994565 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.477778 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.519231 FALSE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.994737 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.486702 TRUE TRUE TRUE

c.(733-735)ctA>ctGp.L245L 0.428571 FALSE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(403-405)Atc>Gtcp.I135V 0.061947 FALSE TRUE FALSE

c.(1525-1527)Gtg>Atgp.V509M 0.536364 FALSE TRUE FALSE

c.(1744-1746)Ctg>Ttgp.L582L 0.513514 FALSE TRUE TRUE

c.(2590-2592)Ggc>Agcp.G864S 0.463768 FALSE FALSE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.996815 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.230303 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.424242 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.549451 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.512821 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.512605 TRUE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.491667 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.511628 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.27193 TRUE TRUE FALSE

c.(1063-1065)gcC>gcGp.A355A 0.548223 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.467153 TRUE TRUE TRUE

c.(4489-4491)gcC>gcTp.A1497A 0.47619 FALSE TRUE TRUE

c.(613-615)tcC>tcTp.S205S 1 FALSE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.341772 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.466135 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.548223 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.559322 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.146018 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.984375 TRUE TRUE FALSE

c.(37-39)Tta>Ctap.L13L 1 FALSE TRUE FALSE

c.(250-252)gaC>gaTp.D84D 0.333333 TRUE TRUE FALSE

c.(3838-3840)cCt>cAtp.P1280H 0.6 FALSE FALSE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.361345 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.514851 TRUE TRUE TRUE

c.(403-405)aCa>aAap.T135K 0.512 TRUE TRUE TRUE

c.(394-396)Tcc>Accp.S132T 0.454545 FALSE FALSE FALSE

c.(2050-2052)atC>atTp.I684I 0.983871 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.53668 TRUE TRUE TRUE

c.(1558-1560)aAc>aGcp.N520S 0.208333 FALSE FALSE FALSE

c.(6964-6966)Tct>Actp.S2322T 0.508671 FALSE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.472727 TRUE TRUE TRUE

c.(2314-2316)Gat>Catp.D772H 0.44335 FALSE FALSE FALSE

c.(334-336)Tta>Ctap.L112L 1 FALSE TRUE FALSE

c.(6247-6249)Aga>Cgap.R2083R 0.469565 TRUE TRUE TRUE



c.(3376-3378)ctA>ctGp.L1126L 0.433962 FALSE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.489655 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.482353 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 0.5 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.3 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.469388 TRUE TRUE TRUE

c.(112-114)ccT>ccCp.P38P 0.969697 FALSE TRUE FALSE

c.(3178-3180)Gta>Atap.V1060I 0.714286 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.532567 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.412698 TRUE TRUE FALSE

c.(4330-4332)Cca>Tcap.P1444S 0.510526 FALSE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.55 TRUE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.608696 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.435897 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.47012 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.535714 TRUE TRUE TRUE

c.(28-30)gAa>gCap.E10A 0.459091 FALSE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.494048 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 1 TRUE TRUE TRUE

c.(844-846)caG>caAp.Q282Q 0.493289 FALSE TRUE TRUE

c.(400-402)ccC>ccAp.P134P 0.532544 TRUE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.534091 TRUE TRUE TRUE

c.(2125-2127)Ggc>Agcp.G709S 0.5 FALSE FALSE FALSE

c.(139-141)agT>agCp.S47S 0.977778 FALSE TRUE FALSE

c.(502-504)cGc>cAcp.R168H 0.527273 FALSE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.375 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.995261 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.918919 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(859-861)gAa>gTap.E287V 1 TRUE TRUE TRUE

c.(11200-11202)Caa>Aaap.Q3734K 0.511905 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(850-852)gCg>gTgp.A284V 0.492063 TRUE TRUE FALSE

c.(1033-1035)gaG>gaAp.E345E 0.625 FALSE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.468531 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.059829 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.452381 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.522267 TRUE TRUE TRUE

c.(1345-1347)gCa>gTap.A449V 1 FALSE TRUE FALSE

c.(262-264)cGa>cAap.R88Q 0.11976 TRUE TRUE FALSE

c.(769-771)caA>caGp.Q257Q 0.046875 FALSE FALSE FALSE

c.(2803-2805)tgC>tgTp.C935C 0.608108 TRUE TRUE FALSE

c.(715-717)ccC>ccTp.P239P 0.891892 TRUE FALSE FALSE

c.(118-120)ctG>ctAp.L40L 1 FALSE TRUE FALSE

c.(502-504)Ata>Ttap.I168L 0.217143 TRUE TRUE FALSE

c.(3109-3111)caG>caAp.Q1037Q 0.445545 TRUE TRUE TRUE

c.(691-693)Tgt>Cgtp.C231R 0.12 TRUE TRUE FALSE



c.(1048-1050)ccG>ccAp.P350P 0.060038 TRUE TRUE FALSE

c.(859-861)Cgg>Tggp.R287W 0.056 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.45098 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.510145 TRUE TRUE TRUE

c.(829-831)Gta>Atap.V277I 0.056911 TRUE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.542125 TRUE TRUE TRUE

c.(1333-1335)agG>agAp.R445R 0.444444 TRUE TRUE FALSE

c.(8305-8307)caG>caAp.Q2769Q 0.137931 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.489286 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.125 TRUE TRUE FALSE

c.(553-555)ttG>ttAp.L185L 0.975 FALSE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.50165 TRUE TRUE TRUE

c.(1783-1785)aaG>aaAp.K595K 0.428571 FALSE FALSE FALSE

c.(268-270)caA>caGp.Q90Q 0.231707 TRUE TRUE FALSE

c.(637-639)caG>caTp.Q213H 0.408163 TRUE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 0.997033 TRUE TRUE TRUE

c.(295-297)ggG>ggAp.G99G 1 FALSE TRUE FALSE

c.(1375-1377)tAc>tGcp.Y459C 0.405405 TRUE TRUE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.038462 TRUE TRUE FALSE

c.(2047-2049)cGa>cAap.R683Q 0.477778 FALSE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.666667 TRUE TRUE TRUE

c.(4300-4302)ctA>ctGp.L1434L 0.501597 FALSE TRUE TRUE

c.(1123-1125)aAc>aGcp.N375S 0.481297 TRUE TRUE TRUE

c.(799-801)agT>agCp.S267S 0.04878 FALSE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.512195 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.568465 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.502439 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.423913 TRUE TRUE TRUE

c.(361-363)gcC>gcTp.A121A 0.5 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.5 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.622807 TRUE TRUE FALSE

c.(6421-6423)Ctg>Ttgp.L2141L 0.518987 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.408922 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.997333 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.434783 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.996644 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.494297 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.633229 TRUE TRUE TRUE

c.(5587-5589)gaG>gaTp.E1863D 0.486339 FALSE TRUE FALSE

c.(3676-3678)gGc>gTcp.G1226V 0.431138 TRUE TRUE TRUE

c.(9244-9246)cCg>cTgp.P3082L 0.512 FALSE TRUE TRUE

c.(8320-8322)tgC>tgTp.C2774C 0.457983 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.227778 TRUE TRUE FALSE

c.(724-726)gaG>gaAp.E242E 0.375 TRUE TRUE FALSE



c.(5233-5235)cGc>cAcp.R1745H 0.541096 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.103704 TRUE TRUE FALSE

c.(8314-8316)caG>caAp.Q2772Q 0.185185 FALSE FALSE FALSE

c.(3430-3432)Aag>Gagp.K1144E 0.463687 TRUE TRUE TRUE

c.(715-717)cTa>cGap.L239R 0.124088 FALSE TRUE FALSE

c.(523-525)agC>agTp.S175S 0.5 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.505747 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.228395 TRUE TRUE TRUE

c.(4813-4815)gtG>gtTp.V1605V 0.534161 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.155844 TRUE FALSE FALSE

c.(1252-1254)aAc>aGcp.N418S 0.777778 TRUE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.393617 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.525253 TRUE TRUE TRUE

c.(2614-2616)gCa>gTap.A872V 0.555046 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.423077 TRUE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 0.384615 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.343284 TRUE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.466102 TRUE TRUE TRUE

c.(790-792)caC>caTp.H264H 1 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.373494 TRUE TRUE FALSE

c.(2458-2460)aAg>aGgp.K820R 0.52514 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.482517 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.581633 TRUE TRUE TRUE

c.(577-579)gGg>gAgp.G193E 0.5 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 1 TRUE TRUE FALSE

c.(91-93)agC>agAp.S31R 0.548077 TRUE TRUE TRUE

c.(364-366)Ctg>Gtgp.L122V 0.5 TRUE TRUE TRUE

c.(823-825)cGa>cTap.R275L 0.42268 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.156627 TRUE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.522472 TRUE TRUE TRUE

c.(664-666)caC>caTp.H222H 0.5 FALSE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.525253 TRUE TRUE TRUE

c.(7498-7500)aCa>aTap.T2500I 0.501608 FALSE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.756757 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.481928 TRUE TRUE FALSE

c.(832-834)tcA>tcTp.S278S 0.512097 TRUE TRUE TRUE

c.(532-534)agC>agTp.S178S 0.490854 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.996094 TRUE TRUE TRUE

c.(175-177)Acc>Gccp.T59A 0.96875 FALSE TRUE FALSE

c.(511-513)agT>agCp.S171S 0.461078 FALSE TRUE TRUE

c.(1483-1485)ccG>ccAp.P495P 0.535714 FALSE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.053892 TRUE TRUE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.418803 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.995516 TRUE TRUE TRUE

c.(4240-4242)gaC>gaTp.D1414D 0.591837 TRUE TRUE FALSE

c.(1225-1227)Aag>Cagp.K409Q 0.361842 FALSE FALSE FALSE



c.(1015-1017)gAt>gTtp.D339V 0.510417 TRUE TRUE TRUE

c.(3754-3756)aaT>aaAp.N1252K 0.486726 FALSE TRUE FALSE

c.(817-819)cCc>cAcp.P273H 1 FALSE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.444444 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.464516 TRUE TRUE TRUE

c.(349-351)aaC>aaTp.N117N 1 FALSE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.44557 TRUE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.452381 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.51 TRUE TRUE TRUE

c.(511-513)Gaa>Aaap.E171K 0.126506 FALSE TRUE FALSE

c.(1699-1701)ccA>ccCp.P567P 0.462963 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.485714 TRUE TRUE TRUE

c.(775-777)ccC>ccTp.P259P 0.085714 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.085859 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.428571 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.556391 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.537815 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.993056 TRUE TRUE TRUE

c.(1732-1734)Agt>Ggtp.S578G 0.090909 FALSE FALSE FALSE

c.(3067-3069)acA>acGp.T1023T 0.6 TRUE TRUE TRUE

c.(1129-1131)cAg>cGgp.Q377R 0.571429 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.46875 TRUE TRUE TRUE

c.(73-75)acG>acAp.T25T 0.551724 FALSE TRUE FALSE

c.(79-81)cTc>cCcp.L27P 0.240741 FALSE FALSE FALSE

c.(718-720)aGc>aTcp.S240I 1 TRUE TRUE TRUE

c.(4162-4164)cGg>cTgp.R1388L 0.571429 FALSE TRUE TRUE

c.(409-411)Caa>Aaap.Q137K 0.086957 TRUE FALSE FALSE

c.(1591-1593)taT>taCp.Y531Y 0.081818 FALSE FALSE FALSE

c.(6193-6195)atT>atCp.I2065I 0.391304 TRUE TRUE TRUE

c.(805-807)Gtg>Ttgp.V269L 0.4 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.151923 FALSE FALSE FALSE

c.(724-726)cGg>cAgp.R242Q 1 TRUE TRUE FALSE

c.(7156-7158)aCa>aTap.T2386I 0.612903 FALSE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.459016 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.185393 FALSE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 0.695652 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.5 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.382353 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.411765 TRUE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.157303 TRUE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.5 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.240741 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.151163 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.411765 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.785714 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.547619 TRUE TRUE TRUE

c.(430-432)tTa>tGap.L144* 0.173913 FALSE FALSE FALSE



c.(250-252)gaC>gaTp.D84D 0.411765 TRUE TRUE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.428571 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.464286 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.424242 TRUE TRUE TRUE

c.(160-162)Aac>Gacp.N54D 0.828571 FALSE FALSE FALSE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 1 TRUE TRUE FALSE

c.(1219-1221)Cgt>Agtp.R407S 0.097561 FALSE FALSE FALSE

c.(1099-1101)atT>atGp.I367M 0.129412 TRUE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 0.962963 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.5 TRUE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 0.5 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.782609 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.5 TRUE TRUE FALSE

c.(6757-6759)gaT>gaCp.D2253D 0.470588 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.16129 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 0.5 TRUE TRUE TRUE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(370-372)caC>caTp.H124H 0.75 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.466667 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.666667 TRUE TRUE TRUE

c.(8104-8106)gAt>gGtp.D2702G 0.428571 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.444444 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 1 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.826087 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.285714 TRUE TRUE TRUE

c.(412-414)Tac>Gacp.Y138D 0.140845 FALSE FALSE FALSE

c.(2458-2460)acA>acGp.T820T 0.538462 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.6 TRUE TRUE TRUE

c.(604-606)gaG>gaAp.E202E 0.928571 FALSE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.333333 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 0.954545 FALSE TRUE FALSE

c.(493-495)gaC>gaTp.D165D 0.538462 TRUE TRUE FALSE

c.(808-810)Cgc>Tgcp.R270C 0.8 TRUE TRUE TRUE

c.(1414-1416)aaC>aaTp.N472N 0.101695 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.454545 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.3 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.428571 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.458333 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.6 TRUE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 1 FALSE TRUE FALSE

c.(169-171)Gca>Acap.A57T 0.125 FALSE FALSE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.615385 TRUE TRUE FALSE

c.(1576-1578)agA>agGp.R526R 0.069307 FALSE FALSE FALSE

c.(244-246)Aag>Cagp.K82Q 0.266667 FALSE FALSE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.333333 TRUE TRUE TRUE

c.(11155-11157)Gtg>Atgp.V3719M 0.4 FALSE TRUE TRUE



c.(490-492)ctT>ctCp.L164L 1 FALSE TRUE FALSE

c.(1234-1236)Gtg>Ctgp.V412L 0.571429 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.31746 TRUE TRUE TRUE

c.(529-531)Gcc>Accp.A177T 0.956522 FALSE TRUE FALSE

c.(3988-3990)Ttg>Atgp.L1330M 0.75 TRUE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.23913 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.18662 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.122378 FALSE FALSE FALSE

c.(367-369)Att>Gttp.I123V 0.538462 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.666667 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.5 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.16129 TRUE TRUE FALSE

c.(538-540)acT>acCp.T180T 1 FALSE TRUE FALSE

c.(205-207)Caa>Aaap.Q69K 0.04943 TRUE TRUE FALSE

c.(5791-5793)tgC>tgTp.C1931C 0.5 FALSE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.068966 TRUE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.3 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.433333 TRUE TRUE FALSE

c.(1507-1509)tcC>tcTp.S503S 0.444444 TRUE TRUE TRUE

c.(1633-1635)Atg>Gtgp.M545V 0.128205 FALSE FALSE FALSE

c.(3676-3678)gGc>gTcp.G1226V 0.625 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 1 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.516129 TRUE TRUE TRUE

c.(1531-1533)Gaa>Aaap.E511K 0.077465 FALSE FALSE FALSE

c.(391-393)aGa>aAap.R131K 0.416667 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.636364 TRUE TRUE TRUE

c.(427-429)Agt>Cgtp.S143R 0.152778 FALSE FALSE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.6 TRUE TRUE TRUE

c.(1558-1560)Gtg>Atgp.V520M 0.7 FALSE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.466667 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.403846 TRUE TRUE TRUE

c.(955-957)gaG>gaAp.E319E 0.076336 FALSE FALSE FALSE

c.(262-264)tTt>tCtp.F88S 0.058219 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.53125 TRUE TRUE TRUE

c.(1528-1530)tTt>tGtp.F510C 0.082192 FALSE FALSE FALSE

c.(9598-9600)Ctg>Ttgp.L3200L 0.5 TRUE TRUE TRUE

c.(4822-4824)gAg>gGgp.E1608G 0.28 FALSE TRUE FALSE

c.(796-798)Cga>Tgap.R266* 0.048729 TRUE FALSE FALSE

c.(901-903)ctT>ctGp.L301L 0.057692 FALSE FALSE FALSE

c.(892-894)tGt>tCtp.C298S 1 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.5 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.367347 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.461538 TRUE TRUE TRUE

c.(2365-2367)aaG>aaAp.K789K 0.138462 FALSE FALSE FALSE

c.(505-507)gaG>gaAp.E169E 1 FALSE TRUE FALSE



c.(3067-3069)acA>acGp.T1023T 0.504202 TRUE TRUE TRUE

c.(4936-4938)Act>Gctp.T1646A 0.601266 FALSE FALSE FALSE

c.(2092-2094)Cct>Actp.P698T 0.558252 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.509524 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.354167 TRUE TRUE TRUE

c.(3325-3327)tCa>tTap.S1109L 0.992701 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.517241 TRUE TRUE TRUE

c.(13687-13689)ccC>ccTp.P4563P 0.567901 TRUE TRUE TRUE

c.(1582-1584)Gtg>Atgp.V528M 0.284211 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.483516 TRUE TRUE TRUE

c.(943-945)Cgg>Tggp.R315W 0.45283 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.567164 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.164948 TRUE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.439394 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.5 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.521008 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.220588 TRUE FALSE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.071545 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.570776 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.986014 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.443038 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.451613 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.055728 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.048035 FALSE FALSE FALSE

c.(7393-7395)tgC>tgTp.C2465C 0.589744 TRUE TRUE TRUE

c.(295-297)gcT>gcAp.A99A 0.057851 TRUE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.336957 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.524272 TRUE TRUE TRUE

c.(2233-2235)Gag>Aagp.E745K 0.426087 FALSE TRUE TRUE

c.(5737-5739)Cgc>Tgcp.R1913C 0.428571 FALSE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.428571 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.503597 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.984615 TRUE TRUE TRUE

c.(2782-2784)Gaa>Aaap.E928K 0.136986 TRUE FALSE FALSE

c.(1495-1497)gCg>gTgp.A499V 0.593583 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.56 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.474453 TRUE TRUE TRUE

c.(472-474)Aca>Gcap.T158A 1 FALSE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.523256 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.120805 TRUE TRUE TRUE

c.(271-273)Gtt>Attp.V91I 1 FALSE TRUE FALSE

c.(718-720)aGc>aTcp.S240I 0.535714 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.40566 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.583333 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.595349 TRUE TRUE TRUE

c.(397-399)Gtg>Ctgp.V133L 0.6 TRUE TRUE TRUE

c.(2374-2376)gaT>gaCp.D792D 0.47027 TRUE TRUE TRUE



c.(2194-2196)Cat>Tatp.H732Y 0.459016 FALSE TRUE TRUE

c.(8152-8154)Att>Gttp.I2718V 0.477099 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.486364 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.389831 FALSE TRUE FALSE

c.(1084-1086)Gct>Tctp.A362S 0.5 FALSE TRUE FALSE

c.(1399-1401)Aag>Gagp.K467E 0.5 FALSE TRUE FALSE

c.(6796-6798)aCg>aTgp.T2266M 0.55814 FALSE FALSE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.056452 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.547619 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.447154 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.505051 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.423077 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.52459 TRUE TRUE TRUE

c.(3367-3369)Cca>Tcap.P1123S 0.520408 FALSE TRUE TRUE

c.(2050-2052)atC>atTp.I684I 0.509434 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 1 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.5 TRUE TRUE TRUE

c.(1156-1158)cGt>cAtp.R386H 0.52 FALSE FALSE FALSE

c.(268-270)caA>caGp.Q90Q 0.178808 TRUE TRUE FALSE

c.(577-579)Aag>Gagp.K193E 0.5625 FALSE FALSE FALSE

c.(97-99)aaG>aaAp.K33K 0.576923 TRUE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.572727 TRUE TRUE TRUE

c.(745-747)gcC>gcTp.A249A 0.069307 TRUE FALSE FALSE

c.(7252-7254)aaC>aaTp.N2418N 0.458763 TRUE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.518248 TRUE TRUE TRUE

c.(5536-5538)Ggc>Cgcp.G1846R 0.137255 FALSE FALSE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.989011 TRUE TRUE TRUE

c.(1282-1284)ccA>ccTp.P428P 0.416667 FALSE TRUE TRUE

c.(1465-1467)aCa>aTap.T489I 0.8 FALSE TRUE FALSE

c.(907-909)aaG>aaAp.K303K 0.454545 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.43038 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.485149 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.485876 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.466667 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.293478 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.508197 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.110048 TRUE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.375 TRUE TRUE TRUE

c.(235-237)Att>Gttp.I79V 0.5 TRUE TRUE TRUE

c.(397-399)Gaa>Aaap.E133K 0.5 FALSE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.393617 TRUE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 1 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.211864 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.495652 TRUE TRUE TRUE

c.(304-306)gGg>gCgp.G102A 0.456274 FALSE TRUE TRUE

c.(448-450)aCg>aTgp.T150M 0.714286 FALSE TRUE FALSE



c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.439394 TRUE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.459459 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.512397 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.120301 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.346154 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.43617 TRUE TRUE TRUE

c.(6742-6744)ccG>ccAp.P2248P 0.510417 TRUE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 0.535714 TRUE TRUE TRUE

c.(256-258)caC>caGp.H86Q 0.382353 FALSE FALSE FALSE

c.(622-624)tCt>tGtp.S208C 0.503356 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.436782 TRUE TRUE TRUE

c.(1351-1353)aGg>aAgp.R451K 0.115385 FALSE FALSE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.539683 TRUE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.478632 TRUE TRUE TRUE

c.(979-981)agG>agTp.R327S 0.5 FALSE FALSE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.061728 TRUE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.318182 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.119608 TRUE TRUE TRUE

c.(1279-1281)atT>atCp.I427I 0.833333 FALSE TRUE FALSE

c.(1693-1695)atT>atCp.I565I 0.448276 TRUE TRUE TRUE

c.(4264-4266)Gag>Aagp.E1422K 0.181818 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.485981 TRUE TRUE TRUE

c.(361-363)Cat>Gatp.H121D 0.033272 FALSE FALSE FALSE

c.(4972-4974)gcG>gcAp.A1658A 0.25 FALSE TRUE FALSE

c.(223-225)caA>caGp.Q75Q 0.510638 FALSE FALSE TRUE

c.(2059-2061)agG>agAp.R687R 0.505814 FALSE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.546875 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.272727 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.518219 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.98 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.515625 TRUE TRUE TRUE

c.(931-933)Aca>Tcap.T311S 0.05641 TRUE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.320611 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.569767 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.491228 TRUE TRUE FALSE

c.(163-165)caC>caTp.H55H 0.454545 FALSE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.117647 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.066815 TRUE TRUE FALSE

c.(1681-1683)cgC>cgTp.R561R 0.677419 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.5 TRUE TRUE TRUE

c.(1429-1431)cGg>cAgp.R477Q 0.150943 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(4282-4284)atA>atCp.I1428I 0.5 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.498221 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.212121 TRUE TRUE FALSE

c.(775-777)Ggc>Agcp.G259S 0.519084 FALSE FALSE FALSE



c.(46-48)cAc>cGcp.H16R 1 FALSE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.969697 TRUE TRUE TRUE

c.(5677-5679)ttA>ttGp.L1893L 0.491667 TRUE TRUE TRUE

c.(205-207)Caa>Aaap.Q69K 0.04014 TRUE TRUE FALSE

c.(910-912)ccC>ccAp.P304P 0.486842 TRUE TRUE TRUE

c.(1363-1365)atA>atGp.I455M 0.510345 TRUE TRUE TRUE

c.(646-648)gGa>gAap.G216E 0.464646 FALSE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 1 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 1 TRUE TRUE TRUE

c.(481-483)Atg>Gtgp.M161V 0.069767 TRUE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.968421 TRUE TRUE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.522293 TRUE TRUE TRUE

c.(2446-2448)tcA>tcCp.S816S 0.460905 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.438095 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.452586 TRUE TRUE TRUE

c.(4153-4155)ctG>ctAp.L1385L 0.518519 TRUE TRUE FALSE

c.(796-798)atG>atAp.M266I 0.059322 TRUE FALSE TRUE

c.(6514-6516)caC>caTp.H2172H 0.155556 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.542254 TRUE TRUE TRUE

c.(184-186)tcG>tcCp.S62S 0.484848 FALSE TRUE FALSE

c.(7501-7503)Ata>Gtap.I2501V 0.502392 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.484163 TRUE TRUE TRUE

c.(1408-1410)Gaa>Taap.E470* 0.512195 TRUE TRUE FALSE

c.(970-972)cTg>cCgp.L324P 0.451977 FALSE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 1 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.509434 TRUE TRUE TRUE

c.(52-54)Gcc>Tccp.A18S 0.619048 FALSE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 1 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.983607 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.5 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.515556 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.417582 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.5 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.053097 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.520231 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.534884 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 1 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.992481 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.677966 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.222222 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.468927 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.445545 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.436508 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.036254 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.426087 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.537313 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.258741 TRUE TRUE FALSE



c.(3268-3270)ggC>ggTp.G1090G 0.463415 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.07874 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.46875 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.117647 TRUE TRUE TRUE

c.(172-174)tgG>tgAp.W58* 1 FALSE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.420513 TRUE TRUE TRUE

c.(2935-2937)Ggc>Agcp.G979S 0.43662 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.99661 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.458498 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.521008 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.25 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.158879 TRUE TRUE FALSE

c.(493-495)gGc>gTcp.G165V 0.37037 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.431818 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.464646 TRUE TRUE TRUE

c.(6628-6630)cGg>cAgp.R2210Q 0.511494 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.627907 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.171053 TRUE TRUE FALSE

c.(3070-3072)gcC>gcAp.A1024A 0.505263 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.580913 FALSE TRUE FALSE

c.(598-600)tcC>tcGp.S200S 0.428571 TRUE TRUE FALSE

c.(4678-4680)gaC>gaTp.D1560D 0.471264 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.945578 TRUE TRUE FALSE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(8728-8730)gAg>gTgp.E2910V 1 FALSE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.462451 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.995652 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.548223 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.669456 TRUE TRUE TRUE

c.(1327-1329)cTg>cCgp.L443P 0.15625 TRUE TRUE FALSE

c.(2143-2145)tcC>tcTp.S715S 0.477157 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.771574 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.988506 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.873239 TRUE TRUE FALSE

c.(2503-2505)aaC>aaTp.N835N 0.49 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.537037 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.994152 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.786127 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.546875 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.550802 TRUE TRUE TRUE

c.(2080-2082)Gca>Acap.A694T 0.396396 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.995192 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.480226 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.868966 TRUE TRUE FALSE

c.(865-867)Gat>Aatp.D289N 0.442478 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.572368 TRUE TRUE TRUE

c.(4630-4632)ccG>ccAp.P1544P 0.411765 TRUE TRUE TRUE



c.(3184-3186)Gcc>Accp.A1062T 0.33 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.474286 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 1 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.456897 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.448669 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.991525 FALSE TRUE FALSE

c.(892-894)tGt>tCtp.C298S 0.465217 TRUE TRUE TRUE

c.(577-579)gGg>gAgp.G193E 0.636364 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.458015 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.482759 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.647059 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.215488 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 1 TRUE TRUE FALSE

c.(2440-2442)acG>acTp.T814T 0.691211 TRUE TRUE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.43128 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.857143 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.694737 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.561856 TRUE TRUE TRUE

c.(118-120)ctG>ctAp.L40L 1 FALSE TRUE FALSE

c.(2926-2928)gtG>gtCp.V976V 0.530172 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.483696 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.518519 TRUE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 1 TRUE TRUE FALSE

c.e2-1 0.283333 FALSE FALSE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.683371 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.539877 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.611465 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.614525 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.996124 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.518519 TRUE TRUE TRUE

c.(670-672)Ata>Gtap.I224V 0.5 TRUE TRUE TRUE

c.(271-273)cGa>cTap.R91L 0.48951 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.866667 TRUE TRUE TRUE

c.(1474-1476)cGt>cAtp.R492H 0.479675 TRUE TRUE TRUE

c.(1180-1182)cTa>cCap.L394P 0.133333 FALSE FALSE FALSE

c.(79-81)cGg>cAgp.R27Q 0.995327 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.6 TRUE TRUE TRUE

c.(820-822)Cct>Tctp.P274S 0.863874 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.525 TRUE TRUE TRUE

c.(1282-1284)Ggt>Agtp.G428S 0.415966 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.47205 TRUE TRUE TRUE

c.(823-825)ccA>ccGp.P275P 0.244898 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.108614 TRUE TRUE FALSE

c.(634-636)ccA>ccGp.P212P 1 FALSE TRUE FALSE

c.(1729-1731)cTg>cCgp.L577P 0.9375 FALSE TRUE FALSE

c.e2+1 0.162338 FALSE FALSE FALSE



c.(106-108)agG>agAp.R36R 0.139241 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.990385 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.991701 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.655488 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.5 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 1 TRUE TRUE TRUE

c.(2320-2322)Ctg>Ttgp.L774L 0.455882 FALSE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.511628 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.477707 TRUE TRUE TRUE

c.(538-540)caG>caAp.Q180Q 0.321429 FALSE FALSE FALSE

c.(823-825)cGg>cAgp.R275Q 1 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 1 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.945783 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.492754 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.340336 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.582569 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.32 TRUE TRUE TRUE

c.(115-117)ggC>ggTp.G39G 0.549107 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 1 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.453125 TRUE TRUE TRUE

c.(4030-4032)ctG>ctTp.L1344L 0.531792 FALSE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.058824 TRUE TRUE FALSE

c.(3682-3684)gaT>gaCp.D1228D 0.538462 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.38764 TRUE TRUE TRUE

c.(5986-5988)acG>acAp.T1996T 0.421622 FALSE TRUE TRUE

c.(517-519)Cgc>Tgcp.R173C 0.297297 FALSE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.454545 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.526012 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.285714 TRUE TRUE FALSE

c.(1138-1140)taC>taTp.Y380Y 0.692308 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 1 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.357143 TRUE TRUE TRUE

c.(487-489)gcG>gcTp.A163A 0.432099 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.5 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.143451 TRUE TRUE FALSE

c.(3178-3180)Gta>Atap.V1060I 0.428571 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.065259 TRUE TRUE FALSE

c.(385-387)Gtg>Ctgp.V129L 0.480287 TRUE TRUE TRUE

c.(2188-2190)Gtg>Atgp.V730M 0.631579 FALSE TRUE TRUE

c.(256-258)atA>atGp.I86M 1 FALSE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.654434 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.608696 TRUE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.493056 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.992958 TRUE TRUE FALSE

c.(11965-11967)tCt>tTtp.S3989F 0.538462 FALSE TRUE TRUE

c.(8734-8736)Aat>Gatp.N2912D 1 FALSE TRUE TRUE



c.(1507-1509)tcC>tcTp.S503S 0.494048 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.54375 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.289641 TRUE TRUE TRUE

c.(10978-10980)tCg>tTgp.S3660L 0.665746 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.481308 TRUE TRUE TRUE

c.(1657-1659)acG>acAp.T553T 0.323308 FALSE FALSE TRUE

c.(724-726)Gtg>Atgp.V242M 0.588235 FALSE FALSE FALSE

c.(8851-8853)gtT>gtCp.V2951V 0.576159 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.515991 TRUE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.99115 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.96 TRUE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.474576 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.625984 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.529412 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.356322 TRUE TRUE FALSE

c.(988-990)cTg>cCgp.L330P 0.508021 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.636 TRUE TRUE FALSE

c.(2659-2661)Gat>Aatp.D887N 0.5 FALSE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.620178 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.476684 TRUE TRUE FALSE

c.(676-678)cGg>cAgp.R226Q 0.380165 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.063712 TRUE TRUE TRUE

c.(3460-3462)Cca>Tcap.P1154S 0.43578 FALSE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.462121 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.046218 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.582996 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.992308 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.504587 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.337079 TRUE TRUE FALSE

c.(358-360)gcC>gcTp.A120A 0.342105 TRUE TRUE FALSE

c.(607-609)ggG>ggAp.G203G 1 FALSE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.6 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.478571 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.5 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.714286 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.538153 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.680297 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.995215 TRUE TRUE TRUE

c.(508-510)taC>taTp.Y170Y 0.470238 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.180905 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.489247 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.330435 TRUE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.995708 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.159218 TRUE TRUE FALSE

c.(2935-2937)Ggc>Agcp.G979S 0.627451 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.997389 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.503311 TRUE TRUE FALSE



c.(718-720)aGc>aTcp.S240I 0.642424 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.098039 TRUE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.352113 TRUE TRUE FALSE

c.(307-309)gtG>gtAp.V103V 0.976744 FALSE TRUE FALSE

c.(1765-1767)acA>acGp.T589T 0.352792 FALSE TRUE TRUE

c.(7453-7455)gaC>gaTp.D2485D 0.431818 FALSE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.147668 TRUE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 0.991416 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.18932 TRUE FALSE FALSE

c.(4789-4791)aAa>aGap.K1597R 0.231884 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.081925 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.378467 TRUE TRUE TRUE

c.(1342-1344)Atc>Gtcp.I448V 0.9375 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.641026 TRUE TRUE TRUE

c.(598-600)tcC>tcGp.S200S 0.5 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.031204 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 1 TRUE TRUE TRUE

c.(535-537)Tta>Ctap.L179L 1 FALSE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.826705 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.100346 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.056034 TRUE TRUE FALSE

c.(508-510)Tta>Ctap.L170L 1 FALSE TRUE FALSE

c.(5014-5016)aaC>aaTp.N1672N 0.995556 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.387097 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.354497 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.47486 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.490617 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.231343 TRUE TRUE FALSE

c.(919-921)cGt>cAtp.R307H 0.607595 TRUE TRUE TRUE

c.(622-624)cGg>cAgp.R208Q 0.25 FALSE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 1 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.53494 TRUE TRUE TRUE

c.(115-117)Atg>Ctgp.M39L 0.617647 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.452899 TRUE TRUE TRUE

c.(1537-1539)tCa>tGap.S513* 0.034384 FALSE FALSE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.269231 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.518868 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.236641 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.535604 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.862745 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.178082 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.092199 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.994975 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.377953 FALSE TRUE FALSE

c.(4786-4788)Gtt>Cttp.V1596L 0.454545 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.516949 TRUE TRUE TRUE

c.(2266-2268)ggG>ggAp.G756G 0.478571 FALSE FALSE FALSE



c.(1786-1788)caG>caCp.Q596H 0.571429 TRUE TRUE TRUE

c.(1369-1371)ttT>ttCp.F457F 1 FALSE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.625 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.365079 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.357143 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.794393 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.712121 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.462963 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.471338 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.875 TRUE TRUE FALSE

c.(6043-6045)Acc>Gccp.T2015A 0.092 TRUE TRUE TRUE

c.(2101-2103)agC>agTp.S701S 0.073529 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.516484 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.481928 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.42069 TRUE TRUE FALSE

c.(3859-3861)Gag>Aagp.E1287K 0.486239 TRUE TRUE TRUE

c.(631-633)aTc>aCcp.I211T 0.137931 FALSE FALSE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.332344 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.256637 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.556075 TRUE TRUE FALSE

c.(595-597)ctG>ctAp.L199L 1 FALSE TRUE FALSE

c.(1474-1476)cGt>cAtp.R492H 0.469027 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.165468 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.45977 TRUE TRUE TRUE

c.(223-225)Cac>Tacp.H75Y 0.35 FALSE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.905882 TRUE TRUE TRUE

c.(1537-1539)Cgc>Tgcp.R513C 0.75 FALSE TRUE FALSE

c.(844-846)atT>atCp.I282I 1 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.048896 TRUE TRUE FALSE

c.(3013-3015)gaA>gaGp.E1005E 0.483333 FALSE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.36971 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.1875 FALSE TRUE FALSE

c.(2386-2388)ctC>ctTp.L796L 0.376712 FALSE TRUE TRUE

c.(10462-10464)cTa>cCap.L3488P 0.825532 TRUE TRUE TRUE

c.(409-411)Cgg>Tggp.R137W 0.461538 FALSE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.434132 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.119048 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.496183 TRUE TRUE TRUE

c.(820-822)Cct>Tctp.P274S 0.824324 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.223881 TRUE TRUE FALSE

c.(2002-2004)tcA>tcGp.S668S 0.126984 FALSE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.30303 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.259494 TRUE TRUE FALSE

c.(2476-2478)Ctg>Atgp.L826M 0.576087 FALSE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.406667 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.546154 TRUE TRUE TRUE



c.(658-660)taC>taTp.Y220Y 0.534483 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.509434 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.371795 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 1 TRUE TRUE FALSE

c.(3082-3084)caA>caGp.Q1028Q 0.538328 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.398649 TRUE TRUE FALSE

c.(856-858)gCa>gAap.A286E 0.036723 TRUE FALSE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.40566 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.257143 TRUE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.377778 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.026534 TRUE TRUE FALSE

c.(1288-1290)tgC>tgTp.C430C 0.02935 FALSE FALSE TRUE

c.(91-93)gTa>gCap.V31A 1 FALSE TRUE FALSE

c.(496-498)ggA>ggGp.G166G 0.96 FALSE TRUE FALSE

c.(808-810)Cgc>Tgcp.R270C 0.407407 TRUE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.986395 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.505728 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.492958 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 1 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.510549 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.133803 TRUE TRUE FALSE

c.(499-501)cGa>cAap.R167Q 0.38674 TRUE TRUE TRUE

c.(10978-10980)tCg>tTgp.S3660L 0.5 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 1 TRUE TRUE TRUE

c.(127-129)ccC>ccTp.P43P 0.452586 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.859031 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.204444 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.545752 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.602941 TRUE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.996454 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.56621 TRUE TRUE FALSE

c.(9394-9396)Tgc>Cgcp.C3132R 0.630058 FALSE FALSE FALSE

c.(685-687)aCa>aTap.T229I 1 FALSE TRUE FALSE

c.(658-660)ctG>ctCp.L220L 0.380952 FALSE TRUE FALSE

c.(2803-2805)tgC>tgTp.C935C 0.444444 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.38835 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(4999-5001)aaC>aaTp.N1667N 0.490385 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.477041 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.521978 TRUE TRUE TRUE

c.(634-636)aaC>aaTp.N212N 0.225806 FALSE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.991667 TRUE TRUE TRUE

c.(850-852)ccG>ccAp.P284P 0.548611 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.544186 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.542998 TRUE TRUE TRUE



c.(10105-10107)gTc>gCcp.V3369A 0.401802 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.57265 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.075838 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.385593 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.080357 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.984615 TRUE TRUE TRUE

c.(745-747)gcA>gcGp.A249A 1 FALSE TRUE FALSE

c.(334-336)cCa>cAap.P112Q 0.047297 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.992187 TRUE TRUE FALSE

c.(223-225)agC>agTp.S75S 0.215385 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.995595 TRUE TRUE TRUE

c.(8338-8340)tTt>tGtp.F2780C 0.619482 FALSE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.126374 FALSE TRUE TRUE

c.(1285-1287)acG>acAp.T429T 0.666667 TRUE TRUE TRUE

c.(2191-2193)gAa>gCap.E731A 0.333333 FALSE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.995181 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.386581 TRUE TRUE TRUE

c.(724-726)ggT>ggCp.G242G 1 FALSE TRUE FALSE

c.(79-81)Cgt>Tgtp.R27C 0.806349 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.571429 TRUE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.127517 FALSE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.45082 TRUE TRUE TRUE

c.(2506-2508)cgC>cgTp.R836R 0.518868 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.526786 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.270161 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.628272 TRUE TRUE TRUE

c.(112-114)agC>agTp.S38S 0.053097 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 1 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.363636 TRUE TRUE FALSE

c.(700-702)Aca>Tcap.T234S 0.215017 TRUE TRUE FALSE

c.(112-114)agC>agTp.S38S 0.127907 TRUE TRUE TRUE

c.(2428-2430)cCg>cTgp.P810L 0.512821 FALSE TRUE FALSE

c.(2971-2973)tTg>tCgp.L991S 0.524862 FALSE FALSE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.541528 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.053215 TRUE TRUE TRUE

c.(3409-3411)gcC>gcTp.A1137A 0.065789 FALSE TRUE FALSE

c.(403-405)aCa>aAap.T135K 0.627219 TRUE TRUE TRUE

c.(1084-1086)ggG>ggTp.G362G 0.615385 TRUE TRUE TRUE

c.(514-516)Gtc>Atcp.V172I 0.37234 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.480519 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.996269 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.039548 TRUE TRUE FALSE

c.(2140-2142)gcG>gcTp.A714A 0.518182 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.343669 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.211268 TRUE TRUE FALSE



c.(430-432)Aat>Gatp.N144D 0.034078 FALSE FALSE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.536765 TRUE TRUE TRUE

c.(2092-2094)cCc>cGcp.P698R 0.638889 FALSE TRUE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.471698 TRUE TRUE FALSE

c.(718-720)Aca>Gcap.T240A 1 FALSE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.533569 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.315436 TRUE TRUE FALSE

c.(106-108)agG>agAp.R36R 0.190476 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.037736 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.631944 TRUE TRUE TRUE

c.(388-390)caC>caTp.H130H 0.333333 TRUE TRUE TRUE

c.(907-909)gcA>gcGp.A303A 0.48318 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.527027 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.48495 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.505682 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.333333 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.145631 TRUE TRUE FALSE

c.(187-189)atC>atTp.I63I 0.037736 FALSE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.061581 TRUE TRUE FALSE

c.(4528-4530)caC>caTp.H1510H 0.509434 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.99705 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.5 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.444954 TRUE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.490566 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.049563 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.112102 TRUE TRUE FALSE

c.(76-78)aaG>aaAp.K26K 0.085271 TRUE TRUE FALSE

c.(949-951)aAa>aCap.K317T 0.552632 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.111111 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.508475 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.044329 TRUE TRUE FALSE

c.(1219-1221)Ttc>Gtcp.F407V 0.566265 FALSE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.048618 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.991304 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.544199 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.501961 TRUE TRUE TRUE

c.(1327-1329)cTg>cCgp.L443P 1 TRUE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.449198 TRUE TRUE TRUE

c.(3655-3657)cGc>cCcp.R1219P 0.506394 FALSE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.504983 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.384615 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.996587 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.99705 TRUE TRUE TRUE

c.(2431-2433)gcG>gcAp.A811A 0.506383 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.490842 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.483444 TRUE TRUE TRUE



c.(1921-1923)Agg>Gggp.R641G 0.412281 FALSE TRUE FALSE

c.(1837-1839)gcC>gcTp.A613A 0.52381 TRUE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.478632 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.489247 TRUE TRUE TRUE

c.(142-144)acG>acAp.T48T 0.048193 TRUE FALSE FALSE

c.(2557-2559)Ctt>Tttp.L853F 0.479419 FALSE TRUE TRUE

c.(361-363)gTc>gCcp.V121A 0.5 TRUE TRUE FALSE

c.(328-330)gGg>gAgp.G110E 0.333333 TRUE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.583333 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.15873 TRUE TRUE FALSE

c.(2428-2430)cCg>cTgp.P810L 0.47191 FALSE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.431373 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.5 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.193717 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.590909 TRUE TRUE FALSE

c.(4675-4677)Gtg>Atgp.V1559M 0.487805 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.445122 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(616-618)cCa>cAap.P206Q 0.058824 TRUE FALSE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.375 TRUE TRUE FALSE

c.(166-168)agC>agTp.S56S 0.462783 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.473373 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.470982 TRUE TRUE TRUE

c.(661-663)Gtg>Atgp.V221M 0.056338 FALSE TRUE FALSE

c.(994-996)gGc>gCcp.G332A 0.51634 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.050139 TRUE TRUE FALSE

c.(10648-10650)gaG>gaAp.E3550E 0.497368 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.452381 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.469466 TRUE TRUE TRUE

c.e19-1 0.157895 FALSE FALSE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.224551 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.509804 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.5 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.424837 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.559322 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.473684 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.210526 TRUE TRUE FALSE

c.(823-825)ccA>ccGp.P275P 0.289855 TRUE TRUE TRUE

c.(103-105)gGt>gAtp.G35D 0.193939 TRUE TRUE FALSE

c.(205-207)caA>caGp.Q69Q 0.096257 TRUE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.451327 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.420904 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.75 FALSE TRUE FALSE

c.(8281-8283)caG>caAp.Q2761Q 0.304348 TRUE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.993197 TRUE TRUE TRUE



c.(8278-8280)gAt>gGtp.D2760G 0.50885 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.447619 TRUE TRUE TRUE

c.(1108-1110)caG>caAp.Q370Q 0.493827 FALSE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.509554 TRUE TRUE TRUE

c.(340-342)acT>acCp.T114T 0.3125 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.488372 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.453521 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.607143 TRUE TRUE TRUE

c.(4840-4842)cCt>cTtp.P1614L 0.52439 FALSE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.552486 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.501548 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.526316 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.442857 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.483146 TRUE TRUE TRUE

c.(5068-5070)Aga>Cgap.R1690R 0.063973 TRUE TRUE FALSE

c.(5626-5628)cGg>cAgp.R1876Q 0.484979 TRUE TRUE TRUE

c.(1492-1494)gcG>gcAp.A498A 0.478448 FALSE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.534483 TRUE TRUE TRUE

c.(604-606)gaG>gaAp.E202E 0.486772 FALSE TRUE TRUE

c.(94-96)Ctc>Gtcp.L32V 0.487179 FALSE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.502041 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.040698 TRUE TRUE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.471042 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.507246 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.384615 TRUE TRUE FALSE

c.(3109-3111)caG>caAp.Q1037Q 0.523316 TRUE TRUE TRUE

c.(2407-2409)cgC>cgTp.R803R 0.445344 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.519417 TRUE TRUE TRUE

c.(1138-1140)taC>taTp.Y380Y 0.5 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.993289 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.989189 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.490964 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.987603 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.517442 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.546875 TRUE TRUE TRUE

c.(6061-6063)acG>acAp.T2021T 0.460432 FALSE FALSE TRUE

c.(379-381)Gct>Actp.A127T 0.136585 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.391304 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.457364 TRUE TRUE TRUE

c.(1627-1629)aAg>aGgp.K543R 0.262857 FALSE FALSE FALSE

c.(1753-1755)aGa>aAap.R585K 0.458333 TRUE TRUE TRUE

c.(466-468)Cat>Tatp.H156Y 0.481799 TRUE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.495652 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.050529 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.492754 TRUE TRUE TRUE

c.(1744-1746)gaA>gaGp.E582E 0.521008 TRUE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.457576 TRUE TRUE TRUE



c.(1684-1686)caA>caGp.Q562Q 0.378788 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.037618 TRUE TRUE FALSE

c.(1012-1014)caC>caTp.H338H 0.428571 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.994444 TRUE TRUE FALSE

c.(997-999)aGc>aAcp.S333N 0.471074 FALSE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.615385 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.490291 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.471264 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.520958 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(8710-8712)cAg>cGgp.Q2904R 0.550218 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.061224 TRUE TRUE TRUE

c.(442-444)Gcg>Acgp.A148T 0.453125 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.559028 TRUE TRUE TRUE

c.(2587-2589)acA>acGp.T863T 0.434164 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.452174 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.467105 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.505017 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.469649 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.307692 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.510511 TRUE TRUE TRUE

c.(1525-1527)Gtg>Atgp.V509M 0.678322 FALSE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.444444 TRUE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.386667 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.468635 TRUE TRUE TRUE

c.(355-357)Cct>Gctp.P119A 0.203125 FALSE TRUE FALSE

c.(526-528)cGt>cAtp.R176H 0.157895 TRUE TRUE FALSE

c.(1708-1710)agC>agTp.S570S 0.62069 TRUE TRUE TRUE

c.e2-1 0.180952 FALSE FALSE FALSE

c.(8605-8607)ctC>ctAp.L2869L 0.479839 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.080851 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.514019 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.076087 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.988971 TRUE TRUE TRUE

c.(652-654)Atg>Gtgp.M218V 0.786885 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.552764 TRUE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.440476 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.434783 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.488889 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.753247 TRUE TRUE FALSE

c.(1825-1827)ccA>ccGp.P609P 0.491857 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.526882 TRUE TRUE FALSE

c.(358-360)gcC>gcTp.A120A 0.521739 TRUE TRUE FALSE

c.(607-609)ggG>ggAp.G203G 0.909091 FALSE TRUE FALSE

c.(1342-1344)Agc>Tgcp.S448C 0.384615 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.148465 TRUE TRUE FALSE

c.(9682-9684)agG>agAp.R3228R 0.436306 TRUE TRUE TRUE



c.(283-285)caA>caGp.Q95Q 0.132554 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.527523 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.483193 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.514085 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.050926 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.54717 TRUE TRUE TRUE

c.(5650-5652)Cgc>Tgcp.R1884C 0.25 TRUE TRUE TRUE

c.(3262-3264)tcG>tcCp.S1088S 0.310345 FALSE FALSE FALSE

c.(1129-1131)cAg>cGgp.Q377R 0.375 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.5 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.443038 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.6875 TRUE TRUE TRUE

c.(313-315)tGt>tTtp.C105F 0.4375 FALSE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.333333 TRUE TRUE TRUE

c.(1993-1995)aCa>aTap.T665I 0.518519 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(2650-2652)tCa>tTap.S884L 0.304348 TRUE TRUE TRUE

c.(1024-1026)ttT>ttCp.F342F 0.955224 FALSE TRUE FALSE

c.(478-480)Gtc>Atcp.V160I 0.56 FALSE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.294118 TRUE TRUE TRUE

c.(2269-2271)cgG>cgAp.R757R 0.407407 TRUE TRUE TRUE

c.(2866-2868)aTa>aCap.I956T 0.5 FALSE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.388889 TRUE TRUE TRUE

c.(4588-4590)tcC>tcTp.S1530S 0.421053 FALSE TRUE TRUE

c.(805-807)Gtg>Ttgp.V269L 0.342857 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.4 TRUE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.425926 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.571429 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.108 FALSE FALSE FALSE

c.(6499-6501)Cgt>Tgtp.R2167C 0.181818 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.5 TRUE TRUE TRUE

c.(7156-7158)aCa>aTap.T2386I 0.525 FALSE TRUE TRUE

c.(10786-10788)ggG>ggAp.G3596G 0.37037 FALSE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.607843 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.411765 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.857143 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.666667 TRUE TRUE TRUE

c.(472-474)Aca>Gcap.T158A 1 FALSE TRUE FALSE

c.(271-273)Gtt>Attp.V91I 1 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.93617 TRUE TRUE TRUE

c.(430-432)tTa>tGap.L144* 0.098361 FALSE FALSE FALSE

c.(2119-2121)agC>agTp.S707S 0.578947 FALSE FALSE FALSE

c.(1741-1743)caA>caCp.Q581H 0.347826 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.368421 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.764706 TRUE TRUE TRUE



c.(1753-1755)aGa>aAap.R585K 0.529412 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.509804 TRUE TRUE TRUE

c.(1132-1134)aGt>aAtp.S378N 0.098361 TRUE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.482759 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.683673 FALSE TRUE FALSE

c.(2209-2211)gaT>gaCp.D737D 0.4 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.692308 TRUE TRUE TRUE

c.(3385-3387)tTg>tCgp.L1129S 0.216216 FALSE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.714286 TRUE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.418605 TRUE TRUE TRUE

c.(7624-7626)cgC>cgGp.R2542R 0.409091 TRUE TRUE TRUE

c.(733-735)tGc>tTcp.C245F 0.444444 FALSE FALSE FALSE

c.(250-252)gaA>gaGp.E84E 0.294118 TRUE TRUE TRUE

c.(3469-3471)gaG>gaAp.E1157E 0.583333 FALSE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.190476 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.977778 TRUE TRUE TRUE

c.(859-861)cTc>cCcp.L287P 0.611111 TRUE TRUE TRUE

c.(502-504)tcA>tcTp.S168S 0.277778 FALSE FALSE FALSE

c.(628-630)gCg>gTgp.A210V 0.4 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.44186 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.589744 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.263158 TRUE TRUE TRUE

c.(676-678)cGg>cAgp.R226Q 1 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.375 TRUE TRUE TRUE

c.(1033-1035)aaT>aaAp.N345K 0.272727 FALSE FALSE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.368421 TRUE TRUE FALSE

c.(202-204)acA>acCp.T68T 0.114583 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 0.380952 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.378378 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.5 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.5 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.875 TRUE TRUE FALSE

c.(3580-3582)tcC>tcTp.S1194S 0.413793 TRUE TRUE TRUE

c.(10462-10464)cTa>cCap.L3488P 0.536585 TRUE TRUE TRUE

c.(2782-2784)Cgt>Tgtp.R928C 0.666667 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.44 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.521739 TRUE TRUE TRUE

c.(2938-2940)ccC>ccTp.P980P 0.5 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.516129 TRUE TRUE FALSE

c.(6334-6336)gCt>gGtp.A2112G 0.30303 FALSE FALSE FALSE

c.(2701-2703)caA>caGp.Q901Q 0.875 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.421053 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.387097 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.647059 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.55 TRUE TRUE TRUE



c.(2458-2460)acA>acGp.T820T 0.592593 TRUE TRUE TRUE

c.(556-558)Agt>Tgtp.S186C 0.7 FALSE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.636364 TRUE TRUE FALSE

c.(1822-1824)cCa>cTap.P608L 0.4 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.472222 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.388889 TRUE TRUE TRUE

c.(1279-1281)atT>atCp.I427I 0.984615 FALSE TRUE FALSE

c.(1693-1695)atT>atCp.I565I 0.272727 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.323529 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.576923 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.6875 TRUE TRUE TRUE

c.(169-171)Gca>Acap.A57T 0.105769 FALSE FALSE FALSE

c.(1633-1635)agA>agGp.R545R 0.47619 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.78125 TRUE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.55 TRUE TRUE FALSE

c.(4999-5001)aaC>aaTp.N1667N 0.352941 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.5 TRUE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.135135 FALSE FALSE FALSE

c.(961-963)gCg>gAgp.A321E 0.208333 TRUE TRUE FALSE

c.(3847-3849)Atc>Ctcp.I1283L 0.282051 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.063433 FALSE FALSE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.857143 TRUE TRUE TRUE

c.(46-48)cAc>cGcp.H16R 0.980392 FALSE TRUE FALSE

c.(1684-1686)caA>caGp.Q562Q 0.571429 TRUE TRUE FALSE

c.(7-9)Gaa>Aaap.E3K 1 FALSE TRUE FALSE

c.(7393-7395)tgC>tgTp.C2465C 0.5 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.928571 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.947368 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.4375 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.454545 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.486486 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.972222 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.727273 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.95 TRUE TRUE TRUE

c.(1771-1773)gcA>gcCp.A591A 0.615385 TRUE TRUE TRUE

c.(181-183)Aac>Cacp.N61H 0.447761 FALSE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.555556 TRUE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.384615 TRUE TRUE FALSE

c.(5188-5190)Aaa>Gaap.K1730E 0.56 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.113402 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.454545 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.911765 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.439024 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.050114 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.473684 TRUE TRUE TRUE

c.(2173-2175)acC>acTp.T725T 0.40625 FALSE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.545455 TRUE TRUE TRUE



c.(7339-7341)ggT>ggAp.G2447G 0.4375 TRUE TRUE TRUE

c.(7792-7794)gaC>gaTp.D2598D 0.222222 FALSE FALSE FALSE

c.(2140-2142)gcG>gcTp.A714A 0.375 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.916667 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.481481 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.9 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.44 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.223022 FALSE FALSE FALSE

c.(628-630)cTc>cAcp.L210H 0.384615 FALSE FALSE FALSE

c.(889-891)gtC>gtTp.V297V 0.928571 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.5 TRUE TRUE TRUE

c.(1105-1107)Aca>Gcap.T369A 0.34375 FALSE TRUE TRUE

c.(5695-5697)gtG>gtAp.V1899V 0.510345 TRUE TRUE TRUE

c.(1129-1131)cAg>cGgp.Q377R 0.512821 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.48 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.540984 TRUE TRUE TRUE

c.(6202-6204)tAt>tGtp.Y2068C 0.460317 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.995475 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.714286 TRUE TRUE TRUE

c.(1381-1383)atC>atTp.I461I 0.531429 FALSE TRUE TRUE

c.(493-495)gGc>gTcp.G165V 0.235294 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.467249 TRUE TRUE TRUE

c.(1171-1173)ccC>ccTp.P391P 0.375 TRUE TRUE TRUE

c.(142-144)Cta>Ttap.L48L 1 FALSE TRUE FALSE

c.(13687-13689)ccC>ccTp.P4563P 0.448529 TRUE TRUE TRUE

c.(3019-3021)tcG>tcAp.S1007S 0.512315 FALSE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 1 TRUE TRUE FALSE

c.(2809-2811)Cgg>Tggp.R937W 0.471429 FALSE TRUE TRUE

c.(4129-4131)Ccc>Tccp.P1377S 0.513333 TRUE TRUE FALSE

c.(1621-1623)gcC>gcTp.A541A 0.21875 FALSE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.481481 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.044346 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.448649 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.510638 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.546763 TRUE TRUE TRUE

c.(7489-7491)cgC>cgTp.R2497R 0.542553 FALSE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 1 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.081731 TRUE TRUE FALSE

c.(583-585)Gga>Agap.G195R 0.466321 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.532934 TRUE TRUE TRUE

c.(850-852)aGt>aCtp.S284T 0.475 FALSE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.514056 TRUE TRUE TRUE

c.(3292-3294)gcT>gcCp.A1098A 0.389381 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.566265 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.542857 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.99359 TRUE TRUE TRUE

c.(919-921)atA>atGp.I307M 0.85 FALSE TRUE FALSE



c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(4234-4236)aaC>aaTp.N1412N 0.108333 FALSE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.714286 TRUE TRUE TRUE

c.(2047-2049)Ctg>Ttgp.L683L 0.518135 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.548193 TRUE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.405063 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.567797 TRUE TRUE TRUE

c.(7957-7959)Cta>Gtap.L2653V 0.441989 FALSE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.5 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.994444 TRUE TRUE TRUE

c.(1489-1491)ctC>ctAp.L497L 0.541667 TRUE TRUE TRUE

c.(304-306)ttG>ttAp.L102L 1 FALSE TRUE FALSE

c.(4984-4986)aAc>aGcp.N1662S 0.454082 TRUE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.419192 TRUE TRUE TRUE

c.(412-414)caA>caGp.Q138Q 0.956522 FALSE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.493473 TRUE TRUE TRUE

c.(9379-9381)Tct>Cctp.S3127P 0.475309 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.646154 TRUE TRUE FALSE

c.(2026-2028)ccG>ccAp.P676P 0.42446 FALSE TRUE TRUE

c.(4675-4677)Gtg>Atgp.V1559M 0.429487 TRUE TRUE TRUE

c.(913-915)Cgc>Tgcp.R305C 0.497835 FALSE TRUE FALSE

c.(115-117)ctA>ctGp.L39L 0.909091 FALSE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.559055 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.992647 TRUE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.186667 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.510067 TRUE TRUE TRUE

c.(898-900)aTt>aCtp.I300T 0.588235 FALSE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.504348 TRUE TRUE TRUE

c.(616-618)cCa>cAap.P206Q 0.058394 TRUE FALSE FALSE

c.(220-222)aCc>aTcp.T74I 0.909091 FALSE TRUE FALSE

c.(1345-1347)cTg>cCgp.L449P 0.5625 TRUE TRUE FALSE

c.(955-957)caT>caCp.H319H 0.947368 FALSE TRUE FALSE

c.(628-630)gCg>gTgp.A210V 0.448276 TRUE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.451613 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.510309 FALSE TRUE FALSE

c.(835-837)ggC>ggTp.G279G 0.126394 TRUE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.529412 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.485507 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.455026 TRUE TRUE TRUE

c.(5632-5634)aCt>aTtp.T1878I 0.449153 TRUE TRUE FALSE

c.(1996-1998)atC>atTp.I666I 0.532468 TRUE TRUE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.542601 TRUE TRUE FALSE

c.(832-834)tcA>tcTp.S278S 0.473404 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.702703 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.481481 TRUE TRUE TRUE

c.(328-330)Gtc>Atcp.V110I 0.439394 TRUE TRUE FALSE

c.(853-855)gaT>gaGp.D285E 0.5 TRUE TRUE TRUE



c.(8380-8382)gcC>gcTp.A2794A 0.47205 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.263566 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.526718 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.333333 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.469027 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.517241 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.362637 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.121593 TRUE TRUE TRUE

c.(103-105)gGt>gAtp.G35D 0.205607 TRUE TRUE FALSE

c.(541-543)ttG>ttAp.L181L 1 FALSE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.989474 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.506494 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.482759 TRUE TRUE TRUE

c.(82-84)ttT>ttCp.F28F 1 FALSE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.5 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.517442 TRUE TRUE TRUE

c.(2077-2079)gaC>gaAp.D693E 0.451923 TRUE TRUE TRUE

c.(5305-5307)caA>caGp.Q1769Q 0.483871 FALSE FALSE FALSE

c.(3070-3072)gcC>gcAp.A1024A 0.47541 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.466102 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.492647 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.443396 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.52 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.5 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.453488 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.532934 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.463687 TRUE TRUE TRUE

c.(730-732)cGt>cAtp.R244H 0.363636 FALSE TRUE FALSE

c.(5626-5628)cGg>cAgp.R1876Q 0.420513 TRUE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.652174 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.995025 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.526749 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.487395 TRUE TRUE TRUE

c.(100-102)tgG>tgAp.W34* 0.278481 FALSE TRUE TRUE

c.(2848-2850)Aac>Gacp.N950D 0.457286 FALSE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.04359 TRUE TRUE FALSE

c.(1558-1560)taT>taCp.Y520Y 0.533333 TRUE TRUE TRUE

c.(1396-1398)ttT>ttCp.F466F 0.857143 FALSE TRUE FALSE

c.(658-660)taC>taTp.Y220Y 0.503067 TRUE TRUE FALSE

c.(1138-1140)taC>taTp.Y380Y 0.3 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.972222 TRUE TRUE FALSE

c.(1432-1434)acC>acTp.T478T 0.615385 TRUE TRUE TRUE

c.(2023-2025)Ata>Gtap.I675V 0.514286 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 1 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.44382 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.20398 TRUE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.422619 TRUE TRUE TRUE



c.(5890-5892)ggA>ggCp.G1964G 0.519685 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.95 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.471338 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.039443 TRUE TRUE FALSE

c.(3322-3324)ccG>ccAp.P1108P 0.455782 TRUE TRUE FALSE

c.(3430-3432)Aag>Gagp.K1144E 0.483146 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.480687 TRUE TRUE FALSE

c.(106-108)ccT>ccCp.P36P 0.8 FALSE TRUE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.50641 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.45977 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.503185 TRUE TRUE TRUE

c.(5536-5538)Tca>Acap.S1846T 0.518519 TRUE TRUE TRUE

c.(1156-1158)agA>agCp.R386S 0.5 TRUE TRUE FALSE

c.(844-846)gcC>gcTp.A282A 0.52193 TRUE TRUE TRUE

c.(2896-2898)ggG>ggAp.G966G 0.488764 FALSE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.449367 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.489362 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.476923 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.505051 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.50885 TRUE TRUE FALSE

c.(571-573)tCc>tAcp.S191Y 0.471503 FALSE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.135135 TRUE TRUE FALSE

c.(5449-5451)aGa>aCap.R1817T 0.55 FALSE TRUE TRUE

c.(415-417)gaC>gaTp.D139D 0.444444 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(1270-1272)gaC>gaTp.D424D 0.368421 FALSE TRUE FALSE

c.(3676-3678)gGc>gTcp.G1226V 0.415663 TRUE TRUE TRUE

c.(673-675)tcG>tcAp.S225S 0.479167 FALSE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.991228 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.426778 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.434066 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.502513 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.478873 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.491228 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.48951 TRUE TRUE FALSE

c.(472-474)gcA>gcGp.A158A 0.522449 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.745763 TRUE TRUE FALSE

c.(4483-4485)gaT>gaCp.D1495D 0.666667 FALSE TRUE TRUE

c.(235-237)ccT>ccAp.P79P 0.452489 TRUE TRUE TRUE

c.(346-348)caA>caGp.Q116Q 0.146789 FALSE FALSE FALSE

c.(166-168)cCa>cTap.P56L 0.375 FALSE FALSE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.472727 TRUE TRUE TRUE

c.(1312-1314)gCa>gTap.A438V 0.392857 FALSE FALSE FALSE

c.(1771-1773)gcA>gcCp.A591A 0.522013 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.549223 TRUE TRUE TRUE

c.(4282-4284)cAg>cGgp.Q1428R 0.451064 TRUE TRUE TRUE



c.(247-249)gtT>gtCp.V83V 1 FALSE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.588608 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.565217 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.517241 TRUE TRUE FALSE

c.e2-1 0.166667 FALSE FALSE FALSE

c.(4162-4164)gTc>gCcp.V1388A 0.13125 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.49359 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.482993 TRUE TRUE TRUE

c.(682-684)ggT>ggCp.G228G 0.941176 FALSE TRUE FALSE

c.(9598-9600)Ctg>Ttgp.L3200L 0.481013 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.425197 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.070539 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.469697 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.513761 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.448133 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.414141 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.465839 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.433036 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.490683 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.462766 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.591837 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.666667 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.436364 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.489899 TRUE TRUE TRUE

c.(9682-9684)agG>agAp.R3228R 0.522222 TRUE TRUE TRUE

c.(1033-1035)gaG>gaAp.E345E 0.407407 FALSE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.49359 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.44898 TRUE TRUE TRUE

c.(76-78)cGa>cAap.R26Q 0.497175 FALSE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.484536 TRUE TRUE TRUE

c.(1306-1308)aTt>aAtp.I436N 0.166667 TRUE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 0.434211 TRUE TRUE TRUE

c.(157-159)aCa>aAap.T53K 0.230769 TRUE TRUE TRUE

c.(1183-1185)aaC>aaGp.N395K 0.177083 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.511765 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.5 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.444444 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.0491 TRUE TRUE FALSE

c.(1321-1323)atG>atAp.M441I 0.59589 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.478632 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.5 TRUE TRUE FALSE

c.(403-405)Aga>Tgap.R135* 0.0525 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.148437 TRUE TRUE FALSE

c.(3109-3111)caG>caAp.Q1037Q 0.474138 TRUE TRUE TRUE

c.(1597-1599)aCa>aTap.T533I 0.894737 FALSE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.358696 TRUE TRUE TRUE



c.(772-774)tTc>tCcp.F258S 0.407821 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.09621 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.097087 TRUE TRUE TRUE

c.(403-405)aCa>aAap.T135K 0.515385 TRUE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.544643 TRUE TRUE TRUE

c.(850-852)aGt>aCtp.S284T 0.363636 FALSE TRUE TRUE

c.(1012-1014)tCg>tTgp.S338L 0.051613 TRUE TRUE FALSE

c.(3292-3294)gcT>gcCp.A1098A 0.471545 TRUE TRUE TRUE

c.(4387-4389)cGg>cAgp.R1463Q 0.520833 TRUE TRUE FALSE

c.(5002-5004)taC>taTp.Y1668Y 0.384615 FALSE FALSE FALSE

c.(115-117)Atg>Ctgp.M39L 0.473684 FALSE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.678899 TRUE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.338983 TRUE TRUE FALSE

c.(1141-1143)ctA>ctGp.L381L 0.247059 TRUE TRUE FALSE

c.(2080-2082)Gca>Acap.A694T 0.415385 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.4 TRUE TRUE FALSE

c.(4642-4644)Ccc>Tccp.P1548S 0.352941 TRUE TRUE FALSE

c.(994-996)gGc>gCcp.G332A 0.40678 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.094891 TRUE TRUE FALSE

c.(55-57)caC>caTp.H19H 0.511765 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.502959 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.391304 TRUE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 1 FALSE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.559322 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.958333 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.427632 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.28125 TRUE TRUE FALSE

c.(11995-11997)gTt>gGtp.V3999G 0.53719 FALSE TRUE TRUE

c.(10669-10671)ccA>ccGp.P3557P 0.614679 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.988636 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.6 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.539326 TRUE TRUE TRUE

c.(496-498)atG>atTp.M166I 0.455224 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(4621-4623)gCg>gGgp.A1541G 0.421053 TRUE TRUE FALSE

c.(2080-2082)gaC>gaTp.D694D 0.477876 FALSE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.13615 TRUE TRUE FALSE

c.(907-909)aaG>aaAp.K303K 0.504854 TRUE TRUE TRUE

c.(1372-1374)Gca>Acap.A458T 0.958333 FALSE TRUE FALSE

c.(6247-6249)Aga>Cgap.R2083R 0.983871 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.597633 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.52795 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.992908 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.988701 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.47651 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE



c.(9481-9483)Ttc>Atcp.F3161I 0.467742 TRUE TRUE TRUE

c.(853-855)gaT>gaGp.D285E 0.477273 TRUE TRUE TRUE

c.e4-1 0.578947 FALSE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 1 TRUE TRUE TRUE

c.(148-150)Gag>Aagp.E50K 0.266667 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.124601 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.5 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.072917 TRUE TRUE FALSE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(1711-1713)Ctg>Gtgp.L571V 0.153846 TRUE TRUE FALSE

c.(166-168)caA>caGp.Q56Q 1 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.777778 TRUE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.377193 TRUE TRUE TRUE

c.(568-570)acA>acGp.T190T 0.092784 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.535714 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.490566 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.467742 TRUE TRUE TRUE

c.(1084-1086)Gct>Tctp.A362S 0.567568 FALSE TRUE FALSE

c.(1576-1578)tgT>tgCp.C526C 0.437037 FALSE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.411765 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.385965 TRUE TRUE FALSE

c.(2572-2574)ggC>ggTp.G858G 0.541833 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.075601 TRUE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.46 TRUE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.414634 TRUE TRUE TRUE

c.(394-396)gAt>gGtp.D132G 0.520661 FALSE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.145585 TRUE FALSE FALSE

c.(3307-3309)Cgg>Tggp.R1103W0.357143 FALSE TRUE TRUE

c.(2407-2409)cgC>cgTp.R803R 0.489362 TRUE TRUE TRUE

c.(1087-1089)Ccg>Tcgp.P363S 0.515789 FALSE TRUE FALSE

c.(7621-7623)gcC>gcTp.A2541A 0.642857 TRUE TRUE FALSE

c.(46-48)aaG>aaAp.K16K 0.45283 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.524476 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.482353 TRUE TRUE TRUE

c.(1225-1227)Aag>Cagp.K409Q 0.296552 FALSE FALSE FALSE

c.(1960-1962)gtC>gtTp.V654V 0.477778 FALSE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.570423 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.586777 TRUE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.543651 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(682-684)cAg>cCgp.Q228P 0.467105 TRUE TRUE FALSE

c.(1633-1635)cGt>cAtp.R545H 0.409091 FALSE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 0.6 TRUE TRUE TRUE

c.(199-201)gTa>gGap.V67G 0.5 TRUE TRUE TRUE

c.(1591-1593)ccC>ccTp.P531P 0.506944 FALSE TRUE FALSE

c.(8332-8334)caA>caGp.Q2778Q 0.086957 TRUE TRUE FALSE



c.(1030-1032)aaC>aaGp.N344K 0.524194 FALSE FALSE FALSE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(3955-3957)aCc>aTcp.T1319I 0.36 FALSE FALSE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.060837 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.508287 TRUE TRUE FALSE

c.(6607-6609)caC>caTp.H2203H 0.468421 TRUE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.419355 TRUE TRUE TRUE

c.(400-402)ccC>ccAp.P134P 0.532787 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.433628 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.173397 TRUE TRUE FALSE

c.(1171-1173)ccC>ccTp.P391P 0.375 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.514085 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.993827 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.373016 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.450704 TRUE TRUE TRUE

c.(1918-1920)ccG>ccAp.P640P 0.43609 FALSE FALSE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.523179 TRUE TRUE TRUE

c.(652-654)cGt>cAtp.R218H 0.445946 FALSE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.490683 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.512195 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.448718 TRUE TRUE TRUE

c.(2539-2541)ccC>ccTp.P847P 0.5 FALSE TRUE TRUE

c.(1180-1182)gAg>gGgp.E394G 0.186275 FALSE TRUE TRUE

c.(8350-8352)Gtc>Ttcp.V2784F 0.479339 FALSE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.507042 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.186047 TRUE TRUE FALSE

c.(370-372)Ctg>Gtgp.L124V 0.482051 FALSE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.481818 FALSE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.090604 TRUE TRUE TRUE

c.(1267-1269)Ggt>Agtp.G423S 0.160377 TRUE TRUE FALSE

c.(8761-8763)cAc>cGcp.H2921R 0.478788 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.089744 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.515873 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.459302 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.482143 TRUE TRUE TRUE

c.(556-558)Tta>Ctap.L186L 0.928571 FALSE TRUE FALSE

c.(1108-1110)taT>taCp.Y370Y 0.455357 TRUE TRUE TRUE

c.(25-27)ctA>ctCp.L9L 0.7 TRUE TRUE TRUE

c.(3139-3141)cAt>cGtp.H1047R 0.313725 FALSE FALSE FALSE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(3061-3063)ccG>ccAp.P1021P 0.530303 TRUE TRUE FALSE

c.(1408-1410)gtA>gtGp.V470V 0.5625 FALSE TRUE TRUE

c.(1141-1143)tGt>tAtp.C381Y 0.5 FALSE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.993789 TRUE TRUE TRUE



c.(781-783)Ctg>Gtgp.L261V 0.193103 TRUE TRUE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.516667 TRUE TRUE FALSE

c.(6853-6855)Gtg>Atgp.V2285M 0.528571 TRUE TRUE TRUE

c.(547-549)gaG>gaAp.E183E 0.9375 FALSE TRUE FALSE

c.(247-249)Gaa>Aaap.E83K 0.444444 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.469512 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.454545 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.207885 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.478022 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.591837 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.62069 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.471429 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.511111 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.970588 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.066502 TRUE TRUE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.777778 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.5 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.605263 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.484848 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.604167 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.62 TRUE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.361111 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.506494 TRUE TRUE TRUE

c.(1135-1137)gcG>gcAp.A379A 0.633333 TRUE TRUE TRUE

c.(805-807)Gtg>Ttgp.V269L 0.438596 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.085227 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.5 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.068966 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.287037 TRUE TRUE FALSE

c.(1720-1722)tcT>tcCp.S574S 0.5 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.529412 TRUE TRUE TRUE

c.(1150-1152)ccC>ccTp.P384P 0.558824 TRUE TRUE TRUE

c.(322-324)atA>atGp.I108M 1 FALSE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.430769 TRUE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 0.333333 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.527027 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.486486 TRUE TRUE FALSE

c.(3979-3981)gAt>gGtp.D1327G 0.40678 FALSE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.431034 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.6 TRUE TRUE FALSE

c.(1333-1335)agG>agAp.R445R 0.444444 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.186047 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.5625 TRUE TRUE TRUE

c.(376-378)Gcc>Accp.A126T 0.961538 FALSE TRUE FALSE

c.(1849-1851)Att>Gttp.I617V 0.418605 TRUE TRUE TRUE



c.(4393-4395)ccA>ccGp.P1465P 0.447368 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.575 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.916667 FALSE TRUE FALSE

c.(1966-1968)caC>caTp.H656H 0.5 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.605263 TRUE TRUE TRUE

c.(4198-4200)taT>taCp.Y1400Y 0.424242 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.52381 TRUE TRUE FALSE

c.(364-366)Ctg>Gtgp.L122V 0.428571 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.2 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.52 TRUE TRUE FALSE

c.(2440-2442)acG>acTp.T814T 0.457143 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.468085 TRUE TRUE TRUE

c.(5023-5025)Gcc>Tccp.A1675S 0.235294 TRUE TRUE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.977011 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.666667 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.583333 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.518519 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.6 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.934783 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.518519 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.6 TRUE TRUE TRUE

c.(1375-1377)tAc>tGcp.Y459C 0.625 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.953488 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.727273 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.464286 TRUE TRUE TRUE

c.(1753-1755)agT>agCp.S585S 0.432836 FALSE FALSE FALSE

c.(1810-1812)Act>Gctp.T604A 0.45 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.073171 FALSE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 0.977273 TRUE TRUE TRUE

c.(370-372)caC>caTp.H124H 0.452381 TRUE TRUE TRUE

c.(403-405)Ttc>Gtcp.F135V 0.083333 FALSE TRUE FALSE

c.(1300-1302)gaG>gaCp.E434D 0.416667 FALSE TRUE FALSE

c.(10174-10176)ggC>ggTp.G3392G 0.380952 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.354839 TRUE TRUE FALSE

c.(1138-1140)Ttt>Attp.F380I 0.371429 TRUE TRUE TRUE

c.(1843-1845)ttT>ttCp.F615F 0.517241 TRUE TRUE TRUE

c.(823-825)ccA>ccGp.P275P 0.470588 TRUE TRUE TRUE

c.(3157-3159)Cac>Tacp.H1053Y 0.75 TRUE TRUE TRUE

c.(8104-8106)gAt>gGtp.D2702G 0.456522 TRUE TRUE TRUE

c.(4525-4527)atC>atTp.I1509I 0.526316 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.4 TRUE TRUE TRUE

c.(265-267)gtG>gtAp.V89V 0.470588 FALSE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.357143 TRUE TRUE FALSE

c.(1144-1146)ttT>ttGp.F382L 0.078947 FALSE FALSE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.972603 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.138889 TRUE TRUE FALSE



c.(1561-1563)aGg>aAgp.R521K 0.405405 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.514286 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.472222 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.972973 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.375 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.951613 TRUE TRUE TRUE

c.(3436-3438)gAa>gGap.E1146G 0.557522 FALSE FALSE FALSE

c.(1339-1341)aTg>aCgp.M447T 0.575342 TRUE TRUE TRUE

c.(1687-1689)tcG>tcAp.S563S 0.55 TRUE TRUE TRUE

c.(8605-8607)ctC>ctAp.L2869L 0.479452 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.457143 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.490196 TRUE TRUE TRUE

c.(877-879)taC>taTp.Y293Y 0.992187 FALSE TRUE FALSE

c.(2428-2430)acC>acTp.T810T 0.5 FALSE FALSE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.466667 TRUE TRUE TRUE

c.(361-363)gcC>gcTp.A121A 0.428571 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.393939 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.446429 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.318182 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(6421-6423)Ctg>Ttgp.L2141L 0.6 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.972222 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.2 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.323944 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.461538 TRUE TRUE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.692308 TRUE TRUE TRUE

c.(685-687)cGa>cAap.R229Q 0.111111 FALSE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.724138 TRUE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.119403 TRUE TRUE TRUE

c.(1297-1299)ctA>ctGp.L433L 0.518519 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.987654 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.346939 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.041139 FALSE FALSE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.478873 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.507246 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.454545 TRUE TRUE FALSE

c.(2716-2718)Cct>Gctp.P906A 0.363636 FALSE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 1 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.461538 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.8 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.452381 TRUE TRUE FALSE

c.(8524-8526)taT>taCp.Y2842Y 0.373134 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.569231 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.424242 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.490196 TRUE TRUE TRUE

c.(3232-3234)gtC>gtTp.V1078V 0.53125 FALSE FALSE FALSE



c.(1708-1710)agC>agTp.S570S 0.307692 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.529412 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.5 TRUE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.20339 TRUE TRUE FALSE

c.(3016-3018)taC>taTp.Y1006Y 0.460526 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.969697 TRUE TRUE TRUE

c.(1543-1545)Tgt>Agtp.C515S 0.392857 FALSE FALSE FALSE

c.(136-138)Tat>Catp.Y46H 0.058309 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.418605 TRUE TRUE TRUE

c.(1699-1701)ccA>ccCp.P567P 0.266667 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.4 TRUE TRUE FALSE

c.(715-717)ccG>ccAp.P239P 0.45 TRUE TRUE FALSE

c.(496-498)ttC>ttTp.F166F 0.233766 TRUE TRUE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.518519 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.081967 FALSE FALSE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.387097 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.363636 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.5 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.99 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.568966 TRUE TRUE TRUE

c.(652-654)Atg>Gtgp.M218V 0.529412 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.56338 TRUE TRUE TRUE

c.(3973-3975)gaC>gaTp.D1325D 0.6 FALSE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.490566 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.547619 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.433962 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.230769 TRUE TRUE FALSE

c.(511-513)ggG>ggAp.G171G 0.615385 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.932203 TRUE TRUE TRUE

c.(238-240)Cag>Gagp.Q80E 0.5 FALSE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.4375 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.57377 TRUE TRUE TRUE

c.(3061-3063)ccG>ccAp.P1021P 0.571429 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.930233 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.590909 TRUE TRUE TRUE

c.(301-303)gcG>gcAp.A101A 0.392857 TRUE FALSE TRUE

c.(1630-1632)ccG>ccAp.P544P 0.481481 TRUE TRUE TRUE

c.(1000-1002)tGc>tAcp.C334Y 0.588235 TRUE TRUE TRUE

c.(1966-1968)tcT>tcCp.S656S 0.452381 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.4 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.139073 TRUE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.55 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.111111 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.933333 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.518519 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.480315 TRUE TRUE TRUE

c.(5695-5697)gtG>gtAp.V1899V 0.5 TRUE TRUE TRUE



c.(3136-3138)ccA>ccGp.P1046P 0.505495 TRUE TRUE TRUE

c.(646-648)gGa>gAap.G216E 0.449275 FALSE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.505618 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.509174 TRUE TRUE TRUE

c.(769-771)caT>caCp.H257H 0.051282 TRUE FALSE FALSE

c.(292-294)Gaa>Aaap.E98K 0.552147 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.047532 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.506667 TRUE TRUE TRUE

c.(3325-3327)tCa>tTap.S1109L 0.56391 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.512195 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.536232 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.522727 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.11399 TRUE FALSE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.505747 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.511811 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.274336 TRUE FALSE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.592308 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.549133 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.523364 TRUE TRUE TRUE

c.(1828-1830)taC>taTp.Y610Y 0.542553 FALSE FALSE FALSE

c.(2875-2877)gcC>gcTp.A959A 0.467066 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.454545 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.0721 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.561983 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.044811 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.454545 TRUE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.515625 TRUE TRUE TRUE

c.(859-861)Cac>Tacp.H287Y 0.437956 FALSE TRUE FALSE

c.(502-504)Aaa>Taap.K168* 0.030151 FALSE FALSE FALSE

c.(1345-1347)cTg>cCgp.L449P 0.269231 TRUE TRUE FALSE

c.(7156-7158)aCa>aTap.T2386I 0.502924 FALSE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.995146 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.565517 TRUE TRUE TRUE

c.(2605-2607)gtC>gtTp.V869V 0.625 TRUE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.528736 TRUE TRUE TRUE

c.(1345-1347)aGg>aAgp.R449K 0.541667 FALSE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.698413 TRUE TRUE TRUE

c.e23-1 0.20332 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.534161 TRUE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.5 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.224 TRUE TRUE FALSE

c.(1420-1422)tcG>tcAp.S474S 0.520833 FALSE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.529126 TRUE TRUE TRUE

c.(541-543)Cct>Tctp.P181S 0.428571 TRUE TRUE FALSE

c.(1699-1701)Ctg>Ttgp.L567L 0.45283 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.5125 TRUE TRUE TRUE

c.(4387-4389)cGg>cAgp.R1463Q 0.457143 TRUE TRUE FALSE



c.(2338-2340)Cat>Aatp.H780N 0.514925 TRUE TRUE TRUE

c.(955-957)Gag>Aagp.E319K 0.119048 FALSE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.489247 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.991803 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.129944 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(871-873)caT>caCp.H291H 1 FALSE TRUE FALSE

c.(2389-2391)aaT>aaGp.N797K 0.41791 FALSE TRUE TRUE

c.(2374-2376)gaT>gaCp.D792D 0.485075 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.352941 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.993506 TRUE TRUE TRUE

c.(7-9)gaG>gaAp.E3E 0.209302 FALSE TRUE FALSE

c.(262-264)cGa>cAap.R88Q 0.104651 TRUE TRUE FALSE

c.(1831-1833)caG>caAp.Q611Q 0.115385 FALSE FALSE FALSE

c.(493-495)gGc>gTcp.G165V 0.526316 TRUE TRUE TRUE

c.(1417-1419)gaG>gaCp.E473D 0.6 FALSE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.546961 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.412698 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.033033 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.514851 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.478261 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.527559 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.536 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.266667 TRUE TRUE FALSE

c.(9379-9381)Tct>Cctp.S3127P 0.477419 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.202797 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.5625 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.588235 TRUE TRUE FALSE

c.(1717-1719)aCg>aTgp.T573M 0.392405 FALSE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.42623 TRUE TRUE TRUE

c.(1000-1002)Cgc>Tgcp.R334C 0.6 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.470588 TRUE TRUE TRUE

c.(589-591)gGa>gAap.G197E 0.520325 FALSE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.363636 TRUE TRUE FALSE

c.(5890-5892)ggA>ggCp.G1964G 0.554687 TRUE TRUE TRUE

c.(502-504)gaG>gaTp.E168D 0.417722 FALSE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.512563 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.559322 TRUE TRUE TRUE

c.(526-528)caG>caAp.Q176Q 0.434783 FALSE FALSE FALSE

c.(4642-4644)Ccc>Tccp.P1548S 0.6 TRUE TRUE FALSE

c.(736-738)atG>atAp.M246I 0.371901 TRUE TRUE TRUE

c.(5632-5634)aCt>aTtp.T1878I 0.478261 TRUE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.476821 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.538462 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.486486 TRUE TRUE TRUE



c.(217-219)Ctt>Tttp.L73F 0.571429 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.241667 TRUE TRUE FALSE

c.(520-522)Tta>Ctap.L174L 0.986486 FALSE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.549669 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.5 TRUE TRUE FALSE

c.(2758-2760)tcT>tcCp.S920S 0.17284 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.54375 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.443548 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.077419 TRUE TRUE FALSE

c.(55-57)caC>caTp.H19H 0.527473 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.135714 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.402439 TRUE TRUE TRUE

c.(4525-4527)atC>atTp.I1509I 0.553991 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(4447-4449)gaC>gaTp.D1483D 0.473118 TRUE TRUE FALSE

c.(3391-3393)acC>acGp.T1131T 0.636364 TRUE TRUE TRUE

c.(2077-2079)gaC>gaAp.D693E 0.51087 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.512195 TRUE TRUE TRUE

c.(2938-2940)ccC>ccTp.P980P 0.445783 TRUE TRUE TRUE

c.(340-342)acT>acCp.T114T 0.25 TRUE TRUE FALSE

c.(91-93)agC>agAp.S31R 0.540541 TRUE TRUE TRUE

c.(550-552)ctG>ctTp.L184L 0.168067 TRUE TRUE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.487179 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.484663 TRUE TRUE TRUE

c.(436-438)Cct>Actp.P146T 0.460784 FALSE FALSE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.987013 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.5 TRUE TRUE TRUE

c.(205-207)Caa>Aaap.Q69K 0.0401 TRUE TRUE FALSE

c.(919-921)cGt>cAtp.R307H 0.592593 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.561644 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.386207 TRUE TRUE TRUE

c.(1282-1284)aaT>aaGp.N428K 0.512821 FALSE TRUE FALSE

c.(3334-3336)gcG>gcAp.A1112A 0.8 TRUE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 0.5 TRUE TRUE TRUE

c.(949-951)ctT>ctAp.L317L 0.1 FALSE TRUE FALSE

c.(565-567)ccG>ccAp.P189P 0.496403 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.067797 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.417808 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.484848 TRUE TRUE TRUE

c.(6667-6669)gCg>gTgp.A2223V 0.45509 FALSE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(808-810)Cgc>Tgcp.R270C 0.394737 TRUE TRUE TRUE

c.(283-285)ctG>ctAp.L95L 0.985075 FALSE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.447761 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.529801 TRUE TRUE TRUE

c.(2827-2829)gcC>gcTp.A943A 0.511236 TRUE TRUE TRUE



c.(8353-8355)taC>taTp.Y2785Y 0.69863 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.5 TRUE TRUE TRUE

c.(883-885)Gtg>Atgp.V295M 0.471861 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.628099 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.409091 TRUE TRUE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.493088 TRUE TRUE TRUE

c.(3850-3852)cAc>cGcp.H1284R 0.068627 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.503145 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.484211 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.465116 TRUE TRUE TRUE

c.(718-720)gaC>gaTp.D240D 0.47541 FALSE TRUE TRUE

c.(937-939)ctA>ctGp.L313L 0.1 FALSE TRUE FALSE

c.(1162-1164)tGc>tTcp.C388F 0.272727 FALSE FALSE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.530726 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.488889 TRUE TRUE TRUE

c.(3523-3525)Tcc>Cccp.S1175P 0.407407 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.539604 TRUE TRUE TRUE

c.(361-363)gTc>gCcp.V121A 0.142857 TRUE TRUE FALSE

c.(1684-1686)caA>caGp.Q562Q 0.459016 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.354545 TRUE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.441558 TRUE TRUE FALSE

c.(5857-5859)cgA>cgGp.R1953R 0.452174 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 1 TRUE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.512 TRUE TRUE TRUE

c.(1270-1272)gaC>gaTp.D424D 0.6 FALSE TRUE FALSE

c.(25-27)aCc>aTcp.T9I 0.375 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.532468 TRUE TRUE FALSE

c.(10978-10980)tCg>tTgp.S3660L 0.507538 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.47907 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.410405 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.56 TRUE TRUE TRUE

c.(115-117)ggC>ggTp.G39G 0.497143 TRUE TRUE TRUE

c.(2539-2541)ccC>ccTp.P847P 0.528302 FALSE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.421488 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.269231 TRUE TRUE FALSE

c.(718-720)aGc>aTcp.S240I 0.540323 TRUE TRUE TRUE

c.(436-438)aaC>aaTp.N146N 0.539216 FALSE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.510563 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.373134 TRUE TRUE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.619718 TRUE TRUE FALSE

c.(7861-7863)tcC>tcAp.S2621S 0.6 TRUE TRUE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.124324 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.454148 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.448276 TRUE TRUE TRUE



c.(4621-4623)gCg>gGgp.A1541G 0.581395 TRUE TRUE FALSE

c.(109-111)gcG>gcAp.A37A 0.513699 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.493671 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.16 TRUE TRUE FALSE

c.(625-627)gcG>gcAp.A209A 0.277778 FALSE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.538462 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.465753 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.410959 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.068783 TRUE TRUE TRUE

c.(6622-6624)caA>caGp.Q2208Q 0.75 FALSE FALSE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.429907 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.045198 TRUE FALSE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.067797 TRUE TRUE FALSE

c.(3835-3837)cGt>cAtp.R1279H 0.470588 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.537572 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.993421 TRUE TRUE TRUE

c.(4708-4710)acG>acAp.T1570T 0.421053 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.374517 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.528571 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.432099 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.464115 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.451163 TRUE TRUE TRUE

c.(859-861)gAa>gTap.E287V 0.5 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.470588 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.27551 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 1 TRUE TRUE TRUE

c.(298-300)Aaa>Taap.K100* 0.032086 FALSE FALSE FALSE

c.(1147-1149)Aac>Cacp.N383H 0.397436 TRUE TRUE TRUE

c.(40-42)aaC>aaTp.N14N 0.333333 FALSE TRUE FALSE

c.(1930-1932)Aat>Catp.N644H 0.526882 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.621622 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.202247 TRUE TRUE FALSE

c.(478-480)Agg>Gggp.R160G 0.392857 FALSE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.467153 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.52381 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.530303 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.495327 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.059524 FALSE FALSE FALSE

c.(13045-13047)acG>acAp.T4349T 0.467213 TRUE TRUE TRUE

c.(439-441)gaT>gaCp.D147D 0.995122 FALSE TRUE FALSE

c.(1120-1122)aCg>aTgp.T374M 0.692308 TRUE TRUE TRUE

c.(1381-1383)atC>atTp.I461I 0.447917 FALSE TRUE TRUE

c.(859-861)aaA>aaGp.K287K 0.993506 FALSE TRUE FALSE

c.(13687-13689)ccC>ccTp.P4563P 0.52439 TRUE TRUE TRUE

c.(1810-1812)Ttg>Ctgp.L604L 0.482353 FALSE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.442857 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.533679 TRUE TRUE TRUE



c.(88-90)cAc>cCcp.H30P 0.511364 TRUE TRUE FALSE

c.(448-450)Aac>Gacp.N150D 0.982301 FALSE TRUE FALSE

c.(1342-1344)Atc>Gtcp.I448V 1 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.066163 TRUE TRUE FALSE

c.(844-846)gcC>gcTp.A282A 0.541502 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.434286 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.055427 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.213235 TRUE TRUE FALSE

c.(2746-2748)Atg>Ctgp.M916L 0.515528 FALSE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.510204 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.476596 TRUE TRUE TRUE

c.(5737-5739)Cgc>Tgcp.R1913C 0.494845 FALSE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.994536 TRUE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.5 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.552846 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.458647 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.45082 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.536145 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.064706 FALSE FALSE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(706-708)Ctt>Attp.L236I 0.994845 FALSE TRUE FALSE

c.(1933-1935)Gtg>Atgp.V645M 0.506608 FALSE TRUE FALSE

c.(1141-1143)ctA>ctGp.L381L 0.205674 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.0875 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.495902 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.570909 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.382857 TRUE TRUE TRUE

c.(886-888)ccC>ccGp.P296P 0.513514 FALSE FALSE FALSE

c.(994-996)gGc>gCcp.G332A 1 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.338129 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.191956 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.981366 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.993902 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.514706 TRUE TRUE TRUE

c.(241-243)Ctt>Gttp.L81V 0.484305 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.515306 FALSE TRUE FALSE

c.(4786-4788)Gtt>Cttp.V1596L 0.5 TRUE TRUE TRUE

c.(361-363)gTc>gCcp.V121A 0.4 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.370968 TRUE TRUE TRUE

c.(3523-3525)Tcc>Cccp.S1175P 0.45614 TRUE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.546512 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.188596 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.6 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.495968 TRUE TRUE TRUE

c.(1000-1002)Cgc>Tgcp.R334C 1 TRUE TRUE TRUE

c.(2716-2718)taT>taCp.Y906Y 0.107143 FALSE TRUE TRUE



c.(490-492)ctA>ctGp.L164L 0.993007 FALSE TRUE FALSE

c.(3949-3951)cgA>cgGp.R1317R 0.495413 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.8 TRUE TRUE FALSE

c.(12652-12654)gAc>gGcp.D4218G 0.466667 FALSE TRUE TRUE

c.(166-168)agC>agTp.S56S 0.476744 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.459459 TRUE TRUE TRUE

c.(1030-1032)ggG>ggAp.G344G 1 FALSE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.50641 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.051181 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.994792 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.522222 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.986239 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.075802 FALSE FALSE FALSE

c.(1138-1140)tcT>tcCp.S380S 1 FALSE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.508571 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.5125 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.451613 TRUE TRUE TRUE

c.(2623-2625)acG>acAp.T875T 0.467662 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.082524 TRUE TRUE FALSE

c.(676-678)acG>acAp.T226T 0.976744 FALSE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.529221 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.454545 FALSE TRUE FALSE

c.(808-810)Cgc>Tgcp.R270C 0.4 TRUE TRUE TRUE

c.(949-951)aAa>aCap.K317T 0.384615 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.981928 TRUE TRUE TRUE

c.(1234-1236)Ctc>Ttcp.L412F 0.2 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 0.471591 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.535135 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.459459 TRUE TRUE TRUE

c.(919-921)Att>Gttp.I307V 0.272727 FALSE TRUE TRUE

c.(340-342)acT>acCp.T114T 0.5 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.467532 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.48 TRUE TRUE FALSE

c.(1051-1053)ctA>ctGp.L351L 0.981308 FALSE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.521401 TRUE TRUE TRUE

c.(13-15)Gtg>Ctgp.V5L 0.5 FALSE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.116307 TRUE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.984127 TRUE TRUE FALSE

c.(148-150)gTt>gAtp.V50D 0.238397 TRUE TRUE TRUE

c.(5941-5943)Tca>Acap.S1981T 0.481172 FALSE TRUE TRUE

c.(1339-1341)aTg>aCgp.M447T 0.492891 TRUE TRUE TRUE

c.(919-921)Ccc>Tccp.P307S 0.622951 FALSE TRUE TRUE

c.(670-672)Gtt>Attp.V224I 0.254473 FALSE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.05042 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.525581 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.276596 TRUE FALSE FALSE

c.(766-768)gGa>gCap.G256A 0.488372 TRUE TRUE TRUE



c.(46-48)aaG>aaAp.K16K 0.54878 TRUE TRUE FALSE

c.(2077-2079)ttC>ttTp.F693F 0.506667 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.478673 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.503356 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.443925 TRUE TRUE TRUE

c.(163-165)caC>caTp.H55H 0.442623 FALSE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.991803 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(1021-1023)Aac>Cacp.N341H 0.090909 TRUE FALSE FALSE

c.(1804-1806)Gtg>Atgp.V602M 0.569231 TRUE TRUE FALSE

c.(2314-2316)Cat>Aatp.H772N 0.515924 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.986842 TRUE TRUE TRUE

c.(2023-2025)Ata>Gtap.I675V 0.544715 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.517857 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(5536-5538)Tca>Acap.S1846T 0.510121 TRUE TRUE TRUE

c.(961-963)gCg>gTgp.A321V 0.459459 FALSE TRUE FALSE

c.(58-60)gcT>gcCp.A20A 0.072727 FALSE FALSE FALSE

c.(157-159)atG>atAp.M53I 0.991736 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.496296 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.468354 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.995671 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.186881 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.590361 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.106335 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.447619 TRUE TRUE FALSE

c.(1012-1014)caC>caTp.H338H 0.533333 FALSE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.396552 TRUE TRUE TRUE

c.(85-87)gaC>gaTp.D29D 0.49505 FALSE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.525641 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.284211 TRUE TRUE FALSE

c.(610-612)Cgg>Tggp.R204W 0.279012 TRUE FALSE FALSE

c.(6202-6204)taT>taCp.Y2068Y 1 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.425373 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.405405 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.381526 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.461078 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.410256 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.45 TRUE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.449541 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.995392 TRUE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.394737 TRUE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.555556 TRUE TRUE FALSE

c.(2569-2571)gcC>gcTp.A857A 0.483146 FALSE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.573913 TRUE TRUE TRUE



c.(217-219)tAc>tGcp.Y73C 0.082278 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.442308 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.45 TRUE TRUE FALSE

c.(1876-1878)Ctg>Gtgp.L626V 0.492308 FALSE FALSE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.526882 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.439189 TRUE TRUE TRUE

c.(142-144)gcG>gcAp.A48A 0.990826 TRUE TRUE TRUE

c.e2-1 0.194175 FALSE FALSE FALSE

c.(9715-9717)gtT>gtGp.V3239V 0.434343 TRUE TRUE TRUE

c.(1528-1530)tTt>tGtp.F510C 0.06383 FALSE FALSE FALSE

c.(334-336)cGa>cAap.R112Q 0.111111 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.261905 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.482759 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.433628 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.514377 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.43956 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 1 TRUE TRUE TRUE

c.(169-171)atG>atAp.M57I 0.995025 FALSE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.479508 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.491409 TRUE TRUE TRUE

c.(682-684)cAg>cCgp.Q228P 0.452055 TRUE TRUE FALSE

c.(12598-12600)Aca>Gcap.T4200A 0.47012 FALSE FALSE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.507042 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.185022 FALSE FALSE FALSE

c.(1342-1344)Agc>Tgcp.S448C 0.375 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.444444 TRUE TRUE FALSE

c.(1708-1710)agC>agTp.S570S 0.444444 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.101449 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.147208 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.446154 TRUE TRUE TRUE

c.(2974-2976)Act>Gctp.T992A 0.056075 TRUE TRUE FALSE

c.(226-228)aCc>aTcp.T76I 1 FALSE FALSE FALSE

c.(3430-3432)Aag>Gagp.K1144E 0.837662 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.666667 TRUE TRUE TRUE

c.(4225-4227)Tcc>Gccp.S1409A 0.522293 FALSE FALSE FALSE

c.e23-1 0.238095 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.318408 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.508475 TRUE TRUE TRUE

c.(4186-4188)caC>caTp.H1396H 0.849315 FALSE TRUE TRUE

c.(2167-2169)Gag>Aagp.E723K 0.900662 TRUE TRUE TRUE

c.(13687-13689)ccC>ccTp.P4563P 0.648649 TRUE TRUE TRUE

c.(6265-6267)tcG>tcAp.S2089S 0.853846 FALSE TRUE TRUE

c.(7504-7506)Ggt>Agtp.G2502S 0.537037 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.42446 TRUE TRUE TRUE

c.(820-822)Cgg>Tggp.R274W 0.405405 FALSE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.88 TRUE TRUE TRUE



c.(391-393)aGa>aAap.R131K 0.263158 TRUE TRUE TRUE

c.(2614-2616)gCa>gTap.A872V 0.875 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.208333 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.733333 TRUE TRUE TRUE

c.(1375-1377)gaA>gaGp.E459E 0.859504 TRUE TRUE TRUE

c.(1183-1185)ccC>ccTp.P395P 0.708333 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.602094 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.104575 FALSE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.833333 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.118644 TRUE TRUE FALSE

c.(4813-4815)gtG>gtTp.V1605V 0.357143 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.476923 TRUE TRUE TRUE

c.(1813-1815)Cac>Aacp.H605N 0.826087 FALSE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.1875 TRUE TRUE FALSE

c.(85-87)Gat>Aatp.D29N 0.395631 FALSE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1357-1359)aaT>aaGp.N453K 1 TRUE TRUE TRUE

c.(1417-1419)Gtg>Ctgp.V473L 0.15 FALSE FALSE FALSE

c.(367-369)Att>Gttp.I123V 0.261364 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.111111 FALSE TRUE TRUE

c.(3955-3957)Gat>Catp.D1319H 0.488889 FALSE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.142857 TRUE TRUE FALSE

c.(1339-1341)aTg>aCgp.M447T 0.088235 FALSE TRUE TRUE

c.(595-597)tCa>tTap.S199L 0.664179 FALSE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.970149 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.07598 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.086207 FALSE TRUE TRUE

c.(568-570)cCg>cTgp.P190L 0.526316 FALSE FALSE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.569307 TRUE TRUE TRUE

c.(943-945)Ggt>Agtp.G315S 0.851064 TRUE TRUE TRUE

c.(1102-1104)acT>acGp.T368T 1 FALSE FALSE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.909091 TRUE TRUE TRUE

c.(3190-3192)Ccc>Tccp.P1064S 0.486486 FALSE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.850575 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.155556 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.192661 TRUE TRUE FALSE

c.(1000-1002)taC>taTp.Y334Y 0.983333 FALSE TRUE FALSE

c.(1924-1926)cCg>cTgp.P642L 0.964286 FALSE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.369369 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.4 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.985075 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.521739 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.5 TRUE TRUE TRUE

c.(859-861)cTc>cCcp.L287P 1 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.809524 TRUE TRUE FALSE

c.(688-690)acA>acGp.T230T 0.468927 FALSE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.40404 TRUE TRUE TRUE



c.(655-657)Tat>Catp.Y219H 0.45 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(3574-3576)gCt>gTtp.A1192V 0.643836 FALSE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.333333 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.996337 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 1 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.764228 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.675439 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.129032 FALSE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.51634 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.652174 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.988372 TRUE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 1 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.137652 FALSE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.96 TRUE TRUE TRUE

c.(2416-2418)caT>caCp.H806H 1 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.990385 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.428571 TRUE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.090909 FALSE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.857143 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 1 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.774436 TRUE TRUE TRUE

c.(3496-3498)cTa>cCap.L1166P 0.133803 FALSE TRUE TRUE

c.(697-699)acC>acTp.T233T 0.892308 FALSE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.533632 TRUE TRUE TRUE

c.(175-177)Gca>Acap.A59T 0.529412 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.648515 TRUE TRUE TRUE

c.(313-315)gaG>gaAp.E105E 0.987654 FALSE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.084507 FALSE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.892857 TRUE TRUE FALSE

c.(541-543)Ttg>Ctgp.L181L 0.983607 FALSE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.978495 TRUE TRUE TRUE

c.(1003-1005)gGg>gAgp.G335E 0.877551 FALSE FALSE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.476923 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.514286 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.554839 TRUE TRUE TRUE

c.(4042-4044)acC>acAp.T1348T 0.467593 FALSE TRUE TRUE

c.(559-561)aTc>aCcp.I187T 0.984733 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.474419 TRUE TRUE TRUE

c.(10234-10236)Att>Gttp.I3412V 0.118812 FALSE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.354701 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.988764 TRUE TRUE TRUE

c.(409-411)gGa>gAap.G137E 0.918269 TRUE TRUE TRUE

c.(7888-7890)gTt>gCtp.V2630A 0.530035 FALSE FALSE FALSE

c.(454-456)Aag>Gagp.K152E 0.111111 TRUE TRUE FALSE

c.e24+1 0.25 FALSE FALSE FALSE



c.(427-429)Tct>Gctp.S143A 0.314815 TRUE TRUE TRUE

c.(2407-2409)agC>agGp.S803R 1 TRUE TRUE TRUE

c.(802-804)caA>caGp.Q268Q 0.441176 FALSE TRUE TRUE

c.(586-588)Ggt>Cgtp.G196R 0.094737 FALSE TRUE FALSE

c.(12760-12762)agC>agTp.S4254S 0.084615 FALSE TRUE TRUE

c.(415-417)gaC>gaTp.D139D 0.36 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.765766 TRUE TRUE TRUE

c.(919-921)caC>caTp.H307H 0.75 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 1 TRUE TRUE TRUE

c.(1951-1953)cCg>cAgp.P651Q 0.256637 FALSE FALSE FALSE

c.(712-714)Tgg>Aggp.W238R 0.841379 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.619289 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.242857 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.483607 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.264151 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.28 TRUE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.75 TRUE TRUE FALSE

c.(1192-1194)acC>acTp.T398T 0.114286 FALSE TRUE TRUE

c.(1369-1371)gCa>gTap.A457V 0.128205 FALSE TRUE FALSE

c.(1639-1641)ccG>ccAp.P547P 1 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.607843 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(499-501)gGc>gAcp.G167D 0.942857 TRUE TRUE TRUE

c.(850-852)acC>acTp.T284T 0.988571 FALSE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.057831 TRUE TRUE FALSE

c.(277-279)ccC>ccTp.P93P 0.571429 TRUE TRUE FALSE

c.(427-429)gcT>gcCp.A143A 0.328 FALSE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.982456 TRUE TRUE TRUE

c.(3571-3573)cAt>cGtp.H1191R 0.115942 FALSE FALSE FALSE

c.(1096-1098)Cta>Ttap.L366L 0.136752 FALSE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.988095 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.603239 TRUE TRUE TRUE

c.(1225-1227)gtC>gtTp.V409V 0.782609 FALSE FALSE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.3 TRUE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.823529 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.486486 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.084453 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.978723 TRUE TRUE FALSE

c.(406-408)caG>caAp.Q136Q 0.39726 FALSE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.049046 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.124224 FALSE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 1 TRUE TRUE TRUE

c.(280-282)cTc>cGcp.L94R 0.519126 FALSE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.888889 TRUE TRUE FALSE

c.(1906-1908)Aaa>Gaap.K636E 0.090909 FALSE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.279661 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.986111 TRUE TRUE FALSE



c.(499-501)cGa>cAap.R167Q 0.3625 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.509434 TRUE TRUE TRUE

c.(3217-3219)Gtt>Attp.V1073I 0.924812 FALSE TRUE TRUE

c.(451-453)tcC>tcTp.S151S 0.111111 TRUE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.424051 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.815126 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.497041 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.048969 TRUE TRUE FALSE

c.(8524-8526)taT>taCp.Y2842Y 0.365854 TRUE TRUE TRUE

c.(211-213)caC>caTp.H71H 0.993243 FALSE FALSE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.76087 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.489933 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.981818 TRUE TRUE FALSE

c.(10303-10305)agT>agCp.S3435S 0.08 FALSE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.185185 TRUE TRUE FALSE

c.(637-639)caG>caTp.Q213H 0.538462 TRUE FALSE FALSE

c.(718-720)aGc>aTcp.S240I 0.183673 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.412621 TRUE TRUE TRUE

c.(235-237)ccT>ccAp.P79P 0.820628 TRUE TRUE TRUE

c.(1360-1362)caC>caTp.H454H 0.571429 TRUE TRUE TRUE

c.(1822-1824)aAc>aGcp.N608S 0.8 FALSE FALSE FALSE

c.(1132-1134)Gga>Tgap.G378* 0.66129 FALSE FALSE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.151899 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.146226 FALSE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.591837 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.413793 TRUE TRUE FALSE

c.e2-1 0.409091 FALSE FALSE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.990826 TRUE TRUE TRUE

c.(31-33)Gcc>Cccp.A11P 0.30303 FALSE TRUE TRUE

c.(4675-4677)ttC>ttTp.F1559F 0.921348 FALSE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.362903 TRUE TRUE TRUE

c.(1672-1674)aAg>aGgp.K558R 0.661765 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.415094 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.989796 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.088235 FALSE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.336283 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.818182 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.955882 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.986395 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.666667 TRUE TRUE FALSE

c.(550-552)ctG>ctTp.L184L 0.282353 FALSE TRUE FALSE

c.(220-222)Cga>Tgap.R74* 0.258454 FALSE TRUE TRUE

c.(1606-1608)Ttt>Gttp.F536V 0.147541 FALSE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.272727 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.557252 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.931429 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE



c.(2929-2931)aGt>aCtp.S977T 0.147287 FALSE FALSE TRUE

c.(1732-1734)Agt>Ggtp.S578G 0.084906 FALSE FALSE FALSE

c.(1063-1065)aCa>aTap.T355I 0.578947 TRUE TRUE TRUE

c.(670-672)Gac>Aacp.D224N 0.985401 FALSE TRUE FALSE

c.(2980-2982)gaC>gaTp.D994D 0.415094 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.428571 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.426752 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.666667 TRUE TRUE TRUE

c.(2167-2169)Gag>Aagp.E723K 0.44898 TRUE TRUE TRUE

c.(1582-1584)Gtg>Atgp.V528M 0.666667 FALSE TRUE TRUE

c.(1966-1968)tcT>tcCp.S656S 0.481481 TRUE TRUE TRUE

c.(3904-3906)cCa>cTap.P1302L 0.04908 FALSE FALSE FALSE

c.(2494-2496)Cgg>Tggp.R832W 0.546296 TRUE TRUE TRUE

c.(394-396)Gcc>Accp.A132T 0.104046 FALSE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 0.588235 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.046582 TRUE TRUE FALSE

c.(8167-8169)aaC>aaTp.N2723N 0.475 FALSE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.162393 FALSE FALSE FALSE

c.(6193-6195)atT>atCp.I2065I 0.985915 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.186667 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.186441 FALSE FALSE FALSE

c.(1687-1689)gGc>gAcp.G563D 0.133333 FALSE FALSE FALSE

c.(844-846)gcC>gcTp.A282A 0.603604 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.553846 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.125581 FALSE FALSE FALSE

c.(535-537)Ctg>Ttgp.L179L 0.08547 FALSE FALSE FALSE

c.(808-810)agA>agGp.R270R 0.666667 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.47541 TRUE TRUE TRUE

c.(1993-1995)gaA>gaGp.E665E 0.091954 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 0.5 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.401899 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.388889 TRUE TRUE FALSE

c.(3364-3366)cGg>cAgp.R1122Q 0.552632 TRUE TRUE TRUE

c.(397-399)Gtg>Ctgp.V133L 0.540541 TRUE TRUE TRUE

c.(1465-1467)tAt>tGtp.Y489C 0.069364 FALSE FALSE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.411765 FALSE TRUE FALSE

c.(1162-1164)tgA>tgGp.*388W 0.990099 FALSE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.507937 TRUE TRUE TRUE

c.(430-432)tTa>tGap.L144* 0.079268 FALSE FALSE FALSE

c.(2122-2124)Aca>Gcap.T708A 0.450704 FALSE TRUE TRUE

c.(1390-1392)Atg>Gtgp.M464V 0.043605 FALSE FALSE FALSE

c.(2458-2460)aAg>aGgp.K820R 0.387097 TRUE TRUE TRUE

c.(4642-4644)Ccc>Tccp.P1548S 1 TRUE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.347826 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.428571 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.486842 TRUE TRUE TRUE

c.(3967-3969)gAt>gTtp.D1323V 0.115385 FALSE FALSE FALSE



c.(943-945)Ggt>Agtp.G315S 0.75 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.5625 TRUE TRUE TRUE

c.(1447-1449)gCg>gGgp.A483G 0.062857 FALSE FALSE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(2365-2367)aaG>aaAp.K789K 0.075581 FALSE FALSE FALSE

c.(550-552)ggG>ggAp.G184G 0.224138 FALSE FALSE FALSE

c.(1222-1224)cgC>cgTp.R408R 1 TRUE TRUE TRUE

c.(991-993)Gcc>Accp.A331T 0.993151 FALSE TRUE FALSE

c.(1492-1494)acT>acCp.T498T 0.048246 FALSE FALSE FALSE

c.(325-327)gaT>gaCp.D109D 0.987952 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(1102-1104)Aca>Gcap.T368A 0.088235 FALSE FALSE FALSE

c.(1588-1590)gcG>gcAp.A530A 1 TRUE TRUE TRUE

c.(823-825)Aga>Cgap.R275R 0.526316 TRUE TRUE TRUE

c.(1756-1758)gcA>gcGp.A586A 0.064576 FALSE FALSE FALSE

c.(1885-1887)acT>acAp.T629T 0.285714 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.513889 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.989247 TRUE TRUE TRUE

c.(1099-1101)atT>atGp.I367M 0.108374 TRUE FALSE FALSE

c.(859-861)cTc>cCcp.L287P 1 TRUE TRUE TRUE

c.(625-627)aAg>aTgp.K209M 0.15625 FALSE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 0.656566 TRUE TRUE TRUE

c.(2590-2592)ctC>ctTp.L864L 0.410256 FALSE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.448276 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.391304 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.505263 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.10241 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.417808 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.487805 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.376033 TRUE TRUE FALSE

c.(1675-1677)ttA>ttCp.L559F 0.097643 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.145488 FALSE FALSE FALSE

c.(367-369)ccG>ccAp.P123P 1 FALSE TRUE FALSE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(2473-2475)Gaa>Aaap.E825K 0.558824 FALSE FALSE FALSE

c.(409-411)Tgg>Gggp.W137G 0.051724 FALSE FALSE FALSE

c.(1120-1122)cTg>cCgp.L374P 0.070175 FALSE FALSE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.568182 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.235294 TRUE TRUE TRUE

c.(2998-3000)Cgt>Tgtp.R1000C 0.053097 FALSE FALSE TRUE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(2950-2952)gGg>gAgp.G984E 0.068063 FALSE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.576923 TRUE TRUE TRUE

c.(2350-2352)aGa>aAap.R784K 0.303371 FALSE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.462963 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.333333 TRUE TRUE FALSE



c.(1213-1215)atT>atCp.I405I 0.485714 TRUE TRUE TRUE

c.(547-549)Tat>Catp.Y183H 0.1 FALSE TRUE TRUE

c.(1144-1146)ttT>ttGp.F382L 0.13278 FALSE FALSE FALSE

c.(1666-1668)tcA>tcCp.S556S 0.071197 FALSE FALSE FALSE

c.(4750-4752)Ttc>Atcp.F1584I 0.058824 FALSE FALSE FALSE

c.(1261-1263)Gag>Aagp.E421K 0.064 FALSE FALSE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.346154 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.383562 TRUE TRUE TRUE

c.(412-414)Tac>Gacp.Y138D 0.086207 FALSE FALSE FALSE

c.(892-894)tGt>tCtp.C298S 0.520548 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.484615 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.617886 TRUE TRUE TRUE

c.(9304-9306)gAa>gGap.E3102G 0.487179 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.992308 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.476821 TRUE TRUE TRUE

c.(10234-10236)Att>Gttp.I3412V 0.464286 FALSE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.322034 TRUE TRUE TRUE

c.(2749-2751)gTt>gAtp.V917D 0.062112 FALSE FALSE FALSE

c.(2761-2763)cGa>cAap.R921Q 0.25 FALSE TRUE FALSE

c.(1822-1824)cCa>cTap.P608L 0.56 TRUE TRUE TRUE

c.(454-456)Aag>Gagp.K152E 0.070423 TRUE TRUE FALSE

c.(976-978)gAa>gTap.E326V 0.428571 FALSE FALSE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.57377 TRUE TRUE TRUE

c.(3649-3651)taT>taCp.Y1217Y 0.448276 FALSE TRUE TRUE

c.(790-792)Act>Cctp.T264P 0.041298 FALSE FALSE FALSE

c.(775-777)Ggt>Cgtp.G259R 0.565217 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.5 TRUE TRUE TRUE

c.(226-228)gcA>gcGp.A76A 0.148148 FALSE FALSE FALSE

c.(1351-1353)tgT>tgCp.C451C 0.520548 FALSE TRUE TRUE

c.(496-498)ggA>ggGp.G166G 1 FALSE TRUE FALSE

c.(6592-6594)gcA>gcCp.A2198A 0.45977 FALSE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.45122 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.5125 TRUE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 1 FALSE TRUE FALSE

c.(529-531)Gcc>Accp.A177T 0.991935 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.507692 TRUE TRUE TRUE

c.(1885-1887)agA>agGp.R629R 0.052459 FALSE FALSE FALSE

c.(481-483)Gaa>Aaap.E161K 0.055777 FALSE FALSE FALSE

c.(169-171)Gca>Acap.A57T 0.107004 FALSE FALSE FALSE

c.(1132-1134)aGt>aAtp.S378N 0.116466 TRUE TRUE FALSE

c.(832-834)ttC>ttTp.F278F 0.191781 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.425 TRUE TRUE FALSE

c.(3868-3870)tGc>tAcp.C1290Y 0.491935 FALSE TRUE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.532468 TRUE TRUE TRUE

c.(490-492)ctT>ctCp.L164L 0.978022 FALSE TRUE FALSE

c.(8533-8535)cGt>cAtp.R2845H 0.520548 TRUE TRUE TRUE

c.(7669-7671)Aat>Gatp.N2557D 0.097744 FALSE TRUE FALSE



c.(3634-3636)caG>caAp.Q1212Q 0.46988 TRUE TRUE TRUE

c.(1189-1191)aCt>aTtp.T397I 0.518519 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.461538 TRUE TRUE TRUE

c.(1762-1764)Aaa>Caap.K588Q 0.055062 FALSE FALSE FALSE

c.(1648-1650)gtC>gtGp.V550V 0.25 FALSE FALSE FALSE

c.(3988-3990)Ttg>Atgp.L1330M 0.486486 TRUE TRUE TRUE

c.(2755-2757)gaT>gaCp.D919D 0.092593 FALSE FALSE FALSE

c.(1393-1395)Aat>Gatp.N465D 0.076923 FALSE FALSE FALSE

c.(961-963)gCg>gAgp.A321E 0.409091 TRUE TRUE FALSE

c.(760-762)tTa>tGap.L254* 0.085125 FALSE FALSE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.074236 TRUE TRUE FALSE

c.(832-834)tcA>tcTp.S278S 0.564103 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 1 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.678571 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.421875 TRUE TRUE TRUE

c.(652-654)ctA>ctCp.L218L 0.987097 FALSE FALSE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.562963 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.189873 TRUE TRUE FALSE

c.(538-540)acT>acCp.T180T 1 FALSE TRUE FALSE

c.(409-411)gGa>gAap.G137E 0.503597 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.466667 TRUE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.521739 TRUE TRUE TRUE

c.(1462-1464)Tgc>Cgcp.C488R 0.277778 TRUE TRUE FALSE

c.(85-87)ccA>ccGp.P29P 0.5 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.458333 TRUE TRUE FALSE

c.(1249-1251)gGa>gCap.G417A 0.08642 FALSE TRUE FALSE

c.(451-453)tcC>tcTp.S151S 0.082192 TRUE TRUE FALSE

c.(1507-1509)tcC>tcTp.S503S 0.596154 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.516667 TRUE TRUE TRUE

c.(772-774)ttG>ttAp.L258L 0.44186 TRUE TRUE TRUE

c.(12790-12792)Gta>Ctap.V4264L 0.431034 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.456522 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.989691 TRUE TRUE TRUE

c.(853-855)cCg>cTgp.P285L 1 FALSE TRUE TRUE

c.(1645-1647)gaT>gaGp.D549E 0.054441 FALSE FALSE FALSE

c.(427-429)Agt>Cgtp.S143R 0.076023 FALSE FALSE FALSE

c.(8710-8712)cAg>cGgp.Q2904R 0.540541 TRUE TRUE TRUE

c.(1417-1419)cCa>cAap.P473Q 0.066116 FALSE FALSE FALSE

c.(7009-7011)aCt>aAtp.T2337N 0.522124 TRUE TRUE TRUE

c.(409-411)ggC>ggTp.G137G 0.985401 FALSE TRUE FALSE

c.(136-138)Tat>Catp.Y46H 0.073604 TRUE TRUE FALSE

c.(1486-1488)tAc>tGcp.Y496C 0.040773 FALSE FALSE FALSE

c.(1171-1173)atA>atGp.I391M 0.483444 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.142857 FALSE FALSE FALSE

c.(175-177)Acc>Gccp.T59A 0.181818 FALSE FALSE FALSE

c.(499-501)gGc>gAcp.G167D 0.5 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.091743 TRUE TRUE FALSE



c.(1993-1995)atG>atAp.M665I 0.227273 TRUE TRUE FALSE

c.(1513-1515)Aag>Gagp.K505E 0.05625 FALSE FALSE FALSE

c.(9175-9177)gaC>gaTp.D3059D 0.470588 FALSE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.990991 TRUE TRUE TRUE

c.(391-393)Ctc>Ttcp.L131F 0.989011 FALSE FALSE FALSE

c.(391-393)Agg>Gggp.R131G 0.050314 FALSE FALSE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.487805 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.940594 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.472222 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.208333 TRUE TRUE FALSE

c.(1498-1500)caG>caAp.Q500Q 0.119048 TRUE TRUE FALSE

c.(4948-4950)gCg>gTgp.A1650V 0.461538 FALSE TRUE TRUE

c.(2473-2475)Tcc>Cccp.S825P 0.071429 FALSE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 0.411765 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.559322 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.8 TRUE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.479167 TRUE TRUE TRUE

c.(3820-3822)tgG>tgTp.W1274C0.357143 FALSE TRUE TRUE

c.(886-888)Gag>Cagp.E296Q 0.075269 FALSE FALSE FALSE

c.(106-108)agG>agAp.R36R 0.135135 TRUE TRUE FALSE

c.(505-507)gaG>gaAp.E169E 0.993464 FALSE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.492958 TRUE TRUE TRUE

c.(646-648)gGa>gAap.G216E 0.5 FALSE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.501458 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.5 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 1 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.039344 TRUE TRUE FALSE

c.(1993-1995)atG>atAp.M665I 0.538462 TRUE TRUE FALSE

c.(5758-5760)gAt>gGtp.D1920G 0.508333 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.689655 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.477816 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.21988 TRUE TRUE FALSE

c.(9976-9978)Aaa>Taap.K3326* 0.460854 FALSE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.484177 TRUE TRUE TRUE

c.(11032-11034)Cct>Gctp.P3678A 0.486289 TRUE TRUE TRUE

c.(4066-4068)ttG>ttAp.L1356L 0.49353 FALSE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.804348 TRUE TRUE TRUE

c.(8101-8103)tgC>tgTp.C2701C 0.843137 FALSE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.47205 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.99359 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.503282 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.992248 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.993644 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.854962 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.521127 TRUE TRUE TRUE

c.(13-15)Gtg>Ctgp.V5L 0.387755 FALSE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.4375 TRUE TRUE TRUE



c.(823-825)cGa>cTap.R275L 0.512397 TRUE TRUE TRUE

c.(5914-5916)gaC>gaTp.D1972D 0.417476 FALSE FALSE FALSE

c.(1681-1683)cgC>cgTp.R561R 0.811765 TRUE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.489011 TRUE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.478261 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.995098 TRUE TRUE FALSE

c.(997-999)aGc>aAcp.S333N 0.461538 FALSE TRUE FALSE

c.(8524-8526)taT>taCp.Y2842Y 0.988189 TRUE TRUE TRUE

c.(2329-2331)gtC>gtTp.V777V 0.477204 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.994859 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.506494 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.626016 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.996 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.510549 TRUE TRUE TRUE

c.(988-990)Gca>Acap.A330T 0.98 FALSE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.2 TRUE TRUE TRUE

c.(9223-9225)ttA>ttGp.L3075L 0.172996 FALSE TRUE TRUE

c.(5698-5700)caC>caTp.H1900H 0.113772 FALSE TRUE TRUE

c.(322-324)ccT>ccCp.P108P 0.980769 FALSE TRUE FALSE

c.(556-558)gaG>gaAp.E186E 0.473684 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.152632 FALSE TRUE TRUE

c.(2362-2364)Aag>Gagp.K788E 0.519403 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.208481 TRUE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.535971 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.481328 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.368715 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.316109 TRUE TRUE FALSE

c.(1417-1419)gaG>gaCp.E473D 0.681818 FALSE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.493069 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.815789 TRUE TRUE FALSE

c.(379-381)tcC>tcTp.S127S 0.469388 TRUE TRUE FALSE

c.(538-540)ctA>ctCp.L180L 0.51049 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.220974 TRUE TRUE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.393939 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.488372 TRUE TRUE TRUE

c.(9439-9441)gTg>gGgp.V3147G 0.427451 FALSE TRUE TRUE

c.(4330-4332)Cca>Tcap.P1444S 0.444234 FALSE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.155172 TRUE TRUE TRUE

c.(9418-9420)cAa>cGap.Q3140R 0.161512 FALSE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.995338 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.482692 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.142526 TRUE TRUE FALSE

c.(5578-5580)aAt>aGtp.N1860S 0.9875 FALSE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.827338 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.454545 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.994048 TRUE TRUE FALSE



c.(352-354)gtT>gtCp.V118V 0.947368 FALSE TRUE FALSE

c.(1363-1365)atA>atGp.I455M 0.486653 TRUE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.134529 TRUE TRUE FALSE

c.(724-726)gaG>gaAp.E242E 0.972973 TRUE TRUE FALSE

c.(664-666)ggG>ggAp.G222G 0.97561 FALSE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.993711 TRUE TRUE FALSE

c.(1900-1902)tcC>tcTp.S634S 0.62724 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.073333 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.571429 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.987138 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.339901 TRUE TRUE FALSE

c.(859-861)gAa>gTap.E287V 0.461538 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.533333 TRUE TRUE FALSE

c.(6034-6036)aGa>aAap.R2012K 0.464706 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.57377 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.508861 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.175439 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(1204-1206)caC>caTp.H402H 0.432432 FALSE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.498054 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.495741 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.909091 TRUE FALSE FALSE

c.(3109-3111)caG>caAp.Q1037Q 0.995763 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.038285 TRUE TRUE FALSE

c.(7906-7908)gcC>gcTp.A2636A 0.546512 FALSE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.996894 TRUE TRUE TRUE

c.(1636-1638)tgC>tgTp.C546C 0.503937 TRUE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.994236 TRUE TRUE TRUE

c.(2206-2208)aaC>aaTp.N736N 0.478947 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.992974 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.996198 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.815686 TRUE TRUE TRUE

c.(5098-5100)tcC>tcTp.S1700S 0.465704 TRUE TRUE TRUE

c.(739-741)taC>taGp.Y247* 0.077419 TRUE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.191489 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.835017 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.504464 TRUE TRUE TRUE

c.(103-105)tcA>tcTp.S35S 0.966667 FALSE FALSE FALSE

c.(5785-5787)caG>caAp.Q1929Q 0.455319 FALSE TRUE TRUE

c.(517-519)ccA>ccTp.P173P 0.123596 FALSE TRUE FALSE

c.(844-846)atT>atCp.I282I 0.375 TRUE TRUE TRUE

c.(8281-8283)caG>caAp.Q2761Q 0.052632 TRUE FALSE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.995546 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.533898 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.987805 TRUE TRUE TRUE

c.(295-297)gAc>gGcp.D99G 0.543544 FALSE FALSE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.193182 TRUE TRUE TRUE



c.(1432-1434)acC>acTp.T478T 0.527778 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.627451 TRUE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.996183 TRUE TRUE FALSE

c.(1804-1806)Gtg>Atgp.V602M 0.529412 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.988889 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.484277 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.133152 TRUE TRUE FALSE

c.(271-273)Tgc>Ggcp.C91G 0.024169 FALSE FALSE FALSE

c.(3676-3678)gGc>gTcp.G1226V 0.522976 TRUE TRUE TRUE

c.(91-93)gTg>gCgp.V31A 0.275862 FALSE TRUE FALSE

c.(673-675)tcG>tcAp.S225S 0.411765 FALSE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.064789 TRUE TRUE FALSE

c.(3430-3432)Aag>Gagp.K1144E 0.523046 TRUE TRUE TRUE

c.(3271-3273)acA>acGp.T1091T 0.418605 FALSE TRUE FALSE

c.(718-720)aGc>aTcp.S240I 0.511628 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.144928 TRUE FALSE FALSE

c.(1252-1254)aAc>aGcp.N418S 0.818182 TRUE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.994118 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.038948 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.500818 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.430556 TRUE TRUE TRUE

c.(7144-7146)Cca>Tcap.P2382S 0.468504 FALSE TRUE FALSE

c.(2143-2145)tcC>tcTp.S715S 0.490741 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.5375 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.133758 TRUE TRUE FALSE

c.(5416-5418)gaG>gaAp.E1806E 0.480114 FALSE TRUE TRUE

c.(2797-2799)acC>acAp.T933T 0.448276 FALSE FALSE TRUE

c.(241-243)caG>caAp.Q81Q 0.272727 FALSE FALSE FALSE

c.(4786-4788)Gtt>Cttp.V1596L 0.542857 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.489655 TRUE TRUE TRUE

c.(4198-4200)taT>taCp.Y1400Y 0.550725 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.98524 TRUE TRUE TRUE

c.(1204-1206)cAc>cGcp.H402R 0.4375 FALSE FALSE FALSE

c.(1846-1848)acG>acAp.T616T 0.491304 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.354839 TRUE TRUE FALSE

c.(3850-3852)cAc>cGcp.H1284R 0.067961 TRUE TRUE FALSE

c.(1030-1032)cGg>cAgp.R344Q 1 TRUE TRUE FALSE

c.(736-738)atG>atAp.M246I 0.866667 TRUE TRUE TRUE

c.(103-105)caG>caAp.Q35Q 0.666667 FALSE TRUE FALSE

c.(3292-3294)cCa>cTap.P1098L 0.417391 FALSE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.504167 TRUE TRUE TRUE

c.(328-330)Gcg>Acgp.A110T 0.675676 FALSE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.031561 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.576923 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.451389 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.846405 TRUE TRUE TRUE



c.(12280-12282)Aag>Gagp.K4094E 0.46506 TRUE TRUE TRUE

c.(127-129)ccC>ccTp.P43P 0.52381 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.482673 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.592593 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.985075 TRUE TRUE TRUE

c.(334-336)cCa>cAap.P112Q 0.184874 TRUE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.985714 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.494737 TRUE TRUE TRUE

c.(79-81)Cgt>Tgtp.R27C 0.172161 FALSE TRUE TRUE

c.(2050-2052)Aaa>Gaap.K684E 0.12 FALSE TRUE FALSE

c.(472-474)gcA>gcGp.A158A 0.826389 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.491315 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.490566 TRUE TRUE TRUE

c.(334-336)agC>agTp.S112S 0.040909 FALSE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.098901 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.44373 TRUE TRUE TRUE

c.(4591-4593)tgG>tgTp.W1531C 0.42 FALSE FALSE FALSE

c.(895-897)gaA>gaGp.E299E 1 TRUE TRUE TRUE

c.(1732-1734)Agt>Ggtp.S578G 0.13125 FALSE FALSE FALSE

c.(3067-3069)acA>acGp.T1023T 0.5 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.5 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.340909 TRUE TRUE TRUE

c.(463-465)tTa>tGap.L155* 0.114286 FALSE FALSE FALSE

c.(13045-13047)acG>acAp.T4349T 0.408163 TRUE TRUE TRUE

c.(1411-1413)Gtt>Tttp.V471F 0.5 FALSE TRUE TRUE

c.(3325-3327)tCa>tTap.S1109L 0.4 TRUE TRUE TRUE

c.(409-411)Caa>Aaap.Q137K 0.044199 TRUE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 0.5 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.434783 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.086957 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.532258 TRUE TRUE TRUE

c.(1135-1137)gcG>gcAp.A379A 0.5 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.428571 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.117647 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.114583 FALSE FALSE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.518519 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.428571 TRUE TRUE TRUE

c.(1591-1593)taT>taCp.Y531Y 0.080645 FALSE FALSE FALSE

c.(2143-2145)tcC>tcTp.S715S 0.65 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.490196 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.148148 TRUE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.521739 TRUE TRUE TRUE

c.(271-273)Gtt>Attp.V91I 0.969697 FALSE TRUE FALSE

c.(76-78)tTc>tCcp.F26S 0.119048 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.507463 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.988764 TRUE TRUE TRUE



c.(1933-1935)Gtg>Atgp.V645M 0.066667 FALSE TRUE FALSE

c.(1333-1335)agG>agAp.R445R 0.4 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.152074 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.465116 TRUE TRUE TRUE

c.(430-432)tTa>tGap.L144* 0.094118 FALSE FALSE FALSE

c.(4951-4953)acT>acCp.T1651T 0.416667 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.428571 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 1 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.105634 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.464286 TRUE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.5 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.466667 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.943396 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.47619 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.662791 FALSE TRUE FALSE

c.(550-552)ggG>ggAp.G184G 0.105263 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.229965 FALSE FALSE FALSE

c.(268-270)caA>caGp.Q90Q 0.25 TRUE TRUE FALSE

c.(1294-1296)Aca>Gcap.T432A 1 FALSE TRUE FALSE

c.(4675-4677)Gtg>Atgp.V1559M 0.448276 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.5 TRUE TRUE TRUE

c.(1756-1758)gcA>gcGp.A586A 0.080952 FALSE FALSE FALSE

c.(1885-1887)acT>acAp.T629T 0.5 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.416667 TRUE TRUE TRUE

c.(1099-1101)atT>atGp.I367M 0.223301 FALSE FALSE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.342857 FALSE TRUE FALSE

c.(2887-2889)gGg>gAgp.G963E 0.35 TRUE TRUE TRUE

c.(148-150)cTt>cCtp.L50P 0.062069 TRUE TRUE FALSE

c.(1579-1581)Aca>Gcap.T527A 0.46875 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(6472-6474)Cgc>Agcp.R2158S 0.2 FALSE FALSE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.509804 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.769231 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.666667 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.385714 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.45 TRUE TRUE TRUE

c.(271-273)cGc>cAcp.R91H 0.571429 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.211765 TRUE TRUE FALSE

c.(1102-1104)Gtc>Atcp.V368I 0.064935 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.122807 FALSE FALSE FALSE

c.(1120-1122)cTg>cCgp.L374P 0.101852 FALSE FALSE FALSE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(463-465)aAc>aGcp.N155S 1 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.482759 TRUE TRUE TRUE

c.(676-678)acG>acAp.T226T 1 FALSE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.522727 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.857143 TRUE TRUE TRUE



c.(1675-1677)ttA>ttCp.L559F 0.114754 FALSE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.769231 TRUE TRUE TRUE

c.(643-645)cAa>cGap.Q215R 0.482759 FALSE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.583333 TRUE TRUE TRUE

c.(7699-7701)cGt>cAtp.R2567H 0.487179 FALSE TRUE TRUE

c.(790-792)Act>Cctp.T264P 0.03913 FALSE FALSE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.565217 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.382353 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.5 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.342105 TRUE TRUE FALSE

c.(1657-1659)Cgg>Tggp.R553W 1 TRUE TRUE TRUE

c.(2701-2703)caA>caGp.Q901Q 0.8 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.444444 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.291667 TRUE TRUE TRUE

c.(412-414)Tac>Gacp.Y138D 0.116279 FALSE FALSE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.666667 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.522727 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.689655 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.97619 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.6 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.322581 TRUE TRUE TRUE

c.(727-729)gaC>gaTp.D243D 0.530612 FALSE TRUE TRUE

c.(3640-3642)caC>caTp.H1214H 0.5 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.432432 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.451613 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.529412 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 1 TRUE TRUE TRUE

c.(1300-1302)cAa>cGap.Q434R 1 FALSE TRUE FALSE

c.(892-894)gtA>gtGp.V298V 1 FALSE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.458333 TRUE TRUE TRUE

c.(490-492)gtA>gtGp.V164V 0.963636 FALSE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.310345 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.409091 TRUE TRUE TRUE

c.(1279-1281)atT>atCp.I427I 1 FALSE TRUE FALSE

c.(3550-3552)cAg>cTgp.Q1184L 0.333333 FALSE TRUE TRUE

c.(181-183)atA>atGp.I61M 0.964286 FALSE TRUE FALSE

c.(5299-5301)Cac>Tacp.H1767Y 0.363636 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.555556 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.5625 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.333333 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.4 TRUE TRUE TRUE

c.(1885-1887)agA>agGp.R629R 0.057522 FALSE FALSE FALSE

c.(169-171)Gca>Acap.A57T 0.109524 FALSE FALSE FALSE

c.(931-933)Aca>Tcap.T311S 0.090909 TRUE TRUE FALSE

c.(1633-1635)agA>agGp.R545R 0.548387 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.464286 TRUE TRUE TRUE



c.(10615-10617)Ctg>Atgp.L3539M 0.266667 FALSE FALSE TRUE

c.(508-510)gaA>gaGp.E170E 0.5 TRUE TRUE FALSE

c.(1666-1668)tcA>tcCp.S556S 0.101562 FALSE FALSE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.428571 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.347826 TRUE TRUE TRUE

c.(1630-1632)aTt>aCtp.I544T 0.571429 FALSE TRUE TRUE

c.(1762-1764)Aaa>Caap.K588Q 0.066964 FALSE FALSE FALSE

c.(2245-2247)aaT>aaCp.N749N 0.488889 FALSE TRUE TRUE

c.(5536-5538)Tca>Acap.S1846T 0.5 TRUE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.148936 FALSE FALSE FALSE

c.(28-30)gCg>gAgp.A10E 0.75 FALSE TRUE FALSE

c.(1933-1935)agT>agCp.S645S 0.363636 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.082192 FALSE FALSE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.102804 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.5625 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.535714 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.170732 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.580645 TRUE TRUE TRUE

c.(1363-1365)atA>atGp.I455M 0.366667 TRUE TRUE TRUE

c.(298-300)Atc>Gtcp.I100V 0.96875 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.9375 TRUE TRUE FALSE

c.(1666-1668)caG>caAp.Q556Q 0.714286 FALSE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.457143 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.521739 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.409091 TRUE TRUE TRUE

c.(1102-1104)Aca>Gcap.T368A 0.196078 FALSE FALSE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.5 TRUE TRUE TRUE

c.(610-612)Cgg>Tggp.R204W 0.190476 TRUE FALSE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.243243 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.456522 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.352941 TRUE TRUE TRUE

c.(1378-1380)ggT>ggCp.G460G 0.130435 TRUE FALSE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.521739 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.941176 TRUE TRUE TRUE

c.(1495-1497)Agg>Gggp.R499G 0.5 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.4375 TRUE TRUE TRUE

c.(427-429)Agt>Cgtp.S143R 0.104651 FALSE FALSE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.64 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.894737 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.131818 FALSE FALSE FALSE

c.(988-990)cTg>cCgp.L330P 0.315789 TRUE TRUE TRUE

c.(448-450)aaA>aaGp.K150K 0.5 FALSE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.545455 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.75 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.625 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 1 TRUE TRUE TRUE



c.(997-999)aGc>aAcp.S333N 0.272727 FALSE TRUE FALSE

c.(2140-2142)gcG>gcTp.A714A 0.5 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.317073 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.375 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.405405 TRUE TRUE TRUE

c.(7576-7578)aaG>aaAp.K2526K 0.571429 FALSE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.444444 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.980769 TRUE TRUE TRUE

c.(1024-1026)Ata>Gtap.I342V 0.418605 FALSE TRUE TRUE

c.(4750-4752)Ttc>Atcp.F1584I 0.095238 FALSE FALSE FALSE

c.(1849-1851)Ttg>Ctgp.L617L 0.05414 FALSE TRUE FALSE

c.(9682-9684)agG>agAp.R3228R 0.461538 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.416667 TRUE TRUE TRUE

c.(2365-2367)aaG>aaAp.K789K 0.122449 FALSE FALSE FALSE

c.(115-117)Aaa>Gaap.K39E 0.131579 TRUE TRUE FALSE

c.(1732-1734)Agt>Ggtp.S578G 0.080247 FALSE FALSE FALSE

c.(3067-3069)acA>acGp.T1023T 0.372093 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.461538 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.183099 FALSE FALSE FALSE

c.(2980-2982)gaC>gaTp.D994D 0.461538 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.45 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.25 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.128205 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.444444 TRUE TRUE FALSE

c.(1765-1767)acA>acGp.T589T 0.472727 FALSE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.333333 TRUE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.46875 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.4 TRUE TRUE FALSE

c.(850-852)ggG>ggAp.G284G 0.970588 FALSE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.432432 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.482759 TRUE TRUE TRUE

c.(514-516)Gtc>Atcp.V172I 0.285714 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.516667 TRUE TRUE TRUE

c.(2875-2877)gcC>gcTp.A959A 0.540541 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.470588 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.057803 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.491803 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.087361 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.222222 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.583333 TRUE TRUE TRUE

c.(1456-1458)tGa>tAap.*486* 0.535714 TRUE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.511628 TRUE TRUE TRUE

c.(1636-1638)tgC>tgTp.C546C 0.470588 TRUE TRUE FALSE

c.(5014-5016)aaC>aaTp.N1672N 0.56 TRUE TRUE TRUE

c.(451-453)gCc>gTcp.A151V 0.219178 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.469388 TRUE TRUE TRUE



c.(5542-5544)acG>acAp.T1848T 0.5 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.384615 FALSE TRUE FALSE

c.(1993-1995)gaA>gaGp.E665E 0.081081 FALSE FALSE FALSE

c.(5071-5073)Aag>Gagp.K1691E 0.481481 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.171429 FALSE FALSE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.272727 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.6 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.485714 TRUE TRUE TRUE

c.(226-228)gcA>gcGp.A76A 0.162437 FALSE FALSE FALSE

c.(964-966)ttG>ttAp.L322L 0.4 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.4375 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.244444 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.4 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.481481 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.592593 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.630252 FALSE TRUE FALSE

c.(1966-1968)caC>caTp.H656H 0.518519 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.625 TRUE TRUE TRUE

c.(604-606)Tta>Gtap.L202V 0.541667 FALSE FALSE FALSE

c.(1168-1170)Aag>Gagp.K390E 0.086022 FALSE FALSE FALSE

c.(1342-1344)agC>agTp.S448S 0.357143 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.230769 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.473684 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.461538 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.5 TRUE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.653846 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.533333 TRUE TRUE TRUE

c.(391-393)atG>atAp.M131I 0.5 FALSE TRUE TRUE

c.(3496-3498)cTa>cCap.L1166P 0.571429 TRUE TRUE TRUE

c.(3229-3231)agC>agTp.S1077S 0.583333 FALSE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.5 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.531915 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.578947 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.555556 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.615385 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.606061 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.473684 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.75 TRUE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.666667 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.833333 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.564516 TRUE TRUE TRUE

c.(2119-2121)ggC>ggTp.G707G 0.533333 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.170213 TRUE TRUE FALSE

c.(3670-3672)gaG>gaAp.E1224E 1 TRUE TRUE TRUE



c.(202-204)acA>acCp.T68T 0.15 FALSE FALSE FALSE

c.(370-372)caC>caTp.H124H 0.551724 TRUE TRUE TRUE

c.(3862-3864)gtT>gtCp.V1288V 0.290323 TRUE TRUE TRUE

c.(676-678)acG>acAp.T226T 0.5 FALSE TRUE FALSE

c.(1729-1731)cTg>cCgp.L577P 0.75 FALSE TRUE FALSE

c.(124-126)ttT>ttCp.F42F 0.101449 FALSE FALSE FALSE

c.(1810-1812)Act>Gctp.T604A 0.357143 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.54717 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.974359 TRUE TRUE TRUE

c.(1132-1134)aGt>aAtp.S378N 0.101852 TRUE TRUE FALSE

c.(790-792)Act>Cctp.T264P 0.035433 FALSE FALSE FALSE

c.(922-924)tCg>tTgp.S308L 0.583333 FALSE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.5 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.956522 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.545455 TRUE TRUE TRUE

c.(412-414)Tac>Gacp.Y138D 0.081081 FALSE FALSE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.517241 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.408163 TRUE TRUE TRUE

c.(100-102)tgG>tgAp.W34* 0.529412 FALSE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.428571 TRUE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.423077 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.541667 TRUE TRUE FALSE

c.(2221-2223)gaC>gaTp.D741D 0.5 FALSE TRUE TRUE

c.(7606-7608)Cgg>Tggp.R2536W0.545455 FALSE FALSE FALSE

c.(5080-5082)cGa>cAap.R1694Q 0.487179 FALSE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.382353 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.230769 TRUE FALSE FALSE

c.(6160-6162)Gat>Aatp.D2054N 0.512821 FALSE TRUE TRUE

c.(808-810)Cgc>Tgcp.R270C 0.608696 TRUE TRUE TRUE

c.(4507-4509)tcC>tcTp.S1503S 0.75 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.563636 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.5 TRUE TRUE TRUE

c.e3+1 0.666667 FALSE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.714286 TRUE TRUE TRUE

c.(3379-3381)tcT>tcAp.S1127S 0.487805 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.526316 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.521739 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.533333 TRUE TRUE TRUE

c.(169-171)Gca>Acap.A57T 0.109453 FALSE FALSE FALSE

c.(1909-1911)Att>Gttp.I637V 0.4 TRUE TRUE TRUE

c.(349-351)ctC>ctTp.L117L 0.5 FALSE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.462963 TRUE TRUE TRUE

c.(259-261)cAt>cGtp.H87R 0.555556 FALSE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.27907 TRUE TRUE TRUE

c.(1690-1692)aaT>aaCp.N564N 0.318182 FALSE FALSE FALSE

c.(1156-1158)Ttc>Ctcp.F386L 0.538462 FALSE TRUE TRUE



c.(1033-1035)gaG>gaAp.E345E 0.148148 FALSE FALSE FALSE

c.(58-60)gcT>gcCp.A20A 0.222222 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.22963 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.076522 FALSE FALSE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.068627 TRUE TRUE FALSE

c.(3739-3741)caG>caAp.Q1247Q 0.625 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.40678 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.574468 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.357143 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.516129 TRUE TRUE FALSE

c.(1885-1887)agA>agGp.R629R 0.068421 FALSE FALSE FALSE

c.(910-912)ccC>ccAp.P304P 0.55 TRUE TRUE TRUE

c.(400-402)ccC>ccAp.P134P 0.484848 TRUE TRUE TRUE

c.(223-225)agC>agTp.S75S 0.307692 FALSE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.365854 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.516129 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.44 TRUE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.590909 TRUE TRUE TRUE

c.(7039-7041)Att>Gttp.I2347V 0.519231 FALSE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.571429 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.614035 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.358491 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.388235 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.341772 TRUE TRUE TRUE

c.(4240-4242)gaC>gaTp.D1414D 0.5 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.977273 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.486486 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.419355 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.428571 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.165877 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.375 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.714286 TRUE TRUE FALSE

c.(1609-1611)atA>atGp.I537M 0.466667 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.6 TRUE TRUE TRUE

c.(1684-1686)Cct>Gctp.P562A 0.5 FALSE FALSE FALSE

c.(142-144)gcG>gcAp.A48A 0.448276 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.380952 TRUE TRUE TRUE

c.(3793-3795)atC>atAp.I1265I 0.55 FALSE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.11236 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.388889 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.909091 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.5 TRUE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.555556 TRUE TRUE TRUE

c.(3754-3756)atC>atTp.I1252I 0.533333 FALSE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.483871 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.567568 TRUE TRUE TRUE

c.(169-171)cTc>cCcp.L57P 0.175 FALSE TRUE TRUE



c.(5233-5235)cGc>cAcp.R1745H 0.931034 TRUE TRUE TRUE

c.(682-684)cAg>cCgp.Q228P 0.384615 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.483871 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.45 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.631579 TRUE TRUE TRUE

c.(322-324)ccC>ccTp.P108P 0.846154 TRUE TRUE FALSE

c.(6478-6480)Ttg>Ctgp.L2160L 0.363636 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.423077 TRUE TRUE TRUE

c.(1966-1968)tcT>tcCp.S656S 0.269231 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.625 TRUE TRUE TRUE

c.(2365-2367)aaG>aaAp.K789K 0.109589 FALSE FALSE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.55 TRUE TRUE TRUE

c.(3190-3192)Ctc>Ttcp.L1064F 0.615385 FALSE FALSE FALSE

c.(814-816)taC>taTp.Y272Y 0.4 FALSE FALSE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.25 TRUE TRUE TRUE

c.(262-264)aCt>aGtp.T88S 1 FALSE FALSE FALSE

c.(1891-1893)Atc>Ctcp.I631L 0.190476 TRUE TRUE TRUE

c.(1393-1395)Aat>Gatp.N465D 0.175 FALSE FALSE FALSE

c.(520-522)aTa>aGap.I174R 0.12 FALSE FALSE FALSE

c.(1582-1584)Gtg>Atgp.V528M 0.134328 FALSE TRUE TRUE

c.(172-174)Gac>Aacp.D58N 0.590909 FALSE FALSE FALSE

c.(3013-3015)gaA>gaGp.E1005E 0.5 FALSE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.068477 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.156156 TRUE TRUE FALSE

c.(79-81)cTc>cCcp.L27P 0.278481 FALSE FALSE FALSE

c.(5647-5649)acC>acTp.T1883T 0.625 FALSE FALSE TRUE

c.(457-459)Aaa>Gaap.K153E 0.122807 FALSE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.846154 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.107062 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.13256 FALSE FALSE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.428571 TRUE TRUE TRUE

c.(5449-5451)aGa>aCap.R1817T 0.217391 FALSE TRUE TRUE

c.(3739-3741)aCt>aTtp.T1247I 0.444444 TRUE TRUE TRUE

c.(535-537)Ctg>Ttgp.L179L 0.09375 FALSE FALSE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.357143 TRUE TRUE TRUE

c.(307-309)tgT>tgCp.C103C 0.375 FALSE FALSE FALSE

c.(577-579)cAa>cCap.Q193P 0.165644 FALSE TRUE FALSE

c.(3190-3192)Ctt>Attp.L1064I 0.084507 FALSE FALSE FALSE

c.(1399-1401)aCa>aTap.T467I 0.113208 FALSE FALSE FALSE

c.(1993-1995)gaA>gaGp.E665E 0.068966 FALSE FALSE FALSE

c.(235-237)ccT>ccAp.P79P 0.230769 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.52381 FALSE TRUE FALSE

c.(76-78)tTc>tCcp.F26S 0.278481 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 0.793103 TRUE TRUE TRUE

c.(226-228)gcA>gcGp.A76A 0.174312 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.741935 TRUE TRUE TRUE

c.(1390-1392)Atg>Gtgp.M464V 0.086957 FALSE FALSE FALSE



c.(2431-2433)gcG>gcAp.A811A 0.65 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.833333 TRUE TRUE TRUE

c.(835-837)ggC>ggTp.G279G 0.157895 TRUE TRUE FALSE

c.(925-927)gaT>gaCp.D309D 0.090164 TRUE FALSE FALSE

c.(1234-1236)Gtg>Ctgp.V412L 0.6 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.105105 TRUE TRUE FALSE

c.(1807-1809)aCt>aAtp.T603N 0.109375 FALSE FALSE FALSE

c.(430-432)tTa>tGap.L144* 0.106383 FALSE FALSE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.677419 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.240506 FALSE TRUE FALSE

c.(1675-1677)Tat>Catp.Y559H 0.25 FALSE FALSE FALSE

c.(1447-1449)gCg>gGgp.A483G 0.078947 FALSE FALSE FALSE

c.(550-552)ggG>ggAp.G184G 0.206349 FALSE FALSE FALSE

c.(340-342)tgA>tgGp.*114W 1 FALSE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.176471 TRUE TRUE FALSE

c.(2101-2103)taC>taTp.Y701Y 0.564103 FALSE TRUE TRUE

c.(4675-4677)Gtg>Atgp.V1559M 0.222222 TRUE TRUE TRUE

c.(1780-1782)cGt>cAtp.R594H 0.118644 FALSE FALSE FALSE

c.(1588-1590)gcG>gcAp.A530A 1 TRUE TRUE TRUE

c.(1756-1758)gcA>gcGp.A586A 0.049875 FALSE FALSE FALSE

c.(2254-2256)aaA>aaTp.K752N 0.109589 FALSE FALSE FALSE

c.(664-666)gTg>gCgp.V222A 0.073333 FALSE FALSE FALSE

c.(721-723)Cct>Gctp.P241A 0.8 FALSE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 1 TRUE TRUE TRUE

c.(616-618)aaG>aaAp.K206K 0.142857 FALSE FALSE FALSE

c.(907-909)aaG>aaAp.K303K 0.75 TRUE TRUE TRUE

c.(1792-1794)Gtt>Attp.V598I 0.123077 FALSE FALSE FALSE

c.(3859-3861)Gag>Aagp.E1287K 0.964286 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.084034 TRUE TRUE FALSE

c.(148-150)Ttt>Cttp.F50L 1 FALSE TRUE FALSE

c.(10648-10650)gaG>gaAp.E3550E 0.214286 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.294118 TRUE TRUE TRUE

c.(544-546)Tca>Gcap.S182A 1 FALSE TRUE FALSE

c.(1102-1104)Gtc>Atcp.V368I 0.121951 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.161376 FALSE FALSE FALSE

c.(673-675)taT>taAp.Y225* 0.073171 FALSE FALSE FALSE

c.(1522-1524)caT>caCp.H508H 0.4 TRUE TRUE TRUE

c.(1285-1287)Att>Gttp.I429V 0.068966 FALSE FALSE FALSE

c.(1849-1851)agT>agCp.S617S 0.235294 TRUE TRUE TRUE

c.e2+1 0.164179 FALSE FALSE FALSE

c.(1675-1677)ttA>ttCp.L559F 0.093596 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 1 TRUE TRUE TRUE

c.(955-957)gaG>gaAp.E319E 0.055556 FALSE FALSE FALSE

c.(886-888)Cag>Gagp.Q296E 0.041801 FALSE FALSE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.310345 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.509434 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.468085 TRUE TRUE TRUE



c.(2695-2697)aAg>aGgp.K899R 0.9 TRUE TRUE TRUE

c.(292-294)Aat>Catp.N98H 0.0875 FALSE FALSE FALSE

c.(313-315)gaC>gaAp.D105E 0.097222 FALSE FALSE FALSE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(1363-1365)atA>atGp.I455M 0.5 TRUE TRUE TRUE

c.(409-411)aCa>aGap.T137R 0.115385 FALSE FALSE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.863636 TRUE TRUE TRUE

c.(448-450)tCt>tGtp.S150C 0.195122 FALSE FALSE FALSE

c.(1414-1416)aaC>aaTp.N472N 0.068966 FALSE TRUE FALSE

c.(7366-7368)Gtt>Attp.V2456I 0.733333 FALSE TRUE TRUE

c.(118-120)tgC>tgTp.C40C 1 FALSE TRUE FALSE

c.(766-768)gGa>gCap.G256A 0.490566 TRUE TRUE TRUE

c.(1582-1584)tTg>tCgp.L528S 0.093023 FALSE FALSE FALSE

c.(712-714)Tgg>Aggp.W238R 0.2 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.285714 TRUE TRUE FALSE

c.(1885-1887)agA>agGp.R629R 0.057495 FALSE FALSE FALSE

c.(169-171)Gca>Acap.A57T 0.140244 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.285714 TRUE TRUE FALSE

c.(592-594)ccT>ccCp.P198P 0.106195 FALSE FALSE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.962963 TRUE TRUE TRUE

c.(11200-11202)Caa>Aaap.Q3734K 0.822222 TRUE TRUE TRUE

c.(1222-1224)aAa>aGap.K408R 0.084337 FALSE FALSE FALSE

c.(1225-1227)acA>acCp.T409T 0.11236 FALSE FALSE FALSE

c.(130-132)ggG>ggAp.G44G 1 FALSE TRUE FALSE

c.(1261-1263)Gtt>Attp.V421I 0.072 FALSE FALSE FALSE

c.(391-393)gCg>gTgp.A131V 0.368421 TRUE TRUE TRUE

c.(1408-1410)Gaa>Taap.E470* 0.4 TRUE TRUE FALSE

c.(3988-3990)Ttg>Atgp.L1330M 0.722222 TRUE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.291667 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.235585 FALSE FALSE FALSE

c.(316-318)Ttg>Ctgp.L106L 0.101449 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.108359 FALSE FALSE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.09901 TRUE TRUE FALSE

c.(1744-1746)gaA>gaGp.E582E 0.510638 TRUE TRUE FALSE

c.(2815-2817)tCt>tGtp.S939C 0.285714 FALSE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.333333 TRUE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.75 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.228571 TRUE TRUE FALSE

c.(1957-1959)tCt>tTtp.S653F 0.714286 FALSE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.671233 TRUE TRUE FALSE

c.(1063-1065)gcC>gcGp.A355A 0.666667 TRUE TRUE TRUE

c.(1849-1851)taC>taTp.Y617Y 0.137931 FALSE FALSE FALSE

c.(12790-12792)Gta>Ctap.V4264L 0.266667 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.331034 TRUE TRUE TRUE

c.(1645-1647)gaT>gaGp.D549E 0.051852 FALSE FALSE FALSE

c.(427-429)Agt>Cgtp.S143R 0.114583 FALSE FALSE FALSE

c.(250-252)Tta>Ctap.L84L 0.972973 FALSE TRUE FALSE



c.(8320-8322)tgC>tgTp.C2774C 0.909091 TRUE TRUE TRUE

c.(241-243)tgA>tgGp.*81W 1 FALSE TRUE FALSE

c.(1285-1287)atT>atGp.I429M 0.067114 FALSE FALSE FALSE

c.(1171-1173)atA>atGp.I391M 0.8 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 1 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.184438 FALSE FALSE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.659574 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.789474 TRUE TRUE TRUE

c.(9682-9684)agG>agAp.R3228R 0.333333 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.294118 TRUE TRUE TRUE

c.(1579-1581)ctG>ctTp.L527L 0.08046 FALSE FALSE FALSE

c.(3454-3456)gAa>gGap.E1152G 0.099379 FALSE FALSE FALSE

c.(1528-1530)tTt>tGtp.F510C 0.113553 FALSE FALSE FALSE

c.(730-732)Ctt>Attp.L244I 0.043011 FALSE FALSE FALSE

c.(733-735)gTc>gCcp.V245A 0.051406 FALSE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.5 TRUE TRUE TRUE

c.(367-369)cCa>cAap.P123Q 0.210526 FALSE FALSE FALSE

c.(1429-1431)gAc>gGcp.D477G 0.074074 FALSE FALSE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.216216 TRUE TRUE FALSE

c.(4411-4413)aAc>aGcp.N1471S 0.142857 FALSE FALSE FALSE

c.(1825-1827)ccA>ccGp.P609P 1 TRUE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.25 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.840909 TRUE TRUE TRUE

c.(1666-1668)tcA>tcCp.S556S 0.123967 FALSE FALSE FALSE

c.(7477-7479)Cca>Tcap.P2493S 0.769231 FALSE FALSE FALSE

c.(538-540)Cgg>Tggp.R180W 0.277778 TRUE TRUE TRUE

c.(886-888)Gag>Cagp.E296Q 0.092308 FALSE FALSE FALSE

c.(115-117)Aaa>Gaap.K39E 0.267857 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.117117 FALSE TRUE TRUE

c.(7567-7569)agC>agAp.S2523R 0.102941 FALSE FALSE FALSE

c.(826-828)cGa>cAap.R276Q 0.3 TRUE TRUE TRUE

c.(724-726)cAa>cGap.Q242R 0.433962 FALSE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.395349 TRUE TRUE TRUE

c.(595-597)ctG>ctAp.L199L 0.333333 TRUE TRUE TRUE

c.(3175-3177)acA>acGp.T1059T 0.37037 FALSE TRUE TRUE

c.(2143-2145)tcC>tcTp.S715S 0.294118 TRUE TRUE TRUE

c.(2494-2496)Cgg>Tggp.R832W 0.505263 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.543478 TRUE TRUE TRUE

c.(1831-1833)Cca>Acap.P611T 0.490196 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.190476 TRUE TRUE FALSE

c.(1126-1128)ctG>ctCp.L376L 0.395349 TRUE TRUE TRUE

c.(688-690)Gct>Actp.A230T 0.046693 FALSE TRUE TRUE

c.(472-474)gaG>gaAp.E158E 0.352941 FALSE TRUE TRUE

c.(385-387)Gtg>Ctgp.V129L 0.450549 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.077626 FALSE FALSE FALSE

c.(514-516)gcG>gcAp.A172A 0.209302 TRUE TRUE FALSE



c.(2764-2766)Gtt>Cttp.V922L 0.450704 FALSE FALSE FALSE

c.(520-522)gTg>gCgp.V174A 0.603175 TRUE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.512605 TRUE TRUE TRUE

c.(1189-1191)ttT>ttCp.F397F 1 FALSE TRUE FALSE

c.(1699-1701)Ctg>Ttgp.L567L 0.611111 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.9 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.571429 TRUE TRUE TRUE

c.(433-435)Cga>Tgap.R145* 0.051471 FALSE FALSE FALSE

c.(76-78)tTc>tCcp.F26S 0.079208 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 0.515789 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.4 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.575758 TRUE TRUE FALSE

c.(10714-10716)aTt>aGtp.I3572S 0.352941 FALSE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.542373 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.409091 FALSE TRUE FALSE

c.(1333-1335)agG>agAp.R445R 0.391304 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.361446 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.154217 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.521368 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.517647 TRUE TRUE TRUE

c.(2086-2088)atA>atGp.I696M 0.477477 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.333333 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.435897 TRUE TRUE TRUE

c.(1849-1851)Att>Gttp.I617V 0.6 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.422222 TRUE TRUE TRUE

c.(2797-2799)acC>acAp.T933T 0.363636 FALSE FALSE TRUE

c.(55-57)caC>caTp.H19H 0.52381 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.493827 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.5625 FALSE TRUE FALSE

c.(2209-2211)gaT>gaCp.D737D 0.531646 TRUE TRUE TRUE

c.(1447-1449)gCg>gGgp.A483G 0.058824 FALSE FALSE FALSE

c.(1168-1170)Aag>Gagp.K390E 0.057325 FALSE FALSE FALSE

c.(364-366)Ctg>Gtgp.L122V 0.666667 TRUE TRUE TRUE

c.(823-825)Aga>Cgap.R275R 0.536585 TRUE TRUE TRUE

c.(2716-2718)taT>taCp.Y906Y 0.222222 FALSE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.405405 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.352941 TRUE TRUE FALSE

c.(1375-1377)tAc>tGcp.Y459C 0.388889 TRUE TRUE FALSE

c.(2992-2994)taT>taCp.Y998Y 0.07 FALSE FALSE FALSE

c.(418-420)Cca>Gcap.P140A 0.05303 FALSE FALSE FALSE

c.(247-249)aAc>aGcp.N83S 0.6 TRUE TRUE TRUE

c.(2926-2928)gtG>gtCp.V976V 0.428571 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.492063 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.612903 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.483221 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.485294 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.5 TRUE TRUE TRUE



c.(2680-2682)cGg>cAgp.R894Q 0.06962 TRUE TRUE FALSE

c.(136-138)gaC>gaTp.D46D 0.307692 TRUE TRUE FALSE

c.(2998-3000)Cgt>Tgtp.R1000C 0.08867 FALSE FALSE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.388889 TRUE TRUE FALSE

c.(3670-3672)gaG>gaAp.E1224E 0.371429 TRUE TRUE TRUE

c.(409-411)Tgg>Gggp.W137G 0.039711 FALSE FALSE FALSE

c.(1522-1524)caT>caCp.H508H 0.5 TRUE TRUE TRUE

c.(2350-2352)aGa>aAap.R784K 0.063492 FALSE TRUE FALSE

c.(1138-1140)Ttt>Attp.F380I 0.375 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.190476 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.990909 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.540541 TRUE TRUE TRUE

c.(2950-2952)gGg>gAgp.G984E 0.05 FALSE FALSE FALSE

c.(697-699)acC>acTp.T233T 0.5 FALSE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.217949 TRUE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.666667 TRUE TRUE TRUE

c.(1144-1146)ttT>ttGp.F382L 0.048193 FALSE FALSE FALSE

c.(766-768)taT>taCp.Y256Y 1 FALSE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.585714 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.304348 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.407407 TRUE TRUE TRUE

c.(5704-5706)Gaa>Taap.E1902* 0.507246 FALSE FALSE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.419355 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.333333 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.5 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.48 TRUE TRUE TRUE

c.(115-117)ggC>ggTp.G39G 0.416667 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.666667 TRUE TRUE TRUE

c.(2431-2433)Atc>Gtcp.I811V 0.044665 FALSE TRUE FALSE

c.(2239-2241)aaT>aaGp.N747K 0.087209 FALSE FALSE FALSE

c.(16-18)aGt>aAtp.S6N 0.571429 FALSE TRUE FALSE

c.(3364-3366)cGg>cAgp.R1122Q 0.402778 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.405063 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.481481 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 1 TRUE TRUE TRUE

c.(2023-2025)Ata>Gtap.I675V 0.481481 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.529412 TRUE TRUE TRUE

c.(169-171)Gca>Acap.A57T 0.055427 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.727273 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.3125 TRUE TRUE FALSE

c.(922-924)tcG>tcAp.S308S 0.833333 TRUE TRUE TRUE

c.(550-552)acG>acAp.T184T 0.421053 FALSE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.459459 TRUE TRUE TRUE

c.(3850-3852)cAc>cGcp.H1284R 0.105263 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.550725 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.666667 TRUE TRUE FALSE

c.(682-684)cAg>cCgp.Q228P 0.277778 TRUE TRUE FALSE



c.(2224-2226)gtC>gtGp.V742V 0.4375 TRUE TRUE TRUE

c.(1507-1509)gcA>gcGp.A503A 0.423077 TRUE TRUE TRUE

c.(451-453)Tta>Gtap.L151V 0.05948 FALSE FALSE FALSE

c.(1591-1593)gGa>gAap.G531E 0.438462 TRUE TRUE TRUE

c.(361-363)gcC>gcTp.A121A 0.666667 TRUE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.098039 FALSE FALSE FALSE

c.(1393-1395)Aat>Gatp.N465D 0.070093 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.209559 FALSE FALSE FALSE

c.(4864-4866)Aca>Gcap.T1622A 0.47619 TRUE TRUE TRUE

c.(5983-5985)gaG>gaAp.E1995E 0.496503 FALSE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.048352 FALSE FALSE FALSE

c.(820-822)Aga>Ggap.R274G 0.175 FALSE FALSE FALSE

c.(850-852)cCa>cAap.P284Q 0.535714 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.474227 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.666667 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.428571 TRUE TRUE FALSE

c.(6292-6294)Gct>Actp.A2098T 0.131579 FALSE FALSE FALSE

c.(6607-6609)caC>caTp.H2203H 0.487179 TRUE TRUE TRUE

c.(1462-1464)Tgc>Cgcp.C488R 0.666667 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.94702 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.952381 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.508772 TRUE TRUE TRUE

c.(1219-1221)gtC>gtTp.V407V 0.5 TRUE TRUE TRUE

c.(1864-1866)ttT>ttGp.F622L 0.32 FALSE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.983051 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.503937 TRUE TRUE TRUE

c.(2080-2082)gTc>gGcp.V694G 0.133333 FALSE FALSE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.631579 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.673469 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.666667 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.104911 FALSE FALSE FALSE

c.(217-219)tAc>tGcp.Y73C 0.147126 FALSE FALSE FALSE

c.(166-168)caA>caGp.Q56Q 0.514286 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.712121 TRUE TRUE TRUE

c.(697-699)caA>caTp.Q233H 0.365854 TRUE TRUE FALSE

c.(214-216)Cca>Gcap.P72A 0.039711 FALSE FALSE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.538462 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.487179 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.382353 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.5 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.46 TRUE TRUE TRUE

c.(418-420)gtG>gtTp.V140V 0.545455 FALSE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.4 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.454545 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.485714 TRUE TRUE FALSE

c.(2086-2088)Tgg>Cggp.W696R 0.058824 FALSE FALSE FALSE



c.(931-933)Ggt>Tgtp.G311C 0.056604 FALSE FALSE FALSE

c.(115-117)Aaa>Gaap.K39E 0.123077 TRUE TRUE FALSE

c.(79-81)cTc>cCcp.L27P 0.079208 FALSE FALSE FALSE

c.(1306-1308)aTt>aAtp.I436N 0.071942 FALSE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.51952 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.991111 TRUE TRUE TRUE

c.(2338-2340)cCg>cTgp.P780L 0.475104 FALSE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.452308 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.085502 FALSE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.051852 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.069098 TRUE TRUE FALSE

c.(139-141)Ttg>Atgp.L47M 0.967742 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.474627 TRUE TRUE TRUE

c.(241-243)Ccg>Tcgp.P81S 0.47619 FALSE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.887931 TRUE TRUE TRUE

c.(943-945)Cgg>Tggp.R315W 0.454902 TRUE TRUE TRUE

c.(352-354)gaC>gaTp.D118D 0.470588 FALSE TRUE TRUE

c.(208-210)caG>caAp.Q70Q 0.078431 FALSE FALSE FALSE

c.(661-663)gaG>gaCp.E221D 0.913043 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.52454 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.496875 TRUE TRUE TRUE

c.(1981-1983)tCt>tTtp.S661F 0.501149 FALSE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.501241 TRUE TRUE TRUE

c.(2875-2877)gcC>gcTp.A959A 0.482094 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.40404 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.482824 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.628692 TRUE TRUE FALSE

c.(5083-5085)tcG>tcAp.S1695S 0.502857 FALSE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.993865 TRUE TRUE TRUE

c.(889-891)tgC>tgTp.C297C 0.031855 FALSE FALSE FALSE

c.(1636-1638)tgC>tgTp.C546C 0.5 TRUE TRUE FALSE

c.(844-846)gcC>gcTp.A282A 0.882051 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.091346 FALSE TRUE TRUE

c.(4813-4815)gtG>gtTp.V1605V 0.458647 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.541547 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.143426 FALSE TRUE TRUE

c.(1693-1695)cGc>cAcp.R565H 0.309942 FALSE FALSE FALSE

c.(85-87)Gat>Aatp.D29N 0.497076 FALSE TRUE FALSE

c.(6571-6573)acG>acAp.T2191T 0.461538 FALSE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.587719 TRUE TRUE FALSE

c.(2062-2064)Aac>Gacp.N688D 0.891892 TRUE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.990991 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.408537 TRUE TRUE TRUE

c.(7573-7575)Ctc>Gtcp.L2525V 0.4 TRUE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.044794 TRUE TRUE FALSE

c.(1156-1158)agA>agCp.R386S 1 TRUE TRUE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.979167 FALSE TRUE FALSE



c.(1015-1017)aGt>aAtp.S339N 0.160494 FALSE FALSE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.944444 TRUE TRUE FALSE

c.(37-39)Gcc>Cccp.A13P 0.3 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.526667 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 1 TRUE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.463768 TRUE TRUE FALSE

c.(250-252)gaA>gaGp.E84E 0.867257 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.487805 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.479167 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.526316 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.230769 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.533333 TRUE TRUE TRUE

c.(976-978)taC>taTp.Y326Y 0.375 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.928571 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 1 TRUE TRUE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.091837 FALSE TRUE FALSE

c.(9037-9039)cGc>cTcp.R3013L 0.085106 FALSE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.436364 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.482222 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.297297 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.525234 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.882784 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.20614 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.65 TRUE TRUE TRUE

c.(4978-4980)Atc>Gtcp.I1660V 0.098039 FALSE TRUE FALSE

c.(8380-8382)gcC>gcTp.A2794A 0.140351 FALSE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.410909 TRUE TRUE FALSE

c.(3391-3393)acC>acGp.T1131T 0.466667 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.503876 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.529968 TRUE TRUE TRUE

c.(7735-7737)gAc>gTcp.D2579V 0.119149 FALSE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 0.5 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.991489 TRUE TRUE TRUE

c.(1429-1431)cGg>cAgp.R477Q 0.035398 TRUE TRUE FALSE

c.(8104-8106)gAt>gGtp.D2702G 0.448795 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.045234 TRUE TRUE FALSE

c.(2275-2277)aAg>aGgp.K759R 0.282648 FALSE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.112782 FALSE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.625 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.104762 FALSE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.517401 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.48 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.462141 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.480392 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.163265 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.985915 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.509695 TRUE TRUE TRUE



c.(1630-1632)tCg>tTgp.S544L 0.457983 TRUE TRUE TRUE

c.(1462-1464)Tgc>Cgcp.C488R 0.238462 TRUE TRUE FALSE

c.(7945-7947)cGt>cAtp.R2649H 0.108333 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.504975 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.131687 FALSE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 1 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.4375 TRUE TRUE FALSE

c.(1906-1908)Cgc>Tgcp.R636C 0.835052 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.530534 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.464286 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.057471 TRUE TRUE FALSE

c.(265-267)Aag>Gagp.K89E 0.5 FALSE TRUE FALSE

c.(10174-10176)ggC>ggTp.G3392G 0.513089 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.992754 TRUE TRUE FALSE

c.(3880-3882)aaG>aaAp.K1294K 0.510029 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.4375 TRUE TRUE FALSE

c.(766-768)gGa>gCap.G256A 0.855814 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.494118 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.142012 FALSE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.525292 TRUE TRUE TRUE

c.(3124-3126)Gac>Tacp.D1042Y 0.525463 FALSE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.107595 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.997333 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.287234 TRUE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 1 TRUE TRUE TRUE

c.(1015-1017)Gag>Aagp.E339K 0.444444 FALSE TRUE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.088028 FALSE TRUE TRUE

c.(2272-2274)gtG>gtAp.V758V 0.281961 FALSE FALSE FALSE

c.(508-510)gaA>gaGp.E170E 0.472 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.310345 TRUE TRUE TRUE

c.(11155-11157)Gtg>Atgp.V3719M 0.551813 FALSE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.11065 TRUE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.223577 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.526316 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.097778 FALSE TRUE TRUE

c.(1804-1806)Gtg>Atgp.V602M 0.942857 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.483051 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.121212 FALSE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.818182 FALSE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.5058 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.48324 TRUE TRUE TRUE

c.(2506-2508)cgC>cgTp.R836R 0.468531 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.047013 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.44 TRUE TRUE FALSE

c.(2815-2817)tCt>tGtp.S939C 0.464143 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.091185 TRUE TRUE FALSE

c.(1246-1248)tCc>tTcp.S416F 0.343137 FALSE FALSE FALSE



c.(592-594)gcT>gcCp.A198A 0.975 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.996564 TRUE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.481928 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.501312 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.063158 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.092988 TRUE TRUE FALSE

c.(8524-8526)taT>taCp.Y2842Y 0.995708 TRUE TRUE TRUE

c.(5023-5025)Gcc>Tccp.A1675S 0.173913 FALSE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.997613 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(8710-8712)cAg>cGgp.Q2904R 0.115607 FALSE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.840376 TRUE TRUE TRUE

c.(1297-1299)Gtt>Cttp.V433L 0.507177 FALSE TRUE TRUE

c.(136-138)Tat>Catp.Y46H 0.041181 TRUE TRUE FALSE

c.(1546-1548)cCc>cTcp.P516L 0.426036 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.496957 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.849785 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.388889 TRUE TRUE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.475524 TRUE TRUE FALSE

c.(832-834)tcA>tcTp.S278S 0.489703 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.131579 TRUE TRUE FALSE

c.(1267-1269)Ggt>Agtp.G423S 0.050279 FALSE TRUE FALSE

c.(142-144)gcG>gcAp.A48A 0.49892 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.487288 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.44186 TRUE TRUE TRUE

c.(8761-8763)cAc>cGcp.H2921R 0.555556 TRUE TRUE TRUE

c.(538-540)caG>caAp.Q180Q 0.285714 FALSE FALSE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.924731 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.51497 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.464646 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.443114 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.429306 TRUE TRUE TRUE

c.(682-684)cAg>cCgp.Q228P 0.495146 TRUE TRUE FALSE

c.(358-360)gcC>gcTp.A120A 1 TRUE TRUE FALSE

c.(223-225)gCc>gGcp.A75G 0.633333 FALSE FALSE FALSE

c.(334-336)cCa>cAap.P112Q 0.163462 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.491094 TRUE TRUE TRUE

c.(151-153)ttC>ttTp.F51F 0.987342 FALSE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.037975 TRUE TRUE FALSE

c.(106-108)agG>agAp.R36R 0.188679 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.040881 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.491071 TRUE TRUE TRUE

c.(1018-1020)Gcc>Tccp.A340S 0.434211 FALSE TRUE TRUE

c.(1942-1944)Cgc>Ggcp.R648G 0.068966 TRUE TRUE FALSE

c.(13087-13089)tCt>tTtp.S4363F 0.391753 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.057471 TRUE FALSE FALSE

c.(3067-3069)acA>acGp.T1023T 0.516854 TRUE TRUE TRUE



c.(3136-3138)ccA>ccGp.P1046P 0.469626 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.542373 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.997403 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.477273 TRUE TRUE TRUE

c.(3325-3327)tCa>tTap.S1109L 0.495868 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.96 TRUE TRUE TRUE

c.(3157-3159)cGa>cAap.R1053Q 0.432432 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.538462 TRUE TRUE TRUE

c.(2650-2652)tCa>tTap.S884L 0.48505 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.176991 TRUE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.470149 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.928571 TRUE TRUE FALSE

c.e10-2 0.446512 FALSE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 0.51145 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.348837 TRUE FALSE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.986425 TRUE TRUE TRUE

c.(1297-1299)ctA>ctGp.L433L 0.562092 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.49422 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.451613 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.480392 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.55814 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.9425 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.070922 FALSE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.047619 FALSE TRUE TRUE

c.(3529-3531)Ctt>Attp.L1177I 0.546584 FALSE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.461538 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.498392 TRUE TRUE TRUE

c.(1360-1362)caC>caTp.H454H 0.55 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.453947 TRUE TRUE TRUE

c.(5188-5190)Aaa>Gaap.K1730E 0.444853 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.467337 TRUE TRUE TRUE

c.(3850-3852)cAc>cGcp.H1284R 0.045872 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.996894 TRUE TRUE TRUE

c.(775-777)ggC>ggTp.G259G 0.474255 FALSE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.073446 FALSE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.504386 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.459016 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.996078 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.490854 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.376623 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.463636 TRUE TRUE TRUE

c.(2056-2058)cgG>cgTp.R686R 0.449153 TRUE TRUE TRUE

c.(316-318)Cgg>Aggp.R106R 0.888889 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.337553 TRUE TRUE FALSE



c.(508-510)taC>taTp.Y170Y 0.078947 FALSE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 1 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.979167 TRUE TRUE TRUE

c.(3784-3786)tAt>tCtp.Y1262S 0.514107 FALSE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.543046 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.569507 TRUE TRUE TRUE

c.(1489-1491)ctC>ctAp.L497L 0.173077 TRUE TRUE TRUE

c.(241-243)caG>caAp.Q81Q 0.2 FALSE FALSE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.503165 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.495913 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.973333 FALSE TRUE FALSE

c.(4786-4788)Gtt>Cttp.V1596L 0.444444 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.50173 TRUE TRUE TRUE

c.(715-717)gaA>gaGp.E239E 0.075472 FALSE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.555556 TRUE TRUE TRUE

c.(46-48)Ctg>Gtgp.L16V 0.435897 FALSE TRUE TRUE

c.(4198-4200)taT>taCp.Y1400Y 0.542056 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.2625 TRUE TRUE FALSE

c.(1699-1701)gcC>gcTp.A567A 0.467949 FALSE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.445415 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.5 TRUE TRUE FALSE

c.(571-573)Cag>Gagp.Q191E 0.407407 FALSE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.354839 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.490196 TRUE TRUE TRUE

c.(1309-1311)gaG>gaAp.E437E 0.12 FALSE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.997191 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.457447 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.985836 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.48996 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.428571 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.419355 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.489362 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.501416 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.187845 TRUE TRUE FALSE

c.(8380-8382)gcC>gcTp.A2794A 0.534884 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.282353 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.542056 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.529412 TRUE TRUE TRUE

c.(346-348)gGc>gCcp.G116A 0.02807 FALSE FALSE FALSE

c.(172-174)caG>caAp.Q58Q 0.50655 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.237624 TRUE TRUE FALSE

c.(3580-3582)tcC>tcTp.S1194S 0.46063 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.097561 TRUE TRUE FALSE

c.(1255-1257)aCc>aGcp.T419S 0.938889 FALSE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(10462-10464)cTa>cCap.L3488P 0.932203 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.984772 TRUE TRUE TRUE



c.(8278-8280)gAt>gGtp.D2760G 0.537594 TRUE TRUE TRUE

c.(1672-1674)Acc>Gccp.T558A 0.501449 TRUE TRUE TRUE

c.(2047-2049)Ggc>Agcp.G683S 0.333333 FALSE TRUE FALSE

c.(823-825)cGg>cAgp.R275Q 0.47191 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.997167 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.517073 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.515228 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.52381 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.996491 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.990566 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.522546 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.498452 TRUE TRUE TRUE

c.(9304-9306)gAa>gGap.E3102G 0.470588 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.512465 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.526882 TRUE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 0.962963 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.057495 TRUE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.994505 TRUE TRUE TRUE

c.(247-249)ctG>ctCp.L83L 0.081761 FALSE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.453846 TRUE TRUE TRUE

c.(577-579)gGg>gAgp.G193E 0.354839 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.42437 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.236842 TRUE TRUE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.540856 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.996951 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.489247 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.495177 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.982222 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.498155 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.6 TRUE TRUE FALSE

c.(415-417)gaC>gaTp.D139D 0.619048 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.255708 TRUE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.542373 TRUE TRUE FALSE

c.(682-684)cAg>cCgp.Q228P 0.492187 TRUE TRUE FALSE

c.(8533-8535)cGt>cAtp.R2845H 0.491525 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.060329 TRUE TRUE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.508651 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.481967 TRUE TRUE TRUE

c.(970-972)aCc>aTcp.T324I 0.571429 FALSE FALSE FALSE

c.(2854-2856)caT>caCp.H952H 0.490196 TRUE TRUE TRUE

c.(1156-1158)agA>agCp.R386S 0.307692 TRUE TRUE FALSE

c.(5278-5280)gcG>gcAp.A1760A 0.92429 TRUE TRUE TRUE

c.(3427-3429)Caa>Gaap.Q1143E 0.513889 FALSE FALSE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.46875 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.489796 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.210345 TRUE TRUE FALSE

c.(748-750)gaG>gaAp.E250E 0.361111 FALSE TRUE FALSE



c.(1342-1344)agC>agTp.S448S 0.412698 TRUE TRUE FALSE

c.(1564-1566)acC>acTp.T522T 0.439306 TRUE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.126866 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.469453 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.474026 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.064897 FALSE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.508143 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.537349 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.485981 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.517426 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.453744 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.472222 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.535088 TRUE TRUE FALSE

c.(7009-7011)aCt>aAtp.T2337N 0.474359 TRUE TRUE TRUE

c.(6352-6354)ccC>ccTp.P2118P 0.482759 FALSE TRUE FALSE

c.(1711-1713)Ctg>Gtgp.L571V 1 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.066202 FALSE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.123779 TRUE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.447619 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.567568 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.4875 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.482315 TRUE TRUE TRUE

c.(1096-1098)caG>caAp.Q366Q 0.510836 TRUE TRUE TRUE

c.(1057-1059)gaA>gaGp.E353E 1 FALSE TRUE FALSE

c.(2389-2391)acG>acAp.T797T 0.481928 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.536765 TRUE TRUE TRUE

c.(6088-6090)Ggc>Agcp.G2030S 0.29661 FALSE FALSE FALSE

c.(283-285)caA>caGp.Q95Q 0.271624 TRUE TRUE FALSE

c.(340-342)gcT>gcCp.A114A 0.027778 FALSE FALSE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.501511 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.487603 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.525773 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.55 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.678571 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.508091 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.496063 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.065068 FALSE TRUE TRUE

c.(1687-1689)tcG>tcAp.S563S 0.480916 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.469388 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.992701 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.054608 FALSE TRUE TRUE

c.(859-861)gAa>gTap.E287V 0.5 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.411765 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.355987 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.993464 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.050505 TRUE TRUE FALSE



c.(850-852)cCa>cAap.P284Q 0.481308 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.989899 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.101124 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.459184 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.461538 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.478261 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.4 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.666667 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.315789 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.333333 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.435897 TRUE TRUE TRUE

c.(5869-5871)gcG>gcAp.A1957A 0.357143 FALSE TRUE FALSE

c.(1144-1146)ttT>ttGp.F382L 0.133333 FALSE FALSE FALSE

c.(7945-7947)cGt>cAtp.R2649H 0.84 TRUE TRUE TRUE

c.(463-465)tTa>tGap.L155* 0.146341 FALSE FALSE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.533333 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.333333 TRUE TRUE TRUE

c.(2722-2724)Ggc>Tgcp.G908C 0.076923 TRUE TRUE TRUE

c.(409-411)Caa>Aaap.Q137K 0.054167 TRUE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.484848 TRUE TRUE TRUE

c.e1+2 0.714286 FALSE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 0.333333 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.423077 TRUE TRUE TRUE

c.(7669-7671)cCg>cTgp.P2557L 0.5 FALSE TRUE TRUE

c.(982-984)gcC>gcTp.A328A 0.571429 FALSE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.12844 TRUE TRUE FALSE

c.(778-780)Aat>Catp.N260H 0.082873 FALSE FALSE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.473684 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.483871 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.527778 TRUE TRUE TRUE

c.(1327-1329)cTg>cCgp.L443P 0.454545 TRUE TRUE FALSE

c.(1975-1977)tcG>tcAp.S659S 1 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.625 TRUE TRUE TRUE

c.(2779-2781)tCg>tTgp.S927L 0.56 FALSE FALSE FALSE

c.(4813-4815)gtG>gtTp.V1605V 0.483871 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.272727 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.329897 FALSE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.742857 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.52 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.736842 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.285714 TRUE TRUE FALSE

c.(385-387)Gta>Atap.V129I 0.239583 FALSE TRUE TRUE

c.(1390-1392)Atg>Gtgp.M464V 0.133333 FALSE FALSE FALSE

c.(1741-1743)caA>caCp.Q581H 0.583333 TRUE TRUE TRUE

c.(2086-2088)atA>atGp.I696M 0.513514 TRUE TRUE TRUE



c.(2773-2775)gtA>gtCp.V925V 0.5 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.5 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.564516 TRUE TRUE TRUE

c.(1132-1134)aGt>aAtp.S378N 0.104167 TRUE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.510204 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.666667 FALSE TRUE FALSE

c.(1966-1968)caC>caTp.H656H 0.333333 TRUE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.727273 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.407407 TRUE TRUE TRUE

c.(1093-1095)Atc>Ttcp.I365F 0.8 FALSE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 0.981818 FALSE TRUE FALSE

c.(3559-3561)Gtg>Atgp.V1187M 0.46875 FALSE FALSE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.666667 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.287879 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.380952 TRUE TRUE TRUE

c.(1168-1170)Aag>Gagp.K390E 0.139535 FALSE FALSE FALSE

c.(1342-1344)agC>agTp.S448S 0.375 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.333333 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.6 TRUE TRUE FALSE

c.(4675-4677)Gtg>Atgp.V1559M 0.6 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.45 TRUE TRUE TRUE

c.(664-666)gTg>gCgp.V222A 0.117647 FALSE FALSE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.428571 TRUE TRUE FALSE

c.(7252-7254)aaC>aaTp.N2418N 0.555556 TRUE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.382979 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.540984 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.535714 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.352941 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.432836 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.324324 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.666667 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.229508 TRUE TRUE FALSE

c.(1675-1677)ttA>ttCp.L559F 0.083333 FALSE FALSE FALSE

c.(79-81)atA>atGp.I27M 0.980392 FALSE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.458333 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.153846 TRUE TRUE FALSE

c.(823-825)ccA>ccGp.P275P 0.277778 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.148148 TRUE TRUE TRUE

c.(14863-14865)tcC>tcTp.S4955S 0.55 FALSE FALSE FALSE

c.(13249-13251)gGc>gAcp.G4417D 0.305556 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.5625 TRUE TRUE TRUE

c.(11725-11727)ggC>ggTp.G3909G 0.458333 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.972973 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.944444 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.447368 TRUE TRUE TRUE



c.(8278-8280)gAt>gGtp.D2760G 0.857143 TRUE TRUE TRUE

c.(508-510)ctG>ctCp.L170L 0.666667 FALSE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.483871 TRUE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.545455 TRUE TRUE TRUE

c.(2701-2703)caA>caGp.Q901Q 0.6 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.368421 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.510204 TRUE TRUE TRUE

c.(796-798)ctC>ctTp.L266L 0.375 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.4 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.755556 TRUE TRUE TRUE

c.(1009-1011)Agg>Gggp.R337G 0.857143 FALSE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.371134 TRUE TRUE TRUE

c.(10318-10320)Ata>Gtap.I3440V 0.521739 FALSE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 0.428571 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.073684 TRUE TRUE FALSE

c.(6667-6669)gCg>gTgp.A2223V 0.545455 FALSE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.75 TRUE TRUE FALSE

c.(3880-3882)aaG>aaAp.K1294K 0.434783 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.444444 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.9375 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.642857 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.666667 TRUE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 1 FALSE TRUE FALSE

c.(529-531)Gcc>Accp.A177T 0.992308 FALSE TRUE FALSE

c.(2023-2025)Ata>Gtap.I675V 0.5 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.857143 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.48 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.2 TRUE TRUE FALSE

c.(2488-2490)Gcc>Accp.A830T 0.52 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.424242 TRUE TRUE TRUE

c.(265-267)cTa>cCap.L89P 1 FALSE TRUE FALSE

c.(1222-1224)aAa>aGap.K408R 0.098361 FALSE FALSE FALSE

c.(508-510)taC>taTp.Y170Y 0.55 TRUE TRUE TRUE

c.(4282-4284)atA>atCp.I1428I 0.423077 TRUE TRUE TRUE

c.(1666-1668)tcA>tcCp.S556S 0.076923 FALSE FALSE FALSE

c.(490-492)ctT>ctCp.L164L 1 FALSE TRUE FALSE

c.(1225-1227)acA>acCp.T409T 0.109375 FALSE FALSE FALSE

c.(1489-1491)gaG>gaCp.E497D 0.772727 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.527778 TRUE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.125 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.212963 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.067669 FALSE FALSE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.113208 TRUE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.46875 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.925 TRUE TRUE TRUE



c.(316-318)gGa>gAap.G106E 0.315789 FALSE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.5 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.533333 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.421053 TRUE TRUE FALSE

c.(5677-5679)ttA>ttGp.L1893L 0.571429 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.44 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.207547 TRUE TRUE FALSE

c.(538-540)acT>acCp.T180T 1 FALSE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.059801 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.904762 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.391304 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.714286 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.4 TRUE TRUE TRUE

c.(742-744)Gac>Aacp.D248N 0.734694 FALSE TRUE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.527778 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.520833 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.454545 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.409091 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.588235 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.452381 TRUE TRUE TRUE

c.(235-237)ccT>ccAp.P79P 0.675676 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.833333 TRUE TRUE FALSE

c.(544-546)aTc>aCcp.I182T 0.59375 FALSE FALSE FALSE

c.(1699-1701)ccA>ccCp.P567P 0.625 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.5 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.565217 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.065041 FALSE FALSE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.535714 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.466667 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.6 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.046729 TRUE TRUE FALSE

c.(142-144)gcG>gcAp.A48A 0.676471 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.833333 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.341463 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.459459 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.035191 TRUE FALSE FALSE

c.(1429-1431)gAc>gGcp.D477G 0.071429 FALSE FALSE FALSE

c.(2176-2178)aCg>aAgp.T726K 0.304348 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.473684 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.931034 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.612903 TRUE TRUE TRUE

c.(3322-3324)ccG>ccAp.P1108P 0.5 TRUE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.5 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.5625 TRUE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.541667 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.8 TRUE TRUE FALSE

c.(1120-1122)cTg>cCgp.L374P 0.113208 FALSE FALSE FALSE



c.(358-360)gcC>gcTp.A120A 1 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.520833 TRUE TRUE TRUE

c.(9682-9684)agG>agAp.R3228R 0.85 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.485714 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.76 TRUE TRUE TRUE

c.(1096-1098)atA>atGp.I366M 0.975 FALSE TRUE FALSE

c.(106-108)agG>agAp.R36R 0.235294 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.147541 TRUE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.3 TRUE TRUE TRUE

c.(505-507)gaG>gaAp.E169E 1 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.384615 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.458333 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.418367 TRUE TRUE TRUE

c.(859-861)aaA>aaGp.K287K 0.983607 FALSE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.962264 TRUE TRUE TRUE

c.(1045-1047)cAt>cGtp.H349R 0.25641 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.419753 TRUE TRUE TRUE

c.(439-441)gaT>gaCp.D147D 0.9875 FALSE TRUE FALSE

c.(1864-1866)Gtg>Atgp.V622M 0.513514 TRUE TRUE TRUE

c.(3175-3177)acA>acGp.T1059T 0.5 FALSE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.589744 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.625 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.180328 TRUE TRUE FALSE

c.(493-495)gGc>gTcp.G165V 0.363636 TRUE TRUE TRUE

c.(3325-3327)tCa>tTap.S1109L 0.975 TRUE TRUE TRUE

c.(13-15)Gtc>Atcp.V5I 0.571429 TRUE TRUE FALSE

c.(3019-3021)tcG>tcAp.S1007S 0.444444 FALSE TRUE TRUE

c.(2143-2145)tcC>tcTp.S715S 0.52 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(13114-13116)Aat>Tatp.N4372Y 0.461538 FALSE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.473684 TRUE TRUE TRUE

c.(6628-6630)cGg>cAgp.R2210Q 0.421053 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.489796 TRUE TRUE TRUE

c.(15976-15978)ctT>ctGp.L5326L 0.388889 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.413333 TRUE TRUE TRUE

c.(2005-2007)gGc>gAcp.G669D 0.41791 TRUE TRUE TRUE

c.(448-450)Aac>Gacp.N150D 0.982759 FALSE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.991228 TRUE TRUE TRUE

c.(4198-4200)Gta>Ttap.V1400L 0.544118 FALSE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.972222 TRUE TRUE TRUE

c.(7894-7896)Aat>Gatp.N2632D 0.423729 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.5 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.088372 TRUE TRUE FALSE

c.(844-846)gcC>gcTp.A282A 0.333333 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.041401 TRUE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.52 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.45977 TRUE TRUE TRUE



c.(2113-2115)acA>acGp.T705T 0.531646 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.474576 TRUE TRUE TRUE

c.(577-579)cAa>cCap.Q193P 0.152047 FALSE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.391892 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.961538 TRUE TRUE TRUE

c.(1051-1053)Cag>Tagp.Q351* 0.333333 FALSE FALSE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.414634 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.984127 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.464286 TRUE TRUE TRUE

c.(2206-2208)aaC>aaTp.N736N 0.52 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.118182 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.46988 TRUE TRUE TRUE

c.(1141-1143)ctA>ctGp.L381L 0.290909 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.388889 TRUE TRUE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.484848 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.978495 TRUE TRUE TRUE

c.(5962-5964)cGc>cTcp.R1988L 0.4 FALSE TRUE FALSE

c.(11227-11229)Ggt>Agtp.G3743S 0.434783 FALSE TRUE TRUE

c.(1885-1887)gcG>gcAp.A629A 0.568182 TRUE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.561404 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.509434 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.037657 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.459016 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.446154 TRUE TRUE TRUE

c.(2701-2703)Ggg>Aggp.G901R 0.138889 FALSE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.564103 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.505882 FALSE TRUE FALSE

c.(4786-4788)Gtt>Cttp.V1596L 1 TRUE TRUE TRUE

c.(1126-1128)gCg>gTgp.A376V 0.531915 FALSE TRUE TRUE

c.(37-39)Gcc>Cccp.A13P 0.75 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.259259 TRUE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(2716-2718)taT>taCp.Y906Y 0.138889 FALSE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.583333 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(3949-3951)cgA>cgGp.R1317R 0.506024 TRUE TRUE TRUE

c.(148-150)cTt>cCtp.L50P 0.05303 TRUE TRUE FALSE

c.(1498-1500)caG>caAp.Q500Q 0.181818 TRUE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.477273 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.604938 TRUE TRUE TRUE

c.(1030-1032)ggG>ggAp.G344G 1 FALSE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 1 TRUE TRUE TRUE

c.(913-915)aAa>aGap.K305R 0.47 FALSE FALSE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.366667 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.557692 TRUE TRUE TRUE



c.(682-684)tgT>tgCp.C228C 0.7 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.441558 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.182796 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.681818 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.484848 TRUE TRUE TRUE

c.(3862-3864)gtT>gtCp.V1288V 0.485714 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 1 TRUE TRUE TRUE

c.(3247-3249)ccC>ccTp.P1083P 0.666667 TRUE TRUE FALSE

c.(205-207)caA>caGp.Q69Q 0.107143 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.471264 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(568-570)caC>caTp.H190H 0.448276 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.958333 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.581395 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.597222 TRUE TRUE TRUE

c.(79-81)taT>taCp.Y27Y 0.984375 FALSE TRUE FALSE

c.(3370-3372)gGa>gAap.G1124E 0.141414 FALSE TRUE FALSE

c.(1051-1053)ctA>ctGp.L351L 1 FALSE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.446809 TRUE TRUE TRUE

c.(46-48)tgA>tgGp.*16W 0.976744 FALSE TRUE FALSE

c.(103-105)ttA>ttTp.L35F 0.189394 TRUE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.368421 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.974026 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.09 TRUE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.475 TRUE TRUE FALSE

c.(334-336)Aag>Cagp.K112Q 0.12 FALSE FALSE FALSE

c.(2170-2172)aCg>aTgp.T724M 0.357143 FALSE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.5 TRUE TRUE FALSE

c.(1414-1416)ggT>ggCp.G472G 0.471154 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.21875 TRUE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.422222 TRUE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.428571 TRUE TRUE TRUE

c.(7420-7422)Ggc>Agcp.G2474S 0.578947 FALSE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.525 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.3 TRUE TRUE FALSE

c.(46-48)aaG>aaAp.K16K 0.473684 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(7231-7233)ccA>ccGp.P2411P 0.541667 FALSE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.463415 TRUE TRUE TRUE

c.(7471-7473)cCg>cTgp.P2491L 0.588235 FALSE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.518072 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.234043 TRUE TRUE FALSE

c.(2224-2226)gtC>gtGp.V742V 0.5 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.52 TRUE TRUE TRUE

c.(676-678)acG>acAp.T226T 1 FALSE TRUE FALSE

c.(1504-1506)Cgt>Tgtp.R502C 0.666667 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 1 TRUE TRUE TRUE



c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(22-24)Cat>Tatp.H8Y 0.6 TRUE TRUE FALSE

c.(6283-6285)tcA>tcCp.S2095S 0.074627 FALSE FALSE FALSE

c.(157-159)atG>atAp.M53I 0.983051 FALSE TRUE FALSE

c.(2221-2223)gaC>gaTp.D741D 0.548387 FALSE TRUE TRUE

c.(961-963)gCg>gAgp.A321E 0.245283 TRUE TRUE FALSE

c.(7624-7626)cgC>cgGp.R2542R 0.40678 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.507463 TRUE TRUE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.34375 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.034056 FALSE FALSE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.544118 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.470588 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.433735 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.050157 FALSE FALSE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.05 TRUE TRUE FALSE

c.(2227-2229)aaT>aaCp.N743N 0.566667 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.485714 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.571429 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.079208 TRUE TRUE FALSE

c.(733-735)acG>acAp.T245T 0.307692 FALSE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.45 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.410256 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.460317 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.349398 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.517857 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.6 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.634146 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.541667 TRUE TRUE TRUE

c.(2935-2937)Ggc>Agcp.G979S 0.333333 TRUE TRUE TRUE

c.(391-393)gtG>gtAp.V131V 0.533333 FALSE FALSE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.545455 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.069767 FALSE FALSE FALSE

c.(106-108)agG>agAp.R36R 0.189189 TRUE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.357143 TRUE TRUE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.465909 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.069767 FALSE FALSE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.470588 TRUE TRUE TRUE

c.(247-249)cGg>cAgp.R83Q 0.447368 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.438356 TRUE TRUE TRUE

c.(982-984)tCc>tGcp.S328C 0.464286 FALSE FALSE FALSE

c.(1753-1755)aGa>aAap.R585K 0.477273 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.111111 TRUE TRUE FALSE

c.(1531-1533)Gtg>Atgp.V511M 0.227273 FALSE TRUE FALSE

c.(12028-12030)Tct>Cctp.S4010P 0.38 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.576271 TRUE TRUE TRUE



c.(2152-2154)gtG>gtAp.V718V 0.555556 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.45283 TRUE TRUE TRUE

c.(418-420)gtG>gtTp.V140V 0.488095 FALSE TRUE TRUE

c.(2587-2589)acA>acGp.T863T 0.486111 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.566667 TRUE TRUE FALSE

c.(169-171)atG>atAp.M57I 1 FALSE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.846154 TRUE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.481481 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.473684 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.055172 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.457143 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.405405 TRUE TRUE TRUE

c.(850-852)ccG>ccAp.P284P 0.571429 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.380952 TRUE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.469388 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.469799 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.992537 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.46875 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.24 TRUE TRUE FALSE

c.(280-282)Ctc>Gtcp.L94V 0.142857 FALSE TRUE TRUE

c.(1765-1767)acA>acGp.T589T 0.538462 FALSE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.55 TRUE TRUE FALSE

c.(1327-1329)caA>caGp.Q443Q 0.5 FALSE FALSE FALSE

c.(1891-1893)Atc>Ctcp.I631L 0.483871 TRUE TRUE TRUE

c.(517-519)ccA>ccTp.P173P 0.5 FALSE TRUE FALSE

c.(250-252)cGa>cAap.R84Q 0.47619 FALSE TRUE FALSE

c.(5002-5004)acA>acGp.T1668T 0.458015 TRUE TRUE TRUE

c.(15976-15978)ctT>ctGp.L5326L 0.455882 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.041045 TRUE TRUE FALSE

c.(6133-6135)tgC>tgTp.C2045C 0.447761 FALSE FALSE FALSE

c.(280-282)ctG>ctCp.L94L 0.5 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.046196 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.093439 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.0611 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.545455 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.458333 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.5 TRUE TRUE TRUE

c.(1186-1188)acA>acGp.T396T 1 FALSE TRUE FALSE

c.(3436-3438)cgA>cgGp.R1146R 0.19403 TRUE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.492308 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.459459 TRUE TRUE TRUE

c.(577-579)Gtt>Attp.V193I 1 FALSE TRUE FALSE

c.(523-525)agC>agTp.S175S 0.424242 TRUE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.11157 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.515337 TRUE TRUE TRUE

c.(2734-2736)Cgg>Tggp.R912W 0.416667 FALSE TRUE FALSE

c.(4999-5001)aaC>aaTp.N1667N 0.506667 TRUE TRUE TRUE



c.(2872-2874)atG>atTp.M958I 0.583333 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.217949 TRUE TRUE FALSE

c.(913-915)acC>acTp.T305T 0.986667 FALSE TRUE FALSE

c.(2554-2556)Gag>Aagp.E852K 0.3 FALSE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.255952 TRUE TRUE TRUE

c.(2431-2433)gcG>gcAp.A811A 0.526786 TRUE TRUE TRUE

c.(148-150)aCc>aGcp.T50S 0.540541 FALSE TRUE TRUE

c.(835-837)ggC>ggTp.G279G 0.142222 TRUE TRUE FALSE

c.(994-996)gGc>gCcp.G332A 0.961538 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.083095 TRUE TRUE FALSE

c.(373-375)Tta>Atap.L125I 0.45 FALSE TRUE FALSE

c.(4984-4986)aAc>aGcp.N1662S 0.522388 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.993939 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.5375 FALSE TRUE FALSE

c.(202-204)acA>acCp.T68T 0.061889 FALSE FALSE FALSE

c.(5629-5631)cCc>cTcp.P1877L 0.461538 TRUE TRUE TRUE

c.(577-579)gGg>gAgp.G193E 0.8 TRUE TRUE TRUE

c.(3253-3255)Ctg>Gtgp.L1085V 0.058333 FALSE FALSE FALSE

c.(2377-2379)tCt>tGtp.S793C 0.168421 FALSE FALSE FALSE

c.(991-993)Gcc>Accp.A331T 1 FALSE TRUE FALSE

c.(5977-5979)acC>acTp.T1993T 0.480392 TRUE TRUE TRUE

c.(1168-1170)Aag>Gagp.K390E 0.063492 FALSE FALSE FALSE

c.(1342-1344)agC>agTp.S448S 0.571429 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.090909 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.044164 TRUE TRUE FALSE

c.(4675-4677)Gtg>Atgp.V1559M 0.469565 TRUE TRUE TRUE

c.(322-324)ccC>ccTp.P108P 0.272727 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.45 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 0.981481 FALSE TRUE FALSE

c.(2092-2094)taT>taCp.Y698Y 0.511811 FALSE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 0.481707 TRUE TRUE TRUE

c.(1123-1125)taC>taTp.Y375Y 0.5 FALSE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.491525 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.488889 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.423077 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.977778 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.483871 TRUE TRUE FALSE

c.(10648-10650)gaG>gaAp.E3550E 0.485876 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.461538 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.453416 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.521739 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.490909 TRUE TRUE TRUE

c.(1141-1143)Cgt>Tgtp.R381C 0.384615 TRUE TRUE TRUE

c.(277-279)ccC>ccTp.P93P 0.982759 FALSE TRUE FALSE

c.(7105-7107)Acg>Ccgp.T2369P 0.470588 TRUE TRUE TRUE

c.(1843-1845)ttT>ttCp.F615F 0.489362 TRUE TRUE TRUE

c.(11032-11034)Cct>Gctp.P3678A 0.571429 TRUE TRUE TRUE



c.(13231-13233)ccC>ccTp.P4411P 0.537634 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.555556 TRUE TRUE TRUE

c.(1429-1431)cGg>cAgp.R477Q 0.107692 TRUE TRUE FALSE

c.(1729-1731)cTg>cCgp.L577P 0.428571 FALSE TRUE FALSE

c.(11725-11727)ggC>ggTp.G3909G 0.511905 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.453125 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.5 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.431818 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.590361 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.536585 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.547826 TRUE TRUE TRUE

c.(802-804)tGg>tAgp.W268* 0.518919 FALSE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.556962 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.452991 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.548387 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.699115 TRUE TRUE TRUE

c.(412-414)gAg>gGgp.E138G 0.577778 FALSE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.481481 TRUE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.435897 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.956522 TRUE TRUE FALSE

c.(148-150)gTt>gAtp.V50D 0.217778 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.421875 TRUE TRUE TRUE

c.(823-825)cGa>cTap.R275L 0.46875 TRUE TRUE TRUE

c.(1141-1143)ctA>ctGp.L381L 1 FALSE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.5 TRUE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.971831 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.504425 TRUE TRUE TRUE

c.(12934-12936)ccC>ccTp.P4312P 0.586957 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.35 TRUE TRUE FALSE

c.(11533-11535)acG>acAp.T3845T 0.529801 TRUE TRUE TRUE

c.(4507-4509)tcC>tcTp.S1503S 0.44 TRUE TRUE FALSE

c.(1138-1140)taC>taTp.Y380Y 0.583333 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.453333 TRUE TRUE TRUE

c.(3262-3264)gaA>gaGp.E1088E 0.061069 FALSE FALSE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.542056 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.568182 TRUE TRUE TRUE

c.(7084-7086)gcA>gcTp.A2362A 0.457447 TRUE TRUE TRUE

c.(4240-4242)gaC>gaTp.D1414D 0.357143 TRUE TRUE FALSE

c.(6340-6342)caA>caGp.Q2114Q 0.522523 FALSE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.486111 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.615385 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.75 TRUE TRUE FALSE

c.(472-474)Ccg>Tcgp.P158S 0.666667 FALSE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.452381 TRUE TRUE FALSE

c.(1591-1593)gGa>gAap.G531E 0.252688 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.561644 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.438776 TRUE TRUE TRUE



c.(1489-1491)gaG>gaCp.E497D 0.397436 TRUE TRUE TRUE

c.(2314-2316)Cat>Aatp.H772N 0.586207 TRUE TRUE TRUE

c.(4690-4692)Gct>Actp.A1564T 0.575758 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.416667 TRUE TRUE TRUE

c.(3163-3165)atA>atTp.I1055I 0.294574 FALSE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.07767 FALSE FALSE FALSE

c.(37-39)Gcc>Cccp.A13P 0.3 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.045283 FALSE FALSE FALSE

c.(1744-1746)gaA>gaGp.E582E 0.475 TRUE TRUE FALSE

c.(8710-8712)cAg>cGgp.Q2904R 0.378788 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.4 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.068493 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.280374 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.461538 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.452055 TRUE TRUE TRUE

c.(610-612)Cgg>Tggp.R204W 0.252525 TRUE FALSE FALSE

c.(1075-1077)gtC>gtAp.V359V 0.34 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.38806 TRUE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.45 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.503185 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.615385 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.50641 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.536585 TRUE TRUE FALSE

c.(664-666)ggG>ggAp.G222G 1 FALSE TRUE FALSE

c.(1291-1293)Gaa>Aaap.E431K 0.490196 FALSE FALSE TRUE

c.(277-279)ctC>ctGp.L93L 0.991071 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.528571 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.228261 TRUE TRUE FALSE

c.(280-282)Ctc>Gtcp.L94V 0.368421 FALSE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.476923 TRUE TRUE TRUE

c.(466-468)ctG>ctAp.L156L 0.982456 FALSE TRUE FALSE

c.(1465-1467)caC>caTp.H489H 0.416667 FALSE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.380952 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.548077 TRUE TRUE TRUE

c.(715-717)ccG>ccAp.P239P 0.520833 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.606557 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.077441 FALSE FALSE FALSE

c.(109-111)gcG>gcAp.A37A 0.226277 TRUE TRUE TRUE

c.(12652-12654)gAc>gGcp.D4218G 0.376471 FALSE TRUE TRUE

c.(247-249)cGg>cAgp.R83Q 0.483871 TRUE TRUE FALSE

c.(2965-2967)Ctc>Ttcp.L989F 0.5 FALSE TRUE TRUE

c.(199-201)Acc>Gccp.T67A 0.944444 FALSE TRUE FALSE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.e2-1 0.240741 FALSE FALSE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.580153 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.519231 TRUE TRUE TRUE



c.(6820-6822)gaC>gaGp.D2274E 0.462264 TRUE FALSE TRUE

c.(12028-12030)Tct>Cctp.S4010P 0.434783 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.564103 TRUE TRUE TRUE

c.(76-78)ccT>ccCp.P26P 0.98 FALSE TRUE FALSE

c.(1138-1140)Gcc>Cccp.A380P 0.977273 FALSE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.17757 TRUE TRUE FALSE

c.(2140-2142)gcG>gcTp.A714A 0.545455 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.970149 TRUE TRUE FALSE

c.(358-360)gcC>gcTp.A120A 0.8 TRUE TRUE FALSE

c.(913-915)gaG>gaAp.E305E 0.444444 FALSE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.592593 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.536585 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.555556 TRUE TRUE TRUE

c.(1012-1014)acC>acTp.T338T 0.4 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.460317 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.4375 TRUE TRUE FALSE

c.(9682-9684)agG>agAp.R3228R 0.486486 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.5 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.504 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.517241 TRUE TRUE TRUE

c.(3088-3090)atG>atAp.M1030I 0.433333 FALSE TRUE TRUE

c.(1732-1734)Agt>Ggtp.S578G 0.119816 FALSE FALSE FALSE

c.(3067-3069)acA>acGp.T1023T 0.5 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.590909 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.424242 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.109091 FALSE FALSE FALSE

c.(1993-1995)aCa>aTap.T665I 0.452381 TRUE TRUE TRUE

c.(1144-1146)ttT>ttGp.F382L 0.133858 FALSE FALSE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.5 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.625 TRUE TRUE TRUE

c.(5398-5400)Tca>Gcap.S1800A 0.107143 FALSE FALSE FALSE

c.(1582-1584)Gtg>Atgp.V528M 0.625 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.542857 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.78125 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.423729 TRUE TRUE TRUE

c.(433-435)aAt>aGtp.N145S 0.073171 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.307692 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.139717 TRUE TRUE FALSE

c.(10258-10260)agA>agGp.R3420R 0.363636 FALSE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.568182 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.380952 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.108374 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.529412 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.178082 TRUE TRUE TRUE

c.(640-642)atT>atCp.I214I 0.960784 FALSE TRUE FALSE

c.(82-84)aTa>aCap.I28T 0.990654 FALSE TRUE FALSE

c.(1270-1272)tcA>tcTp.S424S 0.090909 FALSE FALSE FALSE



c.(535-537)Ctg>Ttgp.L179L 0.171875 FALSE FALSE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.297297 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.88 TRUE TRUE TRUE

c.(1423-1425)Gca>Acap.A475T 1 FALSE TRUE FALSE

c.(5299-5301)Cac>Tacp.H1767Y 0.666667 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.40625 TRUE TRUE TRUE

c.(2143-2145)tcC>tcTp.S715S 0.391304 TRUE TRUE TRUE

c.(7-9)cAa>cTap.Q3L 1 FALSE FALSE FALSE

c.(1495-1497)gCg>gTgp.A499V 0.5625 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.440678 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.4375 TRUE TRUE TRUE

c.(1993-1995)gaA>gaGp.E665E 0.125 FALSE FALSE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.230769 TRUE TRUE TRUE

c.(4540-4542)tcG>tcAp.S1514S 0.098592 FALSE FALSE TRUE

c.(472-474)aGt>aAtp.S158N 0.945946 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.70202 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.126316 FALSE TRUE FALSE

c.(1861-1863)cGa>cAap.R621Q 0.509434 FALSE TRUE TRUE

c.(8152-8154)Att>Gttp.I2718V 0.4 TRUE TRUE TRUE

c.(226-228)gcA>gcGp.A76A 0.128405 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.935484 TRUE TRUE TRUE

c.(430-432)tTa>tGap.L144* 0.071429 FALSE FALSE FALSE

c.(1648-1650)gtC>gtGp.V550V 0.078652 FALSE FALSE FALSE

c.(1117-1119)gtT>gtCp.V373V 0.142857 FALSE TRUE FALSE

c.(835-837)ggC>ggTp.G279G 0.169643 TRUE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.172897 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.956522 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.538462 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.396552 TRUE TRUE TRUE

c.(1132-1134)aGt>aAtp.S378N 0.115385 TRUE TRUE FALSE

c.(10-12)Gcc>Accp.A4T 0.380952 FALSE FALSE FALSE

c.(1561-1563)aTa>aAap.I521K 0.062112 FALSE FALSE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.8375 FALSE TRUE FALSE

c.(1675-1677)Tat>Catp.Y559H 0.085714 FALSE FALSE FALSE

c.(5629-5631)cCc>cTcp.P1877L 0.553191 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.442308 TRUE TRUE TRUE

c.(550-552)ggG>ggAp.G184G 0.203125 FALSE FALSE FALSE

c.(1222-1224)cgC>cgTp.R408R 1 TRUE TRUE TRUE

c.(649-651)cGg>cAgp.R217Q 0.5 FALSE TRUE FALSE

c.(12541-12543)tgC>tgTp.C4181C 0.48 FALSE FALSE FALSE

c.(4675-4677)Gtg>Atgp.V1559M 0.363636 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.410256 TRUE TRUE TRUE

c.(1756-1758)gcA>gcGp.A586A 0.057627 FALSE FALSE FALSE

c.(79-81)cTg>cGgp.L27R 0.16129 FALSE FALSE FALSE

c.(1885-1887)acT>acAp.T629T 0.642857 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.444444 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.536232 TRUE TRUE TRUE



c.(1099-1101)atT>atGp.I367M 0.139344 TRUE FALSE FALSE

c.(907-909)aaG>aaAp.K303K 0.280488 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.585366 FALSE TRUE FALSE

c.(820-822)Aga>Ggap.R274G 0.159091 FALSE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 0.898551 TRUE TRUE TRUE

c.(6472-6474)Cgc>Agcp.R2158S 0.107143 FALSE FALSE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.42 TRUE TRUE TRUE

c.(2017-2019)acA>acTp.T673T 0.285714 FALSE FALSE FALSE

c.(3454-3456)gAa>gGap.E1152G 0.079137 FALSE FALSE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.578947 TRUE TRUE TRUE

c.(685-687)cGa>cAap.R229Q 0.166667 FALSE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.111111 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.434783 TRUE TRUE TRUE

c.(3748-3750)caA>caGp.Q1250Q 0.333333 TRUE FALSE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.467626 TRUE TRUE FALSE

c.(3670-3672)gaG>gaAp.E1224E 0.857143 TRUE TRUE TRUE

c.(1282-1284)Ggt>Agtp.G428S 0.54 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.368421 TRUE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 0.473684 TRUE TRUE TRUE

c.(394-396)Gcc>Accp.A132T 0.140351 FALSE FALSE FALSE

c.(2758-2760)tcT>tcCp.S920S 0.354167 TRUE TRUE FALSE

c.(2350-2352)aGa>aAap.R784K 0.085714 FALSE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.454545 TRUE TRUE TRUE

c.(1429-1431)cGg>cAgp.R477Q 0.217391 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.113095 TRUE TRUE FALSE

c.(6805-6807)Cga>Tgap.R2269* 0.208333 FALSE FALSE FALSE

c.(4450-4452)Ccc>Tccp.P1484S 0.073529 FALSE FALSE FALSE

c.(2890-2892)caT>caCp.H964H 0.285714 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.380952 TRUE TRUE TRUE

c.(2950-2952)gGg>gAgp.G984E 0.075949 FALSE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.823529 TRUE TRUE TRUE

c.(697-699)acC>acTp.T233T 0.8 FALSE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.857143 TRUE TRUE FALSE

c.(202-204)acA>acCp.T68T 0.108475 FALSE FALSE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.407407 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.142857 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.52381 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.6 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.375 TRUE TRUE TRUE

c.(412-414)Tac>Gacp.Y138D 0.12605 FALSE FALSE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.28 TRUE TRUE TRUE

c.(292-294)Aat>Catp.N98H 0.075472 FALSE FALSE FALSE

c.(7945-7947)cGt>cAtp.R2649H 0.516129 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.522727 TRUE TRUE TRUE

c.(4324-4326)ccT>ccAp.P1442P 0.363636 FALSE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.55102 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 1 TRUE TRUE TRUE



c.(2239-2241)aaT>aaGp.N747K 0.14433 FALSE FALSE FALSE

c.(1822-1824)cCa>cTap.P608L 0.36 TRUE TRUE TRUE

c.(1561-1563)Ata>Ctap.I521L 0.062112 FALSE FALSE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.080645 TRUE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.3125 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.428571 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.8 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.692308 TRUE TRUE TRUE

c.(448-450)tCt>tGtp.S150C 0.161616 FALSE FALSE FALSE

c.(1051-1053)ggT>ggCp.G351G 0.958904 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.666667 TRUE TRUE TRUE

c.(4504-4506)Agt>Ggtp.S1502G 0.388889 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.52381 TRUE TRUE TRUE

c.(4270-4272)caT>caCp.H1424H 0.105263 FALSE FALSE TRUE

c.(712-714)Tgg>Aggp.W238R 0.545455 TRUE TRUE TRUE

c.(235-237)ccT>ccAp.P79P 0.382353 TRUE TRUE TRUE

c.(3262-3264)gaA>gaGp.E1088E 0.168831 FALSE FALSE FALSE

c.(46-48)aaG>aaAp.K16K 0.833333 TRUE TRUE FALSE

c.(169-171)Gca>Acap.A57T 0.105839 FALSE FALSE FALSE

c.(316-318)aGg>aCgp.R106T 0.194444 FALSE FALSE TRUE

c.(1753-1755)aGa>aAap.R585K 0.625 TRUE TRUE TRUE

c.(3253-3255)Ctg>Gtgp.L1085V 0.191781 FALSE FALSE FALSE

c.(1576-1578)agA>agGp.R526R 0.101604 FALSE FALSE FALSE

c.(6421-6423)Ctg>Ttgp.L2141L 0.4 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.47619 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.8 TRUE TRUE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.777778 TRUE TRUE TRUE

c.(1666-1668)tcA>tcCp.S556S 0.053763 FALSE FALSE FALSE

c.(787-789)agG>agAp.R263R 0.1 FALSE FALSE FALSE

c.(13192-13194)caA>caGp.Q4398Q 0.5 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.411765 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.481481 TRUE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.434783 TRUE TRUE TRUE

c.(3460-3462)Cca>Tcap.P1154S 0.5 FALSE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.46875 TRUE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.16 FALSE FALSE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.962963 TRUE TRUE TRUE

c.(1114-1116)aaC>aaTp.N372N 0.084034 TRUE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.6 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.863636 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.4 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.375 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.961538 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.131406 FALSE FALSE FALSE

c.(97-99)cTg>cGgp.L33R 0.241935 TRUE TRUE FALSE

c.(910-912)ccC>ccAp.P304P 0.363636 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.828571 TRUE TRUE TRUE



c.(1549-1551)tAt>tGtp.Y517C 0.65 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.53125 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.28 TRUE TRUE FALSE

c.(3547-3549)ggC>ggTp.G1183G 0.571429 FALSE FALSE FALSE

c.(610-612)Cgg>Tggp.R204W 0.331395 TRUE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 0.969697 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.428571 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.76 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.944444 TRUE TRUE TRUE

c.e7+2 0.555556 FALSE FALSE FALSE

c.(427-429)Agt>Cgtp.S143R 0.08547 FALSE FALSE FALSE

c.(79-81)Cgt>Tgtp.R27C 0.428571 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.285714 TRUE TRUE TRUE

c.(8320-8322)tgC>tgTp.C2774C 0.677419 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.447368 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(1549-1551)ggT>ggCp.G517G 0.114754 FALSE FALSE FALSE

c.(2269-2271)ggC>ggTp.G757G 0.066667 FALSE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 0.926829 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.964286 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.535714 TRUE TRUE TRUE

c.(3739-3741)aCt>aTtp.T1247I 0.46875 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.14386 FALSE FALSE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.486486 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.09441 FALSE FALSE FALSE

c.(2062-2064)Aac>Gacp.N688D 0.538462 TRUE TRUE TRUE

c.(1375-1377)Ttc>Ctcp.F459L 1 FALSE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.530612 TRUE TRUE TRUE

c.(3139-3141)gAa>gGap.E1047G 0.4375 FALSE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.64 TRUE TRUE TRUE

c.(1102-1104)Aca>Gcap.T368A 0.125 FALSE FALSE FALSE

c.(2176-2178)aCg>aAgp.T726K 0.714286 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.642857 TRUE TRUE TRUE

c.(652-654)Atg>Gtgp.M218V 0.9 TRUE TRUE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.518519 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.84 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.73913 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.825 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.894737 TRUE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.326087 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.207143 FALSE FALSE FALSE

c.(1519-1521)caG>caAp.Q507Q 0.112903 FALSE FALSE FALSE

c.(6478-6480)Ttg>Ctgp.L2160L 0.514286 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.681818 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.444444 TRUE TRUE TRUE

c.(9682-9684)agG>agAp.R3228R 0.344828 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.931034 TRUE TRUE TRUE



c.(8158-8160)Aca>Ccap.T2720P 0.307692 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.137931 TRUE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.207921 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.666667 TRUE TRUE TRUE

c.(2440-2442)Gta>Atap.V814I 0.75 FALSE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.555556 TRUE TRUE TRUE

c.(127-129)gGa>gAap.G43E 0.4 FALSE TRUE TRUE

c.(409-411)gGa>gAap.G137E 0.461538 TRUE TRUE TRUE

c.(6778-6780)gGg>gAgp.G2260E 0.375 FALSE FALSE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.5 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.727273 TRUE TRUE TRUE

c.(1585-1587)ccC>ccTp.P529P 0.636364 TRUE TRUE TRUE

c.(1324-1326)ccG>ccAp.P442P 0.636364 FALSE TRUE TRUE

c.(559-561)aTc>aCcp.I187T 1 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.428571 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.375 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.75 TRUE TRUE FALSE

c.(6358-6360)agC>agGp.S2120R 1 FALSE TRUE TRUE

c.(1432-1434)cAa>cGap.Q478R 0.75 FALSE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.714286 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.5 TRUE TRUE FALSE

c.(12364-12366)gcG>gcAp.A4122A 0.428571 FALSE TRUE TRUE

c.(1426-1428)Gca>Acap.A476T 0.866667 TRUE TRUE TRUE

c.(5863-5865)caC>caTp.H1955H 0.761905 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.8 TRUE TRUE FALSE

c.(4528-4530)caC>caTp.H1510H 0.55 TRUE TRUE TRUE

c.(637-639)caG>caTp.Q213H 0.6 TRUE FALSE FALSE

c.(235-237)ccT>ccAp.P79P 0.6 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.5 TRUE TRUE TRUE

c.(28-30)cGg>cAgp.R10Q 0.444444 FALSE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.384615 TRUE TRUE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.7 TRUE TRUE TRUE

c.(1672-1674)aAg>aGgp.K558R 1 TRUE TRUE TRUE

c.(40-42)tGg>tAgp.W14* 1 FALSE TRUE FALSE

c.(3169-3171)tcG>tcAp.S1057S 0.666667 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.5 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.444444 TRUE TRUE TRUE

c.(3025-3027)Gat>Aatp.D1009N 0.5 FALSE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.875 TRUE TRUE TRUE

c.(307-309)tgG>tgAp.W103* 0.205882 FALSE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 0.833333 TRUE TRUE TRUE

c.(7504-7506)Ggt>Agtp.G2502S 0.285714 TRUE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.8 TRUE TRUE FALSE

c.(2854-2856)Att>Gttp.I952V 0.272727 FALSE TRUE TRUE

c.(1414-1416)ctT>ctGp.L472L 0.428571 TRUE TRUE FALSE

c.(2197-2199)agC>agTp.S733S 0.384615 FALSE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.428571 TRUE TRUE TRUE



c.(844-846)gcC>gcTp.A282A 0.444444 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.636364 TRUE TRUE TRUE

c.(3352-3354)gcG>gcAp.A1118A 0.4 FALSE FALSE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.5 TRUE TRUE TRUE

c.(703-705)gCc>gTcp.A235V 0.266667 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.714286 TRUE TRUE TRUE

c.(1219-1221)gtC>gtTp.V407V 0.666667 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.6 TRUE TRUE TRUE

c.(2050-2052)cAg>cGgp.Q684R 0.636364 FALSE TRUE FALSE

c.(6211-6213)caA>caGp.Q2071Q 0.363636 FALSE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.210526 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.294118 TRUE TRUE FALSE

c.(1996-1998)atC>atTp.I666I 0.416667 TRUE TRUE FALSE

c.(4765-4767)gGc>gAcp.G1589D 0.4375 FALSE TRUE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.538462 TRUE TRUE FALSE

c.(2644-2646)aCg>aTgp.T882M 0.357143 FALSE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.5 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.571429 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.666667 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.444444 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.454545 TRUE TRUE TRUE

c.(4804-4806)gcC>gcTp.A1602A 0.526316 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.375 TRUE TRUE TRUE

c.(4873-4875)acC>acTp.T1625T 0.5 TRUE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.714286 TRUE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 0.666667 TRUE TRUE TRUE

c.(271-273)cGc>cAcp.R91H 0.5 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.3 TRUE TRUE TRUE

c.(2251-2253)cCc>cTcp.P751L 0.666667 FALSE TRUE TRUE

c.(1993-1995)Ttg>Ctgp.L665L 0.333333 FALSE TRUE TRUE

c.(208-210)gGt>gTtp.G70V 0.454545 FALSE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.75 TRUE TRUE FALSE

c.(55-57)caC>caTp.H19H 0.444444 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.571429 TRUE TRUE TRUE

c.(3676-3678)acG>acAp.T1226T 0.666667 FALSE TRUE TRUE

c.(70-72)ggG>ggAp.G24G 0.333333 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.4 TRUE TRUE TRUE

c.(3913-3915)ccG>ccAp.P1305P 0.333333 FALSE TRUE TRUE

c.(502-504)ttA>ttTp.L168F 0.416667 TRUE TRUE TRUE

c.(9703-9705)aAg>aGgp.K3235R 0.545455 FALSE TRUE TRUE

c.(6187-6189)ccA>ccGp.P2063P 0.428571 FALSE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(5587-5589)cAa>cTap.Q1863L 0.294118 FALSE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.444444 TRUE TRUE TRUE



c.(1231-1233)ctG>ctAp.L411L 0.7 FALSE TRUE FALSE

c.(2935-2937)acG>acAp.T979T 0.333333 FALSE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.375 TRUE TRUE TRUE

c.(4579-4581)ctC>ctTp.L1527L 0.75 FALSE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.375 TRUE TRUE TRUE

c.(3745-3747)cAt>cGtp.H1249R 0.5625 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.8 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.8 TRUE TRUE TRUE

c.(1732-1734)Agt>Ggtp.S578G 0.117647 FALSE FALSE FALSE

c.(4162-4164)Ttc>Gtcp.F1388V 1 FALSE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.894737 TRUE TRUE TRUE

c.(127-129)gGa>gAap.G43E 0.5 FALSE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.5 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 1 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.324324 TRUE TRUE TRUE

c.(12268-12270)ccG>ccAp.P4090P 0.7 FALSE TRUE TRUE

c.(2167-2169)Gag>Aagp.E723K 0.333333 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.761905 TRUE TRUE TRUE

c.(2971-2973)Aac>Gacp.N991D 0.5 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.294118 TRUE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.83871 TRUE TRUE TRUE

c.(3169-3171)tcG>tcAp.S1057S 0.923077 TRUE TRUE TRUE

c.(4393-4395)Att>Gttp.I1465V 0.6 FALSE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.421053 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.3 TRUE TRUE TRUE

c.(1297-1299)ctA>ctGp.L433L 0.333333 TRUE TRUE TRUE

c.(3025-3027)Gat>Aatp.D1009N 0.454545 FALSE TRUE TRUE

c.(3640-3642)Cag>Gagp.Q1214E 0.538462 FALSE TRUE TRUE

c.(691-693)Tgt>Cgtp.C231R 0.454545 FALSE TRUE FALSE

c.(844-846)gcC>gcTp.A282A 0.5625 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.518519 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.108696 TRUE TRUE TRUE

c.(745-747)taC>taTp.Y249Y 0.8 FALSE TRUE TRUE

c.(151-153)Act>Tctp.T51S 0.666667 FALSE TRUE FALSE

c.(1219-1221)gtC>gtTp.V407V 1 TRUE TRUE TRUE

c.(1375-1377)gaA>gaGp.E459E 0.5 TRUE TRUE TRUE

c.(10303-10305)agT>agCp.S3435S 0.833333 FALSE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.466667 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.75 TRUE TRUE FALSE

c.(841-843)ttC>ttGp.F281L 0.833333 FALSE TRUE FALSE

c.(2935-2937)acG>acAp.T979T 0.416667 FALSE TRUE TRUE

c.(5704-5706)Gat>Aatp.D1902N 0.555556 FALSE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.931034 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.444444 TRUE TRUE TRUE

c.(2374-2376)gaT>gaCp.D792D 0.714286 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.1875 TRUE TRUE FALSE

c.(9703-9705)aAg>aGgp.K3235R 0.387097 FALSE TRUE TRUE



c.(2272-2274)gcT>gcCp.A758A 0.411765 TRUE TRUE TRUE

c.(6187-6189)ccA>ccGp.P2063P 0.5 FALSE TRUE TRUE

c.(2140-2142)gaC>gaTp.D714D 0.444444 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.6 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.384615 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.357143 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.583333 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.5625 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 1 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.913043 FALSE TRUE FALSE

c.(703-705)gCc>gTcp.A235V 0.636364 FALSE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 1 TRUE TRUE TRUE

c.(73-75)cAg>cGgp.Q25R 0.307692 FALSE FALSE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.473684 TRUE TRUE TRUE

c.(12364-12366)gcG>gcAp.A4122A 0.444444 FALSE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.214286 TRUE TRUE FALSE

c.(3151-3153)Ggt>Agtp.G1051S 0.333333 FALSE TRUE TRUE

c.(235-237)ccT>ccAp.P79P 0.454545 TRUE TRUE TRUE

c.(2419-2421)gtC>gtTp.V807V 0.384615 FALSE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.8 TRUE TRUE TRUE

c.(5587-5589)cAa>cTap.Q1863L 0.394737 FALSE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.294118 FALSE TRUE TRUE

c.(9310-9312)aGc>aAcp.S3104N 0.416667 FALSE TRUE TRUE

c.(1618-1620)cCg>cTgp.P540L 0.470588 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(2590-2592)ctC>ctTp.L864L 1 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.958333 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 1 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.5 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 1 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.8 TRUE TRUE TRUE

c.(271-273)cGc>cAcp.R91H 0.714286 TRUE TRUE TRUE

c.(226-228)tcG>tcAp.S76S 0.916667 FALSE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.666667 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.428571 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.75 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.3 TRUE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 1 TRUE TRUE TRUE

c.(7387-7389)Att>Gttp.I2463V 0.583333 FALSE TRUE TRUE

c.(2251-2253)cCc>cTcp.P751L 0.375 FALSE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 1 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.777778 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 1 TRUE TRUE TRUE

c.(502-504)ttA>ttTp.L168F 0.821429 TRUE TRUE TRUE

c.(3820-3822)ccG>ccAp.P1274P 0.571429 FALSE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.565217 TRUE TRUE TRUE

c.(1240-1242)cGt>cAtp.R414H 0.666667 FALSE TRUE TRUE



c.(4579-4581)ctC>ctTp.L1527L 0.411765 FALSE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.4 TRUE TRUE TRUE

c.(1141-1143)gCc>gAcp.A381D 0.318182 FALSE TRUE TRUE

c.(3628-3630)Aca>Gcap.T1210A 0.405405 FALSE TRUE FALSE

c.(2107-2109)tCc>tTcp.S703F 0.272727 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.818182 TRUE TRUE TRUE

c.(6358-6360)agC>agGp.S2120R 0.714286 FALSE TRUE TRUE

c.(4804-4806)Gtc>Atcp.V1602I 0.545455 FALSE TRUE TRUE

c.(1408-1410)tAc>tGcp.Y470C 0.208333 FALSE TRUE TRUE

c.(409-411)gGa>gAap.G137E 0.147059 FALSE TRUE TRUE

c.(1426-1428)Gca>Acap.A476T 0.615385 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.571429 TRUE TRUE TRUE

c.(922-924)Agc>Tgcp.S308C 0.571429 FALSE TRUE TRUE

c.(1033-1035)ccC>ccTp.P345P 1 FALSE TRUE TRUE

c.(4234-4236)cgG>cgCp.R1412R 0.428571 TRUE TRUE TRUE

c.(457-459)ccC>ccTp.P153P 0.333333 FALSE TRUE TRUE

c.(12760-12762)agC>agTp.S4254S 0.307692 FALSE TRUE TRUE

c.(4204-4206)Gta>Ctap.V1402L 0.6 FALSE TRUE TRUE

c.(2854-2856)Att>Gttp.I952V 0.333333 FALSE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.692308 TRUE TRUE TRUE

c.(3352-3354)gcG>gcAp.A1118A 0.315789 FALSE FALSE TRUE

c.(1201-1203)agC>agTp.S401S 0.8 FALSE TRUE TRUE

c.(7018-7020)acC>acTp.T2340T 0.444444 FALSE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.625 TRUE TRUE TRUE

c.(5863-5865)caC>caTp.H1955H 0.75 TRUE TRUE TRUE

c.(4882-4884)Tta>Ctap.L1628L 0.6 FALSE TRUE TRUE

c.(1333-1335)gCa>gTap.A445V 0.346154 FALSE TRUE FALSE

c.(3232-3234)tgC>tgTp.C1078C 0.5 TRUE TRUE TRUE

c.(2341-2343)gcC>gcTp.A781A 0.4 FALSE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.75 TRUE TRUE FALSE

c.(949-951)caG>caTp.Q317H 0.3125 FALSE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 1 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.206897 TRUE TRUE TRUE

c.(1993-1995)Ttg>Ctgp.L665L 0.541667 FALSE TRUE TRUE

c.(3817-3819)taC>taTp.Y1273Y 0.333333 FALSE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.545455 TRUE TRUE TRUE

c.(1192-1194)Ata>Gtap.I398V 0.4 FALSE TRUE TRUE

c.(8776-8778)Caa>Aaap.Q2926K 0.4 FALSE TRUE TRUE

c.(2242-2244)Cag>Aagp.Q748K 0.666667 FALSE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.428571 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.692308 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.555556 TRUE TRUE FALSE

c.(3529-3531)acG>acAp.T1177T 0.5 FALSE TRUE TRUE

c.(592-594)acG>acAp.T198T 0.5 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.857143 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 1 TRUE TRUE TRUE

c.(1075-1077)gtC>gtAp.V359V 0.454545 TRUE TRUE TRUE



c.(1324-1326)ccG>ccAp.P442P 0.444444 FALSE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 1 TRUE TRUE TRUE

c.(835-837)acG>acAp.T279T 1 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.5 TRUE TRUE TRUE

c.(5857-5859)cgA>cgGp.R1953R 1 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.933333 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.458333 TRUE TRUE TRUE

0.357143 FALSE TRUE TRUE

c.(2209-2211)Gct>Cctp.A737P 0.315789 FALSE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.416667 TRUE TRUE TRUE

c.(1549-1551)ggT>ggCp.G517G 0.108108 FALSE FALSE FALSE

c.(2233-2235)gaA>gaGp.E745E 0.555556 FALSE TRUE TRUE

c.(700-702)Cgt>Tgtp.R234C 0.4 FALSE FALSE FALSE

c.(1495-1497)Agg>Gggp.R499G 0.375 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 1 TRUE TRUE TRUE

c.(13072-13074)gcC>gcTp.A4358A 1 FALSE TRUE TRUE

c.(1171-1173)atA>atGp.I391M 0.727273 TRUE TRUE TRUE

c.(1414-1416)ctT>ctGp.L472L 1 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.538462 TRUE TRUE TRUE

c.(2440-2442)Gta>Atap.V814I 0.5 FALSE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.277778 TRUE TRUE TRUE

c.(1087-1089)Cgt>Tgtp.R363C 0.631579 FALSE TRUE TRUE

c.(925-927)aAg>aTgp.K309M 0.380952 FALSE TRUE TRUE

c.(1432-1434)cAa>cGap.Q478R 0.272727 FALSE TRUE FALSE

c.(841-843)caT>caCp.H281H 0.153846 FALSE TRUE FALSE

c.(6211-6213)caA>caGp.Q2071Q 0.52381 FALSE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.16 FALSE TRUE FALSE

c.(4804-4806)gcC>gcTp.A1602A 0.809524 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.833333 TRUE TRUE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.952381 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.714286 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.666667 TRUE TRUE TRUE

c.(3124-3126)ccG>ccCp.P1042P 0.833333 FALSE TRUE TRUE

c.(5272-5274)ctG>ctAp.L1758L 0.5 FALSE TRUE TRUE

c.(3676-3678)acG>acAp.T1226T 0.428571 FALSE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.428571 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.421053 TRUE TRUE TRUE

c.(3745-3747)cAt>cGtp.H1249R 0.75 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.388889 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.666667 TRUE TRUE TRUE

c.(676-678)gAa>gTap.E226V 0.545455 FALSE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.581818 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.986111 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.458716 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.967105 TRUE TRUE TRUE

c.(1042-1044)gaG>gaAp.E348E 0.7 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.981982 TRUE TRUE TRUE



c.(2530-2532)Gag>Aagp.E844K 0.564516 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.986301 TRUE TRUE TRUE

c.(1234-1236)ctG>ctAp.L412L 0.483871 FALSE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.097264 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.044444 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.428571 TRUE TRUE FALSE

c.(1327-1329)cTg>cCgp.L443P 0.857143 TRUE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.493827 TRUE TRUE TRUE

c.(604-606)gGc>gAcp.G202D 0.292683 FALSE FALSE FALSE

c.(808-810)agA>agGp.R270R 0.8 TRUE TRUE TRUE

0.5 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.431579 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.992593 TRUE TRUE TRUE

c.(139-141)Ttg>Atgp.L47M 0.4 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 1 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.584906 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.237288 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.558824 TRUE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.123404 TRUE TRUE FALSE

c.(2389-2391)aaT>aaGp.N797K 1 FALSE TRUE TRUE

c.(8152-8154)Att>Gttp.I2718V 0.477064 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 1 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.391892 TRUE TRUE FALSE

c.(2086-2088)atA>atGp.I696M 0.542857 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.58427 TRUE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.163793 TRUE TRUE FALSE

c.(55-57)caC>caTp.H19H 0.506494 TRUE TRUE TRUE

c.(2701-2703)Ggg>Aggp.G901R 0.175 FALSE TRUE FALSE

c.(637-639)gaC>gaTp.D213D 0.452174 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.462963 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.505376 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.971831 FALSE TRUE FALSE

c.(49-51)Gag>Aagp.E17K 0.25 FALSE FALSE FALSE

c.(325-327)gaT>gaCp.D109D 0.532258 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 0.945946 FALSE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.232558 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.531915 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.349515 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.452055 TRUE TRUE TRUE

c.(322-324)ccC>ccTp.P108P 1 TRUE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.558333 TRUE TRUE TRUE

c.(1372-1374)Gca>Acap.A458T 1 FALSE TRUE FALSE

c.(715-717)Cat>Gatp.H239D 0.05618 FALSE FALSE FALSE

c.(1030-1032)cGg>cAgp.R344Q 0.5 TRUE TRUE FALSE

c.(6247-6249)Aga>Cgap.R2083R 0.472727 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.315789 TRUE TRUE FALSE



c.(3859-3861)Gag>Aagp.E1287K 0.873563 TRUE TRUE TRUE

c.(12724-12726)gAc>gGcp.D4242G 0.473684 FALSE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.346154 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.571429 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.5 TRUE TRUE FALSE

c.(3835-3837)gAc>gCcp.D1279A 0.563636 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.465909 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.983607 TRUE TRUE TRUE

c.(853-855)gaT>gaGp.D285E 0.404255 TRUE TRUE TRUE

c.(6757-6759)gaT>gaCp.D2253D 0.534884 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.248 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 1 TRUE TRUE TRUE

c.(1675-1677)ttA>ttCp.L559F 0.053435 FALSE FALSE FALSE

c.(3670-3672)gaG>gaAp.E1224E 0.407407 TRUE TRUE TRUE

c.(244-246)gTg>gCgp.V82A 0.612903 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.087805 FALSE FALSE FALSE

c.(3514-3516)ttC>ttTp.F1172F 0.636364 TRUE TRUE TRUE

c.(394-396)Gcc>Accp.A132T 0.050725 FALSE FALSE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.044737 TRUE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(1843-1845)ttT>ttCp.F615F 0.504505 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.5 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(568-570)caC>caTp.H190H 0.484848 TRUE TRUE TRUE

c.(4525-4527)atC>atTp.I1509I 0.464286 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.466667 TRUE TRUE TRUE

c.(6628-6630)cGg>cAgp.R2210Q 0.473282 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.833333 TRUE TRUE TRUE

c.(2077-2079)gaC>gaAp.D693E 0.405405 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.482143 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.547619 TRUE TRUE TRUE

c.(6742-6744)ccG>ccAp.P2248P 0.4 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.573034 TRUE TRUE FALSE

c.(4273-4275)gaG>gaAp.E1425E 0.470588 FALSE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.537815 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.566667 TRUE TRUE FALSE

c.(106-108)Tct>Cctp.S36P 0.363636 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.982301 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.977528 TRUE TRUE TRUE

c.(1843-1845)Aaa>Gaap.K615E 0.258065 FALSE FALSE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.080078 TRUE TRUE FALSE

c.(148-150)gTt>gAtp.V50D 0.154589 FALSE TRUE TRUE

c.(670-672)Gtt>Attp.V224I 0.192308 FALSE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.479167 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.091216 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.473684 TRUE TRUE TRUE



c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.8 TRUE TRUE FALSE

c.(277-279)ggC>ggGp.G93G 0.083333 FALSE FALSE FALSE

c.(1996-1998)ttT>ttCp.F666F 0.545455 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.511628 TRUE TRUE TRUE

c.(391-393)cCg>cTgp.P131L 0.095238 FALSE TRUE TRUE

c.(12031-12033)ctG>ctTp.L4011L 0.575342 FALSE FALSE FALSE

c.(274-276)gtA>gtGp.V92V 1 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.460317 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(391-393)aGa>aAap.R131K 0.561404 TRUE TRUE TRUE

c.(52-54)ctA>ctGp.L18L 1 FALSE FALSE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.954545 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.493151 TRUE TRUE FALSE

c.(967-969)aGt>aTtp.S323I 0.52459 FALSE FALSE TRUE

c.(1222-1224)ccG>ccAp.P408P 0.45977 FALSE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.494737 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.141631 TRUE FALSE FALSE

c.(901-903)Cag>Gagp.Q301E 0.4 TRUE TRUE TRUE

c.(634-636)Cag>Gagp.Q212E 0.5 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.046358 FALSE FALSE FALSE

c.(2803-2805)tgC>tgTp.C935C 0.4 TRUE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.462121 TRUE TRUE TRUE

c.(982-984)caC>caTp.H328H 1 FALSE TRUE FALSE

c.(1684-1686)caA>caGp.Q562Q 0.6 TRUE TRUE FALSE

c.(2815-2817)tCt>tGtp.S939C 0.43299 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.045564 FALSE FALSE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.040892 TRUE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.428571 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.959459 TRUE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.428571 TRUE TRUE TRUE

c.(3022-3024)caA>caGp.Q1008Q 0.333333 TRUE FALSE TRUE

c.(2737-2739)Cct>Actp.P913T 0.55814 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.980769 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.423077 TRUE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.460674 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.435115 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.35 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.376923 TRUE TRUE FALSE

c.(8584-8586)aAt>aGtp.N2862S 0.5 FALSE FALSE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.666667 TRUE TRUE FALSE

c.(2506-2508)cgC>cgTp.R836R 0.423529 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.546875 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.708333 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.096618 FALSE FALSE FALSE

c.(526-528)cGt>cAtp.R176H 0.894737 TRUE TRUE FALSE



c.(1519-1521)Gtc>Atcp.V507I 0.527273 TRUE TRUE TRUE

c.(640-642)Cgc>Tgcp.R214C 0.6 FALSE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.97479 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.413793 TRUE TRUE TRUE

c.(142-144)gcG>gcAp.A48A 0.463415 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.676471 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.463918 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.518868 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.086538 TRUE TRUE TRUE

c.(778-780)tcG>tcTp.S260S 0.5 FALSE FALSE FALSE

c.(2593-2595)caC>caGp.H865Q 0.973333 FALSE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.129032 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.391304 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.519481 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.512195 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.916667 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.480315 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.976744 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.352941 TRUE TRUE TRUE

c.(367-369)caG>caAp.Q123Q 0.45098 FALSE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.5 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.423529 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.494253 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.14486 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.978102 TRUE TRUE TRUE

c.(508-510)taC>taTp.Y170Y 0.5 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.149123 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.3 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.470588 TRUE TRUE TRUE

c.(1135-1137)tgG>tgAp.W379* 1 FALSE TRUE FALSE

c.(1732-1734)Agt>Ggtp.S578G 0.115987 FALSE FALSE FALSE

c.(5650-5652)Cgc>Tgcp.R1884C 0.461538 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.409091 TRUE TRUE TRUE

c.(4489-4491)gcC>gcTp.A1497A 0.5 FALSE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.91358 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.130952 FALSE FALSE FALSE

c.(13045-13047)acG>acAp.T4349T 0.953488 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(1297-1299)gtG>gtTp.V433V 0.184615 FALSE FALSE FALSE

c.(919-921)gtA>gtCp.V307V 0.089888 FALSE FALSE FALSE

c.(1582-1584)Gtg>Atgp.V528M 0.135593 FALSE TRUE TRUE

c.(4303-4305)Ggg>Aggp.G1435R 0.368421 FALSE TRUE TRUE

c.(2494-2496)Cgg>Tggp.R832W 0.565217 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.428571 TRUE TRUE TRUE

c.(613-615)tcC>tcAp.S205S 1 FALSE TRUE FALSE

c.(5002-5004)acA>acGp.T1668T 0.5 TRUE TRUE TRUE



c.(2968-2970)Agt>Ggtp.S990G 0.181269 TRUE TRUE FALSE

c.(3109-3111)caG>caAp.Q1037Q 0.979592 TRUE TRUE TRUE

c.(805-807)Gtg>Ttgp.V269L 0.6 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.083333 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.192488 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.175549 FALSE FALSE FALSE

c.(2113-2115)acA>acGp.T705T 0.368421 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.210526 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.933333 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.981132 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.408451 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.583333 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.5 TRUE TRUE TRUE

c.(1993-1995)gaA>gaGp.E665E 0.092784 FALSE FALSE FALSE

c.(127-129)ctC>ctTp.L43L 0.923077 FALSE TRUE FALSE

c.(85-87)Gat>Aatp.D29N 0.488889 FALSE TRUE FALSE

c.(76-78)tTc>tCcp.F26S 0.123457 FALSE FALSE FALSE

c.(1000-1002)acG>acAp.T334T 1 FALSE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.498759 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(5416-5418)gaG>gaAp.E1806E 0.411765 FALSE TRUE TRUE

c.(2194-2196)Cat>Tatp.H732Y 0.666667 FALSE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.057143 FALSE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.15 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.387097 TRUE TRUE TRUE

c.(430-432)tTa>tGap.L144* 0.117647 FALSE FALSE FALSE

c.(1741-1743)caA>caCp.Q581H 0.489362 TRUE TRUE TRUE

c.e3+1 0.444444 FALSE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.9 TRUE TRUE TRUE

c.(1849-1851)Att>Gttp.I617V 0.475 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.191176 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.421053 TRUE TRUE TRUE

c.(1132-1134)aGt>aAtp.S378N 0.134615 TRUE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.5 TRUE TRUE TRUE

c.(877-879)gAt>gGtp.D293G 0.58 FALSE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.547009 FALSE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.5 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.216942 FALSE FALSE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.066667 TRUE TRUE FALSE

c.(796-798)cgA>cgGp.R266R 0.044496 FALSE FALSE FALSE

c.(235-237)gTt>gGtp.V79G 0.151899 FALSE TRUE FALSE

c.(823-825)Aga>Cgap.R275R 0.433333 TRUE TRUE TRUE

c.(2689-2691)cGg>cAgp.R897Q 0.171429 FALSE FALSE FALSE

c.(79-81)cTg>cGgp.L27R 0.109091 FALSE FALSE FALSE

c.(2680-2682)tTt>tAtp.F894Y 0.166667 FALSE FALSE FALSE

c.(367-369)atC>atTp.I123I 0.882353 FALSE TRUE FALSE

c.(1099-1101)atT>atGp.I367M 0.113208 TRUE FALSE FALSE



c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(697-699)caA>caTp.Q233H 0.346154 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.5 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.458716 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.375 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.9 TRUE TRUE TRUE

c.(1675-1677)ttA>ttCp.L559F 0.116883 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.159375 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 0.3125 TRUE TRUE TRUE

c.(277-279)tcT>tcGp.S93S 0.088608 TRUE FALSE FALSE

c.(394-396)Gcc>Accp.A132T 0.111111 FALSE FALSE FALSE

c.(5278-5280)gcG>gcAp.A1760A 0.493671 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.474576 TRUE TRUE TRUE

c.(823-825)ccA>ccGp.P275P 0.470588 TRUE TRUE TRUE

c.(178-180)atT>atCp.I60I 1 FALSE TRUE FALSE

c.(6892-6894)gAt>gTtp.D2298V 0.257143 FALSE FALSE FALSE

c.(163-165)atG>atAp.M55I 0.962963 FALSE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.957143 TRUE TRUE TRUE

c.(2950-2952)gGg>gAgp.G984E 0.094737 FALSE FALSE FALSE

c.(166-168)caA>caGp.Q56Q 0.925926 TRUE TRUE TRUE

c.(1528-1530)tTt>tGtp.F510C 0.066116 FALSE FALSE FALSE

c.(1144-1146)ttT>ttGp.F382L 0.15 FALSE FALSE FALSE

c.(403-405)aCa>aAap.T135K 0.520833 TRUE TRUE TRUE

c.(886-888)Cag>Gagp.Q296E 0.059361 FALSE FALSE FALSE

c.(1261-1263)Gag>Aagp.E421K 0.125 FALSE FALSE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.363636 TRUE TRUE TRUE

c.(7588-7590)caT>caCp.H2530H 0.368421 FALSE TRUE TRUE

c.(412-414)Tac>Gacp.Y138D 0.115702 FALSE FALSE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.357143 TRUE TRUE TRUE

c.(292-294)Aat>Catp.N98H 0.068 FALSE FALSE FALSE

c.(2269-2271)cgG>cgAp.R757R 0.375 TRUE TRUE TRUE

c.(409-411)Tgg>Gggp.W137G 0.090909 FALSE FALSE FALSE

c.(2458-2460)acA>acGp.T820T 0.571429 TRUE TRUE TRUE

c.(409-411)aCa>aGap.T137R 0.214286 FALSE FALSE FALSE

c.(367-369)atG>atAp.M123I 0.085366 TRUE TRUE FALSE

c.(502-504)Ata>Ttap.I168L 0.368421 TRUE TRUE FALSE

c.(1882-1884)atG>atCp.M628I 0.52 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.459459 TRUE TRUE TRUE

c.(448-450)tCt>tGtp.S150C 0.155963 FALSE FALSE FALSE

c.(673-675)Tgg>Cggp.W225R 0.333333 TRUE TRUE TRUE

c.(2407-2409)cgC>cgTp.R803R 0.384615 TRUE TRUE TRUE

c.(490-492)gCa>gTap.A164V 0.928571 FALSE TRUE FALSE

c.(11533-11535)acG>acAp.T3845T 0.569231 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.516129 TRUE TRUE TRUE

c.(11137-11139)gcC>gcTp.A3713A 0.441176 FALSE TRUE TRUE

c.(2023-2025)Ata>Gtap.I675V 0.551724 TRUE TRUE TRUE

c.(484-486)gcA>gcGp.A162A 0.888889 FALSE TRUE FALSE



c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(1885-1887)agA>agGp.R629R 0.087805 FALSE FALSE FALSE

c.(169-171)Gca>Acap.A57T 0.182109 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.636364 TRUE TRUE FALSE

c.(310-312)Atg>Gtgp.M104V 1 FALSE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.40625 TRUE TRUE TRUE

c.(244-246)Aag>Cagp.K82Q 0.098765 FALSE FALSE FALSE

c.(508-510)gaA>gaGp.E170E 0.363636 TRUE TRUE FALSE

c.(1666-1668)tcA>tcCp.S556S 0.103004 FALSE FALSE FALSE

c.(2440-2442)ttC>ttTp.F814F 1 FALSE TRUE TRUE

c.(292-294)atC>atTp.I98I 0.916667 FALSE TRUE FALSE

c.e14-1 0.111111 FALSE FALSE FALSE

c.(7243-7245)aGa>aAap.R2415K 0.45 FALSE TRUE TRUE

c.(130-132)ggC>ggTp.G44G 0.511364 FALSE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.75 TRUE TRUE TRUE

c.(1762-1764)Aaa>Caap.K588Q 0.058548 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.141491 FALSE FALSE FALSE

c.(106-108)cCt>cTtp.P36L 0.961538 FALSE TRUE FALSE

c.(886-888)gcT>gcAp.A296A 0.049724 FALSE FALSE FALSE

c.(79-81)cGg>cAgp.R27Q 0.482759 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.857143 TRUE TRUE TRUE

c.(400-402)ccC>ccAp.P134P 0.454545 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.835294 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.451613 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.304348 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.492537 TRUE TRUE TRUE

c.(1081-1083)ggA>ggGp.G361G 1 FALSE TRUE FALSE

c.(412-414)gCg>gTgp.A138V 0.098361 FALSE FALSE FALSE

c.(8524-8526)taT>taCp.Y2842Y 0.916667 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.454545 TRUE TRUE TRUE

c.(1531-1533)Gaa>Aaap.E511K 0.061983 FALSE FALSE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.461538 TRUE TRUE TRUE

c.(1645-1647)gaT>gaGp.D549E 0.064 FALSE FALSE FALSE

c.(5152-5154)tGt>tTtp.C1718F 0.666667 TRUE TRUE TRUE

c.(664-666)ggG>ggAp.G222G 1 FALSE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.52381 TRUE TRUE TRUE

c.(2239-2241)aaT>aaGp.N747K 0.184615 FALSE FALSE FALSE

c.(601-603)atA>atGp.I201M 0.8 FALSE TRUE FALSE

c.(427-429)Agt>Cgtp.S143R 0.145299 FALSE FALSE FALSE

c.(496-498)ttC>ttTp.F166F 0.368421 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.5 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.169811 FALSE FALSE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.966387 TRUE TRUE TRUE

c.(988-990)cTg>cCgp.L330P 0.545455 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.5 TRUE TRUE TRUE

c.(835-837)caC>caTp.H279H 0.418605 FALSE TRUE TRUE

c.(5977-5979)acC>acTp.T1993T 0.65 TRUE TRUE TRUE



c.(1399-1401)aCa>aTap.T467I 0.087912 FALSE FALSE FALSE

c.(7702-7704)caC>caTp.H2568H 0.304348 FALSE TRUE TRUE

c.(901-903)ctT>ctGp.L301L 0.053191 FALSE FALSE FALSE

c.(892-894)tGt>tCtp.C298S 0.452381 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.857143 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.875 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.457143 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.6 TRUE TRUE TRUE

c.(1837-1839)acT>acCp.T613T 0.115942 FALSE FALSE FALSE

c.(6478-6480)Ttg>Ctgp.L2160L 0.344444 TRUE TRUE TRUE

c.(1882-1884)taC>taTp.Y628Y 0.090909 FALSE FALSE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.666667 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.921053 TRUE TRUE TRUE

c.(886-888)Gag>Cagp.E296Q 0.153846 FALSE FALSE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.75 TRUE TRUE TRUE

c.(265-267)gaA>gaTp.E89D 0.093596 FALSE FALSE FALSE

c.(7-9)cAc>cGcp.H3R 0.172414 FALSE FALSE FALSE

c.(6709-6711)ccC>ccTp.P2237P 0.3 FALSE TRUE FALSE

c.(1576-1578)ctG>ctAp.L526L 0.447059 FALSE TRUE TRUE

c.(154-156)ggC>ggTp.G52G 0.5 FALSE TRUE TRUE

c.(1870-1872)gGc>gTcp.G624V 0.422619 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.098413 TRUE TRUE FALSE

c.(12268-12270)ccG>ccAp.P4090P 0.576271 FALSE TRUE TRUE

c.(1021-1023)ttC>ttTp.F341F 0.448 FALSE TRUE TRUE

c.e8+1 0.552632 FALSE TRUE FALSE

c.(604-606)Ctg>Ttgp.L202L 0.5 FALSE TRUE TRUE

c.(2326-2328)Aac>Gacp.N776D 0.666667 FALSE TRUE TRUE

c.(796-798)ctA>ctGp.L266L 0.875 FALSE TRUE FALSE

c.(808-810)agA>agGp.R270R 0.647059 TRUE TRUE TRUE

c.(949-951)agC>agTp.S317S 0.5 FALSE TRUE TRUE

c.(769-771)caT>caCp.H257H 0.043796 TRUE FALSE FALSE

c.(298-300)cAa>cCap.Q100P 0.478261 TRUE FALSE FALSE

c.(814-816)Cgt>Tgtp.R272C 0.11828 TRUE TRUE FALSE

c.(1207-1209)Ctg>Ttgp.L403L 0.587302 FALSE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.459016 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.488372 TRUE TRUE TRUE

c.(1291-1293)Gaa>Aaap.E431K 0.085366 FALSE TRUE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.506494 FALSE TRUE FALSE

c.(13-15)tcA>tcGp.S5S 0.971429 FALSE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.513514 TRUE TRUE FALSE

c.(235-237)ccT>ccAp.P79P 0.479245 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.543689 TRUE TRUE TRUE

c.(823-825)Aga>Cgap.R275R 0.458128 TRUE TRUE TRUE

c.(10864-10866)gGt>gCtp.G3622A 0.472103 FALSE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.363636 TRUE TRUE TRUE

c.(1369-1371)Aga>Cgap.R457R 0.507463 FALSE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.571429 TRUE TRUE TRUE



c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(1051-1053)tTt>tCtp.F351S 0.967742 TRUE TRUE TRUE

c.(7714-7716)ctT>ctCp.L2572L 0.495146 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.995798 TRUE TRUE TRUE

c.(1180-1182)Aat>Gatp.N394D 0.448529 FALSE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.469697 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.575758 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(580-582)aaG>aaAp.K194K 0.564103 FALSE TRUE FALSE

c.(1252-1254)ctG>ctAp.L418L 0.953488 FALSE TRUE FALSE

c.(1711-1713)Ctg>Gtgp.L571V 0.451613 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.985075 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.85 TRUE TRUE FALSE

c.(6562-6564)caG>caAp.Q2188Q 0.6 FALSE TRUE TRUE

c.(9304-9306)gAa>gGap.E3102G 0.46798 TRUE TRUE TRUE

c.(1066-1068)cAc>cGcp.H356R 1 FALSE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.984375 TRUE TRUE TRUE

c.(274-276)Ttt>Gttp.F92V 0.130435 FALSE TRUE FALSE

c.(1822-1824)cCa>cTap.P608L 0.459459 TRUE TRUE TRUE

c.(5092-5094)agC>agAp.S1698R 0.45614 FALSE TRUE TRUE

c.(5119-5121)acC>acAp.T1707T 0.161905 FALSE TRUE TRUE

c.(472-474)agA>agTp.R158S 0.039855 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.179487 TRUE FALSE FALSE

c.(499-501)ctG>ctAp.L167L 0.625 FALSE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.463415 TRUE TRUE TRUE

c.(1465-1467)acA>acGp.T489T 0.970588 FALSE TRUE FALSE

c.(5863-5865)caC>caTp.H1955H 0.459627 TRUE TRUE TRUE

c.(4882-4884)Tta>Ctap.L1628L 0.534091 FALSE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.54023 FALSE TRUE FALSE

c.(1240-1242)caG>caAp.Q414Q 1 TRUE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.44898 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.176056 TRUE TRUE FALSE

c.(4864-4866)Aca>Gcap.T1622A 0.541284 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.442857 TRUE TRUE TRUE

c.(2485-2487)gaG>gaCp.E829D 0.225806 FALSE TRUE TRUE

c.(3022-3024)caA>caGp.Q1008Q 1 TRUE FALSE TRUE

c.(6502-6504)cGa>cAap.R2168Q 0.50463 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.994444 TRUE TRUE TRUE

c.(919-921)Tgg>Aggp.W307R 0.183183 FALSE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.5 TRUE TRUE TRUE

c.(463-465)Aag>Gagp.K155E 0.179245 FALSE TRUE FALSE

c.(355-357)caG>caAp.Q119Q 0.153846 FALSE FALSE FALSE

c.(109-111)gcG>gcAp.A37A 0.305732 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.407407 TRUE TRUE TRUE

c.(3754-3756)atC>atTp.I1252I 0.497268 FALSE TRUE TRUE

c.(2857-2859)tCa>tTap.S953L 0.482993 FALSE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.216216 TRUE TRUE FALSE



c.(1342-1344)Agc>Tgcp.S448C 0.5 TRUE TRUE TRUE

c.(250-252)cAc>cGcp.H84R 0.465909 FALSE TRUE TRUE

c.(9682-9684)agG>agAp.R3228R 0.47486 TRUE TRUE TRUE

c.(1258-1260)caC>caTp.H420H 0.487603 FALSE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.536082 TRUE TRUE TRUE

c.(931-933)gaG>gaAp.E311E 0.171429 FALSE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.572464 TRUE TRUE TRUE

c.(8062-8064)gaG>gaAp.E2688E 0.415385 FALSE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 1 TRUE TRUE TRUE

c.(664-666)taC>taTp.Y222Y 0.380952 FALSE TRUE TRUE

c.(1315-1317)acC>acTp.T439T 0.973684 FALSE TRUE FALSE

c.(3493-3495)Ggc>Tgcp.G1165C 0.532895 FALSE TRUE TRUE

c.(1183-1185)Ctt>Attp.L395I 0.465116 TRUE TRUE TRUE

c.(892-894)Cgc>Tgcp.R298C 0.666667 FALSE TRUE TRUE

c.(4906-4908)acG>acAp.T1636T 0.65371 FALSE TRUE TRUE

c.(841-843)ttC>ttGp.F281L 0.375 FALSE TRUE FALSE

c.(3235-3237)caC>caTp.H1079H 0.135135 FALSE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.316176 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.262069 TRUE TRUE FALSE

c.(1717-1719)gtA>gtGp.V573V 0.482143 FALSE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.923077 TRUE TRUE FALSE

c.(808-810)aAg>aGgp.K270R 0.170732 FALSE TRUE FALSE

c.(73-75)Gat>Aatp.D25N 0.28125 FALSE FALSE FALSE

c.(487-489)cCa>cAap.P163Q 0.077778 TRUE TRUE FALSE

c.(1204-1206)agC>agTp.S402S 0.619048 FALSE TRUE TRUE

c.(400-402)gcT>gcGp.A134A 0.061856 TRUE TRUE FALSE

c.(403-405)aCa>aAap.T135K 0.52349 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.523364 TRUE TRUE TRUE

c.(250-252)gaA>gaGp.E84E 0.615385 TRUE TRUE TRUE

c.(4675-4677)Gtg>Atgp.V1559M 0.426357 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.989362 TRUE TRUE TRUE

c.(649-651)ctT>ctCp.L217L 0.38806 FALSE TRUE FALSE

c.(1369-1371)ggC>ggTp.G457G 1 FALSE TRUE FALSE

c.(1846-1848)Ggc>Agcp.G616S 0.478992 FALSE TRUE TRUE

c.(2029-2031)tcA>tcGp.S677S 0.398148 FALSE TRUE TRUE

c.(334-336)Tta>Ctap.L112L 1 FALSE TRUE FALSE

c.(2050-2052)cAg>cGgp.Q684R 0.456522 FALSE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.640152 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.53125 TRUE TRUE FALSE

c.(724-726)tgG>tgAp.W242* 1 FALSE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 0.512195 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.409091 TRUE TRUE TRUE

c.(1270-1272)acT>acCp.T424T 1 FALSE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 1 TRUE TRUE TRUE

c.(1510-1512)gCa>gTap.A504V 0.97006 FALSE TRUE TRUE

c.(1351-1353)aaC>aaTp.N451N 1 FALSE TRUE FALSE



c.(1171-1173)tgC>tgAp.C391* 0.066055 TRUE TRUE FALSE

c.(112-114)ccT>ccCp.P38P 1 FALSE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.982609 TRUE TRUE TRUE

c.(184-186)gaA>gaGp.E62E 1 FALSE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.981132 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.456044 TRUE TRUE TRUE

c.(31-33)Atc>Gtcp.I11V 0.52381 FALSE FALSE FALSE

c.(289-291)acC>acGp.T97T 0.509434 FALSE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.5 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.984496 TRUE TRUE TRUE

c.(559-561)gcC>gcTp.A187A 0.093023 TRUE TRUE FALSE

c.(2572-2574)ggC>ggTp.G858G 0.483516 TRUE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.395161 TRUE TRUE TRUE

c.(493-495)gaC>gaTp.D165D 0.939394 TRUE TRUE FALSE

c.(10174-10176)ggC>ggTp.G3392G 0.486301 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.508772 TRUE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.994475 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.428571 TRUE TRUE FALSE

c.(2035-2037)ccG>ccTp.P679P 1 FALSE TRUE FALSE

c.(1153-1155)acG>acAp.T385T 0.96875 FALSE TRUE FALSE

c.(103-105)gGt>gAtp.G35D 0.21978 TRUE TRUE FALSE

c.(8533-8535)cGt>cAtp.R2845H 0.521739 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.971014 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.981595 TRUE TRUE TRUE

c.(286-288)gtC>gtTp.V96V 0.935484 FALSE TRUE FALSE

c.(1828-1830)atC>atTp.I610I 0.416667 FALSE TRUE TRUE

c.(904-906)tgT>tgAp.C302* 0.038182 FALSE TRUE FALSE

c.(619-621)atG>atAp.M207I 1 FALSE TRUE FALSE

c.(1192-1194)Ata>Gtap.I398V 0.5 FALSE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.408163 TRUE TRUE TRUE

c.(1900-1902)tgC>tgTp.C634C 0.526316 FALSE TRUE FALSE

c.(4093-4095)tcC>tcTp.S1365S 0.568182 FALSE TRUE FALSE

c.(3739-3741)caG>caAp.Q1247Q 0.315789 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.534884 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.057816 TRUE TRUE FALSE

c.(2107-2109)tCc>tTcp.S703F 0.564103 FALSE TRUE TRUE

c.(1036-1038)ccT>ccCp.P346P 1 FALSE TRUE FALSE

c.(1183-1185)ctT>ctCp.L395L 0.969697 FALSE TRUE FALSE

c.(466-468)tgG>tgAp.W156* 0.071429 FALSE FALSE FALSE

c.(1885-1887)gAa>gCap.E629A 0.505263 FALSE TRUE TRUE

c.(8872-8874)aAg>aGgp.K2958R 0.53252 FALSE TRUE TRUE

c.(346-348)caA>caGp.Q116Q 0.219512 FALSE FALSE FALSE

c.(145-147)gAg>gCgp.E49A 0.418605 FALSE TRUE TRUE

c.(1867-1869)ctC>ctTp.L623L 0.459459 FALSE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.571429 TRUE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.44186 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.435714 TRUE TRUE TRUE



c.(589-591)ctA>ctGp.L197L 0.923077 FALSE TRUE FALSE

c.(88-90)gaC>gaTp.D30D 0.546875 FALSE TRUE TRUE

c.(4804-4806)gcC>gcTp.A1602A 0.61875 TRUE TRUE TRUE

c.(298-300)gtA>gtGp.V100V 0.97561 FALSE TRUE FALSE

c.(550-552)Taa>Gaap.*184E 0.653846 FALSE FALSE FALSE

c.(1849-1851)cGc>cAcp.R617H 0.456522 FALSE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.990291 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.5 TRUE TRUE TRUE

c.(1513-1515)gcG>gcAp.A505A 0.553571 FALSE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.961538 TRUE TRUE FALSE

c.(790-792)ctC>ctTp.L264L 0.476923 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.5 TRUE TRUE FALSE

c.(3745-3747)cAt>cGtp.H1249R 0.443038 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.985401 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.132353 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.526316 TRUE TRUE TRUE

c.(874-876)gaA>gaGp.E292E 0.444444 TRUE TRUE TRUE

c.(6406-6408)caC>caTp.H2136H 0.125 FALSE TRUE FALSE

c.(5113-5115)aAc>aGcp.N1705S 0.534884 FALSE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.590909 TRUE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.154639 TRUE TRUE TRUE

c.(523-525)cGt>cAtp.R175H 0.551724 TRUE TRUE TRUE

c.(1636-1638)gcC>gcTp.A546A 0.456954 FALSE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.2125 TRUE FALSE FALSE

c.(502-504)Ata>Ttap.I168L 0.776596 TRUE TRUE FALSE

c.(1408-1410)Aat>Gatp.N470D 0.496815 FALSE TRUE TRUE

c.(1213-1215)Tca>Ccap.S405P 0.492063 FALSE TRUE TRUE

c.(1312-1314)ccC>ccTp.P438P 0.975 FALSE TRUE FALSE

c.(1495-1497)gCg>gTgp.A499V 0.522013 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.56 TRUE TRUE TRUE

c.(2401-2403)gaG>gaCp.E801D 0.26875 FALSE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.989071 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.132743 TRUE TRUE FALSE

c.(553-555)ttG>ttAp.L185L 0.916667 FALSE TRUE FALSE

c.(3985-3987)gaA>gaGp.E1329E 0.619048 FALSE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.991342 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 1 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.454545 TRUE TRUE TRUE

c.(382-384)Ctg>Ttgp.L128L 0.970588 FALSE TRUE FALSE

c.(886-888)gCg>gTgp.A296V 0.25 FALSE TRUE FALSE

c.(8017-8019)gcC>gcTp.A2673A 0.495935 FALSE TRUE TRUE

c.(5722-5724)gaT>gaCp.D1908D 0.565217 FALSE TRUE TRUE

c.(610-612)cGc>cAcp.R204H 0.344828 FALSE TRUE TRUE

c.(991-993)ccG>ccAp.P331P 0.327586 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.990991 TRUE TRUE TRUE

c.(5359-5361)caA>caGp.Q1787Q 0.651741 FALSE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 0.986486 TRUE TRUE TRUE



c.(2785-2787)Cag>Gagp.Q929E 0.991304 TRUE TRUE TRUE

c.(3169-3171)tcG>tcAp.S1057S 0.522936 TRUE TRUE TRUE

c.(2227-2229)aaT>aaCp.N743N 0.4375 TRUE TRUE TRUE

c.(502-504)ttA>ttTp.L168F 0.466258 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.495798 TRUE TRUE TRUE

c.(3733-3735)Ggc>Agcp.G1245S 0.449275 FALSE TRUE FALSE

c.(568-570)acA>acGp.T190T 1 FALSE TRUE FALSE

c.(550-552)ctG>ctTp.L184L 0.111369 TRUE TRUE FALSE

c.(5746-5748)Aga>Ggap.R1916G 0.647959 FALSE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.992366 TRUE TRUE TRUE

c.(7474-7476)gtT>gtCp.V2492V 0.549296 FALSE TRUE TRUE

c.(55-57)atT>atCp.I19I 1 FALSE TRUE FALSE

c.(2329-2331)gtG>gtAp.V777V 0.481481 FALSE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.44898 TRUE TRUE FALSE

c.(1231-1233)agC>agGp.S411R 0.655172 FALSE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.509434 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.965217 TRUE TRUE TRUE

c.(502-504)ggC>ggTp.G168G 0.440678 FALSE TRUE FALSE

c.(343-345)Gca>Acap.A115T 0.11194 FALSE TRUE TRUE

c.(25-27)acC>acTp.T9T 1 FALSE TRUE FALSE

c.(946-948)atA>atGp.I316M 0.639474 FALSE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.148148 TRUE TRUE FALSE

c.(7054-7056)gtC>gtGp.V2352V 0.637931 FALSE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.540984 TRUE TRUE FALSE

c.(1291-1293)ccA>ccGp.P431P 0.5 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.473684 FALSE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.987552 TRUE TRUE TRUE

c.(463-465)Aag>Gagp.K155E 0.538462 FALSE FALSE FALSE

c.(1219-1221)agC>agGp.S407R 0.5625 FALSE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.948718 TRUE TRUE TRUE

c.(241-243)Agg>Tggp.R81W 0.181818 FALSE TRUE FALSE

c.(760-762)Atc>Gtcp.I254V 1 FALSE TRUE FALSE

c.(205-207)Caa>Aaap.Q69K 0.055814 TRUE TRUE FALSE

c.(658-660)gAt>gCtp.D220A 0.477876 FALSE TRUE TRUE

c.(1027-1029)ggC>ggTp.G343G 0.505576 FALSE TRUE TRUE

c.(901-903)Gat>Aatp.D301N 0.119266 FALSE FALSE FALSE

c.(6172-6174)cCc>cTcp.P2058L 0.529412 FALSE TRUE TRUE

c.(367-369)acT>acCp.T123T 1 FALSE TRUE FALSE

c.(1420-1422)acG>acAp.T474T 1 FALSE TRUE TRUE

c.(1336-1338)aGg>aCgp.R446T 0.1875 FALSE TRUE FALSE

c.(496-498)ttC>ttTp.F166F 0.821053 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.97235 TRUE TRUE TRUE

c.(2440-2442)Gta>Atap.V814I 0.532258 FALSE TRUE TRUE

c.(355-357)aaA>aaGp.K119K 0.954545 FALSE TRUE FALSE

c.(1234-1236)tcG>tcTp.S412S 0.433333 FALSE TRUE TRUE

c.(7009-7011)aCt>aAtp.T2337N 0.419847 TRUE TRUE TRUE

c.(8959-8961)acT>acAp.T2987T 0.465969 FALSE TRUE TRUE



c.(2593-2595)gaG>gaAp.E865E 0.692308 FALSE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.133858 TRUE TRUE FALSE

c.(1891-1893)Atc>Ctcp.I631L 0.475676 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.174863 TRUE TRUE TRUE

c.(1330-1332)Agc>Ggcp.S444G 0.4 TRUE TRUE FALSE

c.(4528-4530)caC>caTp.H1510H 0.496732 TRUE TRUE TRUE

c.(4978-4980)Atc>Gtcp.I1660V 0.522727 FALSE TRUE FALSE

c.(487-489)Gac>Cacp.D163H 0.125 TRUE FALSE FALSE

c.(403-405)Aga>Tgap.R135* 0.036522 TRUE TRUE FALSE

c.(2266-2268)gCg>gTgp.A756V 0.420455 FALSE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.494737 TRUE TRUE TRUE

c.(967-969)Atc>Gtcp.I323V 0.048989 TRUE TRUE TRUE

c.(772-774)tTc>tCcp.F258S 0.53719 TRUE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.52451 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.079027 TRUE TRUE TRUE

c.(1219-1221)gtC>gtTp.V407V 0.555556 TRUE TRUE TRUE

c.(835-837)acG>acAp.T279T 0.5 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 1 TRUE TRUE TRUE

c.(529-531)tcG>tcAp.S177S 0.457746 FALSE TRUE TRUE

c.(8014-8016)Tta>Ctap.L2672L 0.486726 FALSE TRUE TRUE

c.(106-108)ggT>ggCp.G36G 0.96875 FALSE TRUE FALSE

c.(1951-1953)gaA>gaGp.E651E 0.476821 FALSE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.933333 TRUE TRUE FALSE

c.(4387-4389)cGg>cAgp.R1463Q 0.505882 TRUE TRUE FALSE

c.(13045-13047)Cca>Gcap.P4349A 0.5 FALSE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.924051 TRUE TRUE FALSE

c.(235-237)caG>caAp.Q79Q 0.304348 FALSE TRUE FALSE

c.(2776-2778)tcA>tcGp.S926S 0.433121 FALSE TRUE TRUE

c.(1324-1326)tcA>tcCp.S442S 0.465649 FALSE TRUE TRUE

c.(346-348)taC>taTp.Y116Y 0.511494 FALSE TRUE TRUE

c.(220-222)gGa>gCap.G74A 0.434783 FALSE TRUE TRUE

c.(1156-1158)gcG>gcAp.A386A 0.269231 FALSE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.504425 TRUE TRUE TRUE

c.(4981-4983)acC>acTp.T1661T 0.491228 FALSE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.263158 TRUE TRUE FALSE

c.(3595-3597)acG>acAp.T1199T 0.47619 FALSE TRUE TRUE

c.(2590-2592)ctC>ctTp.L864L 0.482558 FALSE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.496183 TRUE TRUE TRUE

c.(1471-1473)gaG>gaTp.E491D 0.443299 FALSE TRUE FALSE

c.(1996-1998)atC>atTp.I666I 0.465517 TRUE TRUE FALSE

c.(8380-8382)gcC>gcTp.A2794A 0.965812 TRUE TRUE TRUE

c.(1483-1485)ccG>ccTp.P495P 0.432432 FALSE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.993506 TRUE TRUE TRUE

c.(2203-2205)aaC>aaTp.N735N 0.6 FALSE TRUE FALSE

c.(2890-2892)caT>caCp.H964H 0.507576 TRUE TRUE TRUE

c.(1234-1236)Ctc>Ttcp.L412F 0.280702 FALSE FALSE FALSE



c.(532-534)agC>agTp.S178S 0.370667 TRUE TRUE TRUE

c.(175-177)Acc>Gccp.T59A 0.85 FALSE TRUE FALSE

c.(5998-6000)Ggt>Agtp.G2000S 0.411111 FALSE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(6418-6420)caG>caAp.Q2140Q 0.496124 FALSE FALSE TRUE

c.(262-264)tcG>tcAp.S88S 0.473054 FALSE TRUE TRUE

c.(1279-1281)tcA>tcGp.S427S 0.96875 FALSE TRUE TRUE

c.(100-102)gcG>gcAp.A34A 0.557576 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.99187 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.170886 TRUE TRUE TRUE

c.(2863-2865)cGt>cAtp.R955H 0.6 FALSE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.525 TRUE TRUE TRUE

c.(5545-5547)gGc>gTcp.G1849V 0.443548 FALSE TRUE TRUE

c.(268-270)agA>agTp.R90S 0.03709 FALSE FALSE FALSE

c.(850-852)cCa>cAap.P284Q 0.524194 TRUE TRUE TRUE

c.(646-648)gaT>gaCp.D216D 1 FALSE TRUE FALSE

c.(2092-2094)Gag>Cagp.E698Q 0.511765 FALSE FALSE FALSE

c.(271-273)aaC>aaTp.N91N 0.969697 FALSE TRUE FALSE

c.(2167-2169)cGt>cAtp.R723H 0.75 FALSE TRUE FALSE

c.(1864-1866)tgC>tgTp.C622C 0.428571 FALSE TRUE FALSE

c.(607-609)Ccc>Gccp.P203A 0.984127 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.992424 TRUE TRUE TRUE

c.(40-42)tGg>tAgp.W14* 0.46 FALSE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.505495 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.416667 TRUE TRUE TRUE

c.(313-315)tGg>tAgp.W105* 0.194313 FALSE TRUE TRUE

c.(322-324)gtC>gtTp.V108V 0.577778 FALSE TRUE TRUE

c.(3085-3087)Cgc>Tgcp.R1029C 0.361702 FALSE TRUE FALSE

c.e2-1 0.20202 FALSE FALSE FALSE

c.(538-540)Cgg>Tggp.R180W 0.536082 TRUE TRUE TRUE

c.(4090-4092)Ata>Ctap.I1364L 0.495798 FALSE TRUE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.986667 TRUE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.475 TRUE TRUE FALSE

c.(1528-1530)ccG>ccAp.P510P 0.576271 FALSE TRUE FALSE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.492891 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.47541 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.47619 TRUE TRUE TRUE

c.(1825-1827)Ccg>Gcgp.P609A 0.727273 FALSE FALSE FALSE

c.(718-720)aGc>aTcp.S240I 0.618182 TRUE TRUE TRUE

c.(6820-6822)cCg>cTgp.P2274L 0.56 FALSE TRUE TRUE

c.(13-15)Gtc>Atcp.V5I 0.666667 TRUE TRUE FALSE

c.(1630-1632)Acg>Gcgp.T544A 1 FALSE TRUE FALSE

c.(3886-3888)aCg>aTgp.T1296M 0.49375 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.55102 TRUE TRUE TRUE

c.(481-483)cGt>cAtp.R161H 0.375 FALSE FALSE TRUE



c.(2968-2970)Agt>Ggtp.S990G 0.07483 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.446809 TRUE TRUE TRUE

c.(1342-1344)Atc>Gtcp.I448V 1 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.550562 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.129584 TRUE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.5 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.044674 TRUE TRUE TRUE

c.(1321-1323)atG>atAp.M441I 0.478261 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.219048 TRUE TRUE FALSE

c.(1252-1254)Cat>Tatp.H418Y 0.435115 FALSE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.515625 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.46875 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.510638 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.56 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.524691 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.453125 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.536585 TRUE TRUE TRUE

c.(2056-2058)cgG>cgTp.R686R 0.396825 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.482517 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.409091 TRUE TRUE FALSE

c.(2389-2391)acG>acAp.T797T 0.533333 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.983871 TRUE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.483871 TRUE TRUE TRUE

c.(1558-1560)ggC>ggTp.G520G 0.19802 FALSE TRUE TRUE

c.(2431-2433)gcG>gcAp.A811A 0.510204 TRUE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.446809 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.475 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.403846 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.030445 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.386139 TRUE TRUE TRUE

c.(103-105)gGt>gAtp.G35D 0.18705 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.439655 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 1 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.472222 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.524691 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.651163 FALSE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.540984 TRUE TRUE TRUE

c.(4198-4200)taT>taCp.Y1400Y 0.536585 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.222222 TRUE TRUE FALSE

c.(2623-2625)acG>acAp.T875T 0.472441 TRUE TRUE TRUE

c.(4741-4743)gaG>gaAp.E1581E 0.680851 FALSE FALSE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.51145 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.571429 TRUE TRUE TRUE

c.(1687-1689)tcG>tcAp.S563S 0.694444 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.493151 TRUE TRUE TRUE

c.(538-540)ctA>ctCp.L180L 0.51773 TRUE TRUE TRUE



c.(283-285)caA>caGp.Q95Q 0.118519 TRUE TRUE FALSE

c.(3436-3438)cgA>cgGp.R1146R 0.935484 TRUE TRUE FALSE

c.(1372-1374)Gca>Acap.A458T 0.916667 FALSE TRUE FALSE

c.(7501-7503)Ata>Gtap.I2501V 0.493243 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.469136 TRUE TRUE TRUE

c.(1267-1269)Gac>Aacp.D423N 0.342105 FALSE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.414201 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.573913 TRUE TRUE TRUE

c.(2032-2034)caG>caCp.Q678H 0.521739 TRUE TRUE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.054795 TRUE TRUE FALSE

c.(271-273)cGa>cTap.R91L 0.460317 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.571429 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.277108 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.275862 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 1 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.508621 TRUE TRUE TRUE

c.(385-387)taC>taTp.Y129Y 0.95 FALSE TRUE FALSE

c.(1282-1284)Ggt>Agtp.G428S 0.537931 TRUE TRUE TRUE

c.(1651-1653)ggG>ggTp.G551G 0.666667 TRUE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.555556 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.418033 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.5 TRUE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.993464 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.46875 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.477528 TRUE TRUE TRUE

c.(10462-10464)cTa>cCap.L3488P 0.463087 TRUE TRUE TRUE

c.(2890-2892)caT>caCp.H964H 0.514286 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.48 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.204082 TRUE TRUE FALSE

c.(2623-2625)Acg>Ccgp.T875P 0.480315 TRUE TRUE TRUE

c.(2938-2940)ccC>ccTp.P980P 0.490566 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.4 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.52518 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.842105 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.492958 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.41875 TRUE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.174556 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.990826 TRUE TRUE TRUE

c.(316-318)ccT>ccCp.P106P 1 FALSE TRUE FALSE

c.(1516-1518)gcG>gcAp.A506A 0.5 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.47191 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.112022 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.458065 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(808-810)Cgc>Tgcp.R270C 0.42 TRUE TRUE TRUE



c.(1996-1998)ttT>ttCp.F666F 0.535714 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.475 TRUE TRUE TRUE

c.(724-726)tcG>tcAp.S242S 0.52439 FALSE TRUE TRUE

c.(2893-2895)agT>agCp.S965S 0.085586 TRUE TRUE FALSE

c.(568-570)caC>caTp.H190H 0.518519 TRUE TRUE TRUE

c.(712-714)aCg>aTgp.T238M 0.483333 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.455357 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.443038 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.459459 TRUE TRUE TRUE

c.(3379-3381)tcT>tcAp.S1127S 0.459184 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.343137 TRUE TRUE FALSE

c.(922-924)tcG>tcAp.S308S 0.327869 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.363636 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.559006 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.409091 TRUE TRUE TRUE

c.(571-573)gtA>gtGp.V191V 1 FALSE TRUE FALSE

c.(430-432)cCt>cTtp.P144L 0.75 TRUE TRUE FALSE

c.(1297-1299)ctA>ctGp.L433L 0.326316 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(649-651)ccT>ccGp.P217P 0.384615 FALSE TRUE FALSE

c.(2854-2856)caT>caCp.H952H 0.4 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.122951 TRUE TRUE FALSE

c.(22-24)Cat>Tatp.H8Y 0.733333 TRUE TRUE FALSE

c.(961-963)gCg>gAgp.A321E 0.117647 TRUE TRUE FALSE

c.(1744-1746)gaA>gaGp.E582E 0.414815 TRUE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.513514 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.528409 TRUE TRUE TRUE

c.(349-351)aaC>aaTp.N117N 1 FALSE TRUE FALSE

c.(1171-1173)caT>caCp.H391H 0.47205 FALSE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.967742 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.392157 TRUE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.125 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.580357 TRUE TRUE TRUE

c.(12652-12654)gAc>gGcp.D4218G 0.576271 FALSE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.420168 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.445255 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.517857 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.507463 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.631579 TRUE TRUE FALSE

c.(8851-8853)gtT>gtCp.V2951V 0.50625 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.366667 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.204082 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.5 TRUE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.666667 TRUE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.354839 TRUE TRUE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.396552 TRUE TRUE FALSE



c.(1357-1359)tcC>tcTp.S453S 0.5625 TRUE TRUE TRUE

c.(202-204)ggA>ggGp.G68G 1 FALSE TRUE FALSE

c.(466-468)tcC>tcTp.S156S 1 FALSE TRUE FALSE

c.(2254-2256)ggG>ggAp.G752G 0.489051 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.285714 TRUE TRUE FALSE

c.(220-222)Gtc>Ctcp.V74L 0.492647 FALSE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.5 TRUE TRUE TRUE

c.e2-1 0.342105 FALSE FALSE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.714286 TRUE TRUE TRUE

c.(208-210)Tgc>Cgcp.C70R 0.221675 FALSE TRUE FALSE

c.(1084-1086)ggG>ggTp.G362G 0.625 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.464789 TRUE TRUE TRUE

c.(5875-5877)gcC>gcGp.A1959A 0.363636 FALSE TRUE FALSE

c.(1108-1110)taT>taCp.Y370Y 0.45122 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.541667 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.456693 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.493056 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.520833 TRUE TRUE TRUE

c.(193-195)Cag>Tagp.Q65* 0.306818 FALSE FALSE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.974359 TRUE TRUE FALSE

c.(1609-1611)atA>atGp.I537M 0.561224 TRUE TRUE TRUE

c.(6034-6036)aGa>aAap.R2012K 0.430108 TRUE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.448276 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.544643 TRUE TRUE TRUE

c.(28-30)Ccc>Tccp.P10S 1 FALSE TRUE FALSE

c.(100-102)tgG>tgAp.W34* 0.256757 FALSE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.394737 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.438679 TRUE TRUE TRUE

c.(1414-1416)Gaa>Aaap.E472K 0.461988 FALSE TRUE FALSE

c.(553-555)Gcc>Accp.A185T 0.106061 TRUE TRUE FALSE

c.(298-300)cAa>cCap.Q100P 0.428571 TRUE FALSE FALSE

c.(1120-1122)aCg>aTgp.T374M 0.666667 TRUE TRUE TRUE

c.(1243-1245)Act>Gctp.T415A 0.666667 FALSE TRUE FALSE

c.(1165-1167)gtC>gtGp.V389V 0.486647 FALSE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.050725 TRUE TRUE FALSE

c.(1837-1839)gcC>gcTp.A613A 0.451613 FALSE TRUE FALSE

c.e7+1 0.431034 FALSE TRUE FALSE

c.(106-108)Tct>Cctp.S36P 0.75 TRUE TRUE TRUE

c.(967-969)tCg>tTgp.S323L 0.446809 FALSE TRUE FALSE

c.(4420-4422)gcC>gcTp.A1474A 0.452196 FALSE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.510791 TRUE TRUE TRUE

c.(151-153)Act>Tctp.T51S 0.119403 FALSE TRUE FALSE

c.(1375-1377)gaA>gaGp.E459E 0.448171 TRUE TRUE TRUE

c.(2932-2934)agT>agCp.S978S 0.476965 FALSE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.992327 TRUE TRUE TRUE

c.(2374-2376)gaT>gaCp.D792D 0.463333 TRUE TRUE TRUE

c.(2140-2142)gaC>gaTp.D714D 0.407801 TRUE TRUE TRUE



c.(1480-1482)cGg>cAgp.R494Q 0.472131 FALSE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.579167 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.993506 FALSE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.96875 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.515464 TRUE TRUE FALSE

c.(235-237)ccT>ccAp.P79P 0.463303 TRUE TRUE TRUE

c.(319-321)gAt>gTtp.D107V 0.471233 FALSE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.47619 TRUE TRUE TRUE

c.(1369-1371)Aga>Cgap.R457R 0.471429 FALSE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.430168 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 0.916667 FALSE TRUE FALSE

c.(1051-1053)tTt>tCtp.F351S 0.526786 TRUE TRUE TRUE

c.(3157-3159)Cgc>Tgcp.R1053C 0.427208 FALSE TRUE TRUE

c.(9037-9039)cGc>cTcp.R3013L 0.458194 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.994681 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.492537 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.564263 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.5 TRUE TRUE TRUE

c.(733-735)Atc>Gtcp.I245V 0.447619 FALSE TRUE TRUE

c.(4636-4638)gcC>gcTp.A1546A 0.460432 FALSE TRUE TRUE

c.(2542-2544)ggG>ggAp.G848G 0.509146 FALSE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.226804 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.996678 TRUE TRUE TRUE

c.(361-363)caA>caGp.Q121Q 0.144231 FALSE FALSE FALSE

c.(2458-2460)acA>acGp.T820T 0.997101 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.516129 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 1 TRUE TRUE TRUE

c.(4507-4509)tcC>tcTp.S1503S 0.494505 TRUE TRUE FALSE

c.(358-360)ggG>ggAp.G120G 0.909091 FALSE TRUE FALSE

c.(4234-4236)cgG>cgCp.R1412R 0.457478 TRUE TRUE TRUE

c.(2335-2337)Gca>Acap.A779T 0.077566 FALSE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 1 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.521739 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.246575 TRUE TRUE FALSE

c.(469-471)ggT>ggCp.G157G 1 FALSE TRUE FALSE

c.(1543-1545)tCc>tAcp.S515Y 0.971429 FALSE TRUE FALSE

c.(1474-1476)cCa>cAap.P492Q 0.454545 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.485507 FALSE TRUE FALSE

c.(2959-2961)cgC>cgTp.R987R 0.505415 FALSE TRUE TRUE

c.(427-429)gcT>gcCp.A143A 0.995392 FALSE TRUE TRUE

c.(5467-5469)gcC>gcTp.A1823A 0.481172 FALSE TRUE TRUE

c.(661-663)atA>atGp.I221M 1 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.464286 TRUE TRUE FALSE

c.(5890-5892)taC>taTp.Y1964Y 0.102564 FALSE TRUE TRUE

c.(589-591)caA>caTp.Q197H 0.448669 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.485597 TRUE TRUE TRUE



c.(8524-8526)taT>taCp.Y2842Y 0.480952 TRUE TRUE TRUE

c.(1417-1419)cGa>cAap.R473Q 1 FALSE TRUE TRUE

c.(796-798)ctA>ctGp.L266L 0.666667 FALSE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.988764 TRUE TRUE TRUE

c.(5902-5904)Ggg>Aggp.G1968R 0.131579 FALSE TRUE FALSE

c.(12331-12333)gcC>gcTp.A4111A 0.495549 FALSE TRUE TRUE

c.(241-243)Ggc>Agcp.G81S 0.426724 FALSE TRUE TRUE

c.(1744-1746)Ctg>Ttgp.L582L 0.410959 FALSE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.989501 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.24 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.5 TRUE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.465 TRUE TRUE TRUE

c.(7495-7497)ccC>ccTp.P2499P 0.508982 FALSE TRUE FALSE

c.(949-951)agC>agTp.S317S 0.35 FALSE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.456432 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.485207 TRUE TRUE TRUE

c.(9682-9684)agG>agAp.R3228R 0.473837 TRUE TRUE TRUE

c.(7783-7785)tgC>tgTp.C2595C 0.388889 FALSE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.991189 TRUE TRUE TRUE

c.(1993-1995)aCa>aTap.T665I 0.46114 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 1 TRUE TRUE FALSE

c.(2716-2718)gCg>gTgp.A906V 0.505435 FALSE TRUE TRUE

c.(8062-8064)gaG>gaAp.E2688E 0.446541 FALSE TRUE FALSE

c.(598-600)tcC>tcGp.S200S 0.368421 TRUE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.511551 TRUE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.446927 TRUE TRUE TRUE

c.(1183-1185)ccC>ccTp.P395P 0.428571 TRUE TRUE TRUE

c.(1246-1248)gtG>gtAp.V416V 0.440678 FALSE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.505464 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1345-1347)aGg>aAgp.R449K 0.47561 FALSE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.5 TRUE TRUE FALSE

c.(1966-1968)Gcc>Tccp.A656S 0.446429 FALSE TRUE FALSE

c.(487-489)cCa>cAap.P163Q 0.123746 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.466165 TRUE TRUE TRUE

c.(280-282)tcC>tcTp.S94S 0.954545 FALSE TRUE FALSE

c.(6607-6609)gcG>gcAp.A2203A 0.421875 FALSE TRUE FALSE

c.(1966-1968)caC>caTp.H656H 0.514423 TRUE TRUE TRUE

c.(385-387)ctG>ctAp.L129L 0.941176 FALSE TRUE FALSE

c.(181-183)gtT>gtCp.V61V 1 FALSE TRUE FALSE

c.(217-219)gtG>gtAp.V73V 1 FALSE TRUE FALSE

c.(4045-4047)atC>atTp.I1349I 0.521327 FALSE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.034328 TRUE TRUE FALSE

c.(4675-4677)Gtg>Atgp.V1559M 0.458967 TRUE TRUE TRUE

c.(682-684)aTt>aCtp.I228T 0.242347 FALSE TRUE TRUE

c.(334-336)Tta>Ctap.L112L 1 FALSE TRUE FALSE

c.(4642-4644)Ccc>Tccp.P1548S 0.472222 TRUE TRUE FALSE



c.(787-789)Gtt>Attp.V263I 0.2 FALSE FALSE FALSE

c.(871-873)taC>taTp.Y291Y 0.533333 FALSE TRUE TRUE

c.(1213-1215)gcG>gcTp.A405A 1 FALSE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.447368 TRUE TRUE TRUE

c.(406-408)tTg>tCgp.L136S 0.428571 FALSE TRUE TRUE

c.(1351-1353)aaC>aaTp.N451N 1 FALSE TRUE FALSE

c.(112-114)ccT>ccCp.P38P 0.928571 FALSE TRUE FALSE

c.(14242-14244)taC>taTp.Y4748Y 0.5 FALSE TRUE TRUE

c.(946-948)ccG>ccAp.P316P 0.480769 FALSE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.990868 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 1 TRUE TRUE TRUE

c.(8236-8238)ggG>ggAp.G2746G 0.985915 FALSE TRUE TRUE

c.(3073-3075)gaT>gaCp.D1025D 0.455764 FALSE TRUE TRUE

c.(1462-1464)Tgc>Cgcp.C488R 0.259259 TRUE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.486486 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.99373 TRUE TRUE TRUE

c.(3262-3264)aaG>aaAp.K1088K 0.56492 FALSE TRUE TRUE

c.(958-960)aGt>aCtp.S320T 1 FALSE TRUE FALSE

c.(2047-2049)gtA>gtGp.V683V 0.474684 FALSE TRUE TRUE

c.(1426-1428)Gca>Acap.A476T 0.506849 TRUE TRUE TRUE

c.(322-324)ctG>ctCp.L108L 0.782609 FALSE TRUE FALSE

c.(10174-10176)ggC>ggTp.G3392G 0.472492 TRUE TRUE TRUE

c.(3754-3756)atC>atTp.I1252I 0.475827 FALSE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 1 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.474164 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.473389 TRUE TRUE TRUE

c.(1387-1389)gtC>gtTp.V463V 0.477011 FALSE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.996689 TRUE TRUE TRUE

c.(1591-1593)tgG>tgTp.W531C 0.617391 FALSE FALSE TRUE

c.(1993-1995)Ttg>Ctgp.L665L 0.523605 FALSE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 1 TRUE TRUE TRUE

c.(286-288)gtC>gtTp.V96V 0.961538 FALSE TRUE FALSE

c.(2242-2244)Cag>Aagp.Q748K 0.449782 FALSE TRUE TRUE

c.(49-51)ctT>ctCp.L17L 0.916667 FALSE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.518519 FALSE TRUE TRUE

c.(2107-2109)tCc>tTcp.S703F 0.482759 FALSE TRUE TRUE

c.(4390-4392)cgA>cgGp.R1464R 0.490625 FALSE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.226667 TRUE TRUE TRUE

c.(400-402)ccC>ccAp.P134P 0.549801 TRUE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.04878 TRUE TRUE FALSE

c.(745-747)gcC>gcTp.A249A 0.110497 TRUE FALSE FALSE

c.(250-252)Gat>Aatp.D84N 0.508816 FALSE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.515625 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(1018-1020)ctC>ctTp.L340L 0.554717 FALSE TRUE TRUE

c.(6043-6045)gcC>gcTp.A2015A 0.560976 FALSE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.988571 TRUE TRUE TRUE



c.(3739-3741)aCt>aTtp.T1247I 0.466454 TRUE TRUE TRUE

c.(1876-1878)tgC>tgTp.C626C 0.475248 FALSE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.532374 TRUE TRUE TRUE

c.(1045-1047)gaT>gaCp.D349D 0.455224 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.257812 TRUE TRUE FALSE

c.(790-792)ctC>ctTp.L264L 0.522901 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.666667 TRUE TRUE FALSE

c.(391-393)atG>atAp.M131I 0.472 FALSE TRUE TRUE

c.(1285-1287)Atg>Gtgp.M429V 1 TRUE TRUE TRUE

c.(238-240)caG>caAp.Q80Q 0.151515 FALSE FALSE FALSE

c.(850-852)gCg>gTgp.A284V 1 TRUE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.996743 TRUE TRUE TRUE

c.(1774-1776)tcG>tcAp.S592S 0.473054 FALSE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.213235 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.459384 TRUE TRUE TRUE

c.(496-498)Att>Gttp.I166V 0.947368 FALSE TRUE FALSE

c.(1927-1929)gcA>gcCp.A643A 0.471154 FALSE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.562353 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.141791 TRUE TRUE FALSE

c.(769-771)caA>caGp.Q257Q 0.052117 FALSE FALSE FALSE

c.(3052-3054)tCc>tAcp.S1018Y 0.483146 FALSE TRUE TRUE

c.(5113-5115)aAc>aGcp.N1705S 0.532934 FALSE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 1 TRUE TRUE FALSE

c.(1633-1635)Caa>Gaap.Q545E 0.432243 FALSE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.954545 TRUE FALSE FALSE

c.(691-693)Tgt>Cgtp.C231R 0.149068 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.036048 TRUE TRUE FALSE

c.(7534-7536)acG>acAp.T2512T 1 FALSE TRUE TRUE

c.(1312-1314)ccC>ccTp.P438P 1 FALSE TRUE FALSE

c.(5071-5073)Aag>Gagp.K1691E 1 TRUE TRUE TRUE

c.(1831-1833)cCt>cAtp.P611H 0.494845 FALSE TRUE TRUE

c.(2422-2424)gaG>gaCp.E808D 0.542857 FALSE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.530303 TRUE TRUE TRUE

c.(199-201)caC>caTp.H67H 0.476923 FALSE TRUE TRUE

c.(367-369)caG>caAp.Q123Q 0.09009 FALSE FALSE FALSE

c.(979-981)Aaa>Gaap.K327E 0.390805 FALSE TRUE FALSE

c.(319-321)caA>caGp.Q107Q 0.43038 FALSE FALSE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.994135 TRUE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.546326 TRUE TRUE TRUE

c.(1225-1227)Cag>Aagp.Q409K 0.47619 FALSE TRUE FALSE

c.(565-567)tgA>tgGp.*189W 0.954545 FALSE TRUE FALSE

c.(613-615)tGc>tAcp.C205Y 0.197425 TRUE TRUE FALSE

c.(382-384)Ctg>Ttgp.L128L 0.694915 FALSE TRUE FALSE

c.(1450-1452)ccC>ccTp.P484P 0.534884 FALSE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.152 TRUE TRUE FALSE

c.(922-924)gcT>gcCp.A308A 0.857143 FALSE TRUE FALSE

c.(499-501)Gac>Cacp.D167H 0.102649 FALSE TRUE TRUE



c.(1930-1932)Aat>Catp.N644H 0.46729 TRUE TRUE TRUE

c.(6286-6288)Cgg>Tggp.R2096W0.510753 FALSE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.03183 TRUE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(601-603)atT>atCp.I201I 0.428571 TRUE TRUE FALSE

c.(577-579)Gtt>Attp.V193I 0.952381 FALSE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.995575 TRUE TRUE TRUE

c.(4927-4929)gtG>gtAp.V1643V 0.543103 FALSE TRUE TRUE

c.(1120-1122)Gaa>Aaap.E374K 0.475113 FALSE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.995261 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(2227-2229)aaT>aaCp.N743N 1 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.528169 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.503546 TRUE TRUE TRUE

c.(3721-3723)taT>taCp.Y1241Y 0.576471 FALSE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.993443 TRUE TRUE FALSE

c.(5023-5025)Gcc>Tccp.A1675S 0.301205 TRUE TRUE FALSE

c.(7945-7947)cGt>cAtp.R2649H 0.994048 TRUE TRUE TRUE

c.(4978-4980)Atc>Gtcp.I1660V 0.084337 FALSE TRUE FALSE

c.(3718-3720)caC>caTp.H1240H 0.483051 FALSE TRUE TRUE

c.(94-96)Tgt>Ggtp.C32G 0.350993 FALSE TRUE FALSE

c.(7735-7737)gAc>gTcp.D2579V 0.464883 TRUE TRUE TRUE

c.(1150-1152)ggA>ggGp.G384G 1 FALSE TRUE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.415663 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.996503 TRUE TRUE TRUE

c.(343-345)Gca>Acap.A115T 0.145161 FALSE TRUE TRUE

c.(880-882)ctG>ctAp.L294L 0.540084 FALSE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.513514 TRUE TRUE TRUE

c.e7+1 0.373016 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.396552 TRUE TRUE FALSE

c.(1273-1275)gaC>gaTp.D425D 0.486486 FALSE FALSE FALSE

c.(2020-2022)agC>agTp.S674S 0.469914 FALSE TRUE TRUE

c.(1297-1299)Tgg>Gggp.W433G 0.509677 FALSE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.428571 TRUE TRUE FALSE

c.(1429-1431)cGg>cAgp.R477Q 0.045685 TRUE TRUE FALSE

c.(1495-1497)Ata>Gtap.I499V 0.578947 FALSE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.518987 TRUE TRUE TRUE

c.(7624-7626)cgC>cgGp.R2542R 0.518644 TRUE TRUE TRUE

c.(2971-2973)cGt>cAtp.R991H 0.510204 FALSE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.474359 TRUE TRUE TRUE

c.(3451-3453)cCt>cTtp.P1151L 0.44 FALSE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.162162 TRUE TRUE FALSE

c.(973-975)agC>agTp.S325S 0.49026 FALSE TRUE TRUE

c.(367-369)acT>acCp.T123T 1 FALSE TRUE FALSE

c.(2989-2991)Ggc>Agcp.G997S 0.510417 FALSE TRUE TRUE

c.(796-798)atG>atAp.M266I 0.093496 TRUE FALSE TRUE

c.(4228-4230)ggA>ggGp.G1410G 0.528736 FALSE FALSE FALSE



c.(3913-3915)ccG>ccAp.P1305P 0.528736 FALSE TRUE TRUE

c.(1816-1818)Ctg>Gtgp.L606V 0.474178 FALSE FALSE TRUE

c.(7729-7731)agC>agTp.S2577S 0.466667 FALSE TRUE FALSE

c.(1420-1422)acG>acAp.T474T 0.777778 FALSE TRUE TRUE

c.(247-249)cCa>cAap.P83Q 0.061905 TRUE FALSE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.99697 TRUE TRUE TRUE

c.(4621-4623)gCg>gGgp.A1541G 0.522727 TRUE TRUE FALSE

c.(262-264)tTt>tCtp.F88S 0.084225 TRUE TRUE FALSE

c.(5119-5121)Gaa>Caap.E1707Q 0.585586 FALSE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.042071 TRUE FALSE FALSE

c.(823-825)cGg>cAgp.R275Q 0.530612 TRUE TRUE FALSE

c.(871-873)Aaa>Gaap.K291E 0.546875 FALSE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.190476 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.09127 TRUE TRUE FALSE

c.(4255-4257)cAa>cTap.Q1419L 0.441176 FALSE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.492187 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.457627 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.540541 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.259184 TRUE TRUE TRUE

c.(3325-3327)tCa>tTap.S1109L 0.455479 TRUE TRUE TRUE

c.(4387-4389)cGg>cAgp.R1463Q 0.597701 TRUE TRUE FALSE

c.(487-489)Gac>Cacp.D163H 0.149254 TRUE FALSE FALSE

c.(1252-1254)aAc>aGcp.N418S 0.538462 TRUE TRUE FALSE

c.(922-924)tcT>tcCp.S308S 1 FALSE TRUE FALSE

c.(1168-1170)taC>taTp.Y390Y 0.925926 FALSE TRUE FALSE

c.(4342-4344)gcC>gcGp.A1448A 0.542553 FALSE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.447205 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.450331 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.488024 TRUE TRUE TRUE

c.(676-678)Ctg>Gtgp.L226V 0.444444 FALSE TRUE TRUE

c.(835-837)acG>acAp.T279T 1 TRUE TRUE TRUE

c.(1360-1362)caC>caTp.H454H 0.428571 TRUE TRUE TRUE

c.(529-531)tcG>tcAp.S177S 0.489796 FALSE TRUE TRUE

c.(388-390)caC>caTp.H130H 0.388889 TRUE TRUE TRUE

c.(6373-6375)acG>acAp.T2125T 0.530928 FALSE TRUE TRUE

c.(337-339)gtA>gtCp.V113V 0.573077 FALSE TRUE TRUE

c.(13045-13047)Cca>Gcap.P4349A 0.458333 FALSE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.455782 TRUE TRUE TRUE

c.(235-237)caG>caAp.Q79Q 0.123077 TRUE TRUE FALSE

c.(643-645)ctC>ctTp.L215L 1 FALSE TRUE FALSE

c.(1453-1455)Tac>Cacp.Y485H 1 FALSE TRUE FALSE

c.(637-639)gaC>gaTp.D213D 0.502041 TRUE TRUE TRUE

c.(4786-4788)Gtt>Cttp.V1596L 0.5 TRUE TRUE TRUE

c.(577-579)gGg>gAgp.G193E 0.5 TRUE TRUE TRUE

c.(1486-1488)Tat>Catp.Y496H 1 FALSE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.557692 TRUE TRUE TRUE

c.(475-477)Tta>Ctap.L159L 1 FALSE TRUE FALSE



c.(91-93)agC>agAp.S31R 0.526042 TRUE TRUE TRUE

c.(6259-6261)acA>acGp.T2087T 0.491803 FALSE TRUE TRUE

c.(880-882)agT>agGp.S294R 0.477807 FALSE TRUE TRUE

c.(2782-2784)Cgg>Tggp.R928W 0.459854 FALSE TRUE FALSE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(2590-2592)ctC>ctTp.L864L 0.526786 FALSE TRUE TRUE

c.(3703-3705)gcC>gcTp.A1235A 0.433107 FALSE TRUE TRUE

c.(1030-1032)aCa>aTap.T344I 0.5 FALSE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.835443 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 1 TRUE TRUE FALSE

c.(8380-8382)gcC>gcTp.A2794A 0.99654 TRUE TRUE TRUE

c.(4264-4266)Gag>Aagp.E1422K 0.095238 TRUE TRUE FALSE

c.(112-114)gtC>gtTp.V38V 0.882353 FALSE TRUE FALSE

c.(1141-1143)Cgt>Tgtp.R381C 0.5 TRUE TRUE TRUE

c.(2716-2718)agG>agAp.R906R 0.502674 TRUE TRUE TRUE

c.(1936-1938)ctG>ctAp.L646L 0.497738 FALSE TRUE TRUE

c.(1372-1374)aCg>aTgp.T458M 0.427027 FALSE TRUE TRUE

c.(1648-1650)ccG>ccAp.P550P 0.526042 FALSE TRUE TRUE

c.(6133-6135)acG>acAp.T2045T 0.447653 FALSE TRUE TRUE

c.(3820-3822)ccG>ccAp.P1274P 0.634146 FALSE TRUE TRUE

c.(403-405)aCa>aAap.T135K 0.503937 TRUE TRUE TRUE

c.(2122-2124)taC>taTp.Y708Y 0.473282 FALSE TRUE TRUE

c.(175-177)Acc>Gccp.T59A 0.923077 FALSE TRUE FALSE

c.(2176-2178)aCg>aAgp.T726K 0.493188 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.424419 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(604-606)Gct>Actp.A202T 0.454068 FALSE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(22-24)aAc>aGcp.N8S 0.96 FALSE TRUE FALSE

c.(2197-2199)agC>agTp.S733S 0.491694 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.993311 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.482659 TRUE TRUE TRUE

c.(4240-4242)gaC>gaTp.D1414D 0.469697 TRUE TRUE FALSE

c.(1054-1056)gaG>gaAp.E352E 0.509091 FALSE TRUE TRUE

c.(103-105)Cta>Ttap.L35L 0.944444 FALSE TRUE FALSE

c.(922-924)tcG>tcAp.S308S 0.238462 TRUE TRUE TRUE

c.(1015-1017)gAt>gTtp.D339V 0.444444 TRUE TRUE TRUE

c.(1573-1575)tgT>tgGp.C525W 0.446903 FALSE TRUE TRUE

c.(7669-7671)aAt>aGtp.N2557S 0.492308 FALSE TRUE TRUE

c.(961-963)gCg>gAgp.A321E 0.328125 TRUE TRUE FALSE

c.(1018-1020)cGt>cAtp.R340H 0.777778 TRUE TRUE TRUE

c.(634-636)Cag>Gagp.Q212E 1 TRUE TRUE TRUE

c.(3034-3036)cgC>cgTp.R1012R 0.523364 FALSE FALSE FALSE

c.(916-918)ttC>ttTp.F306F 1 TRUE TRUE TRUE

c.(769-771)Atc>Gtcp.I257V 0.9 FALSE TRUE FALSE

c.(5857-5859)cgA>cgGp.R1953R 0.526946 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.989726 TRUE TRUE TRUE



c.(8710-8712)cAg>cGgp.Q2904R 1 TRUE TRUE TRUE

c.(472-474)gcA>gcGp.A158A 0.52356 TRUE TRUE TRUE

c.(1672-1674)Cct>Tctp.P558S 0.480676 FALSE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.43662 TRUE TRUE TRUE

c.(775-777)ccC>ccTp.P259P 0.080169 TRUE TRUE TRUE

c.(1084-1086)tcA>tcGp.S362S 1 FALSE TRUE FALSE

c.(4162-4164)gTc>gCcp.V1388A 0.142857 TRUE TRUE FALSE

c.(190-192)Agc>Ggcp.S64G 0.595745 FALSE FALSE FALSE

c.(841-843)caT>caCp.H281H 0.229798 FALSE TRUE FALSE

c.(2029-2031)ggC>ggTp.G677G 0.477612 FALSE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.51875 TRUE TRUE TRUE

c.(4657-4659)caT>caCp.H1553H 0.54386 FALSE TRUE TRUE

c.(898-900)Cat>Tatp.H300Y 0.5 FALSE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 1 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.453488 TRUE TRUE TRUE

c.(8356-8358)acG>acAp.T2786T 0.508197 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.55 TRUE TRUE TRUE

c.(196-198)gGc>gTcp.G66V 0.391304 FALSE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 1 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.442997 TRUE TRUE TRUE

c.(3103-3105)tcA>tcCp.S1035S 0.458333 FALSE TRUE TRUE

c.(1-3)aTa>aCap.I1T 1 FALSE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.457317 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 1 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.491429 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.992806 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.469767 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.440299 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.483607 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.474286 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.5 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.189266 TRUE TRUE TRUE

c.(4387-4389)cGg>cAgp.R1463Q 0.443182 TRUE TRUE FALSE

c.(943-945)ggA>ggCp.G315G 0.302326 FALSE TRUE FALSE

c.(3430-3432)Aag>Gagp.K1144E 0.504451 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.452381 TRUE TRUE TRUE

c.(12427-12429)gaG>gaAp.E4143E 0.494662 FALSE TRUE TRUE

c.(187-189)ccA>ccGp.P63P 0.464589 FALSE TRUE TRUE

c.(238-240)caG>caAp.Q80Q 0.098039 FALSE FALSE FALSE

c.(1252-1254)aAc>aGcp.N418S 1 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.497758 TRUE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.462406 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.03538 TRUE TRUE FALSE

c.(1330-1332)Agc>Ggcp.S444G 0.472727 TRUE TRUE FALSE

c.(2131-2133)ggG>ggAp.G711G 0.53012 TRUE TRUE TRUE

c.(1888-1890)aCa>aTap.T630I 0.45933 FALSE TRUE TRUE



c.(280-282)ctG>ctCp.L94L 0.433333 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.516484 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.052857 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.492625 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.0625 TRUE TRUE FALSE

c.(1993-1995)atG>atAp.M665I 0.352941 TRUE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.996885 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.615385 TRUE TRUE FALSE

c.(388-390)aaC>aaTp.N130N 0.435345 FALSE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.530259 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.51105 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.44856 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.472767 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.488789 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.513889 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.412371 TRUE TRUE FALSE

c.(790-792)caC>caTp.H264H 0.666667 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.523392 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.517241 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.540541 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.474576 TRUE TRUE TRUE

c.(4234-4236)aaC>aaTp.N1412N 0.44898 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.506993 TRUE TRUE FALSE

c.(8152-8154)Att>Gttp.I2718V 0.507246 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.323529 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.459807 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.504249 TRUE TRUE TRUE

c.(1558-1560)ggC>ggTp.G520G 0.20373 FALSE TRUE TRUE

c.(2122-2124)Aca>Gcap.T708A 0.513196 FALSE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.419244 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.047909 TRUE TRUE FALSE

c.(2458-2460)aAg>aGgp.K820R 0.463415 TRUE TRUE TRUE

c.(7573-7575)Ctc>Gtcp.L2525V 0.375 TRUE TRUE FALSE

c.(4642-4644)Ccc>Tccp.P1548S 0.551724 TRUE TRUE FALSE

c.(1849-1851)Att>Gttp.I617V 0.523466 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.974359 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.446429 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 1 FALSE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.523256 TRUE TRUE TRUE

c.(340-342)ggC>ggTp.G114G 0.794872 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.490862 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.963636 TRUE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.517857 TRUE TRUE FALSE

c.(235-237)aaC>aaTp.N79N 0.666667 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.146226 TRUE TRUE FALSE

c.(250-252)gaA>gaGp.E84E 0.819444 TRUE TRUE TRUE



c.(97-99)aaG>aaAp.K33K 0.3875 TRUE TRUE FALSE

c.(463-465)agA>agGp.R155R 0.041237 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.571429 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.484848 TRUE TRUE FALSE

c.(3949-3951)cgA>cgGp.R1317R 0.479821 TRUE TRUE TRUE

c.(859-861)cTc>cCcp.L287P 0.478469 TRUE TRUE TRUE

c.(7252-7254)aaC>aaTp.N2418N 0.481013 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.536 TRUE TRUE TRUE

c.(583-585)Gga>Agap.G195R 0.534831 FALSE TRUE FALSE

c.(3436-3438)cgA>cgGp.R1146R 0.156118 TRUE TRUE FALSE

c.(898-900)aCg>aTgp.T300M 0.771429 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.417722 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(601-603)atT>atCp.I201I 0.636364 TRUE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.528369 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.464151 TRUE TRUE TRUE

c.(424-426)aGc>aTcp.S142I 0.444444 FALSE FALSE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.484716 TRUE TRUE TRUE

c.(5851-5853)cGt>cAtp.R1951H 0.085714 FALSE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.984127 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.488189 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.534653 TRUE TRUE TRUE

c.(79-81)atA>atGp.I27M 0.909091 FALSE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.996516 TRUE TRUE TRUE

c.(4873-4875)acC>acTp.T1625T 0.448718 TRUE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.548872 TRUE TRUE TRUE

c.(1300-1302)gaG>gaCp.E434D 0.40625 FALSE TRUE FALSE

c.(724-726)gaG>gaAp.E242E 0.773585 TRUE TRUE FALSE

c.(1234-1236)gcA>gcGp.A412A 0.507003 FALSE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.460432 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(688-690)taC>taTp.Y230Y 0.76259 TRUE TRUE TRUE

c.(4927-4929)gtG>gtAp.V1643V 0.484444 FALSE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.625 TRUE TRUE TRUE

c.(2623-2625)Acg>Ccgp.T875P 0.402174 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.477477 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.541516 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.363636 TRUE TRUE TRUE

c.(175-177)Gca>Acap.A59T 0.354167 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.479592 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.51626 TRUE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.536036 TRUE TRUE TRUE

c.(6742-6744)ccG>ccAp.P2248P 0.477333 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.495601 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.473684 TRUE TRUE FALSE



c.(4912-4914)cgT>cgAp.R1638R 0.510972 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.445578 TRUE TRUE TRUE

c.(5677-5679)ttA>ttGp.L1893L 0.466667 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.474708 TRUE TRUE TRUE

c.(9304-9306)gAa>gGap.E3102G 0.501754 TRUE TRUE TRUE

c.(1660-1662)caC>caTp.H554H 0.391304 FALSE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.453216 TRUE TRUE TRUE

c.(1576-1578)tgT>tgCp.C526C 0.455657 FALSE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.492462 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.997006 TRUE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.270833 TRUE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 1 TRUE TRUE TRUE

c.(586-588)cgC>cgTp.R196R 0.638298 FALSE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.467532 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.045959 TRUE TRUE FALSE

c.(3916-3918)tAt>tGtp.Y1306C 0.52459 FALSE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1585-1587)ccC>ccTp.P529P 0.58046 TRUE TRUE TRUE

c.(1717-1719)ttT>ttCp.F573F 0.4375 FALSE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.617021 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.515254 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.991713 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.5 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.47651 TRUE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 1 FALSE TRUE FALSE

c.(277-279)ccC>ccTp.P93P 0.294118 TRUE TRUE FALSE

c.(2023-2025)Ata>Gtap.I675V 0.445 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.997006 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.996732 TRUE TRUE TRUE

c.(760-762)cGg>cAgp.R254Q 0.208333 FALSE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.383562 TRUE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 1 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.996875 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.507812 TRUE TRUE FALSE

c.(346-348)cgC>cgTp.R116R 0.480769 FALSE TRUE FALSE

c.(4282-4284)atA>atCp.I1428I 0.468085 TRUE TRUE TRUE

c.(7009-7011)aCt>aAtp.T2337N 0.496732 TRUE TRUE TRUE

c.(490-492)ctT>ctCp.L164L 1 FALSE TRUE FALSE

c.(1240-1242)caG>caAp.Q414Q 0.53012 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.198128 TRUE TRUE TRUE

c.(529-531)Gcc>Accp.A177T 0.97619 FALSE TRUE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.511029 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.486486 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.52443 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.992157 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(304-306)Ttg>Ctgp.L102L 0.80625 TRUE TRUE TRUE



c.(901-903)Cag>Gagp.Q301E 0.416667 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.489796 TRUE TRUE TRUE

c.(571-573)tCc>tAcp.S191Y 0.533643 FALSE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.277193 TRUE TRUE FALSE

c.(1012-1014)caC>caTp.H338H 0.5 FALSE TRUE FALSE

c.(538-540)acT>acCp.T180T 0.964286 FALSE TRUE FALSE

c.(6607-6609)caC>caTp.H2203H 0.478134 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.493827 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.484429 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.455446 TRUE TRUE FALSE

c.(334-336)cCa>cAap.P112Q 0.048649 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.429204 TRUE TRUE FALSE

c.(3676-3678)gGc>gTcp.G1226V 0.460714 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.458333 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.481132 TRUE TRUE FALSE

c.(2623-2625)acG>acAp.T875T 0.413669 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.483193 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.496333 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.502717 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.50974 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(607-609)Ccc>Gccp.P203A 0.459016 TRUE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.522222 TRUE TRUE FALSE

c.(1171-1173)aTg>aGgp.M391R 0.333333 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.456311 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.557692 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 1 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 1 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 1 TRUE TRUE TRUE

c.(4621-4623)gCg>gGgp.A1541G 0.546875 TRUE TRUE FALSE

c.(109-111)gcG>gcAp.A37A 0.262172 TRUE TRUE TRUE

c.(2851-2853)cGc>cAcp.R951H 0.491477 FALSE TRUE TRUE

c.(1033-1035)aaG>aaTp.K345N 0.173228 FALSE TRUE TRUE

c.(1900-1902)tcC>tcTp.S634S 0.502857 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.505102 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.06079 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.033742 TRUE FALSE FALSE

c.(892-894)tGt>tCtp.C298S 0.989831 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.979592 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.399478 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.498328 TRUE TRUE TRUE

c.(859-861)gAa>gTap.E287V 0.4 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 1 TRUE TRUE FALSE

c.(4948-4950)gCg>gTgp.A1650V 0.405405 FALSE TRUE TRUE

c.(2794-2796)gcT>gcCp.A932A 0.507407 FALSE FALSE FALSE

c.(895-897)gaA>gaGp.E299E 0.506667 TRUE TRUE TRUE



c.(196-198)Tgc>Cgcp.C66R 0.130208 TRUE FALSE FALSE

c.(283-285)caA>caGp.Q95Q 0.229932 TRUE TRUE FALSE

c.(1810-1812)Aaa>Gaap.K604E 0.52193 FALSE FALSE FALSE

c.(10669-10671)ccA>ccGp.P3557P 0.513966 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.277778 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.164706 TRUE TRUE FALSE

c.(505-507)gaG>gaAp.E169E 0.911765 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.46875 TRUE TRUE TRUE

c.(8533-8535)cGt>cAtp.R2845H 0.460432 TRUE TRUE TRUE

c.(679-681)ggG>ggAp.G227G 1 FALSE TRUE FALSE

c.(6709-6711)ccC>ccTp.P2237P 0.555556 FALSE TRUE FALSE

c.(709-711)ggC>ggTp.G237G 0.7 FALSE TRUE FALSE

c.(553-555)Gcc>Accp.A185T 0.085714 TRUE TRUE FALSE

c.(9292-9294)gGc>gAcp.G3098D 0.481308 FALSE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 1 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.471014 TRUE TRUE TRUE

c.(499-501)Gac>Cacp.D167H 0.106122 FALSE TRUE TRUE

c.(9850-9852)ccG>ccAp.P3284P 0.426877 FALSE TRUE TRUE

c.(8728-8730)gAg>gTgp.E2910V 0.486034 FALSE TRUE TRUE

c.(2314-2316)Cat>Aatp.H772N 0.598214 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.833333 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.501672 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.469055 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.597826 FALSE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.543478 TRUE TRUE FALSE

c.(235-237)ccT>ccAp.P79P 0.540541 TRUE TRUE TRUE

c.(823-825)Aga>Cgap.R275R 0.492013 TRUE TRUE TRUE

c.(385-387)ttA>ttGp.L129L 0.552941 FALSE TRUE TRUE

c.(1285-1287)Atg>Gtgp.M429V 0.6 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(1024-1026)gcG>gcAp.A342A 0.52381 FALSE TRUE TRUE

c.(1051-1053)tTt>tCtp.F351S 0.525641 TRUE TRUE TRUE

c.(1063-1065)agC>agGp.S355R 0.342105 FALSE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.566667 TRUE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.997423 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.52381 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.365385 TRUE TRUE TRUE

c.(913-915)ccG>ccAp.P305P 0.7 FALSE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.966102 TRUE TRUE TRUE

c.(256-258)caC>caTp.H86H 0.460177 FALSE FALSE FALSE

c.(4834-4836)ctC>ctGp.L1612L 0.469925 FALSE TRUE TRUE

c.(601-603)Cgc>Tgcp.R201C 0.24359 FALSE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.441379 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.504673 TRUE TRUE TRUE

c.(361-363)caA>caGp.Q121Q 0.076087 FALSE FALSE FALSE

c.(766-768)taT>taCp.Y256Y 0.964286 FALSE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.995708 TRUE TRUE TRUE



c.(1066-1068)cAc>cGcp.H356R 0.481481 FALSE TRUE TRUE

c.(1483-1485)caG>caAp.Q495Q 0.122222 FALSE TRUE FALSE

c.(6274-6276)Agc>Ggcp.S2092G 0.454545 FALSE TRUE TRUE

c.(667-669)cAg>cGgp.Q223R 0.490909 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.153639 TRUE FALSE FALSE

c.(604-606)Ctg>Ttgp.L202L 0.333333 FALSE TRUE TRUE

c.(922-924)Agc>Tgcp.S308C 0.5 FALSE TRUE TRUE

c.(1297-1299)tTt>tGtp.F433C 0.064516 TRUE TRUE FALSE

c.(112-114)Gcg>Acgp.A38T 0.078125 FALSE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 1 TRUE TRUE TRUE

c.(6274-6276)gAt>gTtp.D2092V 0.521978 FALSE TRUE TRUE

c.(5863-5865)caC>caTp.H1955H 0.54065 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 1 TRUE TRUE TRUE

c.(364-366)caG>caAp.Q122Q 0.06 FALSE FALSE FALSE

c.(937-939)ggC>ggTp.G313G 0.528226 FALSE TRUE TRUE

c.(2368-2370)aAt>aGtp.N790S 0.4375 FALSE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 0.490566 TRUE TRUE TRUE

c.(427-429)gcT>gcCp.A143A 0.551282 FALSE TRUE TRUE

c.(3817-3819)taC>taTp.Y1273Y 0.5 FALSE TRUE TRUE

c.(2137-2139)Ctc>Gtcp.L713V 0.611111 FALSE TRUE FALSE

c.(4864-4866)Aca>Gcap.T1622A 0.450867 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.505747 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.991031 TRUE TRUE TRUE

c.(3022-3024)caA>caGp.Q1008Q 1 TRUE FALSE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.478528 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.993197 TRUE TRUE TRUE

c.(1072-1074)cAa>cGap.Q358R 0.533333 FALSE TRUE TRUE

c.(7555-7557)acC>acTp.T2519T 0.509804 FALSE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.596154 TRUE TRUE TRUE

c.(1672-1674)aAg>aGgp.K558R 0.992424 TRUE TRUE TRUE

c.(1171-1173)atA>atGp.I391M 0.498316 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.5 TRUE TRUE TRUE

c.(613-615)ctG>ctCp.L205L 0.51462 FALSE TRUE TRUE

c.(49-51)Agt>Ggtp.S17G 0.496855 FALSE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.512048 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 1 TRUE TRUE TRUE

c.(2938-2940)gcC>gcTp.A980A 0.425926 FALSE TRUE TRUE

c.(352-354)gcG>gcAp.A118A 0.375 FALSE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.571429 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.391813 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.507463 TRUE TRUE TRUE

c.(1342-1344)Agc>Tgcp.S448C 0.5 TRUE TRUE TRUE

c.(304-306)ctT>ctCp.L102L 0.082192 TRUE TRUE FALSE

c.(481-483)Atg>Gtgp.M161V 0.042169 TRUE TRUE FALSE

c.(9682-9684)agG>agAp.R3228R 0.501946 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.993056 TRUE TRUE TRUE



c.(3067-3069)acA>acGp.T1023T 1 TRUE TRUE TRUE

c.(259-261)Gac>Cacp.D87H 0.148936 FALSE TRUE FALSE

c.(13687-13689)ccC>ccTp.P4563P 0.495868 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.476471 TRUE TRUE TRUE

c.(277-279)gGc>gAcp.G93D 0.425287 FALSE TRUE TRUE

c.(280-282)cTc>cGcp.L94R 0.98125 FALSE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.537572 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.130841 TRUE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(2902-2904)gcA>gcGp.A968A 0.492754 FALSE TRUE TRUE

c.(1165-1167)gaT>gaGp.D389E 0.488263 FALSE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.514523 TRUE TRUE TRUE

c.(1183-1185)Ctt>Attp.L395I 0.470588 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.464865 TRUE TRUE TRUE

c.(991-993)Att>Gttp.I331V 0.05472 FALSE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.299703 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.401786 TRUE TRUE FALSE

c.(304-306)caA>caGp.Q102Q 0.435294 FALSE FALSE TRUE

c.(292-294)Tgg>Cggp.W98R 0.096774 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.530612 TRUE TRUE TRUE

c.(400-402)gcT>gcGp.A134A 0.046154 TRUE TRUE FALSE

c.(3370-3372)aAt>aGtp.N1124S 0.517949 FALSE TRUE TRUE

c.(4675-4677)Gtg>Atgp.V1559M 0.452282 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.454887 FALSE TRUE FALSE

c.(334-336)Tta>Ctap.L112L 1 FALSE TRUE FALSE

c.(661-663)Gtg>Atgp.V221M 0.325 FALSE TRUE FALSE

c.(3859-3861)Gag>Aagp.E1287K 0.534483 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.652174 TRUE TRUE TRUE

c.(2491-2493)tcG>tcAp.S831S 0.545024 FALSE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.167513 TRUE TRUE FALSE

c.(925-927)agG>agAp.R309R 0.692308 FALSE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.385714 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.578947 TRUE TRUE FALSE

c.(112-114)ccT>ccCp.P38P 1 FALSE TRUE FALSE

c.(172-174)cAg>cGgp.Q58R 0.454545 FALSE FALSE FALSE

c.(1354-1356)gcT>gcCp.A452A 1 TRUE TRUE TRUE

c.(319-321)caA>caGp.Q107Q 0.363636 FALSE FALSE FALSE

c.(8236-8238)ggG>ggAp.G2746G 0.501608 FALSE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.554913 TRUE TRUE TRUE

c.(5671-5673)agC>agTp.S1891S 0.5 FALSE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.5375 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.50996 TRUE TRUE TRUE

c.(1426-1428)Gca>Acap.A476T 0.484848 TRUE TRUE TRUE

c.(1135-1137)ccA>ccCp.P379P 0.487342 FALSE TRUE FALSE

c.(9418-9420)cAa>cGap.Q3140R 0.493776 TRUE TRUE TRUE

c.(1057-1059)ggC>ggAp.G353G 0.458537 FALSE TRUE TRUE



c.(658-660)taC>taTp.Y220Y 0.604651 TRUE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.514599 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.461538 TRUE TRUE FALSE

c.(472-474)gCg>gTgp.A158V 0.488372 FALSE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.571429 TRUE TRUE FALSE

c.(1564-1566)agC>agTp.S522S 0.545455 FALSE FALSE FALSE

c.(901-903)gaC>gaTp.D301D 0.519149 FALSE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.496094 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.502222 TRUE TRUE TRUE

c.(2242-2244)Cag>Aagp.Q748K 0.414773 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.99654 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.062361 TRUE TRUE FALSE

c.(4390-4392)cgA>cgGp.R1464R 0.451957 FALSE TRUE TRUE

c.(184-186)acC>acTp.T62T 0.513333 FALSE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.338983 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.033007 TRUE TRUE FALSE

c.(1516-1518)Ctg>Ttgp.L506L 0.526549 FALSE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.101604 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.182796 TRUE TRUE FALSE

c.(232-234)ctC>ctAp.L78L 1 FALSE TRUE FALSE

c.(643-645)atA>atGp.I215M 0.467949 FALSE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.578947 TRUE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.984496 TRUE TRUE TRUE

c.(3232-3234)tgC>tgTp.C1078C 0.488095 TRUE TRUE TRUE

c.(1414-1416)ctT>ctGp.L472L 0.356522 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.504202 TRUE TRUE TRUE

c.(1858-1860)gCt>gTtp.A620V 0.509036 FALSE TRUE TRUE

c.(1267-1269)Ggt>Agtp.G423S 0.052174 FALSE TRUE FALSE

c.(4804-4806)gcC>gcTp.A1602A 0.428571 TRUE TRUE TRUE

c.(22-24)aAc>aGcp.N8S 1 FALSE TRUE FALSE

c.(4495-4497)Atg>Ttgp.M1499L 0.484663 FALSE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.5625 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.182927 TRUE TRUE FALSE

c.(850-852)gCg>gTgp.A284V 0.557692 TRUE TRUE FALSE

c.(3745-3747)cAt>cGtp.H1249R 0.403509 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.465347 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.497992 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.302158 TRUE TRUE FALSE

c.(1108-1110)gcT>gcCp.A370A 0.437956 FALSE TRUE TRUE

c.(1153-1155)caC>caTp.H385H 0.75 TRUE TRUE TRUE

c.(259-261)gAc>gGcp.D87G 0.115108 FALSE TRUE FALSE

c.(1657-1659)cGg>cAgp.R553Q 0.504 FALSE TRUE TRUE

c.(601-603)atT>atCp.I201I 0.5 TRUE TRUE FALSE

c.(523-525)cGt>cAtp.R175H 0.484848 TRUE TRUE TRUE

c.(1636-1638)gcC>gcTp.A546A 0.506024 FALSE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.488372 TRUE TRUE FALSE

c.(139-141)tcG>tcAp.S47S 0.532468 FALSE TRUE TRUE



c.(2248-2250)gTc>gCcp.V750A 0.205645 FALSE TRUE TRUE

c.(3712-3714)gcT>gcCp.A1238A 0.453782 FALSE TRUE TRUE

c.(2131-2133)ggG>ggAp.G711G 0.476923 TRUE TRUE TRUE

c.(8734-8736)Aat>Gatp.N2912D 0.486188 FALSE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.048387 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 1 TRUE TRUE TRUE

c.(5245-5247)Tct>Cctp.S1749P 0.521739 FALSE TRUE TRUE

c.(2047-2049)Cac>Tacp.H683Y 0.477679 FALSE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.513393 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.508065 TRUE TRUE TRUE

c.(1141-1143)ctA>ctGp.L381L 0.971429 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 1 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.085526 TRUE TRUE FALSE

c.(553-555)ttG>ttAp.L185L 1 FALSE TRUE FALSE

c.(1405-1407)Ctg>Ttgp.L469L 0.510638 FALSE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.478469 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.070175 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.442748 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.99403 TRUE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.512097 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.462766 TRUE TRUE TRUE

c.(661-663)ccC>ccTp.P221P 0.25 FALSE TRUE FALSE

c.(382-384)Ctg>Ttgp.L128L 0.441176 FALSE TRUE FALSE

c.(88-90)taT>taCp.Y30Y 1 FALSE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.081818 TRUE TRUE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.989362 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.49537 TRUE TRUE TRUE

c.(2677-2679)cCc>cTcp.P893L 0.470238 FALSE TRUE TRUE

c.(556-558)atC>atTp.I186I 0.456522 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(172-174)cTg>cCgp.L58P 0.09205 FALSE TRUE FALSE

c.(4873-4875)acC>acTp.T1625T 0.421053 TRUE TRUE FALSE

c.(1120-1122)Gaa>Aaap.E374K 0.43949 FALSE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.565714 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.5 FALSE TRUE FALSE

c.(2227-2229)aaT>aaCp.N743N 0.516129 TRUE TRUE TRUE

c.(502-504)ttA>ttTp.L168F 0.490119 TRUE TRUE TRUE

c.(664-666)gCg>gTgp.A222V 0.228571 FALSE TRUE FALSE

c.(1834-1836)aCg>aTgp.T612M 0.466667 FALSE FALSE FALSE

c.(1132-1134)acG>acAp.T378T 0.5 FALSE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.486056 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.530488 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.487903 TRUE TRUE TRUE

c.(595-597)ctG>ctAp.L199L 0.538462 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.460251 TRUE TRUE TRUE

c.(3190-3192)Ccc>Tccp.P1064S 0.484375 FALSE TRUE TRUE

c.(9868-9870)Ggg>Aggp.G3290R 0.453333 FALSE TRUE TRUE



c.(6907-6909)ctG>ctAp.L2303L 0.453125 TRUE TRUE TRUE

c.(3997-3999)agT>agAp.S1333R 0.471591 FALSE TRUE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.451163 TRUE TRUE TRUE

c.(958-960)caA>caCp.Q320H 0.435897 FALSE TRUE TRUE

c.(502-504)ggC>ggTp.G168G 0.507692 FALSE TRUE FALSE

c.(742-744)gtT>gtCp.V248V 1 FALSE TRUE FALSE

c.(2236-2238)aTg>aGgp.M746R 0.209607 FALSE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.478689 TRUE TRUE TRUE

c.(7624-7626)cgC>cgGp.R2542R 0.52451 TRUE TRUE TRUE

c.(430-432)ggC>ggTp.G144G 0.475728 FALSE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.507692 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.514286 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.080729 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.51087 TRUE TRUE TRUE

c.(2914-2916)Gga>Agap.G972R 0.042177 FALSE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.254438 TRUE TRUE FALSE

c.(1585-1587)ccC>ccTp.P529P 0.515152 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.203463 TRUE TRUE FALSE

c.(2512-2514)gtC>gtTp.V838V 0.564103 FALSE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.54717 TRUE TRUE TRUE

c.(4447-4449)gaC>gaTp.D1483D 0.446809 TRUE TRUE FALSE

c.(3823-3825)ggC>ggGp.G1275G 0.525641 FALSE TRUE FALSE

c.(1711-1713)Ctg>Gtgp.L571V 1 TRUE TRUE FALSE

c.(1-3)Atg>Gtgp.M1V 0.96 FALSE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.435737 TRUE TRUE TRUE

c.(4846-4848)ttC>ttTp.F1616F 0.545455 FALSE TRUE TRUE

c.(1150-1152)Gga>Agap.G384R 0.461538 FALSE TRUE TRUE

c.(199-201)Acc>Gccp.T67A 1 FALSE TRUE FALSE

c.(253-255)Cta>Ttap.L85L 0.439024 FALSE TRUE TRUE

c.(871-873)Aaa>Gaap.K291E 0.484848 FALSE TRUE TRUE

c.(5272-5274)ctG>ctAp.L1758L 0.4 FALSE TRUE TRUE

c.(2980-2982)acG>acAp.T994T 0.474026 FALSE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.265589 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.10596 TRUE TRUE FALSE

c.(1306-1308)aTt>aAtp.I436N 0.069767 FALSE TRUE TRUE

c.(832-834)agC>agTp.S278S 0.555556 FALSE TRUE FALSE

c.(1891-1893)Atc>Ctcp.I631L 0.48951 TRUE TRUE TRUE

c.(289-291)Atc>Gtcp.I97V 0.163043 FALSE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.507246 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.420502 TRUE TRUE TRUE

c.(8062-8064)ggA>ggGp.G2688G 0.538835 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.463636 TRUE TRUE TRUE

c.(5389-5391)cGc>cAcp.R1797H 0.380952 FALSE FALSE FALSE

c.(5647-5649)Ctg>Ttgp.L1883L 0.5 FALSE TRUE FALSE

c.(1459-1461)gGa>gAap.G487E 0.044944 FALSE TRUE FALSE

c.(8458-8460)gtA>gtCp.V2820V 0.527559 FALSE TRUE TRUE

c.(2926-2928)Cgt>Agtp.R976S 0.488136 FALSE TRUE TRUE



c.(280-282)ctG>ctCp.L94L 0.447619 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.428571 TRUE TRUE TRUE

c.(835-837)acG>acAp.T279T 0.435986 TRUE TRUE TRUE

c.(1831-1833)cCt>cAtp.P611H 0.469828 FALSE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.448113 TRUE TRUE TRUE

c.(388-390)caC>caTp.H130H 0.538462 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.408163 TRUE TRUE TRUE

c.(10234-10236)Att>Gttp.I3412V 0.545946 FALSE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.147541 TRUE TRUE FALSE

c.(4234-4236)aaC>aaTp.N1412N 0.378378 TRUE TRUE TRUE

c.(3859-3861)Ttc>Ctcp.F1287L 0.043478 FALSE FALSE FALSE

c.(3349-3351)Gtg>Atgp.V1117M 0.482143 FALSE TRUE TRUE

c.(10-12)cAt>cGtp.H4R 0.447761 FALSE TRUE TRUE

c.(739-741)taC>taGp.Y247* 0.078947 TRUE TRUE FALSE

c.(91-93)agC>agAp.S31R 0.546512 TRUE TRUE TRUE

c.(2440-2442)acG>acTp.T814T 0.463277 TRUE TRUE FALSE

c.(13153-13155)caC>caTp.H4385H 0.992126 FALSE TRUE TRUE

c.(835-837)atA>atGp.I279M 0.519481 FALSE TRUE TRUE

c.(8764-8766)Atc>Gtcp.I2922V 0.544 FALSE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.488372 TRUE TRUE FALSE

c.(1693-1695)atT>atCp.I565I 0.403846 TRUE TRUE TRUE

c.(1228-1230)acG>acTp.T410T 0.494424 FALSE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.456731 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.513393 TRUE TRUE TRUE

c.(2203-2205)aaC>aaTp.N735N 0.47541 FALSE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.511848 TRUE TRUE TRUE

c.(277-279)Ggt>Cgtp.G93R 0.109091 FALSE TRUE FALSE

c.(55-57)caC>caTp.H19H 0.435233 TRUE TRUE TRUE

c.(7423-7425)caC>caTp.H2475H 0.389831 FALSE TRUE TRUE

c.(13132-13134)ccC>ccGp.P4378P 0.479339 FALSE TRUE TRUE

c.(1234-1236)Ctc>Ttcp.L412F 0.5 FALSE FALSE FALSE

c.(175-177)Acc>Gccp.T59A 0.944444 FALSE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.5 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.048 TRUE TRUE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1279-1281)tcA>tcGp.S427S 0.555556 FALSE TRUE TRUE

c.(5665-5667)Acc>Gccp.T1889A 0.5 TRUE TRUE FALSE

c.(277-279)ccC>ccTp.P93P 0.384615 TRUE TRUE FALSE

c.(7453-7455)caC>caTp.H2485H 0.485577 FALSE TRUE TRUE

c.(430-432)acG>acAp.T144T 0.5 FALSE TRUE FALSE

c.(1888-1890)ccG>ccCp.P630P 0.441558 TRUE TRUE FALSE

c.(1591-1593)gGa>gAap.G531E 0.21875 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.458824 TRUE TRUE TRUE

c.(544-546)ccT>ccGp.P182P 0.450495 FALSE TRUE TRUE

c.(262-264)tGc>tCcp.C88S 0.47619 FALSE FALSE FALSE

c.(910-912)taT>taCp.Y304Y 1 FALSE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.45 TRUE TRUE TRUE



c.(3805-3807)gtT>gtCp.V1269V 0.993902 TRUE TRUE FALSE

c.(334-336)cCa>cAap.P112Q 0.094595 TRUE TRUE FALSE

c.(1507-1509)tcC>tcTp.S503S 0.993631 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.5 TRUE TRUE TRUE

c.(847-849)Atc>Gtcp.I283V 0.466667 FALSE TRUE TRUE

c.(5857-5859)cgA>cgGp.R1953R 0.493827 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.534653 TRUE TRUE TRUE

c.(472-474)gcA>gcGp.A158A 0.490196 TRUE TRUE TRUE

c.(1975-1977)acC>acTp.T659T 0.545455 FALSE TRUE TRUE

c.(3979-3981)Gac>Tacp.D1327Y 0.5 FALSE TRUE TRUE

c.(313-315)tGg>tAgp.W105* 0.174312 FALSE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.435644 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 1 TRUE TRUE TRUE

c.(14236-14238)cgG>cgAp.R4746R 0.61 FALSE TRUE TRUE

c.(700-702)acC>acAp.T234T 0.497143 FALSE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.508621 TRUE TRUE TRUE

c.(8356-8358)acG>acAp.T2786T 0.481481 TRUE TRUE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.447514 TRUE TRUE TRUE

c.(1009-1011)aGg>aCgp.R337T 0.516129 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.496855 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.521277 TRUE TRUE TRUE

c.(406-408)Ccc>Tccp.P136S 1 FALSE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.51938 TRUE TRUE TRUE

c.(358-360)cAt>cGtp.H120R 0.036157 FALSE TRUE FALSE

c.(4831-4833)cTg>cAgp.L1611Q 0.563863 FALSE TRUE TRUE

c.(5860-5862)cGt>cAtp.R1954H 0.427711 FALSE TRUE TRUE

c.(1306-1308)aTt>aAtp.I436N 0.211268 TRUE TRUE TRUE

c.(1153-1155)caC>caTp.H385H 0.875 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.198675 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.997506 TRUE TRUE TRUE

c.(5038-5040)Tcc>Cccp.S1680P 0.78534 FALSE TRUE FALSE

c.(493-495)ctG>ctTp.L165L 0.666667 FALSE FALSE FALSE

c.(3067-3069)acA>acGp.T1023T 0.521994 TRUE TRUE TRUE

c.(1045-1047)cAt>cGtp.H349R 0.272059 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.520767 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.373494 TRUE TRUE TRUE

c.(2887-2889)gGg>gAgp.G963E 0.5 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.040913 TRUE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.489362 TRUE TRUE FALSE

c.(4441-4443)ccT>ccGp.P1481P 0.774194 FALSE TRUE TRUE

c.(1018-1020)ctT>ctCp.L340L 0.073394 TRUE TRUE FALSE

c.(1240-1242)caG>caAp.Q414Q 0.517241 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.481229 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.516418 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.130178 TRUE TRUE FALSE

c.(2269-2271)cgG>cgAp.R757R 0.115108 FALSE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.151261 FALSE TRUE TRUE



c.(1561-1563)aGg>aAgp.R521K 0.159292 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.996732 TRUE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.369565 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.112054 TRUE TRUE FALSE

c.(106-108)agG>agAp.R36R 0.378151 TRUE TRUE FALSE

c.(1195-1197)ccC>ccTp.P399P 0.490909 FALSE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.526316 TRUE TRUE TRUE

c.(295-297)gcT>gcAp.A99A 0.088462 TRUE TRUE FALSE

c.(6499-6501)Cgt>Tgtp.R2167C 0.096774 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.434783 TRUE TRUE FALSE

c.(8395-8397)tgC>tgTp.C2799C 0.45098 FALSE FALSE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.482993 TRUE TRUE TRUE

c.(1345-1347)aGg>aAgp.R449K 0.469169 FALSE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.567164 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.482759 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.44843 TRUE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.152174 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.175214 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.627723 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.505837 TRUE TRUE TRUE

c.(139-141)Ttg>Atgp.L47M 0.850746 TRUE TRUE TRUE

c.(4813-4815)gtG>gtTp.V1605V 0.388451 TRUE TRUE TRUE

c.(3655-3657)cGc>cCcp.R1219P 0.481663 FALSE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.5 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.206573 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.569231 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.481481 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.493671 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.177966 TRUE TRUE TRUE

c.(1657-1659)gcC>gcTp.A553A 0.857143 TRUE TRUE FALSE

c.(1030-1032)cGg>cAgp.R344Q 0.225806 TRUE TRUE FALSE

c.(250-252)gaC>gaTp.D84D 0.359116 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.475655 TRUE TRUE TRUE

c.(2086-2088)atA>atGp.I696M 0.497738 TRUE TRUE TRUE

c.(1849-1851)Att>Gttp.I617V 0.556054 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.461847 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.502538 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.171806 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.514377 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.19469 FALSE TRUE FALSE

c.(892-894)tGt>tCtp.C298S 0.475949 TRUE TRUE TRUE

c.(4786-4788)Gtt>Cttp.V1596L 0.636364 TRUE TRUE TRUE

c.(28-30)gCg>gAgp.A10E 0.168539 FALSE TRUE FALSE

c.(2557-2559)Ctt>Tttp.L853F 0.518841 FALSE TRUE TRUE

c.(361-363)gTc>gCcp.V121A 1 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.163347 FALSE TRUE TRUE



c.(1786-1788)caG>caCp.Q596H 0.597222 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.517241 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.507246 TRUE TRUE TRUE

c.(1123-1125)tGc>tAcp.C375Y 0.238095 TRUE TRUE FALSE

c.(3859-3861)Gag>Aagp.E1287K 0.478927 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.72 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.394813 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 1 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.411429 TRUE TRUE FALSE

c.(49-51)gGc>gAcp.G17D 0.558442 FALSE FALSE FALSE

c.(1885-1887)acT>acAp.T629T 0.105634 FALSE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(3949-3951)cgA>cgGp.R1317R 0.486567 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.481618 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(8500-8502)acC>acTp.T2834T 0.833333 FALSE TRUE TRUE

c.(553-555)acC>acTp.T185T 0.928571 FALSE TRUE FALSE

c.(1372-1374)Gca>Acap.A458T 1 FALSE TRUE FALSE

c.(166-168)agC>agTp.S56S 0.835714 TRUE TRUE TRUE

c.(976-978)Ctt>Attp.L326I 0.043802 FALSE FALSE FALSE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.804878 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.792857 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.506667 TRUE TRUE TRUE

c.(43-45)Tta>Ctap.L15L 1 FALSE TRUE FALSE

c.(949-951)tcC>tcTp.S317S 0.047619 FALSE TRUE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.226852 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.979592 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.419087 TRUE TRUE TRUE

c.(403-405)Ttc>Gtcp.F135V 0.031977 FALSE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.797297 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.446316 FALSE TRUE FALSE

c.(8380-8382)gcC>gcTp.A2794A 0.205993 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(1609-1611)atA>atGp.I537M 0.18 FALSE TRUE TRUE

c.(793-795)Gtg>Atgp.V265M 0.932203 FALSE TRUE FALSE

c.(8281-8283)caG>caAp.Q2761Q 0.243902 TRUE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.992218 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.214035 TRUE TRUE TRUE

c.(1231-1233)gGt>gTtp.G411V 0.081081 FALSE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.466346 TRUE TRUE TRUE

c.(337-339)Act>Cctp.T113P 0.333333 FALSE TRUE FALSE

c.(538-540)caG>caAp.Q180Q 0.684211 FALSE FALSE FALSE

c.(340-342)acT>acCp.T114T 0.571429 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.995745 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.48 TRUE TRUE FALSE



c.(673-675)ccG>ccAp.P225P 0.344037 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.482625 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.522822 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.196911 TRUE TRUE TRUE

c.(9304-9306)gAa>gGap.E3102G 0.175182 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.802469 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.440217 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.215447 TRUE TRUE TRUE

c.(1576-1578)tgT>tgCp.C526C 0.812081 FALSE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.634146 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.640625 TRUE TRUE FALSE

c.(3817-3819)ggG>ggAp.G1273G 0.382022 FALSE FALSE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.101124 TRUE TRUE FALSE

c.(4138-4140)atG>atTp.M1380I 0.507772 TRUE TRUE TRUE

c.(1693-1695)atT>atCp.I565I 0.76087 TRUE TRUE TRUE

c.(4708-4710)acG>acAp.T1570T 0.533333 TRUE TRUE TRUE

c.(586-588)Ggt>Cgtp.G196R 0.270936 FALSE TRUE FALSE

c.(766-768)gGa>gCap.G256A 0.801653 TRUE TRUE TRUE

c.(1297-1299)tTt>tGtp.F433C 0.040541 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.46 TRUE TRUE TRUE

c.(922-924)Gcc>Accp.A308T 0.666667 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.489796 TRUE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 1 FALSE TRUE FALSE

c.(808-810)Gtc>Atcp.V270I 0.476636 FALSE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.187755 TRUE TRUE TRUE

c.(4504-4506)Agt>Ggtp.S1502G 0.484979 TRUE TRUE TRUE

c.(2257-2259)gAt>gTtp.D753V 0.5 FALSE FALSE FALSE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(931-933)Aca>Tcap.T311S 0.210526 FALSE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.475 TRUE TRUE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.202247 TRUE TRUE TRUE

c.(5317-5319)cTt>cCtp.L1773P 0.458213 FALSE TRUE TRUE

c.(1015-1017)gAt>gTtp.D339V 0.54023 TRUE TRUE TRUE

c.(4864-4866)Aca>Gcap.T1622A 0.485294 TRUE TRUE TRUE

c.(592-594)gcT>gcCp.A198A 1 FALSE TRUE FALSE

c.(487-489)gcG>gcTp.A163A 0.571429 FALSE TRUE FALSE

c.(8533-8535)cGt>cAtp.R2845H 0.156156 FALSE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.134615 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.234694 TRUE TRUE TRUE

c.(199-201)gTa>gGap.V67G 0.35 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.333333 FALSE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.47191 TRUE TRUE TRUE

c.e2-1 0.518293 FALSE FALSE FALSE

c.(8332-8334)caA>caGp.Q2778Q 0.102564 TRUE TRUE FALSE

c.(52-54)Ttc>Ctcp.F18L 0.941176 FALSE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.996855 TRUE TRUE TRUE

c.(247-249)Gaa>Aaap.E83K 0.375 TRUE TRUE TRUE



c.(172-174)caG>caAp.Q58Q 0.493243 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.514286 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.263359 TRUE TRUE FALSE

c.(6607-6609)caC>caTp.H2203H 0.483333 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 1 TRUE TRUE TRUE

c.(25-27)ctA>ctCp.L9L 0.5 TRUE TRUE TRUE

c.(400-402)ccC>ccAp.P134P 0.523256 TRUE TRUE TRUE

c.(415-417)gaC>gaTp.D139D 0.148148 FALSE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.486631 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.995455 TRUE TRUE TRUE

c.(1219-1221)gtC>gtTp.V407V 0.572222 TRUE TRUE TRUE

c.(553-555)ggG>ggAp.G185G 0.666667 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.477477 TRUE TRUE TRUE

c.(2455-2457)gcA>gcCp.A819A 0.476744 FALSE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.902256 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.997354 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.991935 TRUE TRUE TRUE

c.(2407-2409)cgC>cgTp.R803R 0.533632 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.418685 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.162791 FALSE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.566667 TRUE TRUE FALSE

c.(7009-7011)aCt>aAtp.T2337N 0.220217 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.460227 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.804598 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.993151 TRUE TRUE TRUE

c.e6+1 0.287234 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.359813 TRUE TRUE FALSE

c.(2170-2172)ccG>ccAp.P724P 0.220588 TRUE TRUE TRUE

c.(2506-2508)cgC>cgTp.R836R 0.832402 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.26699 TRUE TRUE FALSE

c.(3820-3822)Ggt>Agtp.G1274S 0.375465 FALSE FALSE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.498305 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.410448 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.862745 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.257985 TRUE TRUE FALSE

c.(109-111)gcG>gcAp.A37A 0.195804 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.225806 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.994169 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.046371 TRUE TRUE TRUE

c.(5467-5469)tCt>tGtp.S1823C 0.43617 FALSE TRUE TRUE

c.(1672-1674)aAg>aGgp.K558R 0.525114 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.035433 TRUE FALSE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.133333 TRUE TRUE FALSE

c.(634-636)Cag>Gagp.Q212E 0.529412 TRUE TRUE TRUE

c.(289-291)gCg>gTgp.A97V 1 FALSE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.521875 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.45679 TRUE TRUE FALSE



c.(505-507)Tgc>Cgcp.C169R 0.621622 TRUE TRUE FALSE

c.(1000-1002)ctA>ctGp.L334L 0.543956 FALSE TRUE TRUE

c.(5053-5055)Gca>Tcap.A1685S 0.1261 TRUE FALSE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.565217 TRUE TRUE TRUE

c.(334-336)cCa>cAap.P112Q 0.039735 TRUE TRUE FALSE

c.(7861-7863)tcC>tcAp.S2621S 0.75 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.468165 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.346369 TRUE TRUE FALSE

c.(997-999)aGc>aAcp.S333N 0.41989 FALSE TRUE FALSE

c.(166-168)caA>caGp.Q56Q 0.108844 FALSE TRUE TRUE

c.(1267-1269)Ggt>Agtp.G423S 0.186567 TRUE TRUE FALSE

c.(481-483)Atg>Gtgp.M161V 0.030769 TRUE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.197452 TRUE TRUE TRUE

c.(2827-2829)gcC>gcTp.A943A 0.475066 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.17551 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.553571 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.795455 TRUE TRUE FALSE

c.(388-390)caC>caTp.H130H 0.238095 TRUE TRUE TRUE

c.(34-36)ctG>ctAp.L12L 0.272727 FALSE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.984127 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(58-60)acA>acTp.T20T 1 FALSE TRUE FALSE

c.(6478-6480)Ttg>Ctgp.L2160L 0.508571 TRUE TRUE TRUE

c.(142-144)tgA>tgGp.*48W 1 FALSE TRUE FALSE

c.(14494-14496)aaG>aaCp.K4832N 0.4 FALSE FALSE FALSE

c.(1345-1347)cTg>cCgp.L449P 0.333333 TRUE TRUE FALSE

c.(262-264)cGa>cAap.R88Q 0.096774 TRUE TRUE FALSE

c.(679-681)acG>acAp.T227T 0.47191 FALSE TRUE TRUE

c.(4300-4302)ggC>ggTp.G1434G 0.514451 FALSE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.591304 TRUE TRUE TRUE

c.(1426-1428)ggC>ggTp.G476G 0.428571 FALSE TRUE FALSE

c.(1252-1254)aAc>aGcp.N418S 0.666667 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.525822 TRUE TRUE TRUE

c.(1159-1161)Tct>Actp.S387T 0.461538 FALSE FALSE FALSE

c.(2119-2121)aaT>aaCp.N707N 0.508772 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.540268 TRUE TRUE TRUE

c.(2917-2919)Aag>Cagp.K973Q 0.523077 FALSE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.979592 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.515385 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.111984 TRUE TRUE FALSE

c.(3664-3666)tcC>tcTp.S1222S 0.470588 FALSE FALSE FALSE

c.(1141-1143)ctA>ctGp.L381L 0.045045 TRUE TRUE FALSE

c.(1783-1785)tCc>tTcp.S595F 0.468085 FALSE TRUE TRUE

c.(1375-1377)gaA>gaGp.E459E 0.513605 TRUE TRUE TRUE

c.(1183-1185)ccC>ccTp.P395P 0.464567 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.508772 TRUE TRUE TRUE

c.(835-837)ggC>ggTp.G279G 0.15625 TRUE TRUE FALSE



c.(2113-2115)acA>acGp.T705T 0.506912 TRUE TRUE TRUE

c.(3049-3051)acT>acGp.T1017T 0.478088 FALSE FALSE FALSE

c.(1495-1497)gCg>gTgp.A499V 0.489474 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 1 TRUE TRUE TRUE

c.(3292-3294)gcT>gcCp.A1098A 0.463636 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.415842 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.247573 TRUE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.609626 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1228-1230)Ctc>Gtcp.L410V 0.436364 FALSE FALSE FALSE

c.(4876-4878)Ata>Gtap.I1626V 0.506024 FALSE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 1 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.512931 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.751938 TRUE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.185567 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.563492 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.525773 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.5 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.438525 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.123223 FALSE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.48062 FALSE TRUE FALSE

c.(4786-4788)Gtt>Cttp.V1596L 0.333333 TRUE TRUE TRUE

c.(28-30)gCg>gAgp.A10E 1 FALSE TRUE FALSE

c.(577-579)gGg>gAgp.G193E 0.666667 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.652174 TRUE TRUE TRUE

c.(4198-4200)taT>taCp.Y1400Y 0.525641 TRUE TRUE TRUE

c.(832-834)Gca>Acap.A278T 0.511111 FALSE FALSE FALSE

c.(340-342)ggC>ggTp.G114G 0.535714 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.5 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.259887 TRUE TRUE FALSE

c.(10-12)ctG>ctAp.L4L 1 FALSE FALSE FALSE

c.(1960-1962)tTa>tCap.L654S 0.156716 FALSE FALSE FALSE

c.(1318-1320)agG>agTp.R440S 0.244275 FALSE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.571429 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.513043 TRUE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.259804 TRUE TRUE TRUE

c.(121-123)gCg>gTgp.A41V 0.592593 FALSE FALSE FALSE

c.(6043-6045)Acc>Gccp.T2015A 0.073171 TRUE TRUE TRUE

c.(538-540)ctA>ctCp.L180L 0.477157 TRUE TRUE TRUE

c.(1444-1446)Atc>Gtcp.I482V 1 FALSE TRUE FALSE

c.(898-900)aCg>aTgp.T300M 0.481481 TRUE TRUE TRUE

c.(682-684)aTt>aCtp.I228T 0.275081 FALSE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.128571 FALSE TRUE TRUE

c.(667-669)ttC>ttTp.F223F 0.5 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.542553 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.986799 TRUE TRUE TRUE

c.(295-297)ggG>ggAp.G99G 0.888889 FALSE TRUE FALSE



c.(3739-3741)caG>caAp.Q1247Q 0.625 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.451163 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.463918 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.466667 TRUE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.5 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.473684 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.477778 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.647059 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.253623 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.697068 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.464151 TRUE TRUE TRUE

c.(1282-1284)Ggt>Agtp.G428S 0.540179 TRUE TRUE TRUE

c.(688-690)taC>taTp.Y230Y 0.53012 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.5 FALSE TRUE FALSE

c.(8104-8106)gAt>gGtp.D2702G 0.42654 TRUE TRUE TRUE

c.(178-180)atT>atCp.I60I 1 FALSE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.488372 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.994413 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.155405 TRUE TRUE FALSE

c.(166-168)caA>caGp.Q56Q 0.485232 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.488889 TRUE TRUE TRUE

c.(532-534)agC>agTp.S178S 0.997849 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.505102 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.5 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.470588 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.47619 TRUE TRUE TRUE

c.(5023-5025)Gcc>Tccp.A1675S 0.333333 TRUE TRUE FALSE

c.(403-405)aCa>aAap.T135K 0.491228 TRUE TRUE TRUE

c.(4855-4857)Atg>Gtgp.M1619V 0.44 FALSE TRUE TRUE

c.(1324-1326)aaC>aaTp.N442N 1 FALSE TRUE FALSE

c.(538-540)Cga>Tgap.R180* 0.378151 FALSE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.478431 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.470588 TRUE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.473684 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.55914 TRUE TRUE TRUE

c.(16-18)aGt>aAtp.S6N 0.42 FALSE TRUE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.424051 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.099338 TRUE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.147541 TRUE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.083333 TRUE FALSE FALSE

c.(10174-10176)ggC>ggTp.G3392G 1 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.666667 TRUE TRUE FALSE

c.(7534-7536)aGt>aAtp.S2512N 0.363636 FALSE FALSE FALSE

c.(46-48)aaG>aaAp.K16K 0.185185 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.509009 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.115578 TRUE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.521739 TRUE TRUE TRUE



c.(256-258)Cat>Gatp.H86D 0.463235 TRUE TRUE FALSE

c.(2488-2490)Gcc>Accp.A830T 0.479167 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.625 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.540773 TRUE TRUE TRUE

c.(247-249)ctG>ctCp.L83L 0.060606 FALSE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.2 TRUE TRUE FALSE

c.(7366-7368)ggG>ggAp.G2456G 0.60241 FALSE FALSE FALSE

c.(2803-2805)tgC>tgTp.C935C 0.611111 TRUE TRUE FALSE

c.(2314-2316)Cat>Aatp.H772N 0.211268 TRUE TRUE TRUE

c.(154-156)Gaa>Aaap.E52K 1 FALSE TRUE FALSE

c.(2854-2856)caT>caCp.H952H 0.463235 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.567568 TRUE TRUE FALSE

c.(658-660)taC>taTp.Y220Y 0.666667 TRUE TRUE FALSE

c.(535-537)ccG>ccAp.P179P 0.561713 FALSE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.769231 TRUE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.482036 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.482072 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.416667 TRUE TRUE TRUE

c.(163-165)atG>atAp.M55I 1 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.90991 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.077844 TRUE TRUE FALSE

c.(10000-10002)gTg>gCgp.V3334A 0.495726 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.501292 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.162162 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.307692 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.382353 TRUE TRUE FALSE

c.(5152-5154)tGt>tTtp.C1718F 0.493671 TRUE TRUE TRUE

c.(1195-1197)acC>acAp.T399T 1 FALSE FALSE FALSE

c.(664-666)ggG>ggAp.G222G 1 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.996139 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.666667 TRUE TRUE FALSE

c.(2140-2142)Gca>Acap.A714T 0.534884 FALSE TRUE TRUE

c.(1408-1410)Gaa>Taap.E470* 0.382353 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.642857 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.717241 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.641026 TRUE TRUE TRUE

c.(733-735)gtA>gtGp.V245V 1 FALSE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.5 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.454545 TRUE TRUE FALSE

c.(769-771)taT>taCp.Y257Y 1 FALSE TRUE FALSE

c.(1045-1047)gaT>gaCp.D349D 0.5 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.076336 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.44385 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 1 TRUE TRUE FALSE

c.(304-306)Ttg>Ctgp.L102L 0.477778 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.508547 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.496454 TRUE TRUE TRUE



c.(7009-7011)aTg>aCgp.M2337T 0.496753 FALSE TRUE FALSE

c.(2140-2142)gcG>gcTp.A714A 0.426667 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.407821 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.735016 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.333333 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.997126 TRUE TRUE TRUE

c.(859-861)gAa>gTap.E287V 0.75 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.375 TRUE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.492958 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.453125 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.062575 TRUE TRUE FALSE

c.(1231-1233)aGc>aAcp.S411N 0.454545 TRUE TRUE TRUE

c.(616-618)cCa>cAap.P206Q 0.052632 TRUE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 0.139785 FALSE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.220183 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.521739 TRUE TRUE TRUE

c.(388-390)caC>caTp.H130H 0.5 TRUE TRUE TRUE

c.(805-807)ctG>ctAp.L269L 1 FALSE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.660377 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.488889 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.34 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.468354 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.625 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.607143 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.55814 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.563218 TRUE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.462264 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.987952 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.507937 TRUE TRUE TRUE

c.(661-663)gaG>gaCp.E221D 0.446602 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.380435 TRUE TRUE TRUE

c.(1282-1284)aaG>aaCp.K428N 0.363636 FALSE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.633028 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.048485 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.054902 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.401515 TRUE TRUE TRUE

c.(2875-2877)gcC>gcTp.A959A 0.447761 TRUE TRUE TRUE

c.(1135-1137)gcG>gcAp.A379A 0.368421 TRUE TRUE TRUE

c.(4198-4200)Gta>Ttap.V1400L 0.535088 FALSE TRUE TRUE

c.(2614-2616)gCa>gTap.A872V 0.480392 TRUE TRUE TRUE

c.(1282-1284)Cag>Tagp.Q428* 0.555556 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.311828 TRUE TRUE FALSE

c.(1720-1722)tcT>tcCp.S574S 0.319444 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.978947 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.973214 TRUE TRUE TRUE

c.(3850-3852)cAc>cGcp.H1284R 0.138889 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.70229 TRUE TRUE TRUE



c.(388-390)caC>caTp.H130H 0.25 TRUE TRUE TRUE

c.(7939-7941)cTa>cAap.L2647Q 0.05042 FALSE FALSE FALSE

c.(139-141)Ttg>Atgp.L47M 0.769231 TRUE TRUE TRUE

c.(4813-4815)gtG>gtTp.V1605V 0.377551 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.682243 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.533333 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.48 TRUE TRUE TRUE

c.(2206-2208)aaC>aaTp.N736N 0.617284 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.523256 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.514019 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.383562 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1870-1872)aAc>aGcp.N624S 0.564885 FALSE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.413043 TRUE TRUE FALSE

c.(835-837)gTg>gCgp.V279A 0.05618 TRUE TRUE FALSE

c.(7573-7575)Ctc>Gtcp.L2525V 0.333333 TRUE TRUE FALSE

c.(994-996)gGc>gCcp.G332A 0.375 TRUE TRUE TRUE

c.(889-891)ccC>ccAp.P297P 0.566667 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.313433 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 1 TRUE TRUE TRUE

c.(2401-2403)ccA>ccGp.P801P 0.408451 FALSE FALSE FALSE

c.(55-57)caC>caTp.H19H 0.610687 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.473684 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.6 TRUE TRUE TRUE

c.(4786-4788)Gtt>Cttp.V1596L 1 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.555556 TRUE TRUE TRUE

c.(457-459)cCc>cTcp.P153L 0.392857 FALSE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.327586 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.288889 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 1 TRUE TRUE TRUE

c.(2293-2295)gAg>gGgp.E765G 0.05625 TRUE TRUE FALSE

c.(9598-9600)Ctg>Ttgp.L3200L 0.397727 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.561798 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.44186 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.173913 TRUE TRUE FALSE

c.(283-285)ttC>ttGp.F95L 0.258065 FALSE FALSE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.987179 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.304348 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.682692 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.461538 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.473684 TRUE TRUE TRUE

c.(2746-2748)Atg>Ctgp.M916L 0.42 FALSE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.536842 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.190476 TRUE TRUE FALSE

c.(2926-2928)gtG>gtCp.V976V 0.494949 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.635714 TRUE TRUE TRUE



c.(2773-2775)gtA>gtCp.V925V 0.514286 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.606383 TRUE TRUE FALSE

c.(676-678)cGg>cAgp.R226Q 0.569444 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.643564 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.633028 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.435897 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.52381 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.473684 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.341772 TRUE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 1 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.615385 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.253807 FALSE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.2 TRUE TRUE FALSE

c.(844-846)atT>atCp.I282I 0.333333 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.42029 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 0.454545 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.391753 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.33 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 1 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.350877 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.380952 TRUE TRUE FALSE

c.(226-228)ttC>ttGp.F76L 0.5 FALSE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.330275 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.52381 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.316239 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.988372 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.659574 TRUE TRUE TRUE

c.(4153-4155)ctG>ctAp.L1385L 0.36 TRUE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.568421 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.469136 TRUE TRUE FALSE

c.(4507-4509)tcC>tcTp.S1503S 0.623377 TRUE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.99435 TRUE TRUE TRUE

c.(379-381)gaA>gaGp.E127E 0.510638 FALSE FALSE FALSE

c.(196-198)cAc>cGcp.H66R 0.23125 TRUE FALSE FALSE

c.(4264-4266)Gag>Aagp.E1422K 0.119048 TRUE TRUE FALSE

c.(658-660)taC>taTp.Y220Y 0.692308 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.5 TRUE TRUE FALSE

c.(3124-3126)Gac>Tacp.D1042Y 0.556962 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.988235 TRUE TRUE TRUE

c.(2077-2079)ttC>ttTp.F693F 0.517241 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.337931 TRUE TRUE FALSE

c.(76-78)aaG>aaAp.K26K 0.109091 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.947368 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.487179 FALSE TRUE FALSE

c.(4240-4242)gaC>gaTp.D1414D 0.529412 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.736842 TRUE TRUE FALSE



c.(385-387)Gtg>Ctgp.V129L 0.43038 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.436893 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.086614 TRUE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.505495 TRUE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.4375 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.537634 TRUE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.312 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.969231 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.04186 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.161905 TRUE TRUE FALSE

c.(7918-7920)cGc>cAcp.R2640H 0.583333 FALSE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.432432 TRUE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 0.3 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.552632 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.251656 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.083591 TRUE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.4625 TRUE TRUE TRUE

c.(1171-1173)ccC>ccTp.P391P 0.375 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.386364 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(12790-12792)Gta>Ctap.V4264L 0.55 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.466667 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.39823 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.414286 TRUE TRUE TRUE

c.(6568-6570)aAa>aGap.K2190R 0.47 FALSE FALSE FALSE

c.(1063-1065)Gtg>Atgp.V355M 1 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.477778 TRUE TRUE TRUE

c.(1699-1701)ccA>ccCp.P567P 0.464286 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.625 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.183908 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.432432 TRUE TRUE FALSE

c.(7954-7956)gTg>gAgp.V2652E 0.056075 FALSE FALSE FALSE

c.(472-474)gcA>gcGp.A158A 0.511811 TRUE TRUE TRUE

c.(1150-1152)Gag>Cagp.E384Q 0.558559 FALSE FALSE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.352 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 1 TRUE TRUE TRUE

c.(796-798)Aag>Gagp.K266E 0.275 FALSE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 1 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.562963 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.280899 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.183099 TRUE TRUE FALSE

c.(202-204)ggA>ggTp.G68G 1 FALSE TRUE FALSE

c.(856-858)Ggt>Tgtp.G286C 0.426966 FALSE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.065 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.548387 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.083333 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.576531 TRUE TRUE TRUE



c.(376-378)gCa>gTap.A126V 0.271605 FALSE FALSE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.991071 TRUE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.423077 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.394737 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.488372 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.455696 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.297872 TRUE TRUE FALSE

c.(5299-5301)Cac>Tacp.H1767Y 0.5 TRUE TRUE TRUE

c.(8566-8568)gAg>gCgp.E2856A 0.387931 FALSE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.333333 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(850-852)gCg>gTgp.A284V 0.71 TRUE TRUE FALSE

c.(481-483)Atg>Gtgp.M161V 0.083333 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.432099 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.5375 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.170213 TRUE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.201087 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.964912 TRUE TRUE TRUE

c.(919-921)caC>caTp.H307H 0.571429 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 1 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.411765 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 1 TRUE TRUE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.447619 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.507692 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.481481 TRUE TRUE TRUE

c.(277-279)Gac>Cacp.D93H 0.112245 FALSE FALSE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.079365 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.311111 TRUE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.888889 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.109589 TRUE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.740741 TRUE TRUE TRUE

c.(805-807)Gtg>Ttgp.V269L 0.57377 TRUE TRUE TRUE

c.(772-774)tTc>tCcp.F258S 0.393443 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.061697 TRUE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.578947 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.525 TRUE TRUE TRUE

c.(538-540)acT>acCp.T180T 0.8 FALSE TRUE FALSE

c.(808-810)agA>agGp.R270R 0.5 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.207729 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.453333 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.468085 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.471698 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.571429 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 1 TRUE TRUE TRUE

c.(3292-3294)agC>agTp.S1098S 0.5 FALSE TRUE TRUE

c.(2056-2058)cgG>cgTp.R686R 0.470588 TRUE TRUE TRUE



c.(1333-1335)agG>agAp.R445R 1 TRUE TRUE FALSE

c.(8152-8154)Att>Gttp.I2718V 0.615385 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(10669-10671)ccA>ccGp.P3557P 0.722222 TRUE TRUE TRUE

c.(883-885)Att>Gttp.I295V 0.384615 FALSE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.654321 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 1 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.066225 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.372549 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.444444 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.594595 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.494949 TRUE TRUE TRUE

c.(367-369)cGt>cAtp.R123H 0.472973 FALSE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.486486 TRUE TRUE TRUE

c.(1153-1155)gcT>gcAp.A385A 0.556701 FALSE FALSE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(364-366)Ctg>Gtgp.L122V 1 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.333333 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.363636 TRUE TRUE FALSE

c.(616-618)aaG>aaAp.K206K 1 FALSE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE

c.(2440-2442)acG>acTp.T814T 0.513514 TRUE TRUE FALSE

c.(700-702)Aca>Tcap.T234S 0.297872 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.312 TRUE TRUE TRUE

c.e6-1 0.222222 FALSE FALSE FALSE

c.(802-804)acG>acCp.T268T 0.428571 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.07384 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.435897 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.45679 TRUE TRUE TRUE

c.(859-861)cTc>cCcp.L287P 0.465116 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 1 TRUE TRUE FALSE

c.(7252-7254)aaC>aaTp.N2418N 0.25 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.515625 TRUE TRUE TRUE

c.(7750-7752)gaT>gaAp.D2584E 0.516484 FALSE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 0.5 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.475676 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.428571 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.409091 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.308511 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.6 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 1 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.557692 TRUE TRUE TRUE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(1141-1143)Cgt>Tgtp.R381C 0.454545 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.537037 TRUE TRUE TRUE

c.(1138-1140)Ttt>Attp.F380I 0.933333 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 1 TRUE TRUE TRUE



c.(832-834)tcA>tcTp.S278S 0.5125 TRUE TRUE TRUE

c.(8605-8607)ctC>ctAp.L2869L 0.607143 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.583333 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.516556 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.456522 TRUE TRUE TRUE

c.(2224-2226)Cta>Atap.L742I 0.066667 FALSE FALSE FALSE

c.(97-99)cTg>cGgp.L33R 0.087379 TRUE TRUE FALSE

c.(823-825)cGg>cAgp.R275Q 0.565217 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.563107 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.445946 TRUE TRUE FALSE

c.(3370-3372)gGa>gAap.G1124E 0.298246 FALSE TRUE FALSE

c.(1366-1368)aTa>aCap.I456T 0.369231 FALSE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 1 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.506849 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.516667 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.466667 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.705882 TRUE TRUE FALSE

c.(1906-1908)Cgc>Tgcp.R636C 0.727273 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.985294 TRUE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.26087 TRUE TRUE TRUE

c.(565-567)ccG>ccAp.P189P 0.467742 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.618705 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.547945 TRUE TRUE TRUE

c.(2407-2409)cgC>cgTp.R803R 0.621849 TRUE TRUE TRUE

c.(634-636)Gtt>Attp.V212I 0.658824 FALSE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.663366 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.466667 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.486726 TRUE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 1 FALSE TRUE FALSE

c.(487-489)gcG>gcTp.A163A 0.434783 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.409091 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 1 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.438202 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.3125 TRUE TRUE FALSE

c.(2488-2490)Gcc>Accp.A830T 0.324561 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 1 TRUE TRUE TRUE

c.(4315-4317)Ctg>Ttgp.L1439L 0.8 FALSE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 1 TRUE TRUE TRUE

c.(490-492)ctT>ctCp.L164L 1 FALSE TRUE FALSE

c.(1591-1593)gGa>gAap.G531E 0.214286 TRUE TRUE TRUE

c.(901-903)Cag>Gagp.Q301E 0.392857 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.558559 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.588235 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.483871 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.485294 TRUE TRUE TRUE



c.(5677-5679)ttA>ttGp.L1893L 0.297619 TRUE TRUE TRUE

c.(85-87)gaC>gaTp.D29D 1 FALSE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 1 TRUE TRUE FALSE

c.(415-417)gaC>gaTp.D139D 0.666667 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.421875 TRUE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.64 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.49375 TRUE TRUE TRUE

c.(10978-10980)tCg>tTgp.S3660L 0.640777 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.5 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.631579 TRUE TRUE TRUE

c.(1006-1008)acC>acAp.T336T 1 TRUE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.539474 TRUE TRUE TRUE

c.(1468-1470)Cag>Tagp.Q490* 0.423077 FALSE TRUE FALSE

c.(724-726)gaG>gaAp.E242E 1 TRUE TRUE FALSE

c.(121-123)gAa>gTap.E41V 0.408451 FALSE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.492754 TRUE TRUE TRUE

c.(826-828)tAt>tCtp.Y276S 0.777778 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.174603 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.307692 TRUE TRUE FALSE

c.(625-627)gcG>gcAp.A209A 0.363636 FALSE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.535714 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.635802 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.5 TRUE TRUE TRUE

c.e2-1 0.454545 FALSE FALSE FALSE

c.(2518-2520)gaT>gaAp.D840E 0.470588 TRUE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.660714 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.217391 TRUE TRUE TRUE

c.(565-567)acA>acGp.T189T 1 FALSE TRUE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.210526 TRUE TRUE FALSE

c.(511-513)ggG>ggAp.G171G 0.52381 TRUE TRUE TRUE

c.(490-492)Cgg>Tggp.R164W 0.36 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.555556 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.415385 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.833333 TRUE TRUE FALSE

c.(6742-6744)ccG>ccAp.P2248P 0.666667 TRUE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.655914 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.551282 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 1 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.1625 TRUE TRUE FALSE

c.(1630-1632)ccG>ccAp.P544P 0.490909 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 1 TRUE TRUE TRUE

c.(1000-1002)tGc>tAcp.C334Y 0.532468 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.467532 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.450549 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.534653 TRUE TRUE TRUE

c.(3898-3900)cCa>cAap.P1300Q 0.137255 FALSE FALSE FALSE

c.(505-507)gaG>gaAp.E169E 1 FALSE TRUE FALSE



c.(3136-3138)ccA>ccGp.P1046P 0.527607 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.439252 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.75 TRUE TRUE FALSE

c.(1120-1122)aCg>aTgp.T374M 0.666667 TRUE TRUE TRUE

c.(340-342)ccC>ccGp.P114P 0.473684 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.045714 TRUE TRUE FALSE

c.(3325-3327)tCa>tTap.S1109L 0.467105 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.995349 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.164835 TRUE FALSE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.555556 TRUE TRUE TRUE

c.(1345-1347)gcA>gcGp.A449A 0.45 FALSE TRUE TRUE

c.(937-939)agC>agGp.S313R 0.568627 FALSE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 0.427184 TRUE TRUE TRUE

c.(6628-6630)cGg>cAgp.R2210Q 0.550898 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.116667 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.529412 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.51145 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.094771 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.477273 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.486486 TRUE TRUE TRUE

c.(700-702)gaC>gaGp.D234E 0.578125 FALSE TRUE TRUE

c.(5920-5922)atC>atTp.I1974I 0.548077 FALSE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.55625 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.5 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.56044 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.542373 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.478873 TRUE TRUE TRUE

c.(3130-3132)agC>agGp.S1044R 0.37963 FALSE FALSE FALSE

c.(4387-4389)cGg>cAgp.R1463Q 0.44 TRUE TRUE FALSE

c.(4813-4815)gtG>gtTp.V1605V 0.453846 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.439189 TRUE TRUE TRUE

c.(271-273)Gtt>Attp.V91I 1 FALSE TRUE FALSE

c.(3136-3138)Agc>Cgcp.S1046R 0.392523 FALSE FALSE FALSE

c.(964-966)ttG>ttAp.L322L 0.507937 TRUE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.445205 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.479339 TRUE TRUE TRUE

c.(835-837)ggC>ggTp.G279G 0.135266 TRUE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.408696 TRUE TRUE TRUE

c.(289-291)acG>acAp.T97T 0.525316 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.444444 TRUE TRUE TRUE

c.(103-105)gGt>gAtp.G35D 0.253012 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.452381 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.464286 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.483516 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.482759 FALSE TRUE FALSE



c.(2557-2559)Ctt>Tttp.L853F 0.512953 FALSE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 1 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.19403 TRUE TRUE FALSE

c.(12826-12828)Ctt>Gttp.L4276V 0.369369 FALSE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.478261 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.434783 TRUE TRUE FALSE

c.(1489-1491)ggA>ggGp.G497G 1 FALSE TRUE FALSE

c.(481-483)ccG>ccTp.P161P 0.516484 FALSE TRUE TRUE

c.(2440-2442)acG>acTp.T814T 0.55814 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.55102 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.479592 TRUE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.15544 TRUE TRUE TRUE

c.(34-36)Gtc>Ctcp.V12L 0.307692 FALSE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.494208 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.060606 TRUE TRUE FALSE

c.(907-909)aaG>aaAp.K303K 0.50289 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.991525 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.42029 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.467456 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.234375 TRUE TRUE TRUE

c.(1996-1998)gaA>gaCp.E666D 0.489177 FALSE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.467662 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.450704 TRUE TRUE TRUE

c.(853-855)gaT>gaGp.D285E 0.527132 TRUE TRUE TRUE

c.(271-273)cGc>cAcp.R91H 0.491525 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.290196 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.447368 TRUE TRUE TRUE

c.(6733-6735)Ggt>Agtp.G2245S 0.453416 FALSE FALSE TRUE

c.(1522-1524)caT>caCp.H508H 0.518868 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.430108 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.169697 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.454054 TRUE TRUE TRUE

c.(781-783)cCa>cTap.P261L 0.511111 FALSE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.511905 TRUE TRUE TRUE

c.(1012-1014)caC>caTp.H338H 0.434211 FALSE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.395161 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.44586 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 1 TRUE TRUE FALSE

c.(5023-5025)Gcc>Tccp.A1675S 0.46875 TRUE TRUE FALSE

c.(4978-4980)Atc>Gtcp.I1660V 0.227273 FALSE TRUE FALSE

c.(31-33)aTg>aCgp.M11T 0.041304 FALSE FALSE FALSE

c.(2458-2460)acA>acGp.T820T 0.428571 TRUE TRUE TRUE



c.(784-786)gcG>gcAp.A262A 0.303797 FALSE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 1 TRUE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.445545 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.091873 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.435 TRUE TRUE TRUE

c.(1279-1281)atT>atCp.I427I 0.923077 FALSE TRUE FALSE

c.(1693-1695)atT>atCp.I565I 0.681818 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.5 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 1 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 1 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.142857 TRUE TRUE TRUE

c.(808-810)Gtc>Atcp.V270I 0.592593 FALSE TRUE TRUE

c.(2023-2025)Ata>Gtap.I675V 0.461538 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.465909 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.481752 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.349398 TRUE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.663551 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.541667 TRUE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.447552 TRUE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 0.575758 TRUE TRUE TRUE

c.(2077-2079)ttC>ttTp.F693F 0.547619 FALSE TRUE TRUE

c.(904-906)Gct>Actp.A302T 0.5 FALSE FALSE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.448276 TRUE TRUE TRUE

c.(46-48)cAc>cGcp.H16R 0.875 FALSE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.985612 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.990654 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.216049 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.527778 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 1 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.480263 TRUE TRUE TRUE

c.(4324-4326)ccT>ccAp.P1442P 0.487805 FALSE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.537879 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.43949 TRUE TRUE TRUE

c.(1285-1287)acG>acAp.T429T 0.466667 TRUE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.57971 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.487179 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.993789 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.497268 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.464286 TRUE TRUE TRUE

c.(2488-2490)Gcc>Accp.A830T 0.497006 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(7552-7554)cCa>cGap.P2518R 0.457143 FALSE FALSE TRUE

c.(247-249)cCa>cAap.P83Q 0.098361 TRUE FALSE FALSE

c.(3538-3540)Gag>Tagp.E1180* 0.098901 FALSE FALSE FALSE

c.(832-834)tcA>tcTp.S278S 0.537975 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.521739 TRUE TRUE TRUE

c.(1591-1593)aGc>aCcp.S531T 0.857143 FALSE TRUE FALSE



c.(1501-1503)gaT>gaCp.D501D 1 TRUE TRUE TRUE

c.(5095-5097)gcG>gcAp.A1699A 0.507772 FALSE TRUE FALSE

c.(973-975)taC>taTp.Y325Y 0.511111 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.494048 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.130081 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.333333 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 1 TRUE TRUE TRUE

c.(52-54)aTa>aCap.I18T 0.576923 FALSE TRUE FALSE

c.(892-894)tGt>tCtp.C298S 0.530769 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.480769 TRUE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 1 TRUE TRUE FALSE

c.(805-807)Tgt>Cgtp.C269R 0.074627 TRUE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.416667 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.413534 TRUE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.422535 TRUE TRUE TRUE

c.(679-681)Tta>Ctap.L227L 1 FALSE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.237288 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.547297 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 1 TRUE TRUE TRUE

c.(208-210)gaC>gaGp.D70E 0.468927 FALSE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.5625 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.45 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.178082 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.140845 TRUE TRUE FALSE

c.(556-558)gaG>gaAp.E186E 0.563636 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.527607 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.439252 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.75 TRUE TRUE FALSE

c.(1120-1122)aCg>aTgp.T374M 0.666667 TRUE TRUE TRUE

c.(340-342)ccC>ccGp.P114P 0.473684 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.045714 TRUE TRUE FALSE

c.(3325-3327)tCa>tTap.S1109L 0.467105 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.995349 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.164835 TRUE FALSE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.555556 TRUE TRUE TRUE

c.(1345-1347)gcA>gcGp.A449A 0.45 FALSE TRUE TRUE

c.(937-939)agC>agGp.S313R 0.568627 FALSE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 0.427184 TRUE TRUE TRUE

c.(6628-6630)cGg>cAgp.R2210Q 0.550898 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.116667 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.529412 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.51145 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.094771 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.477273 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.486486 TRUE TRUE TRUE



c.(700-702)gaC>gaGp.D234E 0.578125 FALSE TRUE TRUE

c.(5920-5922)atC>atTp.I1974I 0.548077 FALSE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.55625 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.5 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.56044 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.542373 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.478873 TRUE TRUE TRUE

c.(3130-3132)agC>agGp.S1044R 0.37963 FALSE FALSE FALSE

c.(4387-4389)cGg>cAgp.R1463Q 0.44 TRUE TRUE FALSE

c.(4813-4815)gtG>gtTp.V1605V 0.453846 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.439189 TRUE TRUE TRUE

c.(271-273)Gtt>Attp.V91I 1 FALSE TRUE FALSE

c.(3136-3138)Agc>Cgcp.S1046R 0.392523 FALSE FALSE FALSE

c.(964-966)ttG>ttAp.L322L 0.507937 TRUE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.445205 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.479339 TRUE TRUE TRUE

c.(835-837)ggC>ggTp.G279G 0.135266 TRUE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.408696 TRUE TRUE TRUE

c.(289-291)acG>acAp.T97T 0.525316 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.444444 TRUE TRUE TRUE

c.(103-105)gGt>gAtp.G35D 0.253012 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.452381 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.464286 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.483516 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.482759 FALSE TRUE FALSE

c.(2557-2559)Ctt>Tttp.L853F 0.512953 FALSE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 1 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.19403 TRUE TRUE FALSE

c.(12826-12828)Ctt>Gttp.L4276V 0.369369 FALSE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.478261 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.434783 TRUE TRUE FALSE

c.(1489-1491)ggA>ggGp.G497G 1 FALSE TRUE FALSE

c.(481-483)ccG>ccTp.P161P 0.516484 FALSE TRUE TRUE

c.(2440-2442)acG>acTp.T814T 0.55814 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.55102 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.479592 TRUE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.15544 TRUE TRUE TRUE

c.(34-36)Gtc>Ctcp.V12L 0.307692 FALSE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.494208 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.060606 TRUE TRUE FALSE

c.(907-909)aaG>aaAp.K303K 0.50289 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.991525 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.42029 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.467456 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.234375 TRUE TRUE TRUE



c.(1996-1998)gaA>gaCp.E666D 0.489177 FALSE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.467662 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.450704 TRUE TRUE TRUE

c.(853-855)gaT>gaGp.D285E 0.527132 TRUE TRUE TRUE

c.(271-273)cGc>cAcp.R91H 0.491525 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.290196 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.447368 TRUE TRUE TRUE

c.(6733-6735)Ggt>Agtp.G2245S 0.453416 FALSE FALSE TRUE

c.(1522-1524)caT>caCp.H508H 0.518868 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.430108 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.169697 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.454054 TRUE TRUE TRUE

c.(781-783)cCa>cTap.P261L 0.511111 FALSE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.511905 TRUE TRUE TRUE

c.(1012-1014)caC>caTp.H338H 0.434211 FALSE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.395161 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.44586 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 1 TRUE TRUE FALSE

c.(5023-5025)Gcc>Tccp.A1675S 0.46875 TRUE TRUE FALSE

c.(4978-4980)Atc>Gtcp.I1660V 0.227273 FALSE TRUE FALSE

c.(31-33)aTg>aCgp.M11T 0.041304 FALSE FALSE FALSE

c.(2458-2460)acA>acGp.T820T 0.428571 TRUE TRUE TRUE

c.(784-786)gcG>gcAp.A262A 0.303797 FALSE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 1 TRUE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.445545 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.091873 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.435 TRUE TRUE TRUE

c.(1279-1281)atT>atCp.I427I 0.923077 FALSE TRUE FALSE

c.(1693-1695)atT>atCp.I565I 0.681818 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.5 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 1 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 1 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.142857 TRUE TRUE TRUE

c.(808-810)Gtc>Atcp.V270I 0.592593 FALSE TRUE TRUE

c.(2023-2025)Ata>Gtap.I675V 0.461538 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.465909 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.481752 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.349398 TRUE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.663551 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.541667 TRUE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.447552 TRUE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 0.575758 TRUE TRUE TRUE

c.(2077-2079)ttC>ttTp.F693F 0.547619 FALSE TRUE TRUE

c.(904-906)Gct>Actp.A302T 0.5 FALSE FALSE TRUE



c.(10105-10107)gTc>gCcp.V3369A 0.448276 TRUE TRUE TRUE

c.(46-48)cAc>cGcp.H16R 0.875 FALSE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.985612 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.990654 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.216049 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.527778 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 1 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.480263 TRUE TRUE TRUE

c.(4324-4326)ccT>ccAp.P1442P 0.487805 FALSE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.537879 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.43949 TRUE TRUE TRUE

c.(1285-1287)acG>acAp.T429T 0.466667 TRUE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.57971 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.487179 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.993789 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.497268 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.464286 TRUE TRUE TRUE

c.(2488-2490)Gcc>Accp.A830T 0.497006 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(7552-7554)cCa>cGap.P2518R 0.457143 FALSE FALSE TRUE

c.(247-249)cCa>cAap.P83Q 0.098361 TRUE FALSE FALSE

c.(3538-3540)Gag>Tagp.E1180* 0.098901 FALSE FALSE FALSE

c.(832-834)tcA>tcTp.S278S 0.537975 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.521739 TRUE TRUE TRUE

c.(1591-1593)aGc>aCcp.S531T 0.857143 FALSE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 1 TRUE TRUE TRUE

c.(5095-5097)gcG>gcAp.A1699A 0.507772 FALSE TRUE FALSE

c.(973-975)taC>taTp.Y325Y 0.511111 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.494048 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.130081 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.333333 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 1 TRUE TRUE TRUE

c.(52-54)aTa>aCap.I18T 0.576923 FALSE TRUE FALSE

c.(892-894)tGt>tCtp.C298S 0.530769 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.480769 TRUE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 1 TRUE TRUE FALSE

c.(805-807)Tgt>Cgtp.C269R 0.074627 TRUE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.416667 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.413534 TRUE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.422535 TRUE TRUE TRUE

c.(679-681)Tta>Ctap.L227L 1 FALSE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.237288 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.547297 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 1 TRUE TRUE TRUE

c.(208-210)gaC>gaGp.D70E 0.468927 FALSE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.5625 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.45 TRUE TRUE TRUE



c.(106-108)agG>agAp.R36R 0.178082 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.140845 TRUE TRUE FALSE

c.(556-558)gaG>gaAp.E186E 0.563636 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.440789 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.996711 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.138889 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.473404 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(493-495)gGc>gTcp.G165V 0.214286 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.513889 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.554745 TRUE TRUE TRUE

c.(2362-2364)Aag>Gagp.K788E 0.586957 TRUE TRUE TRUE

c.(409-411)Caa>Aaap.Q137K 0.04084 TRUE FALSE FALSE

c.(3289-3291)ccA>ccGp.P1097P 0.475309 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.148148 TRUE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.496063 TRUE TRUE TRUE

c.(2494-2496)Cgg>Tggp.R832W 0.47486 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.254902 TRUE FALSE FALSE

c.(2281-2283)ggC>ggTp.G761G 1 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.492147 TRUE TRUE TRUE

c.(2383-2385)Ctg>Ttgp.L795L 0.52381 FALSE FALSE FALSE

c.(6193-6195)atT>atCp.I2065I 0.440678 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.072464 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.546448 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.476395 FALSE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.384615 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.50431 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.633333 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.387097 TRUE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.475 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.115702 FALSE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.504237 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.844828 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.511628 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.6875 TRUE TRUE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.1375 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.430693 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.288136 TRUE TRUE FALSE

c.(148-150)gTt>gAtp.V50D 0.234719 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.483051 TRUE TRUE TRUE

c.(2374-2376)gaT>gaCp.D792D 0.508108 TRUE TRUE TRUE

c.(316-318)Cgg>Aggp.R106R 0.666667 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.349315 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.485714 TRUE TRUE TRUE

c.(1750-1752)Cgc>Tgcp.R584C 0.584906 FALSE TRUE TRUE



c.(250-252)gaC>gaTp.D84D 0.695652 TRUE TRUE FALSE

c.(670-672)Aag>Gagp.K224E 0.193548 FALSE FALSE FALSE

c.(994-996)gGc>gCcp.G332A 0.489051 TRUE TRUE TRUE

c.(4630-4632)ccG>ccAp.P1544P 0.47 TRUE TRUE TRUE

c.(3184-3186)Gcc>Accp.A1062T 0.516129 TRUE TRUE FALSE

c.(487-489)cCa>cAap.P163Q 0.267327 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.521739 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.26087 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.113208 FALSE TRUE TRUE

c.(28-30)gCg>gAgp.A10E 0.454545 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.452381 TRUE TRUE TRUE

c.(1093-1095)Atc>Ttcp.I365F 0.44 FALSE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.681818 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.548387 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.491803 TRUE TRUE TRUE

c.(340-342)ggC>ggTp.G114G 0.092308 FALSE TRUE TRUE

c.(1135-1137)acG>acAp.T379T 0.24 TRUE TRUE TRUE

c.(250-252)gaA>gaGp.E84E 0.777778 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 1 TRUE TRUE FALSE

c.(5761-5763)ccA>ccCp.P1921P 0.486957 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.488584 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.446429 TRUE TRUE TRUE

c.(538-540)ctA>ctCp.L180L 0.551351 TRUE TRUE TRUE

c.(4267-4269)ctG>ctAp.L1423L 0.444444 FALSE TRUE FALSE

c.(7915-7917)Gac>Aacp.D2639N 0.522388 FALSE FALSE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.572581 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.996063 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.52 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.987805 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.552083 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.294872 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.47 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.471014 TRUE TRUE TRUE

c.(1039-1041)Cag>Gagp.Q347E 0.304348 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.333333 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 1 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.460674 TRUE TRUE TRUE

c.(820-822)Cct>Tctp.P274S 0.913043 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.510989 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.898734 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.211111 TRUE TRUE FALSE

c.(844-846)atT>atCp.I282I 1 TRUE TRUE TRUE

c.(3250-3252)ccC>ccTp.P1084P 0.538462 FALSE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.324324 TRUE TRUE TRUE



c.(496-498)ttC>ttTp.F166F 0.692308 TRUE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.464286 TRUE TRUE TRUE

c.(241-243)caG>caAp.Q81Q 0.185185 FALSE FALSE FALSE

c.(7699-7701)cGt>cAtp.R2567H 0.5 FALSE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.443925 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.449664 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.165289 FALSE TRUE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.108571 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.8 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 1 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.450704 TRUE TRUE TRUE

c.(3640-3642)caC>caTp.H1214H 0.754545 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.535484 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.785714 TRUE TRUE FALSE

c.(3286-3288)Aaa>Gaap.K1096E 0.375 FALSE FALSE FALSE

c.(670-672)Gtt>Attp.V224I 0.173184 FALSE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.068323 TRUE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.517045 TRUE TRUE TRUE

c.(3682-3684)gaT>gaCp.D1228D 1 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.393103 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.456 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 1 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.2 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.666667 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.755556 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.45977 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.558282 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.681159 TRUE TRUE FALSE

c.(1474-1476)cCa>cAap.P492Q 0.494118 TRUE TRUE TRUE

c.(379-381)tcC>tcTp.S127S 0.435897 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.551546 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 1 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.517241 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.116071 TRUE TRUE TRUE

c.(1189-1191)aCt>aTtp.T397I 0.530864 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.962963 TRUE TRUE TRUE

c.(2329-2331)gtC>gtTp.V777V 0.602151 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.526012 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.486607 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.450199 TRUE TRUE FALSE

c.(3127-3129)tcA>tcGp.S1043S 0.517241 FALSE TRUE TRUE

c.(205-207)Caa>Aaap.Q69K 0.043891 TRUE TRUE FALSE

c.(7081-7083)ccC>ccTp.P2361P 0.391304 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.031133 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.875 TRUE TRUE FALSE



c.(943-945)gcT>gcCp.A315A 0.994792 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.502326 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.131313 TRUE TRUE TRUE

c.(1906-1908)cGg>cAgp.R636Q 0.455556 FALSE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 1 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.512987 TRUE TRUE TRUE

c.(625-627)gcG>gcAp.A209A 0.47541 FALSE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.463918 TRUE TRUE TRUE

c.(100-102)tgC>tgAp.C34* 0.537037 FALSE FALSE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.537313 TRUE TRUE FALSE

c.(796-798)Aag>Gagp.K266E 0.396825 FALSE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.419355 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.73913 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 1 TRUE TRUE TRUE

c.e10-2 0.119565 FALSE FALSE FALSE

c.(448-450)cTc>cCcp.L150P 1 FALSE TRUE FALSE

c.e2-1 0.186441 FALSE FALSE FALSE

c.(697-699)caA>caTp.Q233H 0.557143 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.817391 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.989899 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.692308 TRUE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.081818 FALSE TRUE TRUE

c.(2587-2589)acA>acGp.T863T 0.884058 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.468531 TRUE TRUE FALSE

c.(1825-1827)ccA>ccGp.P609P 0.49635 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.76 TRUE TRUE FALSE

c.(3778-3780)caA>caGp.Q1260Q 0.409091 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.477477 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.571429 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 1 TRUE TRUE TRUE

c.(6937-6939)ctA>ctGp.L2313L 0.464706 FALSE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.423077 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.8 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.438356 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.507812 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.99631 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.991228 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.119048 TRUE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.440789 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.996711 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.138889 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.473404 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(493-495)gGc>gTcp.G165V 0.214286 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.513889 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.554745 TRUE TRUE TRUE

c.(2362-2364)Aag>Gagp.K788E 0.586957 TRUE TRUE TRUE



c.(409-411)Caa>Aaap.Q137K 0.04084 TRUE FALSE FALSE

c.(3289-3291)ccA>ccGp.P1097P 0.475309 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.148148 TRUE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.496063 TRUE TRUE TRUE

c.(2494-2496)Cgg>Tggp.R832W 0.47486 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.254902 TRUE FALSE FALSE

c.(2281-2283)ggC>ggTp.G761G 1 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.492147 TRUE TRUE TRUE

c.(2383-2385)Ctg>Ttgp.L795L 0.52381 FALSE FALSE FALSE

c.(6193-6195)atT>atCp.I2065I 0.440678 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.072464 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.546448 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.476395 FALSE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.384615 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.50431 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.633333 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.387097 TRUE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.475 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.115702 FALSE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.504237 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.844828 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.511628 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.6875 TRUE TRUE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.1375 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.430693 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.288136 TRUE TRUE FALSE

c.(148-150)gTt>gAtp.V50D 0.234719 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.483051 TRUE TRUE TRUE

c.(2374-2376)gaT>gaCp.D792D 0.508108 TRUE TRUE TRUE

c.(316-318)Cgg>Aggp.R106R 0.666667 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.349315 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.485714 TRUE TRUE TRUE

c.(1750-1752)Cgc>Tgcp.R584C 0.584906 FALSE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.695652 TRUE TRUE FALSE

c.(670-672)Aag>Gagp.K224E 0.193548 FALSE FALSE FALSE

c.(994-996)gGc>gCcp.G332A 0.489051 TRUE TRUE TRUE

c.(4630-4632)ccG>ccAp.P1544P 0.47 TRUE TRUE TRUE

c.(3184-3186)Gcc>Accp.A1062T 0.516129 TRUE TRUE FALSE

c.(487-489)cCa>cAap.P163Q 0.267327 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.521739 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.26087 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.113208 FALSE TRUE TRUE

c.(28-30)gCg>gAgp.A10E 0.454545 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.452381 TRUE TRUE TRUE

c.(1093-1095)Atc>Ttcp.I365F 0.44 FALSE TRUE TRUE



c.(3160-3162)Gag>Aagp.E1054K 0.681818 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.548387 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.491803 TRUE TRUE TRUE

c.(340-342)ggC>ggTp.G114G 0.092308 FALSE TRUE TRUE

c.(1135-1137)acG>acAp.T379T 0.24 TRUE TRUE TRUE

c.(250-252)gaA>gaGp.E84E 0.777778 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 1 TRUE TRUE FALSE

c.(5761-5763)ccA>ccCp.P1921P 0.486957 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.488584 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.446429 TRUE TRUE TRUE

c.(538-540)ctA>ctCp.L180L 0.551351 TRUE TRUE TRUE

c.(4267-4269)ctG>ctAp.L1423L 0.444444 FALSE TRUE FALSE

c.(7915-7917)Gac>Aacp.D2639N 0.522388 FALSE FALSE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.572581 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.996063 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.52 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.987805 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.552083 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.294872 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.47 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.471014 TRUE TRUE TRUE

c.(1039-1041)Cag>Gagp.Q347E 0.304348 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.333333 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 1 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.460674 TRUE TRUE TRUE

c.(820-822)Cct>Tctp.P274S 0.913043 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.510989 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.898734 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.211111 TRUE TRUE FALSE

c.(844-846)atT>atCp.I282I 1 TRUE TRUE TRUE

c.(3250-3252)ccC>ccTp.P1084P 0.538462 FALSE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.324324 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.692308 TRUE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.464286 TRUE TRUE TRUE

c.(241-243)caG>caAp.Q81Q 0.185185 FALSE FALSE FALSE

c.(7699-7701)cGt>cAtp.R2567H 0.5 FALSE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.443925 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.449664 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.165289 FALSE TRUE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.108571 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.8 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 1 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.450704 TRUE TRUE TRUE



c.(3640-3642)caC>caTp.H1214H 0.754545 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.535484 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.785714 TRUE TRUE FALSE

c.(3286-3288)Aaa>Gaap.K1096E 0.375 FALSE FALSE FALSE

c.(670-672)Gtt>Attp.V224I 0.173184 FALSE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.068323 TRUE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.517045 TRUE TRUE TRUE

c.(3682-3684)gaT>gaCp.D1228D 1 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.393103 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.456 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 1 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.2 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.666667 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.755556 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.45977 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.558282 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.681159 TRUE TRUE FALSE

c.(1474-1476)cCa>cAap.P492Q 0.494118 TRUE TRUE TRUE

c.(379-381)tcC>tcTp.S127S 0.435897 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.551546 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 1 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.517241 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.116071 TRUE TRUE TRUE

c.(1189-1191)aCt>aTtp.T397I 0.530864 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.962963 TRUE TRUE TRUE

c.(2329-2331)gtC>gtTp.V777V 0.602151 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.526012 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.486607 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.450199 TRUE TRUE FALSE

c.(3127-3129)tcA>tcGp.S1043S 0.517241 FALSE TRUE TRUE

c.(205-207)Caa>Aaap.Q69K 0.043891 TRUE TRUE FALSE

c.(7081-7083)ccC>ccTp.P2361P 0.391304 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.031133 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.875 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.994792 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.502326 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.131313 TRUE TRUE TRUE

c.(1906-1908)cGg>cAgp.R636Q 0.455556 FALSE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 1 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.512987 TRUE TRUE TRUE

c.(625-627)gcG>gcAp.A209A 0.47541 FALSE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.463918 TRUE TRUE TRUE

c.(100-102)tgC>tgAp.C34* 0.537037 FALSE FALSE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.537313 TRUE TRUE FALSE

c.(796-798)Aag>Gagp.K266E 0.396825 FALSE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.419355 TRUE TRUE TRUE



c.(526-528)cGt>cAtp.R176H 0.73913 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 1 TRUE TRUE TRUE

c.e10-2 0.119565 FALSE FALSE FALSE

c.(448-450)cTc>cCcp.L150P 1 FALSE TRUE FALSE

c.e2-1 0.186441 FALSE FALSE FALSE

c.(697-699)caA>caTp.Q233H 0.557143 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.817391 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.989899 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.692308 TRUE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.081818 FALSE TRUE TRUE

c.(2587-2589)acA>acGp.T863T 0.884058 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.468531 TRUE TRUE FALSE

c.(1825-1827)ccA>ccGp.P609P 0.49635 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.76 TRUE TRUE FALSE

c.(3778-3780)caA>caGp.Q1260Q 0.409091 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.477477 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.571429 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 1 TRUE TRUE TRUE

c.(6937-6939)ctA>ctGp.L2313L 0.464706 FALSE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.423077 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.8 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.438356 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.507812 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.99631 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.991228 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.119048 TRUE TRUE FALSE

c.(3151-3153)Gag>Aagp.E1051K 1 FALSE FALSE FALSE

c.(4378-4380)caG>caAp.Q1460Q 0.515152 FALSE FALSE FALSE

c.(2350-2352)ccC>ccGp.P784P 0.503704 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.432432 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.498652 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.101695 TRUE TRUE FALSE

c.(475-477)gCc>gTcp.A159V 0.375 FALSE TRUE FALSE

c.(10669-10671)ccA>ccGp.P3557P 0.538043 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.430657 TRUE TRUE TRUE

c.(1885-1887)gcG>gcAp.A629A 0.408284 TRUE TRUE TRUE

c.(85-87)gcG>gcAp.A29A 0.520295 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.502591 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.545977 FALSE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 0.4375 TRUE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.5625 TRUE TRUE FALSE

c.(1363-1365)tcA>tcGp.S455S 0.528736 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 1 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.657143 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.477876 TRUE TRUE TRUE

c.(103-105)caG>caAp.Q35Q 0.8 FALSE TRUE FALSE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE



c.(2038-2040)Tct>Cctp.S680P 0.538462 FALSE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.996169 TRUE TRUE TRUE

c.(1090-1092)Gag>Aagp.E364K 0.461538 FALSE FALSE FALSE

c.(9481-9483)Ttc>Atcp.F3161I 0.456204 TRUE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 0.613636 TRUE TRUE TRUE

c.(3514-3516)ttC>ttTp.F1172F 0.492593 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.125 TRUE TRUE TRUE

c.(3580-3582)tcC>tcTp.S1194S 0.482759 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.09434 TRUE TRUE FALSE

c.(1336-1338)tgT>tgCp.C446C 0.492537 TRUE TRUE TRUE

c.(217-219)Ctt>Tttp.L73F 0.307692 TRUE TRUE TRUE

c.(8104-8106)gAt>gGtp.D2702G 0.463415 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.22069 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.200957 TRUE TRUE FALSE

c.(6478-6480)Ttg>Ctgp.L2160L 0.555556 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(13-15)Gtg>Ctgp.V5L 0.4 FALSE TRUE FALSE

c.(3097-3099)Gcc>Accp.A1033T 0.584906 FALSE TRUE FALSE

c.(919-921)cGt>cAtp.R307H 0.487179 TRUE TRUE TRUE

c.(2227-2229)caT>caCp.H743H 0.469965 TRUE TRUE TRUE

c.(823-825)cGa>cTap.R275L 0.423423 TRUE TRUE TRUE

c.(865-867)Aat>Catp.N289H 0.481013 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 1 TRUE TRUE FALSE

c.(1639-1641)ccG>ccAp.P547P 0.59322 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 1 FALSE TRUE FALSE

c.(1015-1017)gAg>gGgp.E339G 0.484277 FALSE FALSE FALSE

c.(10630-10632)gcG>gcAp.A3544A 0.463602 FALSE TRUE TRUE

c.(199-201)Aga>Tgap.R67* 0.055866 TRUE TRUE FALSE

c.(832-834)tcA>tcTp.S278S 0.496875 TRUE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.429319 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.460581 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 1 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.480645 TRUE TRUE TRUE

c.(1672-1674)aAg>aGgp.K558R 0.477733 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.482014 TRUE TRUE TRUE

c.(5188-5190)Aaa>Gaap.K1730E 0.5 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.577465 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.462069 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.510417 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.238683 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.463918 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.474178 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.197324 TRUE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.995885 TRUE TRUE TRUE

c.(2971-2973)Aac>Gacp.N991D 0.47331 TRUE TRUE TRUE



c.(943-945)Cgg>Tggp.R315W 0.538136 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.473282 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.492492 TRUE TRUE TRUE

c.(5083-5085)tcG>tcAp.S1695S 0.523529 FALSE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.450704 TRUE TRUE TRUE

c.(625-627)Cta>Ttap.L209L 1 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.537367 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.996429 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.501629 TRUE TRUE TRUE

c.(115-117)Atg>Ctgp.M39L 0.578947 FALSE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.99262 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.363128 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1234-1236)Cac>Tacp.H412Y 0.526316 FALSE TRUE FALSE

c.(835-837)ggC>ggTp.G279G 0.146067 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.478947 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.474194 TRUE TRUE TRUE

c.(511-513)Gac>Aacp.D171N 0.7 FALSE TRUE TRUE

c.(2050-2052)atC>atTp.I684I 0.543478 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.40625 TRUE TRUE FALSE

c.(3949-3951)cgA>cgGp.R1317R 0.513423 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.49697 FALSE TRUE FALSE

c.(19-21)ggC>ggTp.G7G 0.535032 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.592593 TRUE TRUE TRUE

c.(853-855)gaT>gaGp.D285E 0.5 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.411111 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.199095 TRUE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.430921 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 0.5 TRUE TRUE TRUE

c.(6742-6744)ccG>ccAp.P2248P 0.448795 TRUE TRUE TRUE

c.(1462-1464)Tgc>Cgcp.C488R 0.229947 TRUE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.525253 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.468013 TRUE TRUE TRUE

c.(1138-1140)Gcc>Cccp.A380P 1 FALSE TRUE FALSE

c.(94-96)Ctc>Gtcp.L32V 0.474104 FALSE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.541436 TRUE TRUE TRUE

c.(10174-10176)ggC>ggTp.G3392G 0.509225 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.549587 TRUE TRUE TRUE

c.(1138-1140)taC>taTp.Y380Y 0.533333 TRUE TRUE TRUE

c.(784-786)gcG>gcAp.A262A 0.487903 FALSE TRUE TRUE

c.(2350-2352)Cgc>Tgcp.R784C 0.448485 FALSE FALSE FALSE

c.(142-144)cAg>cGgp.Q48R 0.524917 TRUE TRUE TRUE

c.(3772-3774)caG>caAp.Q1258Q 0.134615 TRUE FALSE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.039301 TRUE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.487805 TRUE TRUE TRUE

c.(244-246)cGc>cTcp.R82L 0.517241 FALSE TRUE FALSE

c.(1075-1077)gtC>gtAp.V359V 0.496154 TRUE TRUE TRUE



c.(6202-6204)taT>taCp.Y2068Y 0.533333 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.524457 TRUE TRUE TRUE

c.(664-666)ggG>ggAp.G222G 1 FALSE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.520755 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.666667 TRUE TRUE TRUE

c.(463-465)ggC>ggTp.G155G 0.307692 FALSE FALSE FALSE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(11200-11202)Caa>Aaap.Q3734K 1 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.494424 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.321951 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.466258 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.097222 TRUE TRUE FALSE

c.(523-525)cGt>cAtp.R175H 0.569767 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.523669 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.058076 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 1 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.487119 TRUE TRUE TRUE

c.(577-579)Gtt>Attp.V193I 0.909091 FALSE TRUE FALSE

c.(85-87)Gat>Aatp.D29N 0.487941 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.429687 TRUE TRUE TRUE

c.(1357-1359)aaT>aaGp.N453K 0.541667 TRUE TRUE TRUE

c.(8152-8154)Att>Gttp.I2718V 0.466321 TRUE TRUE TRUE

c.(913-915)acC>acTp.T305T 1 FALSE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.509375 TRUE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.430556 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.485795 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.058236 TRUE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.494253 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.089595 TRUE TRUE FALSE

c.(580-582)Agc>Ggcp.S194G 0.5 FALSE FALSE FALSE

c.(1261-1263)caG>caAp.Q421Q 0.164384 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.485849 TRUE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.457265 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.439516 TRUE TRUE TRUE

c.(1195-1197)Cgc>Tgcp.R399C 0.7 TRUE TRUE FALSE

c.(2149-2151)gCg>gTgp.A717V 0.486068 FALSE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.463127 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.52 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.994382 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.480159 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.510574 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.486989 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.35 TRUE TRUE FALSE

c.(808-810)Cgc>Tgcp.R270C 0.486486 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.518519 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.56531 TRUE TRUE FALSE



c.(7096-7098)Aag>Cagp.K2366Q 1 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.513595 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.461538 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.504098 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.070694 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.566176 TRUE TRUE TRUE

c.(85-87)ccA>ccGp.P29P 0.528239 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.437126 TRUE TRUE TRUE

c.(2446-2448)tcA>tcCp.S816S 0.491848 TRUE TRUE TRUE

c.(8320-8322)tgC>tgTp.C2774C 1 TRUE TRUE TRUE

c.(199-201)Acc>Gccp.T67A 1 FALSE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.51312 TRUE TRUE TRUE

c.(1237-1239)ccG>ccAp.P413P 0.530612 FALSE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.442396 TRUE TRUE TRUE

c.(76-78)ccT>ccCp.P26P 1 FALSE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.092391 TRUE TRUE FALSE

c.(523-525)agC>agTp.S175S 0.512605 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.183721 TRUE TRUE TRUE

c.(493-495)gGc>gTcp.G165V 0.333333 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.521368 TRUE TRUE TRUE

c.(2650-2652)tCa>tTap.S884L 0.52973 TRUE TRUE TRUE

c.(466-468)ctG>ctAp.L156L 1 FALSE TRUE FALSE

c.(403-405)Aga>Tgap.R135* 0.079886 TRUE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.44586 TRUE TRUE TRUE

c.(1186-1188)acA>acGp.T396T 1 FALSE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.447154 TRUE TRUE TRUE

c.(1027-1029)gtA>gtGp.V343V 1 FALSE TRUE FALSE

c.(1234-1236)Gtg>Ctgp.V412L 0.390977 TRUE TRUE TRUE

c.(1489-1491)ctC>ctAp.L497L 0.176471 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.455446 TRUE TRUE TRUE

c.(622-624)tCt>tGtp.S208C 0.497653 TRUE TRUE TRUE

c.(463-465)agA>agGp.R155R 0.067568 TRUE TRUE FALSE

c.(805-807)Tgt>Cgtp.C269R 0.052885 TRUE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.995455 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.545455 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.497992 TRUE TRUE TRUE

c.(7501-7503)Ata>Gtap.I2501V 0.501818 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.996416 TRUE TRUE TRUE

c.(259-261)Cag>Aagp.Q87K 0.340206 FALSE TRUE TRUE

c.(1996-1998)gaA>gaCp.E666D 0.526846 FALSE TRUE TRUE

c.(532-534)agC>agTp.S178S 0.454545 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.486395 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.52549 TRUE TRUE TRUE

c.(1339-1341)aTg>aCgp.M447T 0.512915 TRUE TRUE TRUE

c.(4765-4767)Gcc>Tccp.A1589S 0.5625 FALSE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.04321 TRUE TRUE FALSE



c.(2116-2118)gcT>gcCp.A706A 0.625 FALSE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.473684 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.446565 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.573684 TRUE TRUE TRUE

c.(196-198)Tgc>Cgcp.C66R 0.106509 TRUE FALSE FALSE

c.(991-993)Gcc>Accp.A331T 1 FALSE TRUE FALSE

c.(1015-1017)gAt>gTtp.D339V 0.506122 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.291525 TRUE TRUE TRUE

c.(1018-1020)cGt>cAtp.R340H 0.611111 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.444444 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.476667 TRUE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.516245 TRUE TRUE TRUE

c.(37-39)ctA>ctGp.L13L 1 FALSE TRUE FALSE

c.(541-543)Cct>Tctp.P181S 0.428571 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.507246 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.469965 TRUE TRUE TRUE

c.e2-1 0.143885 FALSE FALSE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.54 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.496667 TRUE TRUE TRUE

c.(193-195)Tct>Actp.S65T 0.496667 FALSE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.489209 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.39759 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.503472 TRUE TRUE TRUE

c.(2338-2340)cCg>cTgp.P780L 0.5375 FALSE TRUE TRUE

c.(1417-1419)gCa>gTap.A473V 0.511628 FALSE TRUE FALSE

c.(16-18)Tgg>Cggp.W6R 0.181818 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.504098 TRUE TRUE TRUE

c.(3652-3654)Atc>Gtcp.I1218V 0.528455 FALSE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.109677 TRUE TRUE FALSE

c.(6820-6822)cCg>cTgp.P2274L 0.529412 FALSE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.319149 TRUE TRUE TRUE

c.(1030-1032)cGg>cAgp.R344Q 0.514286 TRUE TRUE FALSE

c.(6622-6624)ctT>ctCp.L2208L 0.6 FALSE TRUE TRUE

c.(13687-13689)ccC>ccTp.P4563P 0.649254 TRUE TRUE TRUE

c.(247-249)cCa>cAap.P83Q 0.065657 TRUE FALSE FALSE

c.(2494-2496)Cgg>Tggp.R832W 0.097674 FALSE TRUE TRUE

c.(4219-4221)Tct>Actp.S1407T 0.635468 FALSE TRUE TRUE

c.(613-615)tcC>tcAp.S205S 1 FALSE TRUE FALSE

c.(1126-1128)ctG>ctCp.L376L 0.389474 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.640199 TRUE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.588235 TRUE TRUE TRUE

c.(448-450)Aac>Gacp.N150D 1 FALSE TRUE FALSE

c.(175-177)acG>acAp.T59T 0.482353 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.601626 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.11036 TRUE TRUE FALSE



c.(4012-4014)tcC>tcTp.S1338S 0.560606 FALSE TRUE FALSE

c.(6499-6501)Cgt>Tgtp.R2167C 0.198582 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.527559 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.518325 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.914027 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.540816 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.616667 TRUE TRUE TRUE

c.(1333-1335)agG>agAp.R445R 0.354167 TRUE TRUE FALSE

c.(85-87)Gat>Aatp.D29N 0.63355 FALSE TRUE FALSE

c.(241-243)Cca>Gcap.P81A 0.094972 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 0.536946 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.346535 TRUE TRUE FALSE

c.(1933-1935)Gtg>Atgp.V645M 0.581395 FALSE TRUE FALSE

c.(97-99)agG>agTp.R33S 0.636364 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.660584 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.330357 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.469828 TRUE TRUE TRUE

c.(10843-10845)gGa>gCap.G3615A 0.526749 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.454545 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.340136 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.455224 TRUE TRUE TRUE

c.(2296-2298)cCg>cTgp.P766L 0.34375 FALSE FALSE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.99661 TRUE TRUE TRUE

c.(28-30)gCg>gAgp.A10E 1 FALSE TRUE FALSE

c.(361-363)gTc>gCcp.V121A 0.5 TRUE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.541667 TRUE TRUE TRUE

c.(9223-9225)ttA>ttGp.L3075L 0.561576 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.973684 TRUE TRUE TRUE

c.(364-366)Ctg>Gtgp.L122V 0.5 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.309028 TRUE TRUE FALSE

c.(253-255)gaT>gaGp.D85E 0.388889 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.6 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.8125 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 1 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.556701 TRUE TRUE TRUE

c.(6043-6045)Acc>Gccp.T2015A 0.136364 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.099099 TRUE TRUE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.610687 TRUE TRUE TRUE

c.(607-609)Tct>Actp.S203T 0.460641 FALSE TRUE TRUE

c.(538-540)ctA>ctCp.L180L 0.483871 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.42723 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.113801 TRUE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.5 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.347222 TRUE TRUE TRUE



c.(79-81)cGg>cAgp.R27Q 0.588235 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 1 TRUE TRUE TRUE

c.(3235-3237)gcG>gcAp.A1079A 0.682927 FALSE FALSE FALSE

c.(103-105)caG>caAp.Q35Q 1 FALSE TRUE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.396104 TRUE TRUE TRUE

c.(91-93)gtA>gtGp.V31V 0.965517 FALSE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 0.758621 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.992248 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.516779 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.076923 TRUE TRUE TRUE

c.(988-990)Cac>Aacp.H330N 0.032735 FALSE FALSE FALSE

c.(793-795)Ccc>Tccp.P265S 1 FALSE TRUE FALSE

c.(1282-1284)Ggt>Agtp.G428S 0.481132 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.521277 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.508021 TRUE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 0.636364 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.079681 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.469091 TRUE TRUE TRUE

c.(178-180)atT>atCp.I60I 0.956522 FALSE TRUE FALSE

c.(163-165)atG>atAp.M55I 1 FALSE TRUE FALSE

c.(2890-2892)caT>caCp.H964H 0.480583 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.992218 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.127273 TRUE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.322981 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.364162 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.484 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.520833 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.460784 TRUE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 0.449057 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.545455 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.518229 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.5 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.5 TRUE TRUE FALSE

c.(2572-2574)ggC>ggTp.G858G 0.549296 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.494048 TRUE TRUE TRUE

c.(4162-4164)cGg>cTgp.R1388L 0.308511 FALSE TRUE TRUE

c.(1867-1869)tGt>tAtp.C623Y 0.445946 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.100775 TRUE TRUE FALSE

c.(9418-9420)cAa>cGap.Q3140R 0.466321 TRUE TRUE TRUE

c.(1693-1695)atT>atCp.I565I 0.45122 TRUE TRUE TRUE

c.(4264-4266)Gag>Aagp.E1422K 0.230769 TRUE TRUE FALSE

c.(802-804)caA>caGp.Q268Q 0.433333 FALSE TRUE TRUE

c.(490-492)gCa>gTap.A164V 1 FALSE TRUE FALSE

c.(1006-1008)aCt>aTtp.T336I 0.595745 FALSE TRUE TRUE

c.(1414-1416)ggT>ggCp.G472G 0.651786 TRUE TRUE TRUE

c.(6601-6603)gaG>gaAp.E2201E 0.327103 FALSE TRUE TRUE



c.(6907-6909)ctG>ctAp.L2303L 0.517857 TRUE TRUE TRUE

c.(1138-1140)Ttt>Attp.F380I 0.407767 TRUE TRUE TRUE

c.(361-363)gcC>gcTp.A121A 0.5 TRUE TRUE TRUE

c.(484-486)gcA>gcGp.A162A 1 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.470588 TRUE TRUE TRUE

c.e3+1 0.41573 FALSE TRUE TRUE

c.(7573-7575)Ctc>Gtcp.L2525V 0.6 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 1 TRUE TRUE TRUE

c.(310-312)Atg>Gtgp.M104V 1 FALSE TRUE FALSE

c.(3436-3438)cgA>cgGp.R1146R 0.251799 TRUE TRUE FALSE

c.(58-60)ctA>ctGp.L20L 0.153846 TRUE TRUE FALSE

c.(3178-3180)Gta>Atap.V1060I 0.428571 TRUE TRUE TRUE

c.(2803-2805)ctG>ctAp.L935L 0.431818 FALSE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.993197 TRUE TRUE TRUE

c.(850-852)cGc>cAcp.R284H 0.496454 FALSE FALSE TRUE

c.(199-201)gTa>gGap.V67G 0.6 TRUE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.524096 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.541096 TRUE TRUE TRUE

c.(265-267)aCt>aAtp.T89N 1 FALSE TRUE FALSE

c.(541-543)taT>taCp.Y181Y 0.42246 FALSE TRUE TRUE

c.(106-108)cCt>cTtp.P36L 1 FALSE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.19898 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.612 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.637387 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.531062 TRUE TRUE TRUE

c.(415-417)gaC>gaTp.D139D 0.428571 TRUE TRUE TRUE

c.(1345-1347)aGg>aAgp.R449K 0.632231 FALSE TRUE TRUE

c.(2116-2118)Act>Tctp.T706S 0.461957 FALSE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.49697 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.457627 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.460076 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.489899 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.504854 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(5152-5154)tGt>tTtp.C1718F 0.478102 TRUE TRUE TRUE

c.(664-666)ggG>ggAp.G222G 1 FALSE TRUE FALSE

c.(556-558)gaG>gaAp.E186E 0.495575 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.601523 TRUE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.866667 TRUE TRUE TRUE

c.(454-456)Tca>Ccap.S152P 0.35 FALSE FALSE FALSE

c.(142-144)cAg>cGgp.Q48R 0.525097 TRUE TRUE TRUE

c.(5869-5871)cGt>cAtp.R1957H 0.466258 FALSE FALSE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.555556 TRUE TRUE TRUE

c.(460-462)caC>caTp.H154H 0.448276 FALSE TRUE TRUE

c.(703-705)aGg>aAgp.R235K 0.656489 FALSE TRUE FALSE

c.(166-168)caA>caGp.Q56Q 0.516484 TRUE TRUE TRUE



c.(3235-3237)caC>caTp.H1079H 0.128205 FALSE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.491228 TRUE TRUE TRUE

c.(1333-1335)Ctc>Ttcp.L445F 1 FALSE TRUE FALSE

c.(973-975)taC>taTp.Y325Y 0.481707 TRUE TRUE TRUE

c.(214-216)aCg>aGgp.T72R 0.5 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.3 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.12766 TRUE TRUE FALSE

c.(4318-4320)Gtc>Atcp.V1440I 0.495238 FALSE TRUE TRUE

c.(1000-1002)acG>acAp.T334T 1 FALSE TRUE FALSE

c.(820-822)aCg>aTgp.T274M 0.54386 TRUE TRUE TRUE

c.(1168-1170)aAt>aGtp.N390S 1 FALSE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 1 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.523256 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.510204 TRUE TRUE TRUE

c.(5875-5877)gcC>gcGp.A1959A 0.5 FALSE TRUE FALSE

c.(139-141)gGa>gAap.G47E 0.138528 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.476415 TRUE TRUE TRUE

c.(2236-2238)atC>atTp.I746I 0.456376 FALSE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.394366 TRUE TRUE FALSE

c.(202-204)gCc>gGcp.A68G 0.625 FALSE FALSE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.482759 TRUE TRUE TRUE

c.(4948-4950)gCg>gTgp.A1650V 0.540984 FALSE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.515924 TRUE TRUE TRUE

c.(334-336)cCa>cAap.P112Q 0.047904 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.641558 TRUE TRUE TRUE

c.(1453-1455)tgC>tgTp.C485C 0.638889 FALSE TRUE TRUE

c.(3772-3774)caG>caAp.Q1258Q 0.085714 TRUE FALSE TRUE

c.(235-237)aaC>aaTp.N79N 0.208955 TRUE TRUE FALSE

c.(1372-1374)gcA>gcGp.A458A 1 FALSE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.578947 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.639871 TRUE TRUE TRUE

c.(3013-3015)gtG>gtAp.V1005V 0.465608 FALSE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.484581 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.093264 TRUE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.186667 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.485437 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.518519 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.51004 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.988462 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.55102 TRUE TRUE TRUE

c.(865-867)Ggc>Agcp.G289S 0.469208 FALSE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.117241 TRUE TRUE FALSE

c.(8062-8064)ggA>ggGp.G2688G 0.530201 FALSE TRUE TRUE

c.(514-516)Gtc>Atcp.V172I 0.150685 FALSE TRUE TRUE

c.(2269-2271)cgG>cgAp.R757R 0.437838 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.076923 TRUE TRUE FALSE



c.(280-282)ctG>ctCp.L94L 0.464789 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.09375 TRUE TRUE FALSE

c.(844-846)gcC>gcTp.A282A 0.505495 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.045455 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.475 TRUE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.527273 TRUE TRUE TRUE

c.(1993-1995)atG>atAp.M665I 0.6 TRUE TRUE FALSE

c.(715-717)ccG>ccAp.P239P 0.451977 TRUE TRUE FALSE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.522293 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(112-114)agC>agTp.S38S 0.045045 TRUE TRUE FALSE

c.(1699-1701)Ctg>Ttgp.L567L 0.395161 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.497297 TRUE TRUE TRUE

c.(550-552)atT>atCp.I184I 0.962963 FALSE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.996364 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.576 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.409091 TRUE TRUE FALSE

c.(397-399)Gtg>Ctgp.V133L 0.438272 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.490196 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.50365 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.035439 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.586207 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.407216 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.528736 FALSE TRUE FALSE

c.(1966-1968)caC>caTp.H656H 0.516667 TRUE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.434783 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.513889 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.470588 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.161538 TRUE TRUE FALSE

c.(4675-4677)Gtg>Atgp.V1559M 0.517241 TRUE TRUE TRUE

c.(1195-1197)ccC>ccTp.P399P 0.692308 FALSE TRUE FALSE

c.(700-702)Aca>Tcap.T234S 0.211368 TRUE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.506579 TRUE TRUE TRUE

c.(616-618)cCa>cAap.P206Q 0.067568 TRUE FALSE FALSE

c.(859-861)cTc>cCcp.L287P 0.408602 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.413978 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.536965 TRUE TRUE TRUE

c.(2926-2928)gtG>gtCp.V976V 0.491667 TRUE TRUE TRUE

c.(1030-1032)cGg>cAgp.R344Q 0.333333 TRUE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(8764-8766)Atc>Gtcp.I2922V 0.5 FALSE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.030488 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.979866 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.517241 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.314815 TRUE TRUE FALSE

c.(4051-4053)gaC>gaTp.D1351D 0.568182 TRUE TRUE TRUE



c.(8380-8382)gcC>gcTp.A2794A 0.992366 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.436 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.545455 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.307692 TRUE TRUE TRUE

c.(325-327)ccG>ccAp.P109P 0.350515 FALSE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.969231 TRUE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 0.484252 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.034934 TRUE TRUE TRUE

c.(1429-1431)cGg>cAgp.R477Q 0.069231 TRUE TRUE FALSE

c.(1729-1731)cTg>cCgp.L577P 0.777778 FALSE TRUE FALSE

c.(568-570)caC>caTp.H190H 0.581395 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.395604 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.522727 TRUE TRUE TRUE

c.(7555-7557)acC>acTp.T2519T 0.484043 FALSE TRUE TRUE

c.(499-501)gCa>gGap.A167G 0.063971 FALSE FALSE FALSE

c.(3016-3018)taC>taTp.Y1006Y 0.468085 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.966667 TRUE TRUE TRUE

c.(6559-6561)Cga>Agap.R2187R 0.11828 FALSE FALSE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.515625 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.477612 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.455172 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 1 TRUE TRUE FALSE

c.(7945-7947)cGt>cAtp.R2649H 0.973822 TRUE TRUE TRUE

c.(9304-9306)gAa>gGap.E3102G 0.513393 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.512367 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.981132 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.233333 TRUE TRUE FALSE

c.(3292-3294)agC>agTp.S1098S 0.519231 FALSE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.093985 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.478528 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.451923 TRUE TRUE TRUE

c.(517-519)Cgc>Tgcp.R173C 0.529412 FALSE TRUE FALSE

c.(2182-2184)cGc>cAcp.R728H 0.513245 FALSE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 1 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.487603 TRUE TRUE TRUE

c.(1516-1518)gcG>gcAp.A506A 0.358974 TRUE TRUE FALSE

c.(766-768)gGa>gCap.G256A 0.521127 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.978495 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.555556 TRUE TRUE FALSE

c.(526-528)cGt>cAtp.R176H 0.458333 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.991736 TRUE TRUE TRUE

c.(235-237)ccT>ccAp.P79P 0.47861 TRUE TRUE TRUE

c.(12892-12894)aCc>aGcp.T4298S 0.494565 FALSE TRUE TRUE

c.(442-444)Gcg>Acgp.A148T 0.5 TRUE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.568966 TRUE TRUE FALSE

c.(1069-1071)Gcc>Cccp.A357P 0.444444 FALSE TRUE TRUE



c.(8377-8379)aGt>aAtp.S2793N 0.992248 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.571429 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.415929 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 0.666667 TRUE TRUE TRUE

c.(8533-8535)cGt>cAtp.R2845H 0.513966 TRUE TRUE TRUE

c.(2596-2598)gGg>gAgp.G866E 0.534722 FALSE FALSE FALSE

c.(1681-1683)cgC>cgTp.R561R 0.714286 TRUE TRUE TRUE

c.(385-387)Gtg>Ctgp.V129L 0.459547 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.980892 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.5 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.983696 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.517986 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.60274 TRUE TRUE FALSE

c.(3397-3399)acC>acTp.T1133T 0.377778 FALSE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.520179 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.465116 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.463415 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.525424 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.23125 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.163934 TRUE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.165563 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.524823 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.471074 TRUE TRUE TRUE

c.(1270-1272)gaC>gaTp.D424D 0.8 FALSE TRUE FALSE

c.(610-612)Cgg>Tggp.R204W 0.5 TRUE FALSE FALSE

c.(2902-2904)gcA>gcGp.A968A 0.517857 FALSE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.489655 TRUE TRUE TRUE

c.(436-438)aaC>aaTp.N146N 0.549451 FALSE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.454545 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.992366 TRUE TRUE TRUE

c.(2050-2052)Aaa>Gaap.K684E 0.25 FALSE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.348837 TRUE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.209205 TRUE TRUE FALSE

c.(2077-2079)gaC>gaAp.D693E 0.479339 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.462838 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.507812 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.514851 TRUE TRUE TRUE

c.(538-540)ctA>ctCp.L180L 0.520468 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.357143 TRUE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.516667 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.421348 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.47619 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.380952 TRUE TRUE TRUE

c.(769-771)Atc>Gtcp.I257V 1 FALSE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.507692 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.505263 TRUE TRUE TRUE

c.(1084-1086)ggG>ggTp.G362G 0.5625 TRUE TRUE TRUE



c.(7009-7011)aCt>aAtp.T2337N 0.502703 TRUE TRUE TRUE

c.(223-225)agC>agTp.S75S 0.097701 TRUE TRUE TRUE

c.(532-534)agC>agTp.S178S 0.49863 TRUE TRUE TRUE

c.(13933-13935)acC>acTp.T4645T 0.557895 FALSE TRUE TRUE

c.(745-747)cTg>cCgp.L249P 0.36 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.438017 TRUE TRUE TRUE

c.(109-111)atG>atAp.M37I 0.833333 FALSE TRUE FALSE

c.(8356-8358)acG>acAp.T2786T 0.545455 TRUE TRUE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.552036 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 1 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.976378 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.48 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.567839 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.352941 TRUE TRUE TRUE

c.(2272-2274)aCc>aTcp.T758I 0.085106 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.064327 TRUE FALSE FALSE

c.(208-210)aaG>aaAp.K70K 0.235294 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.965517 TRUE TRUE TRUE

c.(481-483)Atg>Gtgp.M161V 0.0625 TRUE TRUE FALSE

c.(9682-9684)agG>agAp.R3228R 0.506977 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.103524 TRUE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.988095 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.522901 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.163265 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.440678 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.356322 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.475 TRUE TRUE TRUE

c.(1129-1131)cAg>cGgp.Q377R 0.280702 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.995927 TRUE TRUE TRUE

c.(97-99)agG>agTp.R33S 0.25 TRUE TRUE TRUE

c.(13-15)Gtc>Atcp.V5I 0.45 TRUE TRUE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.661765 TRUE TRUE TRUE

c.(490-492)ctT>ctCp.L164L 1 FALSE TRUE FALSE

c.(4528-4530)caC>caTp.H1510H 0.666667 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.528846 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.697531 TRUE TRUE TRUE

c.(523-525)cGt>cAtp.R175H 0.555556 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.253165 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.497059 FALSE TRUE FALSE

c.(805-807)Gtg>Ttgp.V269L 0.477679 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.982759 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.99187 TRUE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.307692 TRUE TRUE TRUE



c.(5299-5301)Cac>Tacp.H1767Y 0.315 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.455446 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.487395 TRUE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 0.34375 TRUE TRUE TRUE

c.(139-141)Ttg>Atgp.L47M 0.396552 TRUE TRUE TRUE

c.(841-843)ttC>ttGp.F281L 0.5 FALSE TRUE FALSE

c.(700-702)cTa>cCap.L234P 0.068493 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.184524 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.419355 TRUE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.471014 TRUE TRUE TRUE

c.(2056-2058)cgG>cgTp.R686R 0.493113 TRUE TRUE TRUE

c.(1333-1335)agG>agAp.R445R 0.333333 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.417178 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.510264 TRUE TRUE TRUE

c.(1633-1635)gaC>gaTp.D545D 0.565217 FALSE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.988701 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.063444 TRUE TRUE FALSE

c.(865-867)Gat>Aatp.D289N 0.330579 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.346535 TRUE TRUE TRUE

c.(1084-1086)ggG>ggTp.G362G 0.571429 TRUE TRUE TRUE

c.(1309-1311)gaG>gaAp.E437E 0.066667 FALSE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.992958 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.504065 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.511628 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.994413 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 1 FALSE TRUE FALSE

c.(4786-4788)Gtt>Cttp.V1596L 0.583333 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.694268 TRUE TRUE TRUE

c.(1447-1449)caG>caCp.Q483H 0.235294 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.375 TRUE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.488372 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.608108 TRUE TRUE TRUE

c.(1315-1317)Aac>Gacp.N439D 0.288344 FALSE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 0.986842 FALSE TRUE FALSE

c.(91-93)agC>agAp.S31R 0.425532 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.540541 TRUE TRUE FALSE

c.(5071-5073)Aag>Gagp.K1691E 0.521739 TRUE TRUE TRUE

c.(2440-2442)acG>acTp.T814T 0.541176 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.476744 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.234043 TRUE TRUE TRUE

c.(244-246)Cga>Tgap.R82* 0.444444 FALSE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.479508 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.454545 TRUE TRUE FALSE

c.(856-858)ccA>ccGp.P286P 0.472637 FALSE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.3875 FALSE TRUE FALSE

c.(898-900)aCg>aTgp.T300M 0.283784 TRUE TRUE TRUE

c.(2926-2928)gtG>gtCp.V976V 0.512727 TRUE TRUE TRUE



c.(3268-3270)ggC>ggTp.G1090G 0.628571 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.463722 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.525469 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.473054 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.533937 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.995327 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.745614 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.441065 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.526316 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.57265 TRUE TRUE TRUE

c.(1474-1476)cGt>cAtp.R492H 0.490476 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.473684 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.985294 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.444444 TRUE TRUE TRUE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(826-828)cGa>cAap.R276Q 0.679894 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.989247 TRUE TRUE TRUE

c.(1390-1392)ccG>ccAp.P464P 0.636364 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.362573 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.5 TRUE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.495298 TRUE TRUE TRUE

c.(1138-1140)Ttt>Attp.F380I 0.25 TRUE TRUE TRUE

c.(823-825)ccA>ccGp.P275P 0.380282 TRUE TRUE TRUE

c.(3247-3249)ccC>ccTp.P1083P 0.388889 TRUE TRUE FALSE

c.(3157-3159)Cac>Tacp.H1053Y 0.75 TRUE TRUE TRUE

c.(688-690)taC>taTp.Y230Y 0.328125 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(538-540)acT>acCp.T180T 1 FALSE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.99115 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.524648 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.188406 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.51046 TRUE TRUE TRUE

c.(3850-3852)cAc>cGcp.H1284R 0.071856 TRUE TRUE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.479233 TRUE TRUE FALSE

c.(4000-4002)Aca>Gcap.T1334A 0.53288 FALSE TRUE TRUE

c.(919-921)caC>caTp.H307H 0.666667 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.247788 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.528302 TRUE TRUE TRUE

c.(403-405)aCa>aAap.T135K 0.240876 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.482014 TRUE TRUE TRUE

c.(10231-10233)gaC>gaTp.D3411D 0.463158 FALSE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.512821 TRUE TRUE TRUE

c.(370-372)caC>caTp.H124H 0.377778 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.316708 TRUE TRUE TRUE

c.(3862-3864)gtT>gtCp.V1288V 0.401961 TRUE TRUE TRUE

c.(1729-1731)Gct>Tctp.A577S 0.318841 FALSE TRUE TRUE

c.(5317-5319)tCt>tTtp.S1773F 0.549161 FALSE TRUE TRUE



c.(5023-5025)aaG>aaAp.K1675K 0.318408 TRUE TRUE TRUE

c.(2221-2223)gaC>gaTp.D741D 0.421875 FALSE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.507812 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.463687 TRUE TRUE TRUE

c.(187-189)caG>caAp.Q63Q 0.193469 FALSE TRUE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1693-1695)atT>atCp.I565I 0.482759 TRUE TRUE TRUE

c.(4465-4467)aAt>aGtp.N1489S 0.517241 FALSE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.115108 TRUE TRUE FALSE

c.(802-804)caA>caGp.Q268Q 0.525 FALSE TRUE TRUE

c.(586-588)Ggt>Cgtp.G196R 0.129213 FALSE TRUE FALSE

c.(7621-7623)gcC>gcTp.A2541A 0.4375 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.462069 TRUE TRUE TRUE

c.(6853-6855)Gtg>Atgp.V2285M 0.457627 TRUE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 1 FALSE TRUE FALSE

c.(529-531)Gcc>Accp.A177T 0.989011 FALSE TRUE FALSE

c.(1825-1827)ccA>ccGp.P609P 0.464646 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.589226 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.496689 TRUE TRUE TRUE

c.(745-747)taC>taTp.Y249Y 0.555556 FALSE FALSE FALSE

c.(646-648)aCg>aGgp.T216R 0.966667 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.291667 TRUE TRUE TRUE

c.(1153-1155)acG>acAp.T385T 0.97561 FALSE TRUE FALSE

c.(3436-3438)cgA>cgGp.R1146R 0.140449 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.516129 TRUE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.478261 TRUE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.105727 TRUE TRUE TRUE

c.(385-387)Gtg>Ctgp.V129L 0.515823 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.574074 TRUE TRUE TRUE

c.(724-726)gGc>gCcp.G242A 0.692875 FALSE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.517986 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.254237 TRUE TRUE TRUE

c.(961-963)gCg>gAgp.A321E 0.127273 TRUE TRUE FALSE

c.(1018-1020)cGt>cAtp.R340H 0.555556 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.996198 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.699029 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.431034 TRUE TRUE TRUE

c.(5200-5202)ccT>ccCp.P1734P 0.464968 FALSE TRUE TRUE

c.(22-24)Cat>Tatp.H8Y 0.428571 TRUE TRUE FALSE

c.(709-711)aaA>aaGp.K237K 0.980769 FALSE TRUE FALSE

c.(8281-8283)caG>caAp.Q2761Q 0.145833 TRUE FALSE FALSE

c.(655-657)aGc>aAcp.S219N 0.153846 FALSE TRUE FALSE

c.(748-750)gaG>gaAp.E250E 0.380952 FALSE TRUE FALSE

c.(2227-2229)aaT>aaCp.N743N 0.347826 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.62069 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.694915 TRUE TRUE TRUE

c.(2368-2370)Gtg>Atgp.V790M 0.595745 FALSE TRUE FALSE



c.(8353-8355)taC>taTp.Y2785Y 0.834783 TRUE TRUE FALSE

c.(415-417)gaC>gaTp.D139D 0.333333 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.323308 TRUE TRUE FALSE

c.(5299-5301)tAa>tGap.*1767* 0.5 FALSE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.995781 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.509524 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.474843 TRUE TRUE TRUE

c.(505-507)Cgc>Tgcp.R169C 0.058824 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.996047 TRUE TRUE TRUE

c.(3124-3126)Gtt>Attp.V1042I 0.608696 FALSE TRUE FALSE

c.(1459-1461)tCg>tTgp.S487L 0.5 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.167347 TRUE TRUE FALSE

c.(1657-1659)tCt>tTtp.S553F 0.294118 FALSE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.466667 TRUE TRUE FALSE

c.(1228-1230)aaC>aaAp.N410K 0.352941 FALSE TRUE FALSE

c.(1546-1548)gGc>gAcp.G516D 0.684211 FALSE TRUE TRUE

c.(1414-1416)ctT>ctGp.L472L 0.385542 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.594771 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.461538 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.230769 TRUE TRUE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.218182 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.303644 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.467153 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.545455 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.458874 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 1 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.737864 TRUE TRUE TRUE

c.(2287-2289)atC>atTp.I763I 0.423077 TRUE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.318408 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.993166 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.449045 TRUE TRUE TRUE

c.(2077-2079)Cca>Acap.P693T 0.533333 FALSE TRUE FALSE

c.(304-306)Ttg>Ctgp.L102L 0.373832 TRUE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.462963 TRUE TRUE TRUE

c.(2503-2505)aaC>aaTp.N835N 0.345372 TRUE TRUE TRUE

c.(1456-1458)tGa>tAap.*486* 0.364486 TRUE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.994286 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.345361 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.208333 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.977273 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.4 TRUE TRUE FALSE

c.(2743-2745)ggC>ggTp.G915G 0.491071 TRUE TRUE TRUE

c.(616-618)gcT>gcCp.A206A 1 FALSE TRUE FALSE

c.(4948-4950)gCg>gTgp.A1650V 0.308901 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.321981 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.488372 TRUE TRUE TRUE



c.(2050-2052)ctC>ctGp.L684L 0.613636 FALSE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.16185 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.106383 TRUE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.245614 TRUE TRUE TRUE

c.(505-507)gaG>gaAp.E169E 0.990741 FALSE TRUE FALSE

c.(217-219)ctA>ctGp.L73L 0.984615 FALSE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.980392 TRUE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.54 TRUE TRUE TRUE

c.(1306-1308)aTt>aAtp.I436N 0.451128 TRUE TRUE TRUE

c.(1153-1155)caC>caTp.H385H 0.285714 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.980676 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.564706 TRUE TRUE TRUE

c.(1183-1185)aaC>aaGp.N395K 0.207729 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.507407 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.546099 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.503448 TRUE TRUE TRUE

c.(769-771)caT>caCp.H257H 0.061404 TRUE FALSE FALSE

c.(262-264)cGa>cAap.R88Q 0.160839 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.504274 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.489796 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.545139 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.555556 TRUE TRUE FALSE

c.(4441-4443)ccT>ccGp.P1481P 0.488479 FALSE TRUE TRUE

c.(385-387)atG>atAp.M129I 0.492958 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.505208 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.522727 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.115854 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.991701 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.40678 TRUE TRUE TRUE

c.(772-774)tTc>tCcp.F258S 0.5 TRUE TRUE FALSE

c.(1699-1701)ccA>ccCp.P567P 0.491329 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.071269 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.383333 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.469697 TRUE TRUE TRUE

c.(1414-1416)ctT>ctGp.L472L 0.25 TRUE TRUE FALSE

c.(556-558)gaG>gaAp.E186E 0.534483 TRUE TRUE TRUE

c.(334-336)tAc>tGcp.Y112C 0.536585 FALSE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.54067 TRUE TRUE TRUE

c.(1054-1056)aaT>aaCp.N352N 0.956522 FALSE TRUE FALSE

c.(5014-5016)aaC>aaTp.N1672N 0.502392 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.702128 TRUE TRUE FALSE

c.(1495-1497)gCg>gTgp.A499V 0.520755 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.422857 TRUE TRUE TRUE

c.(1015-1017)aTc>aAcp.I339N 0.516667 FALSE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.470852 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.498141 TRUE TRUE TRUE

c.(115-117)Atg>Ctgp.M39L 0.695652 FALSE TRUE FALSE



c.(472-474)aGt>aAtp.S158N 0.484375 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.517241 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(8152-8154)Att>Gttp.I2718V 0.553691 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.995671 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.219895 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.506787 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.519737 TRUE TRUE TRUE

c.(1240-1242)aCt>aTtp.T414I 0.531429 FALSE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 1 TRUE TRUE TRUE

c.(1849-1851)Att>Gttp.I617V 0.984211 TRUE TRUE TRUE

c.(289-291)acG>acAp.T97T 0.395604 TRUE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.196429 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.559809 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.458333 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.140351 TRUE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.453184 TRUE TRUE TRUE

c.(4786-4788)Gtt>Cttp.V1596L 0.384615 TRUE TRUE TRUE

c.(1195-1197)Cgc>Tgcp.R399C 0.5 TRUE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.457447 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.482143 TRUE TRUE TRUE

c.(4198-4200)taT>taCp.Y1400Y 0.545455 TRUE TRUE TRUE

c.(1123-1125)tGc>tAcp.C375Y 0.333333 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.536036 TRUE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 0.416667 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.260726 TRUE TRUE FALSE

c.(2440-2442)acG>acTp.T814T 0.446927 TRUE TRUE FALSE

c.(805-807)Tgt>Cgtp.C269R 0.111628 TRUE TRUE FALSE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(1930-1932)Aat>Catp.N644H 0.471338 TRUE TRUE TRUE

c.(103-105)caG>caAp.Q35Q 0.75 FALSE TRUE FALSE

c.(157-159)aCa>aAap.T53K 0.547619 TRUE TRUE TRUE

c.(538-540)ctA>ctCp.L180L 0.485981 TRUE TRUE TRUE

c.(226-228)Tgt>Cgtp.C76R 0.962963 TRUE TRUE TRUE

c.(1372-1374)Gca>Acap.A458T 0.958333 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.485597 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.527919 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.4 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.479592 TRUE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.992754 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.438776 TRUE TRUE FALSE

c.(3835-3837)gAc>gCcp.D1279A 0.574899 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.507937 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.460177 TRUE TRUE TRUE

c.(6757-6759)gaT>gaCp.D2253D 0.580357 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.446154 TRUE TRUE TRUE



c.(3670-3672)gaG>gaAp.E1224E 0.983333 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.525714 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.525547 TRUE TRUE TRUE

c.(148-150)Gag>Aagp.E50K 0.552632 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.471338 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.198864 TRUE TRUE FALSE

c.(145-147)Cgc>Tgcp.R49C 0.505882 FALSE FALSE TRUE

c.(823-825)ccA>ccGp.P275P 0.380952 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.395455 TRUE TRUE TRUE

c.(3157-3159)Cac>Tacp.H1053Y 0.818182 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.076923 TRUE TRUE FALSE

c.(1297-1299)Tgg>Gggp.W433G 0.465909 FALSE TRUE TRUE

c.(397-399)Gaa>Aaap.E133K 0.511278 FALSE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.497872 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(10462-10464)cTa>cCap.L3488P 0.435374 TRUE TRUE TRUE

c.(11725-11727)ggC>ggTp.G3909G 0.42735 TRUE TRUE TRUE

c.(949-951)aAa>aCap.K317T 0.4 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.531381 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.519824 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.302521 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.259494 TRUE TRUE FALSE

c.(2002-2004)tcA>tcGp.S668S 0.587879 TRUE TRUE TRUE

c.(532-534)agC>agTp.S178S 0.506024 TRUE TRUE TRUE

c.(733-735)ctA>ctGp.L245L 0.537931 FALSE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.504274 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.569697 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.445255 TRUE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.438272 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.5 TRUE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.471264 TRUE TRUE TRUE

c.(370-372)caC>caTp.H124H 0.466667 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.989848 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.408377 TRUE TRUE TRUE

c.(1300-1302)Gaa>Aaap.E434K 0.524038 TRUE TRUE TRUE

c.(4507-4509)tcC>tcTp.S1503S 0.426667 TRUE TRUE FALSE

c.(1420-1422)aaG>aaAp.K474K 0.272 FALSE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.485294 TRUE TRUE TRUE

c.(472-474)agA>agTp.R158S 0.033241 FALSE TRUE FALSE

c.(4138-4140)atG>atTp.M1380I 0.475138 TRUE TRUE TRUE

c.(1693-1695)atT>atCp.I565I 0.465909 TRUE TRUE TRUE

c.(1297-1299)tTt>tGtp.F433C 0.090909 TRUE TRUE FALSE

c.(586-588)Ggt>Cgtp.G196R 0.102102 FALSE TRUE FALSE

c.(658-660)taC>taTp.Y220Y 0.563218 TRUE TRUE FALSE

c.(202-204)ctG>ctAp.L68L 1 FALSE TRUE FALSE

c.(7075-7077)Gtc>Atcp.V2359I 0.481928 FALSE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 0.928571 FALSE TRUE FALSE



c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.091089 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.480198 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(442-444)Gcg>Acgp.A148T 0.483871 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.349442 TRUE TRUE FALSE

c.(721-723)ctC>ctTp.L241L 0.121951 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.560386 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.401961 TRUE TRUE FALSE

c.(1291-1293)ccA>ccGp.P431P 0.2 FALSE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.611111 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.366667 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.576577 TRUE TRUE TRUE

c.(4531-4533)ggC>ggTp.G1511G 0.543624 FALSE FALSE FALSE

0.556962 FALSE FALSE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.067606 TRUE TRUE FALSE

c.(268-270)agA>agTp.R90S 0.026173 FALSE FALSE FALSE

c.(10441-10443)ctG>ctTp.L3481L 0.442424 FALSE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.455 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 1 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.581281 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.5 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.536364 TRUE TRUE FALSE

c.(1180-1182)gAg>gGgp.E394G 0.217391 TRUE TRUE TRUE

c.(892-894)aaC>aaTp.N298N 0.510638 FALSE TRUE TRUE

c.(1672-1674)gCa>gTap.A558V 0.5 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.116279 TRUE TRUE TRUE

c.(13801-13803)atG>atAp.M4601I 0.517766 FALSE TRUE TRUE

c.(334-336)cCa>cAap.P112Q 0.05102 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.563218 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.556818 TRUE TRUE FALSE

c.(5551-5553)caC>caTp.H1851H 0.49162 FALSE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.435754 TRUE TRUE TRUE

c.(1270-1272)gaC>gaTp.D424D 0.375 FALSE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 1 TRUE TRUE TRUE

c.(2782-2784)Cgt>Tgtp.R928C 0.47619 TRUE TRUE TRUE

c.(610-612)Cgg>Tggp.R204W 0.320946 TRUE FALSE FALSE

c.(8851-8853)gtT>gtCp.V2951V 0.996296 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.50495 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.524793 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.534161 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.571429 TRUE TRUE FALSE

c.(2254-2256)ggG>ggAp.G752G 0.437838 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.098361 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.432099 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.410853 TRUE TRUE FALSE

c.(4240-4242)gaC>gaTp.D1414D 0.509804 TRUE TRUE FALSE



c.(2170-2172)ccG>ccAp.P724P 0.466102 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.52322 TRUE TRUE TRUE

c.(1360-1362)caC>caTp.H454H 0.625 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.546296 TRUE TRUE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.489691 TRUE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.318681 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.262821 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.490566 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.515789 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.071734 TRUE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.429864 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.995868 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.888889 TRUE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.989848 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.431034 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.45977 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.548263 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.297872 FALSE TRUE FALSE

c.(688-690)Gta>Atap.V230I 1 FALSE TRUE FALSE

c.(1267-1269)Ggt>Agtp.G423S 0.377143 TRUE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.594595 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.39823 TRUE TRUE FALSE

c.(652-654)Atg>Gtgp.M218V 0.53112 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.528 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.520468 TRUE TRUE TRUE

c.(376-378)ttA>ttGp.L126L 1 FALSE TRUE FALSE

c.(1108-1110)taT>taCp.Y370Y 0.559322 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.540541 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.209877 TRUE TRUE FALSE

c.(6742-6744)ccG>ccAp.P2248P 0.505747 TRUE TRUE TRUE

c.(736-738)Gac>Aacp.D246N 0.142857 TRUE TRUE FALSE

c.(10789-10791)Ctg>Ttgp.L3597L 0.46087 FALSE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.222689 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.435583 TRUE TRUE TRUE

c.(1342-1344)Agc>Tgcp.S448C 0.571429 TRUE TRUE TRUE

c.(2587-2589)Cgt>Tgtp.R863C 0.503968 FALSE FALSE TRUE

c.(850-852)gCg>gTgp.A284V 0.526316 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.090426 TRUE TRUE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.148649 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.602273 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.988235 TRUE TRUE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.155556 FALSE TRUE FALSE

c.(79-81)cTc>cCcp.L27P 0.1 FALSE FALSE FALSE

c.(418-420)gAt>gGtp.D140G 0.093023 FALSE FALSE FALSE

c.(685-687)Cgg>Aggp.R229R 0.136364 FALSE FALSE FALSE

c.(7252-7254)aaC>aaTp.N2418N 0.052174 FALSE TRUE TRUE



c.(127-129)gAa>gCap.E43A 0.056911 FALSE TRUE FALSE

c.(70-72)Gcc>Accp.A24T 0.058577 FALSE FALSE FALSE

c.(1561-1563)cAa>cGap.Q521R 0.061069 FALSE FALSE FALSE

c.(448-450)tCt>tGtp.S150C 0.062016 FALSE FALSE FALSE

c.(1483-1485)Gtg>Atgp.V495M 0.088889 FALSE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.101852 FALSE FALSE FALSE

c.(169-171)Gca>Acap.A57T 0.049689 FALSE FALSE FALSE

c.(604-606)gaA>gaGp.E202E 0.054348 FALSE FALSE FALSE

c.(3454-3456)gAa>gGap.E1152G 0.041667 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.064897 FALSE FALSE FALSE

c.(1666-1668)tcA>tcCp.S556S 0.074257 FALSE FALSE FALSE

c.(76-78)tTc>tCcp.F26S 0.11194 FALSE FALSE FALSE

c.(226-228)gcA>gcGp.A76A 0.062706 FALSE FALSE FALSE

c.(58-60)gcT>gcCp.A20A 0.10219 FALSE FALSE FALSE

c.e1+2 0.142857 FALSE FALSE FALSE

c.(1261-1263)Gag>Aagp.E421K 0.056818 FALSE FALSE FALSE

c.(2980-2982)gaC>gaTp.D994D 0.5 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.047278 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.325843 TRUE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.410714 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.833333 TRUE TRUE TRUE

c.(3850-3852)cAc>cGcp.H1284R 0.857143 TRUE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.50495 TRUE TRUE TRUE

c.(472-474)Aca>Gcap.T158A 0.941176 FALSE TRUE FALSE

c.(865-867)Gat>Aatp.D289N 0.473684 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.507634 TRUE TRUE TRUE

c.(436-438)ctG>ctAp.L146L 0.526316 FALSE TRUE TRUE

c.(523-525)gaC>gaTp.D175D 0.263736 FALSE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 0.35 TRUE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.416667 TRUE TRUE FALSE

c.(214-216)aCg>aGgp.T72R 0.6 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.978261 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.420561 TRUE TRUE TRUE

c.(2503-2505)aaC>aaTp.N835N 0.4 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.445946 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.57764 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.444444 TRUE TRUE TRUE

c.(1138-1140)Ttt>Attp.F380I 0.385965 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.079646 TRUE TRUE FALSE

c.(1711-1713)Ctg>Gtgp.L571V 0.225 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.544872 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.32967 TRUE TRUE FALSE

c.(9304-9306)gAa>gGap.E3102G 0.533937 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.984252 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.555556 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.37931 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.495726 TRUE TRUE TRUE



c.(1474-1476)cCa>cAap.P492Q 0.434343 TRUE TRUE TRUE

c.(1156-1158)agA>agCp.R386S 1 TRUE TRUE FALSE

c.(793-795)Gtg>Atgp.V265M 0.818182 FALSE TRUE FALSE

c.(1024-1026)Gga>Agap.G342R 0.144068 FALSE FALSE FALSE

c.(1012-1014)caC>caTp.H338H 0.555556 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.444444 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.483444 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.551282 FALSE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.994792 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.996552 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.513986 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.418182 TRUE TRUE TRUE

c.(1006-1008)acC>acAp.T336T 0.205882 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.476015 TRUE TRUE TRUE

c.(3637-3639)ttT>ttCp.F1213F 0.363636 FALSE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.446927 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.428571 TRUE TRUE TRUE

c.(1393-1395)ctG>ctTp.L465L 0.32 FALSE FALSE FALSE

c.(223-225)agC>agTp.S75S 0.153846 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.989744 TRUE TRUE TRUE

c.(526-528)ctG>ctAp.L176L 0.277778 FALSE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.302752 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.825581 TRUE TRUE TRUE

c.(4948-4950)gCg>gTgp.A1650V 0.497512 FALSE TRUE TRUE

c.(499-501)gGc>gAcp.G167D 0.53125 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.48 TRUE TRUE TRUE

c.(685-687)Act>Cctp.T229P 0.556338 FALSE FALSE FALSE

c.(13-15)Gtc>Atcp.V5I 0.380952 TRUE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.539095 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.463235 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.498168 TRUE TRUE TRUE

c.(271-273)Gtt>Attp.V91I 0.95 FALSE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.492187 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.228571 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.982456 TRUE TRUE FALSE

c.(250-252)gaC>gaTp.D84D 0.341463 TRUE TRUE FALSE

c.(1342-1344)Agg>Cggp.R448R 0.478927 FALSE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.431193 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.992701 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.465517 TRUE TRUE TRUE

c.(976-978)agC>agAp.S326R 0.478261 FALSE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 1 TRUE TRUE FALSE

c.(85-87)acT>acCp.T29T 0.470588 FALSE TRUE FALSE

c.(1972-1974)ccC>ccTp.P658P 0.478261 FALSE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.592593 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.502128 TRUE TRUE TRUE



c.(2773-2775)gtA>gtCp.V925V 0.989691 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.264286 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.473684 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.544 TRUE TRUE TRUE

c.(1726-1728)Ccc>Accp.P576T 0.571429 FALSE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 1 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.473451 TRUE TRUE TRUE

c.(832-834)aCt>aAtp.T278N 0.5 FALSE FALSE FALSE

c.(526-528)cGt>cAtp.R176H 0.28 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.459259 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.525547 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.451923 TRUE TRUE TRUE

c.(559-561)gcC>gcTp.A187A 0.085714 TRUE TRUE FALSE

c.(2572-2574)ggC>ggTp.G858G 0.466667 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.485714 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.450495 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.462963 TRUE TRUE TRUE

c.(2488-2490)Gcc>Accp.A830T 0.52 TRUE TRUE TRUE

c.(58-60)acC>acTp.T20T 0.463158 FALSE TRUE FALSE

c.(5053-5055)Gca>Tcap.A1685S 0.043011 TRUE FALSE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.519313 TRUE TRUE TRUE

c.(8533-8535)cGt>cAtp.R2845H 0.496552 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.467532 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.418269 TRUE TRUE TRUE

c.(568-570)Cgg>Tggp.R190W 0.079365 FALSE TRUE FALSE

c.(901-903)Cag>Gagp.Q301E 0.5 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 1 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.85 TRUE TRUE TRUE

c.(46-48)cAc>cGcp.H16R 1 FALSE TRUE FALSE

c.(6865-6867)acA>acCp.T2289T 0.569444 FALSE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.133333 TRUE TRUE FALSE

c.(2737-2739)Cct>Actp.P913T 0.47 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.993197 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.428571 TRUE TRUE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.502488 TRUE TRUE TRUE

c.(1024-1026)ttT>ttCp.F342F 1 FALSE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.213333 TRUE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.408696 TRUE TRUE FALSE

c.(8746-8748)cAg>cGgp.Q2916R 0.519231 FALSE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.233333 TRUE TRUE FALSE

c.(22-24)gGg>gAgp.G8E 0.568627 FALSE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.529412 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.522876 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.526042 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.176471 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.385965 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.505618 TRUE TRUE TRUE



c.(3742-3744)caG>caAp.Q1248Q 0.238095 FALSE FALSE FALSE

c.(616-618)cCa>cAap.P206Q 0.068182 TRUE FALSE FALSE

c.(334-336)aaC>aaTp.N112N 0.251656 FALSE TRUE FALSE

c.(262-264)cGa>cAap.R88Q 0.109489 TRUE TRUE FALSE

c.(502-504)Ata>Ttap.I168L 0.320988 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.488506 TRUE TRUE TRUE

c.(1045-1047)agC>agTp.S349S 0.047733 FALSE FALSE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.048998 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 1 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.989305 TRUE TRUE TRUE

c.(1333-1335)agG>agAp.R445R 0.615385 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 1 TRUE TRUE TRUE

c.(6163-6165)Gga>Agap.G2055R 0.467105 FALSE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.518828 TRUE TRUE TRUE

c.(247-249)ctG>ctCp.L83L 0.1 FALSE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.516746 TRUE TRUE TRUE

c.(886-888)gCg>gTgp.A296V 0.225352 FALSE TRUE FALSE

c.(1930-1932)Aat>Catp.N644H 0.618182 TRUE TRUE TRUE

c.e8-1 0.462963 FALSE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(943-945)Ggt>Agtp.G315S 0.480769 TRUE TRUE TRUE

c.(1135-1137)ccA>ccCp.P379P 0.579336 FALSE TRUE FALSE

c.(1375-1377)tAc>tGcp.Y459C 0.6 TRUE TRUE FALSE

c.(3391-3393)acC>acGp.T1131T 0.272727 TRUE TRUE TRUE

c.(319-321)tcG>tcAp.S107S 0.451777 FALSE TRUE TRUE

c.(1117-1119)caG>caAp.Q373Q 0.5 FALSE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.449153 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.597222 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.471429 TRUE TRUE FALSE

c.(568-570)acA>acGp.T190T 0.085714 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.45933 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 1 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.528889 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.4 TRUE TRUE TRUE

c.(5068-5070)Aga>Cgap.R1690R 0.050562 TRUE TRUE FALSE

c.(2407-2409)agC>agGp.S803R 0.428571 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.557143 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.47619 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.317073 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.571429 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.46383 TRUE TRUE TRUE

c.(1171-1173)aTg>aGgp.M391R 0.6 TRUE TRUE TRUE

c.(58-60)ctA>ctGp.L20L 0.16 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.521739 TRUE TRUE TRUE

c.(2350-2352)Atg>Gtgp.M784V 0.436364 FALSE TRUE FALSE

c.(22-24)Cat>Tatp.H8Y 0.388889 TRUE TRUE FALSE



c.(10105-10107)gTc>gCcp.V3369A 0.437063 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.514894 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.493506 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.470032 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.446429 TRUE TRUE TRUE

c.(985-987)gaC>gaTp.D329D 0.225806 TRUE TRUE FALSE

c.(1657-1659)tCt>tTtp.S553F 0.322581 TRUE TRUE FALSE

c.(43-45)Cag>Aagp.Q15K 0.467836 FALSE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.317647 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.448718 TRUE TRUE TRUE

c.(16-18)tAc>tGcp.Y6C 0.043776 FALSE FALSE FALSE

c.(1237-1239)ccG>ccAp.P413P 0.47619 FALSE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.059322 TRUE FALSE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.481203 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.705128 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.120853 TRUE TRUE FALSE

c.(289-291)Atc>Gtcp.I97V 0.138211 FALSE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.509804 TRUE TRUE TRUE

c.(514-516)Gtc>Atcp.V172I 0.103448 FALSE TRUE TRUE

c.(772-774)tTc>tCcp.F258S 0.5 TRUE TRUE FALSE

c.(10645-10647)ccG>ccAp.P3549P 0.383333 FALSE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.51497 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.481283 TRUE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 0.380952 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.320988 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.423529 TRUE TRUE FALSE

c.(2458-2460)aAg>aGgp.K820R 0.481675 TRUE TRUE TRUE

c.(241-243)caG>caAp.Q81Q 0.15 FALSE FALSE FALSE

c.(2002-2004)tcA>tcGp.S668S 0.580645 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.607843 TRUE TRUE TRUE

c.(364-366)Ctg>Gtgp.L122V 0.380952 TRUE TRUE TRUE

c.(463-465)agA>agGp.R155R 0.084112 TRUE TRUE FALSE

c.(97-99)agG>agTp.R33S 0.833333 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.977099 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.981481 TRUE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.4 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.57037 TRUE TRUE TRUE

c.(3748-3750)caA>caGp.Q1250Q 0.25 TRUE FALSE FALSE

c.(2416-2418)caT>caCp.H806H 0.428571 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.493976 TRUE TRUE TRUE

c.(922-924)tCg>tTgp.S308L 0.518519 FALSE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.596774 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.042821 TRUE TRUE FALSE

c.(1279-1281)atT>atCp.I427I 0.933333 FALSE TRUE FALSE

c.(9601-9603)agA>agGp.R3201R 0.489286 FALSE FALSE FALSE

c.(379-381)Gct>Actp.A127T 0.189474 TRUE TRUE TRUE

c.(361-363)gcC>gcTp.A121A 0.35 TRUE TRUE TRUE



c.(1825-1827)Cat>Aatp.H609N 0.266129 FALSE TRUE FALSE

c.(199-201)gTa>gGap.V67G 0.6 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.496403 TRUE TRUE TRUE

c.(961-963)gCg>gAgp.A321E 0.121951 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.99435 TRUE TRUE TRUE

c.(1471-1473)Tca>Gcap.S491A 0.625 FALSE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.448276 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.508571 TRUE TRUE TRUE

c.(3793-3795)atC>atAp.I1265I 0.561224 FALSE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.455782 TRUE TRUE TRUE

c.(7009-7011)aCt>aAtp.T2337N 0.461538 TRUE TRUE TRUE

c.(472-474)gcA>gcGp.A158A 0.447059 TRUE TRUE TRUE

c.(2332-2334)cgA>cgGp.R778R 0.527778 FALSE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.462264 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.155556 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 1 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.048193 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.5 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.536913 TRUE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.351351 TRUE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.491228 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.990521 TRUE TRUE TRUE

c.(598-600)atC>atTp.I200I 0.525424 FALSE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 1 TRUE TRUE TRUE

c.(6820-6822)cCg>cTgp.P2274L 0.666667 FALSE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.45614 TRUE TRUE TRUE

c.(1030-1032)cGg>cAgp.R344Q 0.375 TRUE TRUE FALSE

c.(7453-7455)gaC>gaTp.D2485D 0.474227 FALSE TRUE TRUE

c.(4534-4536)gcC>gcTp.A1512A 0.6 FALSE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.4 TRUE TRUE TRUE

c.(355-357)gaG>gaAp.E119E 0.965517 FALSE TRUE FALSE

c.(478-480)Gtc>Atcp.V160I 0.52 FALSE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.482759 TRUE TRUE TRUE

c.(106-108)Tct>Cctp.S36P 0.352941 TRUE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.415385 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.992832 TRUE TRUE TRUE

c.(304-306)Ttg>Ctgp.L102L 0.434426 TRUE TRUE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.477273 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.479167 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.435897 TRUE TRUE TRUE

c.(2614-2616)gCa>gTap.A872V 0.518717 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.46875 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.544601 TRUE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.478261 TRUE TRUE TRUE

c.(7534-7536)acG>acAp.T2512T 0.529412 FALSE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.157895 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.41791 TRUE TRUE TRUE



c.(2746-2748)Atg>Ctgp.M916L 0.459459 FALSE TRUE TRUE

c.(1375-1377)gaA>gaGp.E459E 0.468085 TRUE TRUE TRUE

c.(1183-1185)ccC>ccTp.P395P 0.514286 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.44186 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.642857 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.495413 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.515873 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.219858 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.415094 TRUE TRUE TRUE

c.(4510-4512)gcC>gcTp.A1504A 0.4 FALSE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.490566 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.454545 TRUE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 0.388889 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.547945 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.720588 TRUE TRUE FALSE

c.(8851-8853)gtT>gtCp.V2951V 0.995781 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.123404 TRUE TRUE FALSE

c.(1333-1335)agG>agAp.R445R 0.424242 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.305882 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.995495 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.089744 TRUE TRUE FALSE

c.(610-612)Atg>Gtgp.M204V 0.466667 FALSE TRUE TRUE

c.(4975-4977)Gtt>Cttp.V1659L 0.518519 FALSE FALSE TRUE

c.(250-252)gaC>gaTp.D84D 0.784615 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.484848 TRUE TRUE TRUE

c.(1339-1341)aTg>aCgp.M447T 0.987013 TRUE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 0.456522 TRUE TRUE TRUE

c.(433-435)acG>acAp.T145T 0.48 FALSE TRUE FALSE

c.(3862-3864)gtT>gtCp.V1288V 0.525424 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.509259 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.47561 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.579832 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.473684 TRUE TRUE TRUE

c.(8605-8607)ctC>ctAp.L2869L 0.528662 TRUE TRUE TRUE

c.(136-138)Tat>Catp.Y46H 0.040816 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.5 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.549383 TRUE TRUE TRUE

c.(1786-1788)caG>caCp.Q596H 1 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.465241 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(364-366)Ctg>Gtgp.L122V 0.333333 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.119403 TRUE TRUE FALSE

c.(250-252)gaA>gaGp.E84E 0.519231 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(6319-6321)cCa>cTap.P2107L 0.5 FALSE TRUE TRUE



c.(1588-1590)gcG>gcAp.A530A 0.490741 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.5 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.453237 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.647059 TRUE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.131915 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.455882 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.490566 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.428571 TRUE TRUE FALSE

c.(616-618)cCa>cAap.P206Q 0.066667 TRUE FALSE FALSE

c.(1081-1083)Cta>Ttap.L361L 0.9 FALSE TRUE FALSE

c.(3850-3852)cAc>cGcp.H1284R 0.060606 TRUE TRUE FALSE

c.(898-900)aCg>aTgp.T300M 0.487179 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.5 TRUE TRUE TRUE

c.(835-837)ggC>ggTp.G279G 0.111111 TRUE TRUE FALSE

c.(3430-3432)Aag>Gagp.K1144E 0.509934 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.5 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.534137 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 1 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.530612 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.171875 TRUE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.496933 TRUE TRUE TRUE

c.(1375-1377)tAc>tGcp.Y459C 0.454545 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.622951 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.740741 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.532338 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.528571 TRUE TRUE TRUE

c.(1474-1476)cGt>cAtp.R492H 0.450237 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.279412 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.514286 TRUE TRUE TRUE

c.(79-81)atA>atGp.I27M 0.941176 FALSE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.462963 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.164384 TRUE TRUE FALSE

c.(1138-1140)Ttt>Attp.F380I 0.430769 TRUE TRUE TRUE

c.(3247-3249)ccC>ccTp.P1083P 0.727273 TRUE TRUE FALSE

c.(688-690)taC>taTp.Y230Y 0.5 TRUE TRUE TRUE

c.(832-834)tcA>tcTp.S278S 0.537975 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.475806 TRUE TRUE TRUE

c.(2077-2079)gaC>gaAp.D693E 0.559322 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.444444 TRUE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.505155 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.459677 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.496774 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.982759 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.522222 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.489712 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.703125 TRUE TRUE FALSE

c.(994-996)gGc>gCcp.G332A 0.45045 TRUE TRUE TRUE



c.(1456-1458)taT>taCp.Y486Y 0.995327 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 1 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.476636 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.556818 TRUE TRUE FALSE

c.(604-606)gaG>gaAp.E202E 0.621622 FALSE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.059524 TRUE TRUE FALSE

c.(2221-2223)gaC>gaTp.D741D 0.54717 FALSE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 0.923077 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.151961 TRUE FALSE FALSE

c.(2458-2460)gtG>gtAp.V820V 0.5 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.636364 TRUE TRUE TRUE

c.(235-237)ccC>ccAp.P79P 0.333333 FALSE FALSE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.533333 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 1 TRUE TRUE TRUE

c.(1753-1755)Gat>Tatp.D585Y 0.451613 FALSE FALSE FALSE

c.(172-174)aaA>aaGp.K58K 1 FALSE TRUE FALSE

c.(529-531)Gcc>Accp.A177T 1 FALSE TRUE FALSE

c.(361-363)gcC>gcTp.A121A 0.333333 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.483146 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.510101 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.487654 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.487805 TRUE TRUE TRUE

c.(10978-10980)tCg>tTgp.S3660L 0.515625 TRUE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.355556 TRUE TRUE FALSE

c.(808-810)Aga>Cgap.R270R 0.512605 FALSE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.208333 TRUE TRUE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.531599 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.983871 TRUE TRUE FALSE

c.(46-48)aaG>aaAp.K16K 0.408163 TRUE TRUE FALSE

c.(490-492)ctT>ctCp.L164L 0.947368 FALSE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.066482 TRUE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.145299 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.480392 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.442623 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.509346 TRUE TRUE TRUE

c.(1156-1158)agA>agCp.R386S 0.5 TRUE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.5 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.466292 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.513043 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 1 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.244275 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.988095 TRUE TRUE TRUE

c.(1402-1404)atT>atCp.I468I 0.958333 FALSE TRUE FALSE

c.(538-540)acT>acCp.T180T 1 FALSE TRUE FALSE

c.(910-912)ccC>ccAp.P304P 0.493976 TRUE TRUE TRUE

c.(2227-2229)aaT>aaCp.N743N 0.478261 TRUE TRUE TRUE



c.(973-975)Cgg>Tggp.R325W 0.1 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.545455 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.163366 TRUE TRUE FALSE

c.(1024-1026)caA>caGp.Q342Q 0.46875 FALSE FALSE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.157895 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.507812 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.496241 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.362903 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.439153 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.542857 TRUE TRUE TRUE

c.(724-726)ggT>ggCp.G242G 0.96 FALSE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.4125 TRUE TRUE TRUE

c.(6721-6723)acT>acCp.T2241T 0.482456 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.202312 TRUE TRUE FALSE

c.(1711-1713)Ctg>Gtgp.L571V 0.291667 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.996047 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.993197 TRUE TRUE TRUE

c.(334-336)cCa>cAap.P112Q 0.098039 TRUE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.5 TRUE TRUE FALSE

c.(1525-1527)Gtg>Atgp.V509M 0.571429 FALSE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.472222 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.56044 TRUE TRUE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.516854 TRUE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.556962 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.40708 TRUE TRUE TRUE

c.(1006-1008)acC>acAp.T336T 0.318182 TRUE TRUE FALSE

c.(2062-2064)Aac>Gacp.N688D 0.481481 TRUE TRUE TRUE

c.(637-639)caG>caTp.Q213H 0.142857 TRUE FALSE FALSE

c.(514-516)gcG>gcAp.A172A 0.215909 TRUE TRUE FALSE

c.(700-702)cAt>cGtp.H234R 0.5 FALSE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.995633 TRUE TRUE TRUE

c.e2-1 0.198276 FALSE FALSE FALSE

c.(703-705)ggC>ggAp.G235G 0.541667 FALSE TRUE FALSE

c.(1045-1047)gaT>gaCp.D349D 0.546667 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.049724 TRUE TRUE TRUE

c.(985-987)gaC>gaTp.D329D 0.26087 TRUE TRUE FALSE

c.(2152-2154)gtG>gtAp.V718V 0.559322 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.542857 TRUE TRUE TRUE

c.(5875-5877)gcC>gcGp.A1959A 0.44 FALSE TRUE FALSE

c.(805-807)Tgt>Cgtp.C269R 0.117647 TRUE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.385965 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.216216 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.51049 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.995475 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.512987 TRUE TRUE TRUE

c.(1828-1830)gTg>gCgp.V610A 0.516129 FALSE TRUE TRUE



c.(997-999)aGc>aAcp.S333N 0.395833 FALSE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 1 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 1 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.519685 TRUE TRUE TRUE

c.(652-654)Atg>Gtgp.M218V 0.508929 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.123967 TRUE TRUE FALSE

c.(505-507)gaG>gaAp.E169E 1 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.475 TRUE TRUE FALSE

c.(562-564)Cca>Tcap.P188S 0.202532 FALSE TRUE TRUE

c.(553-555)Gcc>Accp.A185T 0.210526 TRUE TRUE FALSE

c.(3652-3654)Atc>Gtcp.I1218V 0.097561 FALSE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.453333 TRUE TRUE FALSE

c.(1249-1251)Tcc>Cccp.S417P 0.937984 FALSE FALSE FALSE

c.(43-45)Ccc>Tccp.P15S 0.102299 TRUE TRUE FALSE

c.(12268-12270)ccG>ccAp.P4090P 0.504854 FALSE TRUE TRUE

c.(409-411)Caa>Aaap.Q137K 0.050523 TRUE FALSE FALSE

c.(778-780)gAg>gTgp.E260V 0.240741 FALSE TRUE TRUE

c.(2269-2271)cgG>cgAp.R757R 0.757576 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.785714 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.864286 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.214286 TRUE TRUE FALSE

c.(4876-4878)gtG>gtTp.V1626V 0.824675 FALSE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.106509 FALSE TRUE TRUE

c.(55-57)Tgg>Cggp.W19R 0.186667 FALSE TRUE FALSE

c.(994-996)gGc>gCcp.G332A 0.42268 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.888889 TRUE TRUE TRUE

c.(826-828)Tgt>Cgtp.C276R 0.128205 FALSE FALSE TRUE

c.(1921-1923)Agg>Gggp.R641G 1 FALSE TRUE FALSE

c.(4930-4932)tgG>tgTp.W1644C0.860465 FALSE FALSE FALSE

c.(52-54)Ttc>Ctcp.F18L 0.986301 FALSE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(1363-1365)tcA>tcGp.S455S 0.512821 TRUE TRUE TRUE

c.(235-237)ccT>ccAp.P79P 0.819005 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.415094 TRUE TRUE TRUE

c.(385-387)ttA>ttGp.L129L 0.906077 FALSE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.598291 TRUE TRUE TRUE

c.(997-999)gaG>gaAp.E333E 0.695652 FALSE TRUE TRUE

c.(1315-1317)ccA>ccTp.P439P 0.25 FALSE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.964912 TRUE TRUE FALSE

c.(766-768)Ctg>Ttgp.L256L 0.175 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.504559 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.527778 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.577778 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.989691 TRUE TRUE TRUE

c.(106-108)taT>taCp.Y36Y 0.288288 FALSE TRUE FALSE

c.(1429-1431)cGg>cAgp.R477Q 0.060976 TRUE TRUE FALSE



c.(538-540)acT>acCp.T180T 0.99 FALSE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.114943 FALSE TRUE TRUE

c.(9304-9306)gAa>gGap.E3102G 0.191667 TRUE TRUE TRUE

c.(1351-1353)aGg>aAgp.R451K 0.117647 FALSE FALSE FALSE

c.(919-921)cGt>cAtp.R307H 0.486486 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.990476 TRUE TRUE TRUE

c.(2227-2229)caT>caCp.H743H 0.5 TRUE TRUE TRUE

c.(454-456)Aag>Gagp.K152E 0.074468 TRUE TRUE FALSE

c.(472-474)agA>agTp.R158S 0.058268 FALSE TRUE FALSE

c.(3148-3150)Gct>Actp.A1050T 0.555556 FALSE TRUE TRUE

c.(1516-1518)gcG>gcAp.A506A 0.631579 TRUE TRUE FALSE

c.(2827-2829)gcC>gcTp.A943A 0.430435 TRUE TRUE TRUE

c.(4882-4884)Tta>Ctap.L1628L 0.605263 FALSE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.503401 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.810345 TRUE TRUE TRUE

c.(937-939)ggC>ggTp.G313G 0.758065 FALSE TRUE TRUE

c.(1414-1416)Gaa>Aaap.E472K 0.157143 FALSE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.319767 TRUE TRUE FALSE

c.(40-42)tCg>tTgp.S14L 0.346154 FALSE FALSE FALSE

c.(1837-1839)gcC>gcTp.A613A 0.452555 TRUE TRUE TRUE

c.(1012-1014)caC>caTp.H338H 0.536232 FALSE TRUE FALSE

c.(85-87)gaC>gaTp.D29D 0.242424 FALSE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.84 TRUE TRUE FALSE

c.(5686-5688)tCc>tGcp.S1896C 0.496183 FALSE FALSE FALSE

c.(1960-1962)gaC>gaTp.D654D 0.16 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.433333 TRUE TRUE TRUE

c.(8386-8388)gCc>gTcp.A2796V 0.116279 FALSE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.996 TRUE TRUE TRUE

c.(1495-1497)Agg>Gggp.R499G 0.580247 TRUE TRUE TRUE

c.(5014-5016)aaT>aaAp.N1672K 0.858268 FALSE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.083333 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.997159 TRUE TRUE TRUE

c.(1405-1407)gcG>gcCp.A469A 0.6 TRUE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.514286 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.401361 TRUE TRUE TRUE

c.(925-927)Ata>Ctap.I309L 0.468254 FALSE TRUE TRUE

c.(2971-2973)Aac>Gacp.N991D 0.488372 TRUE TRUE TRUE

c.(943-945)Cgg>Tggp.R315W 0.089109 FALSE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 1 TRUE TRUE TRUE

c.(2770-2772)tTt>tGtp.F924C 0.302469 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.558559 TRUE TRUE TRUE

c.(4906-4908)acG>acAp.T1636T 0.486607 FALSE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.307692 TRUE TRUE FALSE

c.(523-525)ctA>ctGp.L175L 0.989247 FALSE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.587786 TRUE TRUE TRUE



c.(4393-4395)ccA>ccGp.P1465P 0.495798 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.505208 TRUE TRUE TRUE

c.(991-993)Gcc>Accp.A331T 0.990196 FALSE TRUE FALSE

c.(2716-2718)taT>taCp.Y906Y 0.98 FALSE TRUE TRUE

c.(697-699)caA>caTp.Q233H 0.612613 TRUE TRUE FALSE

c.(2533-2535)Gag>Aagp.E845K 0.909091 FALSE FALSE FALSE

c.(6505-6507)tcT>tcCp.S2169S 0.413793 FALSE TRUE TRUE

c.(370-372)caC>caTp.H124H 0.505155 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.9875 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 1 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.495726 TRUE TRUE TRUE

c.(1471-1473)aGt>aAtp.S491N 0.42735 FALSE TRUE TRUE

c.(2161-2163)Agt>Ggtp.S721G 0.947368 FALSE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.138686 FALSE TRUE TRUE

c.(3799-3801)Gcc>Tccp.A1267S 0.416667 FALSE TRUE FALSE

c.(2029-2031)ggC>ggTp.G677G 0.555556 FALSE TRUE FALSE

c.(1372-1374)Gca>Acap.A458T 0.87037 FALSE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.636364 TRUE TRUE FALSE

c.(1717-1719)ttT>ttCp.F573F 0.62963 FALSE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.435606 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.176101 TRUE TRUE TRUE

c.(520-522)Aga>Ggap.R174G 0.416667 FALSE TRUE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.194444 TRUE TRUE TRUE

c.(8533-8535)cGt>cAtp.R2845H 0.128205 FALSE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.17094 TRUE TRUE TRUE

c.(349-351)tgT>tgCp.C117C 0.666667 FALSE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.976744 TRUE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.468421 TRUE TRUE TRUE

c.(4783-4785)Ttg>Ctgp.L1595L 0.791667 FALSE TRUE TRUE

c.(451-453)tcC>tcTp.S151S 0.074468 TRUE TRUE FALSE

c.(3289-3291)ccA>ccGp.P1097P 0.496063 FALSE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.54955 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.375 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.45 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.080645 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.087719 FALSE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.85 TRUE TRUE FALSE

c.(931-933)tAc>tGcp.Y311C 0.176471 FALSE TRUE TRUE

c.(11200-11202)Caa>Aaap.Q3734K 0.493976 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.666667 TRUE TRUE FALSE

c.(850-852)gCg>gTgp.A284V 0.538462 TRUE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.1125 FALSE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.981481 TRUE TRUE TRUE

c.(616-618)cCa>cAap.P206Q 0.064516 TRUE FALSE FALSE

c.(874-876)gaA>gaGp.E292E 0.307692 TRUE TRUE TRUE

c.(2722-2724)Ggc>Tgcp.G908C 0.044503 TRUE TRUE TRUE



c.(2803-2805)tgC>tgTp.C935C 0.979167 TRUE TRUE FALSE

c.(2248-2250)gTc>gCcp.V750A 0.310185 FALSE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.167883 TRUE TRUE TRUE

c.(3859-3861)Gtt>Attp.V1287I 0.488372 FALSE TRUE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.142857 TRUE TRUE TRUE

c.(2935-2937)acG>acAp.T979T 0.837662 FALSE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.977578 TRUE TRUE TRUE

c.(1831-1833)cCt>cAtp.P611H 0.142857 FALSE TRUE TRUE

c.(226-228)gcA>gcGp.A76A 0.031073 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.99654 TRUE TRUE TRUE

c.(1657-1659)gcC>gcTp.A553A 0.625 TRUE TRUE FALSE

c.(6187-6189)ccA>ccGp.P2063P 0.793103 FALSE TRUE TRUE

c.(7099-7101)taC>taTp.Y2367Y 0.258621 FALSE TRUE TRUE

c.(889-891)ccC>ccAp.P297P 0.111111 FALSE TRUE TRUE

c.(5083-5085)aCa>aTap.T1695I 0.425676 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.539216 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.985816 TRUE TRUE TRUE

c.(2026-2028)ccG>ccAp.P676P 0.540984 FALSE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.280255 TRUE TRUE FALSE

c.(2425-2427)acA>acGp.T809T 1 FALSE TRUE TRUE

c.(151-153)ctC>ctTp.L51L 0.145455 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.995968 TRUE TRUE TRUE

c.(601-603)atT>atCp.I201I 0.5 TRUE TRUE FALSE

c.(4876-4878)gcC>gcTp.A1626A 0.467153 FALSE TRUE TRUE

c.(5857-5859)tcC>tcTp.S1953S 0.444444 FALSE TRUE TRUE

c.(460-462)tgC>tgTp.C154C 0.517857 FALSE TRUE TRUE

c.(5359-5361)caA>caGp.Q1787Q 0.506494 FALSE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 0.978541 TRUE TRUE TRUE

c.(2251-2253)cCc>cTcp.P751L 0.868132 FALSE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.181818 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(8281-8283)caG>caAp.Q2761Q 0.190476 TRUE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.615819 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.508 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.534091 TRUE TRUE TRUE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.464115 TRUE TRUE FALSE

c.(2701-2703)caA>caGp.Q901Q 0.272727 TRUE TRUE TRUE

c.(2005-2007)atC>atTp.I669I 0.68 FALSE TRUE TRUE

c.(5068-5070)Aga>Cgap.R1690R 0.095238 TRUE TRUE FALSE

c.(1210-1212)agC>agTp.S404S 0.901235 FALSE TRUE TRUE

c.(181-183)gAg>gCgp.E61A 0.451613 FALSE TRUE TRUE

c.(6853-6855)Gtc>Atcp.V2285I 0.358974 FALSE TRUE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.13253 FALSE TRUE TRUE

c.(958-960)caA>caCp.Q320H 0.189781 FALSE TRUE TRUE

c.(529-531)Gcc>Accp.A177T 0.991935 FALSE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.455357 TRUE TRUE TRUE



c.(1201-1203)agC>agTp.S401S 0.861272 FALSE TRUE TRUE

c.(865-867)Aat>Catp.N289H 0.545852 TRUE TRUE TRUE

c.(643-645)caG>caAp.Q215Q 0.559322 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.2723 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.170068 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(1156-1158)gtG>gtTp.V386V 0.466942 FALSE TRUE TRUE

c.(1291-1293)ccA>ccGp.P431P 0.615385 TRUE TRUE TRUE

c.(2236-2238)aTg>aGgp.M746R 0.302083 FALSE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.522388 TRUE TRUE TRUE

c.(4426-4428)ccG>ccAp.P1476P 0.434783 FALSE FALSE FALSE

c.(79-81)cGg>cAgp.R27Q 0.530909 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.991228 TRUE TRUE TRUE

c.(205-207)Caa>Aaap.Q69K 0.063091 TRUE TRUE FALSE

c.(85-87)ccA>ccGp.P29P 0.48329 TRUE TRUE TRUE

c.(6718-6720)tcC>tcTp.S2240S 0.892617 FALSE TRUE TRUE

c.(2446-2448)tcA>tcCp.S816S 0.498054 TRUE TRUE TRUE

c.(238-240)Gct>Actp.A80T 0.042112 TRUE FALSE FALSE

c.(796-798)Cga>Tgap.R266* 0.051576 TRUE FALSE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.987805 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.132653 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.281457 TRUE TRUE FALSE

c.(874-876)tcG>tcAp.S292S 0.6 FALSE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.195946 TRUE TRUE FALSE

c.(4162-4164)Ttc>Gtcp.F1388V 0.87619 FALSE TRUE TRUE

c.(3688-3690)cGg>cAgp.R1230Q 0.100478 FALSE TRUE TRUE

c.(1018-1020)ctC>ctTp.L340L 0.514851 FALSE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.981818 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.188235 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.976 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.393939 TRUE TRUE TRUE

c.(1219-1221)gtC>gtTp.V407V 0.382022 TRUE TRUE TRUE

c.(835-837)acG>acAp.T279T 0.887931 TRUE TRUE TRUE

c.(10303-10305)agT>agCp.S3435S 0.547445 FALSE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.5 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.636364 TRUE TRUE TRUE

c.(235-237)caG>caAp.Q79Q 0.25 FALSE TRUE FALSE

c.(2458-2460)aAg>aGgp.K820R 0.524096 TRUE TRUE TRUE

c.(3697-3699)caT>caCp.H1233H 0.876812 FALSE TRUE TRUE

c.(241-243)caG>caAp.Q81Q 0.291667 FALSE FALSE FALSE

c.(4936-4938)aCa>aTap.T1646I 0.864 FALSE FALSE FALSE

c.(10-12)cAt>cGtp.H4R 0.455696 FALSE TRUE TRUE

c.(346-348)taC>taTp.Y116Y 0.852113 FALSE TRUE TRUE

c.(622-624)tCt>tGtp.S208C 0.525714 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.591398 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.505952 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE



c.(2887-2889)gGg>gAgp.G963E 0.898305 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.537313 TRUE TRUE FALSE

c.(1573-1575)Cgc>Tgcp.R525C 0.851852 FALSE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.130952 FALSE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.036842 FALSE FALSE FALSE

c.(2716-2718)agG>agAp.R906R 0.503497 TRUE TRUE TRUE

c.(1261-1263)tcT>tcCp.S421S 0.31746 FALSE TRUE TRUE

c.(4000-4002)Aca>Gcap.T1334A 0.463259 FALSE TRUE TRUE

c.(1507-1509)ggC>ggTp.G503G 0.390476 FALSE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.4625 TRUE TRUE FALSE

c.(6358-6360)agC>agGp.S2120R 0.417476 FALSE TRUE TRUE

c.(1360-1362)gaT>gaCp.D454D 0.347368 FALSE TRUE TRUE

c.(1873-1875)ggA>ggGp.G625G 0.836735 FALSE TRUE FALSE

c.(12760-12762)agC>agTp.S4254S 0.555024 FALSE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(1279-1281)tcA>tcGp.S427S 0.519231 FALSE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 1 FALSE TRUE FALSE

c.(5665-5667)Acc>Gccp.T1889A 0.380952 TRUE TRUE FALSE

c.(8455-8457)cAt>cGtp.H2819R 0.885714 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(5110-5112)tcG>tcAp.S1704S 0.130435 FALSE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 1 TRUE TRUE TRUE

c.(490-492)ctT>ctCp.L164L 0.984375 FALSE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.181818 TRUE TRUE TRUE

c.(1129-1131)atC>atTp.I377I 0.447368 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.0837 TRUE FALSE FALSE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(268-270)agA>agTp.R90S 0.062198 FALSE FALSE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(790-792)ctC>ctTp.L264L 0.512987 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.447761 TRUE TRUE FALSE

c.(1507-1509)tcC>tcTp.S503S 0.966667 TRUE TRUE TRUE

c.(9730-9732)ctG>ctTp.L3244L 0.165563 FALSE TRUE TRUE

c.(484-486)agC>agTp.S162S 0.75 FALSE TRUE TRUE

c.(643-645)cCa>cGap.P215R 0.44 FALSE TRUE FALSE

c.(5740-5742)Ata>Gtap.I1914V 0.130952 FALSE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.580189 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.119565 FALSE TRUE TRUE

c.(7009-7011)aCt>aAtp.T2337N 0.175 FALSE TRUE TRUE

c.(472-474)gcA>gcGp.A158A 0.988095 TRUE TRUE TRUE

c.(607-609)Ccc>Tccp.P203S 0.075472 FALSE TRUE TRUE

c.(7054-7056)gtC>gtGp.V2352V 0.471698 FALSE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.25 TRUE TRUE FALSE

c.(841-843)caT>caCp.H281H 0.052265 FALSE TRUE FALSE

c.(2101-2103)ccC>ccTp.P701P 0.68 FALSE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.969231 TRUE TRUE TRUE



c.(3499-3501)ccA>ccTp.P1167P 0.503876 TRUE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 1 TRUE TRUE FALSE

c.(1576-1578)cGt>cCtp.R526P 1 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.483333 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.510917 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.274194 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.989848 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.46988 TRUE TRUE TRUE

c.(841-843)Gca>Acap.A281T 0.6875 TRUE TRUE TRUE

c.(4297-4299)Atg>Gtgp.M1433V 0.520833 FALSE TRUE FALSE

c.(505-507)gaG>gaAp.E169E 1 FALSE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.195021 TRUE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.491713 TRUE TRUE TRUE

c.(313-315)tGt>tTtp.C105F 0.489796 FALSE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 0.866667 FALSE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.979275 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.515464 TRUE TRUE TRUE

c.(958-960)Gga>Agap.G320R 0.290323 FALSE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.461039 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 1 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(4528-4530)caC>caTp.H1510H 0.981928 TRUE TRUE TRUE

c.(694-696)ccG>ccAp.P232P 0.552381 FALSE FALSE FALSE

c.(943-945)Cgg>Tggp.R315W 0.509091 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.378698 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.509317 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 1 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.809524 TRUE TRUE FALSE

c.(3037-3039)caC>caTp.H1013H 0.492308 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.5 TRUE TRUE TRUE

c.(664-666)gCg>gTgp.A222V 0.212121 FALSE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.307692 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.137698 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.482558 TRUE TRUE TRUE

c.(1342-1344)Atc>Gtcp.I448V 0.5625 TRUE TRUE TRUE

c.(1057-1059)ctG>ctAp.L353L 1 FALSE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.367816 TRUE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.523077 TRUE TRUE TRUE

c.(682-684)taG>taAp.*228* 0.933333 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.224138 TRUE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.494071 TRUE TRUE TRUE

c.(601-603)Cgc>Tgcp.R201C 0.26087 FALSE TRUE FALSE

c.(5920-5922)atC>atTp.I1974I 0.426087 FALSE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.456853 TRUE TRUE TRUE

c.(3001-3003)gaA>gaGp.E1001E 0.47619 TRUE TRUE FALSE

c.(1501-1503)cCa>cTap.P501L 0.518182 FALSE FALSE FALSE

c.(910-912)tAc>tGcp.Y304C 0.469027 FALSE FALSE FALSE



c.(5014-5016)aaC>aaTp.N1672N 0.482353 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.478022 TRUE TRUE TRUE

c.(1150-1152)ccC>ccTp.P384P 0.538462 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.982249 TRUE TRUE TRUE

c.(388-390)caC>caTp.H130H 0.3125 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.51 TRUE TRUE TRUE

c.(1597-1599)Aca>Gcap.T533A 0.896552 FALSE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.467066 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.534591 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.483146 TRUE TRUE TRUE

c.(3364-3366)cGg>cAgp.R1122Q 0.470149 TRUE TRUE TRUE

c.(1141-1143)ctA>ctGp.L381L 0.244444 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.968421 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.547264 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.054687 TRUE TRUE FALSE

c.(1234-1236)Gtg>Ctgp.V412L 0.387097 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.049869 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.469231 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.47619 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.516746 TRUE TRUE TRUE

c.(1156-1158)agA>agCp.R386S 0.375 TRUE TRUE FALSE

c.(1921-1923)Agg>Gggp.R641G 1 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 1 TRUE TRUE TRUE

c.(877-879)aaG>aaTp.K293N 0.321429 FALSE TRUE TRUE

c.(1786-1788)caG>caCp.Q596H 0.432432 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.493333 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.5 TRUE TRUE TRUE

c.(1123-1125)tGc>tAcp.C375Y 0.333333 TRUE TRUE FALSE

c.(7162-7164)caC>caTp.H2388H 0.442308 FALSE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 1 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.977011 TRUE TRUE FALSE

c.(1027-1029)cGc>cAcp.R343H 0.388889 FALSE TRUE TRUE

c.(1801-1803)gaT>gaCp.D601D 0.456954 FALSE TRUE TRUE

c.(1360-1362)tcG>tcAp.S454S 0.333333 FALSE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.543689 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 0.9 FALSE TRUE FALSE

c.(394-396)Cgc>Tgcp.R132C 0.48855 FALSE FALSE FALSE

c.(1345-1347)cTg>cCgp.L449P 0.461538 TRUE TRUE FALSE

c.(3436-3438)cgA>cgGp.R1146R 0.877551 TRUE TRUE FALSE

c.(1372-1374)Gca>Acap.A458T 0.9375 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.489051 TRUE TRUE TRUE

c.(601-603)atT>atCp.I201I 0.384615 TRUE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.475 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.514493 TRUE TRUE TRUE

c.(19-21)ggC>ggTp.G7G 0.475936 FALSE TRUE TRUE



c.(2773-2775)gtA>gtCp.V925V 0.48503 TRUE TRUE TRUE

c.(670-672)Ata>Gtap.I224V 0.75 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.52 TRUE TRUE TRUE

c.(271-273)cGc>cAcp.R91H 0.534759 TRUE TRUE TRUE

c.(2119-2121)ggC>ggTp.G707G 0.425743 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.25 TRUE TRUE FALSE

c.(3670-3672)gaG>gaAp.E1224E 0.547945 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.636364 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.97546 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.511811 TRUE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 0.532609 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.988764 TRUE TRUE TRUE

c.(2098-2100)ctC>ctTp.L700L 0.430303 FALSE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.123558 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.947368 TRUE TRUE FALSE

c.(112-114)ccT>ccCp.P38P 1 FALSE TRUE FALSE

c.(1684-1686)Tta>Ctap.L562L 1 FALSE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 1 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.47907 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(793-795)Gtg>Atgp.V265M 0.349206 FALSE TRUE FALSE

c.(808-810)Cgc>Tgcp.R270C 0.517241 TRUE TRUE TRUE

c.(1171-1173)ccC>ccTp.P391P 1 TRUE TRUE TRUE

c.(4525-4527)atC>atTp.I1509I 0.481013 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.505976 TRUE TRUE TRUE

c.(2077-2079)gaC>gaAp.D693E 0.487805 TRUE TRUE TRUE

c.(2407-2409)cgC>cgTp.R803R 0.504425 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.485714 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.552239 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.477612 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.552941 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.473373 TRUE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 0.544248 TRUE TRUE TRUE

c.(1576-1578)tgT>tgCp.C526C 0.451613 FALSE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.459459 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.39759 TRUE TRUE FALSE

c.(2572-2574)ggC>ggTp.G858G 0.492063 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.504425 TRUE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.532468 TRUE TRUE TRUE

c.(586-588)cgC>cgTp.R196R 0.4 FALSE TRUE FALSE

c.(565-567)ccG>ccAp.P189P 0.539216 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.494118 TRUE TRUE FALSE

c.(775-777)Ggt>Cgtp.G259R 0.522293 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.185629 TRUE FALSE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.571429 TRUE TRUE FALSE

c.(76-78)aaG>aaAp.K26K 0.121019 TRUE TRUE FALSE



c.(1798-1800)gtT>gtCp.V600V 0.5625 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.984615 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.503759 TRUE TRUE FALSE

c.(913-915)ccG>ccAp.P305P 0.6 FALSE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.981651 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.992754 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.54902 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.494048 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.337979 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.462857 TRUE TRUE TRUE

c.(1171-1173)aTg>aGgp.M391R 0.375 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.560606 TRUE TRUE TRUE

c.(958-960)caA>caCp.Q320H 0.427746 FALSE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.956522 TRUE TRUE TRUE

c.(112-114)tCt>tGtp.S38C 0.5 FALSE FALSE FALSE

c.(46-48)Tgg>Cggp.W16R 0.053672 FALSE FALSE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.04893 TRUE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.147493 TRUE TRUE TRUE

c.(1189-1191)aCt>aTtp.T397I 0.465686 TRUE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.475 TRUE TRUE TRUE

c.(1783-1785)caG>caAp.Q595Q 0.190476 FALSE FALSE FALSE

c.(901-903)Cag>Gagp.Q301E 0.636364 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.517857 TRUE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.478469 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.488038 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.544872 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.04 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.038911 TRUE TRUE FALSE

c.(7393-7395)tgC>tgTp.C2465C 0.436782 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.239437 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.407895 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.47619 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.603774 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.496124 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.201754 TRUE TRUE FALSE

c.(283-285)Ctt>Tttp.L95F 1 FALSE FALSE FALSE

c.(1459-1461)gaA>gaGp.E487E 1 FALSE TRUE FALSE

c.(8524-8526)taT>taCp.Y2842Y 0.97076 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.430108 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.388889 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.307692 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.530055 TRUE TRUE TRUE

c.(7660-7662)Aaa>Caap.K2554Q 0.482353 FALSE FALSE FALSE

c.(745-747)cTg>cCgp.L249P 0.238095 TRUE TRUE FALSE

c.(1711-1713)Ctg>Gtgp.L571V 0.22807 TRUE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(2470-2472)Gtg>Atgp.V824M 0.527473 FALSE TRUE FALSE



c.(4873-4875)tgT>tgCp.C1625C 0.510345 TRUE TRUE TRUE

c.(91-93)Ctg>Ttgp.L31L 0.484848 FALSE FALSE TRUE

c.(526-528)cGt>cAtp.R176H 0.196429 TRUE TRUE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.385965 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.379747 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.120988 TRUE TRUE FALSE

c.(2938-2940)ccC>ccTp.P980P 0.452555 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.458333 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.050336 TRUE TRUE TRUE

c.(523-525)acC>acTp.T175T 0.425 FALSE FALSE FALSE

c.(1084-1086)ggG>ggTp.G362G 0.666667 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.436508 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.506173 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.044568 TRUE TRUE FALSE

c.(8356-8358)acG>acAp.T2786T 0.357143 TRUE TRUE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.517007 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.43662 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.5 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.538012 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.214286 TRUE TRUE FALSE

c.(1150-1152)ccT>ccCp.P384P 1 FALSE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.477477 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.461538 TRUE TRUE TRUE

c.(3772-3774)caG>caAp.Q1258Q 0.181818 TRUE FALSE TRUE

c.(835-837)acG>acTp.T279T 0.515385 TRUE FALSE FALSE

c.(1021-1023)atG>atAp.M341I 1 FALSE TRUE FALSE

c.(1231-1233)aGc>aAcp.S411N 0.545455 TRUE TRUE TRUE

c.(481-483)Atg>Gtgp.M161V 0.057377 TRUE TRUE FALSE

c.(346-348)cgC>cgTp.R116R 0.470588 FALSE TRUE FALSE

c.(106-108)agG>agAp.R36R 0.127962 TRUE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.291262 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.564417 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.53 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.977444 TRUE TRUE TRUE

c.(1045-1047)cAt>cGtp.H349R 0.361111 TRUE TRUE FALSE

c.(523-525)agC>agTp.S175S 1 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.195312 TRUE TRUE FALSE

c.(2167-2169)Gag>Aagp.E723K 0.464646 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.388889 TRUE TRUE TRUE

c.(3157-3159)cGa>cAap.R1053Q 0.411765 FALSE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.514851 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.291667 TRUE FALSE FALSE

c.(403-405)Aga>Tgap.R135* 0.050279 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.506098 TRUE TRUE TRUE

c.(2407-2409)agC>agGp.S803R 0.625 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 1 TRUE TRUE TRUE

c.(301-303)gcG>gcAp.A101A 0.527559 TRUE FALSE TRUE



c.(598-600)tcC>tcGp.S200S 0.625 TRUE TRUE FALSE

c.(772-774)tTc>tCcp.F258S 0.455446 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.030641 TRUE TRUE FALSE

c.(4282-4284)cAg>cGgp.Q1428R 0.455357 TRUE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 1 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.333333 TRUE TRUE FALSE

c.(556-558)gaG>gaAp.E186E 1 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.475524 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.5 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.970297 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.454545 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.516667 TRUE TRUE TRUE

c.(769-771)caT>caCp.H257H 0.045872 TRUE FALSE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.485714 TRUE TRUE TRUE

c.(5209-5211)Ctc>Ttcp.L1737F 0.446154 FALSE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.974359 TRUE TRUE FALSE

c.(2389-2391)aaT>aaGp.N797K 0.547619 FALSE TRUE TRUE

c.(1357-1359)aaT>aaGp.N453K 0.257143 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.211382 TRUE TRUE FALSE

c.(1558-1560)ggC>ggTp.G520G 0.222222 FALSE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.178947 TRUE TRUE TRUE

c.(4672-4674)caC>caTp.H1558H 0.444444 FALSE FALSE FALSE

c.(7573-7575)Ctc>Gtcp.L2525V 0.5 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.954545 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.447059 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.985507 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.625 FALSE TRUE FALSE

c.(2737-2739)Cct>Actp.P913T 0.523077 TRUE TRUE TRUE

c.(49-51)Gag>Aagp.E17K 0.357143 FALSE FALSE FALSE

c.(52-54)ggG>ggAp.G18G 0.263158 FALSE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.4375 TRUE TRUE TRUE

c.(1786-1788)caG>caCp.Q596H 0.548387 TRUE TRUE TRUE

c.(2050-2052)atC>atTp.I684I 0.409091 TRUE TRUE TRUE

c.(991-993)Gcc>Accp.A331T 1 FALSE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.555556 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.495413 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.518692 TRUE TRUE TRUE

c.(3496-3498)cTa>cCap.L1166P 0.473118 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 1 TRUE TRUE TRUE

c.(2593-2595)cAt>cGtp.H865R 0.458333 FALSE TRUE TRUE

c.(1480-1482)caG>caAp.Q494Q 0.428571 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(943-945)Ggt>Agtp.G315S 0.432432 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.579235 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.546218 TRUE TRUE TRUE



c.(2518-2520)gaT>gaAp.D840E 0.468085 TRUE TRUE FALSE

c.(736-738)atG>atAp.M246I 0.28125 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.555556 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.945946 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.169492 TRUE TRUE FALSE

c.(1561-1563)aaG>aaAp.K521K 0.5 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.264151 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 1 TRUE TRUE TRUE

c.(2320-2322)Act>Gctp.T774A 0.423729 FALSE FALSE TRUE

c.(2416-2418)caT>caCp.H806H 0.666667 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 1 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.445946 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.394558 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.5 FALSE TRUE FALSE

c.(208-210)caG>caAp.Q70Q 0.081633 FALSE FALSE FALSE

c.(8605-8607)ctC>ctAp.L2869L 0.487805 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.535088 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.506667 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.51145 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.992701 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.556338 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.5 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.992908 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.414634 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.564626 TRUE TRUE TRUE

c.(1843-1845)Aaa>Gaap.K615E 0.363636 FALSE FALSE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.070776 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.469697 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.469136 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.431818 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.111111 TRUE TRUE FALSE

c.(1537-1539)Cgc>Tgcp.R513C 0.666667 FALSE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.397436 TRUE TRUE TRUE

c.(94-96)Tgt>Cgtp.C32R 0.057143 TRUE TRUE FALSE

c.(709-711)ttT>ttCp.F237F 0.5 FALSE TRUE FALSE

c.(1678-1680)Att>Gttp.I560V 0.465649 FALSE TRUE TRUE

c.(4504-4506)Agt>Ggtp.S1502G 0.511811 TRUE TRUE TRUE

c.(1273-1275)gcC>gcTp.A425A 0.380952 FALSE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.526316 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.544118 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 1 TRUE TRUE TRUE

c.(3379-3381)tcT>tcAp.S1127S 0.414286 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.495238 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.425743 TRUE TRUE TRUE

c.(127-129)ccC>ccTp.P43P 0.410256 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.306818 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.534884 TRUE TRUE TRUE



c.(1639-1641)ccG>ccAp.P547P 0.55 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.581197 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.972973 TRUE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.444444 TRUE TRUE FALSE

c.(196-198)Tgc>Cgcp.C66R 0.137931 TRUE FALSE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.545455 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.410714 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.181818 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.456897 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.497238 TRUE TRUE TRUE

c.(1918-1920)Cgc>Tgcp.R640C 0.52 FALSE FALSE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(535-537)ccG>ccAp.P179P 0.43609 FALSE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.515021 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 1 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.535948 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.540323 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.030303 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.142857 TRUE TRUE FALSE

c.(6607-6609)caC>caTp.H2203H 0.5 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.465116 TRUE TRUE TRUE

c.(409-411)gGa>gAap.G137E 0.414894 TRUE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 0.307692 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.463415 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.415094 TRUE TRUE FALSE

c.(2830-2832)agG>agCp.R944S 0.541667 FALSE FALSE FALSE

c.(973-975)Cgg>Tggp.R325W 0.179487 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 1 TRUE TRUE FALSE

c.(1993-1995)atG>atAp.M665I 0.5 TRUE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.422764 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.392157 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.542373 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.502924 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.512987 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.495575 TRUE TRUE TRUE

c.(8320-8322)tgC>tgTp.C2774C 0.480263 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.736842 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.988827 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.989247 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.485294 TRUE TRUE TRUE

c.(163-165)caC>caTp.H55H 0.482759 FALSE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.6 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.326923 TRUE TRUE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.5 TRUE TRUE TRUE



c.(1519-1521)Gtc>Atcp.V507I 0.568966 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.230769 TRUE TRUE TRUE

c.(499-501)gGc>gAcp.G167D 0.545455 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.545455 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.575472 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.503817 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.53012 TRUE TRUE TRUE

c.(850-852)ccG>ccAp.P284P 0.333333 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.986667 TRUE TRUE FALSE

c.(2224-2226)gtC>gtGp.V742V 0.52 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.272727 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.534247 TRUE TRUE TRUE

c.(1213-1215)Cca>Tcap.P405S 0.138298 FALSE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.395833 TRUE TRUE TRUE

c.(11200-11202)Caa>Aaap.Q3734K 0.545977 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.516667 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.992366 TRUE TRUE TRUE

c.(10669-10671)ccA>ccGp.P3557P 0.479167 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.126761 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(997-999)aaG>aaAp.K333K 0.448718 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 0.458333 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.425743 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.689655 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.995745 TRUE TRUE TRUE

c.(1129-1131)cAg>cGgp.Q377R 0.487805 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.46696 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.132597 TRUE TRUE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.393258 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.996032 TRUE TRUE TRUE

c.(439-441)gaT>gaCp.D147D 1 FALSE TRUE FALSE

c.(1321-1323)Cag>Gagp.Q441E 1 FALSE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.093048 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.528302 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.652174 TRUE TRUE TRUE

c.(88-90)aaC>aaAp.N30K 0.472973 FALSE TRUE TRUE

c.(409-411)Caa>Aaap.Q137K 0.029703 TRUE FALSE FALSE

c.(4303-4305)Ggg>Aggp.G1435R 0.428571 FALSE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.102941 TRUE FALSE FALSE

c.(4873-4875)tgT>tgCp.C1625C 1 TRUE TRUE TRUE

c.(859-861)aaA>aaGp.K287K 1 FALSE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.393939 TRUE FALSE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.521053 TRUE TRUE TRUE

c.(106-108)Tct>Cctp.S36P 0.6 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 1 TRUE TRUE TRUE

c.(1831-1833)Cca>Acap.P611T 0.525836 TRUE TRUE TRUE



c.(6193-6195)atT>atCp.I2065I 0.459459 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(448-450)Aac>Gacp.N150D 1 FALSE TRUE FALSE

c.(772-774)tTc>tCcp.F258S 0.432099 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.039409 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.466165 TRUE TRUE TRUE

c.(5083-5085)tcG>tcAp.S1695S 0.475309 FALSE TRUE TRUE

c.(7156-7158)aCa>aTap.T2386I 0.472131 FALSE TRUE TRUE

c.(1141-1143)tGt>tAtp.C381Y 0.495935 FALSE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.541063 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.539171 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.459854 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.502674 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.415459 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.202454 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.483333 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.995536 TRUE TRUE TRUE

c.(2374-2376)gaT>gaCp.D792D 0.558376 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.372263 TRUE TRUE FALSE

c.(1051-1053)ctA>ctGp.L351L 1 FALSE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.473498 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.567797 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.560386 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.48855 TRUE TRUE TRUE

c.(1849-1851)Att>Gttp.I617V 0.475936 TRUE TRUE TRUE

c.(1156-1158)gcG>gcAp.A386A 0.456954 FALSE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.560748 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.076744 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.491228 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.55 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.421801 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.5 FALSE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.5 TRUE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.447368 TRUE TRUE FALSE

c.(235-237)aaC>aaTp.N79N 0.137931 TRUE TRUE TRUE

c.(2440-2442)acG>acTp.T814T 0.555556 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.525547 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.666667 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(892-894)tGt>tCtp.C298S 0.986395 TRUE TRUE TRUE

c.(1672-1674)aAg>aGgp.K558R 0.458333 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.505376 TRUE TRUE TRUE

c.(616-618)cCa>cAap.P206Q 0.056 TRUE FALSE FALSE

c.(1345-1347)cTg>cCgp.L449P 0.428571 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.416667 TRUE TRUE FALSE

c.(304-306)gGg>gCgp.G102A 0.467662 FALSE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.976331 TRUE TRUE TRUE



c.(907-909)aaG>aaAp.K303K 0.505747 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.246835 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.995 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.504032 TRUE TRUE TRUE

c.(1030-1032)ggG>ggAp.G344G 1 FALSE TRUE FALSE

c.(3859-3861)Gag>Aagp.E1287K 0.930435 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.461538 TRUE TRUE TRUE

c.(1996-1998)gaA>gaCp.E666D 0.535088 FALSE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.980198 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.4947 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.5625 TRUE TRUE TRUE

c.(328-330)Gtc>Atcp.V110I 0.294118 TRUE TRUE FALSE

c.(2149-2151)gCg>gTgp.A717V 0.51875 FALSE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.471963 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.540541 TRUE TRUE TRUE

c.(820-822)Cct>Tctp.P274S 0.395522 TRUE TRUE TRUE

c.(406-408)caA>caGp.Q136Q 0.422594 FALSE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.527473 TRUE TRUE TRUE

c.(1123-1125)aAc>aGcp.N375S 0.438438 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.50974 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.538462 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.044944 TRUE TRUE FALSE

c.(640-642)Acc>Gccp.T214A 0.476987 FALSE FALSE FALSE

c.(10462-10464)cTa>cCap.L3488P 0.530928 TRUE TRUE TRUE

c.(2623-2625)aAt>aGtp.N875S 0.384977 FALSE FALSE FALSE

c.(301-303)aGc>aAcp.S101N 0.176471 FALSE FALSE FALSE

c.(346-348)gGc>gCcp.G116A 0.04321 FALSE FALSE FALSE

c.(3016-3018)taC>taTp.Y1006Y 0.506122 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.10084 TRUE TRUE FALSE

c.(532-534)agC>agTp.S178S 0.490798 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.490775 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.504274 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.518868 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.474359 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.55 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.504065 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(85-87)gaC>gaTp.D29D 0.448276 FALSE TRUE TRUE

c.(2530-2532)Gag>Aagp.E844K 0.480769 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.469697 TRUE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.236842 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 1 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.037135 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.531579 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.538462 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.458333 TRUE TRUE TRUE



c.(7621-7623)gcC>gcTp.A2541A 0.333333 TRUE TRUE FALSE

c.(2827-2829)gcC>gcTp.A943A 0.527174 TRUE TRUE TRUE

c.(1414-1416)ggT>ggCp.G472G 0.478469 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.991453 TRUE TRUE TRUE

c.(7222-7224)cTc>cAcp.L2408H 0.553957 FALSE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.143079 TRUE TRUE FALSE

c.(916-918)gcG>gcAp.A306A 0.45 FALSE TRUE FALSE

c.(706-708)Ctt>Attp.L236I 0.875 FALSE TRUE FALSE

c.(3640-3642)acA>acGp.T1214T 0.493827 FALSE TRUE FALSE

c.(1474-1476)cCa>cAap.P492Q 0.352941 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.511811 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.485876 TRUE TRUE TRUE

c.(817-819)cTt>cCtp.L273P 0.470588 TRUE TRUE TRUE

c.(676-678)acG>acAp.T226T 1 FALSE TRUE FALSE

c.(682-684)cAg>cCgp.Q228P 0.509434 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.452055 TRUE TRUE TRUE

c.(196-198)Tgc>Cgcp.C66R 0.115942 TRUE FALSE FALSE

c.(340-342)gcT>gcCp.A114A 0.044304 FALSE FALSE FALSE

c.(1189-1191)aCt>aTtp.T397I 0.98125 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.458333 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.5 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.529851 TRUE TRUE TRUE

c.(1600-1602)Gat>Catp.D534H 0.507042 FALSE TRUE TRUE

c.(199-201)Aga>Tgap.R67* 0.072948 TRUE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.488372 TRUE TRUE TRUE

c.(157-159)atG>atAp.M53I 1 FALSE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.523437 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.497817 TRUE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.448276 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.456897 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.505747 TRUE TRUE TRUE

c.(622-624)tCt>tGtp.S208C 0.45641 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.502183 TRUE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.461538 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.428571 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.254902 TRUE TRUE TRUE

c.(178-180)aaC>aaTp.N60N 0.429907 FALSE TRUE TRUE

c.(334-336)cCa>cAap.P112Q 0.070423 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 1 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.518519 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.495192 TRUE TRUE TRUE

c.(2446-2448)tcA>tcCp.S816S 0.517045 TRUE TRUE TRUE

c.(1012-1014)atA>atGp.I338M 1 FALSE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.081967 TRUE TRUE TRUE

c.(610-612)Cgg>Tggp.R204W 0.25964 TRUE FALSE FALSE

c.(1099-1101)cGg>cAgp.R367Q 0.472222 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.455752 TRUE TRUE TRUE



c.(4525-4527)atC>atTp.I1509I 0.478764 TRUE TRUE TRUE

c.(5857-5859)cgA>cgGp.R1953R 0.477612 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.563953 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.462094 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.527607 TRUE TRUE TRUE

c.(631-633)aAa>aGap.K211R 0.048387 TRUE TRUE FALSE

c.(6514-6516)caC>caTp.H2172H 0.227273 TRUE TRUE TRUE

c.(2272-2274)ttC>ttTp.F758F 0.551181 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.752294 TRUE TRUE FALSE

c.(1711-1713)Ctg>Gtgp.L571V 0.25 TRUE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.442857 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.4 TRUE TRUE FALSE

c.(1843-1845)aaA>aaTp.K615N 0.111111 FALSE FALSE FALSE

c.(532-534)Cat>Gatp.H178D 0.141791 FALSE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(4282-4284)cAg>cGgp.Q1428R 0.968153 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.594595 TRUE TRUE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.216216 TRUE TRUE TRUE

c.(559-561)gcC>gcTp.A187A 0.08642 TRUE TRUE FALSE

c.(1225-1227)Aag>Cagp.K409Q 0.28125 FALSE FALSE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.498054 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.061321 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.048889 TRUE FALSE FALSE

c.(1501-1503)gaT>gaCp.D501D 1 TRUE TRUE TRUE

c.(508-510)taC>taTp.Y170Y 0.44382 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.530303 TRUE TRUE TRUE

c.(652-654)Atg>Gtgp.M218V 0.518797 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.487013 TRUE TRUE TRUE

c.(139-141)gGa>gAap.G47E 0.324561 TRUE TRUE TRUE

c.(166-168)ggG>ggAp.G56G 0.453125 FALSE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 1 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.745455 TRUE TRUE FALSE

c.(169-171)atG>atAp.M57I 1 FALSE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.429577 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.283333 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.448148 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.216667 TRUE TRUE FALSE

c.(403-405)Aga>Tgap.R135* 0.064789 TRUE TRUE FALSE

c.(7234-7236)Ccc>Accp.P2412T 0.502959 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.0837 TRUE TRUE FALSE

c.(166-168)caA>caGp.Q56Q 0.502283 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.52907 TRUE TRUE TRUE

c.(841-843)Gca>Acap.A281T 0.6 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.09375 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.5 TRUE TRUE TRUE

c.(1984-1986)Gag>Aagp.E662K 0.524691 FALSE FALSE TRUE

c.(3067-3069)acA>acGp.T1023T 0.439394 TRUE TRUE TRUE



c.(91-93)taT>taAp.Y31* 0.518519 FALSE TRUE FALSE

c.(1492-1494)caA>caGp.Q498Q 0.144928 TRUE TRUE FALSE

c.(4282-4284)atA>atCp.I1428I 0.465649 TRUE TRUE TRUE

c.(1114-1116)Tac>Cacp.Y372H 0.40625 FALSE TRUE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.464891 TRUE TRUE TRUE

c.(1042-1044)gaG>gaAp.E348E 0.351351 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.507937 TRUE TRUE TRUE

c.(439-441)gaT>gaCp.D147D 1 FALSE TRUE FALSE

c.(769-771)caT>caCp.H257H 0.068376 TRUE FALSE FALSE

c.(262-264)cGa>cAap.R88Q 0.060948 TRUE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.211111 TRUE TRUE FALSE

c.(7453-7455)gaC>gaTp.D2485D 0.058824 FALSE TRUE TRUE

c.(2938-2940)ccC>ccTp.P980P 0.446701 TRUE TRUE TRUE

c.(859-861)aaA>aaGp.K287K 0.988506 FALSE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.446154 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.991228 TRUE TRUE TRUE

c.(244-246)ctG>ctAp.L82L 0.375 FALSE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.061876 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.172023 TRUE TRUE FALSE

c.(502-504)Ata>Ttap.I168L 0.220339 TRUE TRUE FALSE

c.(448-450)Aac>Gacp.N150D 0.968254 FALSE TRUE FALSE

c.(691-693)Tgt>Cgtp.C231R 0.070588 TRUE TRUE FALSE

c.(1342-1344)Atc>Gtcp.I448V 0.969697 TRUE TRUE TRUE

c.(2875-2877)gcC>gcTp.A959A 0.451852 TRUE TRUE TRUE

c.(1135-1137)gcG>gcAp.A379A 0.407843 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.479323 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.473498 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.502825 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.078431 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.052718 TRUE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.458738 TRUE TRUE TRUE

c.(4-6)cTg>cCgp.L2P 0.48913 FALSE TRUE TRUE

c.(1720-1722)tcT>tcCp.S574S 0.475309 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.427928 TRUE TRUE TRUE

c.(3298-3300)cGa>cAap.R1100Q 0.436578 FALSE FALSE FALSE

c.(52-54)Agc>Cgcp.S18R 0.133333 FALSE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.502924 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.189573 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 1 TRUE TRUE TRUE

c.(1009-1011)cGc>cAcp.R337H 0.171171 FALSE FALSE FALSE

c.(2287-2289)atC>atTp.I763I 0.481481 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.465116 TRUE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.242857 TRUE TRUE FALSE

c.(1132-1134)tcG>tcAp.S378S 0.464286 FALSE FALSE FALSE

c.(835-837)gTg>gCgp.V279A 0.074176 TRUE TRUE FALSE



c.(2047-2049)Ctg>Ttgp.L683L 0.997868 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.522843 TRUE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.435583 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.525773 TRUE TRUE TRUE

c.(835-837)ggC>ggTp.G279G 0.092486 TRUE TRUE FALSE

c.(865-867)Gat>Aatp.D289N 0.450549 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.529412 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.256579 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.526316 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.476596 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.99 FALSE TRUE FALSE

c.(337-339)gCc>gTcp.A113V 0.046823 TRUE TRUE FALSE

c.(3172-3174)gtG>gtCp.V1058V 0.818182 FALSE FALSE FALSE

c.(730-732)atT>atCp.I244I 0.958333 FALSE TRUE FALSE

c.(3070-3072)gcC>gcAp.A1024A 0.584416 TRUE TRUE TRUE

c.(1033-1035)ggG>ggCp.G345G 0.532374 FALSE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.994203 TRUE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 0.315789 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.106599 TRUE TRUE FALSE

c.(5683-5685)cgC>cgTp.R1895R 0.5 FALSE FALSE FALSE

c.(97-99)aaG>aaAp.K33K 0.525714 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(127-129)tcA>tcGp.S43S 0.159468 TRUE TRUE FALSE

c.(1885-1887)acT>acAp.T629T 0.992 TRUE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.224638 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 0.987342 FALSE TRUE FALSE

c.(1930-1932)Aat>Catp.N644H 0.463576 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.617021 TRUE TRUE FALSE

c.(6043-6045)Acc>Gccp.T2015A 0.103448 TRUE TRUE TRUE

c.(7252-7254)aaC>aaTp.N2418N 0.531818 TRUE TRUE TRUE

c.(2503-2505)aaC>aaTp.N835N 0.451537 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.989189 TRUE TRUE TRUE

c.(1030-1032)ggG>ggAp.G344G 1 FALSE TRUE FALSE

c.(3859-3861)Gag>Aagp.E1287K 0.510373 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.461078 TRUE TRUE TRUE

c.(1846-1848)Cct>Tctp.P616S 0.046296 FALSE FALSE FALSE

c.(10648-10650)gaG>gaAp.E3550E 0.46 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.453012 TRUE TRUE TRUE

c.(217-219)Ctt>Tttp.L73F 0.777778 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.540541 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.7 TRUE TRUE TRUE

c.(820-822)Cct>Tctp.P274S 0.409524 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.552941 TRUE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.991979 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.436975 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.088785 TRUE TRUE FALSE

c.(1996-1998)ttT>ttCp.F666F 0.473684 TRUE TRUE TRUE



c.(91-93)Aag>Gagp.K31E 0.216783 TRUE TRUE FALSE

c.(205-207)caA>caGp.Q69Q 0.062112 TRUE TRUE FALSE

c.(520-522)Tta>Ctap.L174L 0.984615 FALSE TRUE FALSE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.969697 FALSE TRUE FALSE

c.(11725-11727)ggC>ggTp.G3909G 0.50289 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.507273 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.141892 TRUE TRUE FALSE

c.(166-168)caA>caGp.Q56Q 0.486301 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.521452 TRUE TRUE TRUE

c.(139-141)Tat>Catp.Y47H 0.991228 FALSE TRUE FALSE

c.(823-825)cGg>cAgp.R275Q 0.437247 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.502283 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.577889 TRUE TRUE FALSE

c.(2494-2496)Cgg>Tggp.R832W 0.473029 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.464516 TRUE TRUE TRUE

c.(1051-1053)ctA>ctGp.L351L 1 FALSE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.989691 TRUE TRUE TRUE

c.(1462-1464)Tgc>Cgcp.C488R 0.451777 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.491979 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.47205 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.488584 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.487805 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.457859 TRUE TRUE FALSE

c.(2572-2574)ggC>ggTp.G858G 0.461165 TRUE TRUE TRUE

c.(292-294)Tgg>Cggp.W98R 0.179487 TRUE TRUE FALSE

c.(10318-10320)Ata>Gtap.I3440V 0.463415 FALSE TRUE TRUE

c.(8470-8472)ccC>ccGp.P2824P 0.578947 FALSE TRUE TRUE

c.(466-468)Cat>Tatp.H156Y 0.480687 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.542254 TRUE TRUE TRUE

c.(1693-1695)atT>atCp.I565I 0.49635 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.5 TRUE TRUE FALSE

c.(808-810)Cgc>Tgcp.R270C 0.385965 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.994949 TRUE TRUE TRUE

c.(1138-1140)taC>taTp.Y380Y 0.625 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.482353 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 0.990291 FALSE TRUE FALSE

c.(22-24)tAt>tGtp.Y8C 0.137931 FALSE FALSE FALSE

c.(7339-7341)ggT>ggAp.G2447G 0.506849 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.117647 TRUE TRUE FALSE

c.(8401-8403)Cga>Tgap.R2801* 0.197802 FALSE FALSE FALSE

c.(676-678)acG>acAp.T226T 0.888889 FALSE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.997537 TRUE TRUE FALSE

c.(11200-11202)Caa>Aaap.Q3734K 0.504065 TRUE TRUE TRUE

c.(1618-1620)caA>caGp.Q540Q 0.074074 FALSE FALSE FALSE

c.(1015-1017)gAt>gTtp.D339V 0.527559 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.493617 TRUE TRUE TRUE



c.(3022-3024)caA>caGp.Q1008Q 0.368421 TRUE FALSE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.538012 TRUE TRUE FALSE

c.(157-159)atG>atAp.M53I 1 FALSE TRUE FALSE

c.(268-270)gGt>gAtp.G90D 0.4 FALSE FALSE FALSE

c.(901-903)Cag>Gagp.Q301E 0.45 TRUE TRUE TRUE

c.(1549-1551)Ccc>Tccp.P517S 0.104167 FALSE TRUE FALSE

c.(1684-1686)caA>caGp.Q562Q 0.997183 TRUE TRUE FALSE

c.(5677-5679)ttA>ttGp.L1893L 0.518797 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 1 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.041667 FALSE FALSE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.07483 TRUE TRUE FALSE

c.(1432-1434)acC>acTp.T478T 0.230769 TRUE TRUE TRUE

c.(742-744)cGg>cAgp.R248Q 0.090452 FALSE TRUE TRUE

c.(6751-6753)tCg>tTgp.S2251L 0.458599 FALSE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.435028 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.496269 TRUE TRUE TRUE

c.(4753-4755)aCg>aTgp.T1585M 0.435407 FALSE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.387218 TRUE TRUE FALSE

c.(1576-1578)agC>agTp.S526S 0.404682 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.522222 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.383178 TRUE TRUE TRUE

c.(1219-1221)Aac>Gacp.N407D 0.052083 FALSE FALSE FALSE

c.(7-9)Gaa>Taap.E3* 0.191667 FALSE TRUE FALSE

c.(3802-3804)cGg>cAgp.R1268Q 0.481172 FALSE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(8320-8322)tgC>tgTp.C2774C 0.445833 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.527439 TRUE TRUE TRUE

c.(2689-2691)ctC>ctTp.L897L 0.1425 FALSE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 0.987097 TRUE TRUE TRUE

c.(700-702)Cgt>Tgtp.R234C 0.071759 TRUE FALSE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.521739 TRUE TRUE FALSE

c.(910-912)Tat>Catp.Y304H 0.945946 FALSE TRUE FALSE

c.(1699-1701)ccA>ccCp.P567P 0.532673 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(496-498)ttC>ttTp.F166F 0.256303 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.494949 TRUE TRUE TRUE

c.(16-18)acT>acCp.T6T 1 FALSE TRUE FALSE

c.(1705-1707)aCg>aTgp.T569M 0.204082 FALSE FALSE FALSE

c.(973-975)taC>taTp.Y325Y 0.483444 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.390374 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.428571 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.189394 TRUE TRUE FALSE

c.(256-258)gtC>gtGp.V86V 0.378676 TRUE TRUE FALSE

c.(1225-1227)Aag>Cagp.K409Q 0.318937 FALSE FALSE FALSE

c.(1921-1923)cGt>cAtp.R641H 0.301235 FALSE FALSE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.4 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.45614 TRUE TRUE TRUE



c.(334-336)cGa>cAap.R112Q 0.033473 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 0.363636 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 1 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.4625 TRUE TRUE TRUE

c.(652-654)Atg>Gtgp.M218V 0.497268 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.566667 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.109091 TRUE TRUE FALSE

c.(1108-1110)taT>taCp.Y370Y 0.46281 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.552083 TRUE TRUE TRUE

c.(169-171)atG>atAp.M57I 1 FALSE TRUE FALSE

c.(523-525)cGc>cAcp.R175H 0.044146 FALSE TRUE FALSE

c.(373-375)acG>acAp.T125T 0.186335 FALSE FALSE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.54661 TRUE TRUE TRUE

c.(451-453)gCc>gTcp.A151V 0.167702 TRUE TRUE FALSE

c.(1147-1149)Aac>Cacp.N383H 0.408163 TRUE TRUE TRUE

c.(445-447)aGg>aAgp.R149K 0.124161 FALSE FALSE FALSE

c.(997-999)aGc>aAcp.S333N 0.505495 FALSE TRUE FALSE

c.(1231-1233)aGc>aAcp.S411N 0.5625 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.370757 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.390244 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.116364 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.988889 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.4875 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.333333 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.12156 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.100671 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(1018-1020)Gcc>Tccp.A340S 0.479839 FALSE TRUE TRUE

c.(4180-4182)Cgg>Tggp.R1394W 0.5 FALSE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.517241 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.105263 FALSE FALSE FALSE

c.(13045-13047)acG>acAp.T4349T 0.985714 TRUE TRUE TRUE

c.(3019-3021)tcG>tcAp.S1007S 0.5 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.509804 TRUE TRUE TRUE

c.(1561-1563)Ggg>Aggp.G521R 0.4 FALSE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.53125 TRUE TRUE TRUE

c.(1672-1674)aaT>aaCp.N558N 0.061224 FALSE FALSE FALSE

c.(316-318)Cgg>Aggp.R106R 0.8 FALSE FALSE FALSE

c.(403-405)Aga>Tgap.R135* 0.041143 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.100872 TRUE TRUE FALSE

c.(76-78)aaG>aaAp.K26K 0.09375 TRUE TRUE FALSE

c.(1555-1557)cAg>cCgp.Q519P 0.583333 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.648649 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.050343 TRUE TRUE FALSE

c.(2062-2064)Aac>Gacp.N688D 0.482759 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.064846 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.228571 TRUE TRUE FALSE



c.(6886-6888)tcG>tcAp.S2296S 0.444444 FALSE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.151899 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 1 TRUE TRUE TRUE

c.(3850-3852)cAc>cGcp.H1284R 0.904762 TRUE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.509934 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.5 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.48913 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.106061 FALSE FALSE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.47973 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.565217 TRUE TRUE FALSE

c.(8152-8154)Att>Gttp.I2718V 0.411111 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 1 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.123123 FALSE FALSE FALSE

c.(391-393)gCg>gTgp.A131V 0.445122 TRUE TRUE TRUE

c.(124-126)gCc>gTcp.A42V 0.454545 FALSE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.504762 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.47619 TRUE TRUE TRUE

c.(757-759)tcT>tcCp.S253S 0.571429 FALSE TRUE TRUE

c.(3184-3186)Gcc>Accp.A1062T 0.352941 TRUE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.06237 TRUE TRUE FALSE

c.(2830-2832)ctG>ctAp.L944L 0.526786 FALSE FALSE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.585366 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.604651 FALSE TRUE FALSE

c.(994-996)Acc>Gccp.T332A 0.094828 FALSE TRUE FALSE

c.(6526-6528)Atc>Ctcp.I2176L 0.485149 FALSE FALSE FALSE

c.(4786-4788)Gtt>Cttp.V1596L 0.8 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.377778 TRUE TRUE TRUE

c.(1288-1290)gcC>gcAp.A430A 0.6 TRUE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 0.944444 FALSE TRUE FALSE

c.(361-363)gTc>gCcp.V121A 0.4375 TRUE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.333333 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.456522 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.48731 TRUE TRUE TRUE

c.(649-651)cGg>cAgp.R217Q 0.532258 FALSE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.48 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.426471 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 1 TRUE TRUE FALSE

c.(235-237)gTt>gGtp.V79G 0.06962 FALSE TRUE FALSE

c.(700-702)Aca>Tcap.T234S 0.182022 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.625 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.520833 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 0.983051 FALSE TRUE FALSE

c.(1930-1932)Aat>Catp.N644H 0.4 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.272727 TRUE TRUE FALSE

c.(484-486)agC>agTp.S162S 0.727273 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.974359 TRUE TRUE FALSE

c.(19-21)aCa>aTap.T7I 0.504202 FALSE FALSE FALSE



c.(445-447)ccA>ccGp.P149P 0.497238 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.507246 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.427711 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.416058 TRUE TRUE TRUE

c.(676-678)cGg>cAgp.R226Q 0.457143 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.110169 TRUE TRUE FALSE

c.(832-834)tcA>tcTp.S278S 0.5 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.444444 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.615385 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.430108 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.295455 TRUE TRUE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.458042 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.510638 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.555556 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.544118 TRUE TRUE TRUE

c.(1870-1872)Atc>Gtcp.I624V 0.571429 FALSE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.984 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.190476 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.965217 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.410256 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(103-105)agC>agTp.S35S 0.981132 FALSE TRUE FALSE

c.(910-912)Tat>Catp.Y304H 0.947368 FALSE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.434211 TRUE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.555556 TRUE TRUE TRUE

c.(2890-2892)caT>caCp.H964H 0.589041 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.974026 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.4 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.078431 FALSE FALSE FALSE

c.(1132-1134)aGt>aAtp.S378N 0.06044 TRUE TRUE FALSE

c.(166-168)caA>caGp.Q56Q 0.518519 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.333333 TRUE TRUE FALSE

c.(112-114)gaG>gaAp.E38E 0.979167 FALSE TRUE FALSE

c.(340-342)acT>acCp.T114T 0.333333 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.987578 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 1 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.64 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.460526 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.915254 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.379562 TRUE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 0.486911 TRUE TRUE TRUE

c.(1462-1464)Tgc>Cgcp.C488R 0.424242 TRUE TRUE FALSE

c.(5068-5070)Aga>Cgap.R1690R 0.10396 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.52 TRUE TRUE TRUE

c.(1576-1578)tgT>tgCp.C526C 0.453901 FALSE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.485714 TRUE TRUE FALSE

c.(148-150)gTt>gAtp.V50D 0.250936 TRUE TRUE TRUE



c.(1822-1824)cCa>cTap.P608L 0.47619 TRUE TRUE TRUE

c.(1372-1374)Gca>Acap.A458T 1 FALSE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.051414 TRUE TRUE FALSE

c.(1786-1788)taT>taCp.Y596Y 0.461538 FALSE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.581818 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.564103 TRUE TRUE TRUE

c.(448-450)tCt>tGtp.S150C 0.058442 FALSE FALSE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1066-1068)Gta>Atap.V356I 1 FALSE TRUE FALSE

c.(3880-3882)aaG>aaAp.K1294K 0.509804 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.478261 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.924528 TRUE TRUE FALSE

c.(766-768)gGa>gCap.G256A 0.452381 TRUE TRUE TRUE

c.(661-663)gaC>gaTp.D221D 0.50838 FALSE FALSE TRUE

c.(712-714)Tgg>Aggp.W238R 0.477011 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.5625 TRUE TRUE TRUE

c.(1513-1515)gAt>gGtp.D505G 0.523316 FALSE TRUE TRUE

c.(493-495)gaC>gaTp.D165D 0.386364 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.546392 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.585366 TRUE TRUE TRUE

c.(1144-1146)taT>taCp.Y382Y 0.514493 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.783133 TRUE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.555556 TRUE TRUE FALSE

c.(1069-1071)Gcc>Cccp.A357P 0.5 FALSE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.491329 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.980392 TRUE TRUE TRUE

c.(13192-13194)caA>caGp.Q4398Q 0.571429 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.518797 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.535714 TRUE TRUE TRUE

c.(1360-1362)tcC>tcAp.S454S 0.425197 FALSE FALSE FALSE

c.(97-99)cTg>cGgp.L33R 0.145631 TRUE TRUE FALSE

c.(58-60)gcT>gcCp.A20A 0.082645 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.168044 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.041991 FALSE FALSE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.280488 TRUE TRUE FALSE

c.(6829-6831)cCa>cTap.P2277L 0.043689 FALSE FALSE FALSE

c.(142-144)cAg>cGgp.Q48R 0.477011 TRUE TRUE TRUE

c.(511-513)Gac>Aacp.D171N 0.978261 FALSE TRUE FALSE

c.(778-780)Aat>Catp.N260H 0.083197 FALSE FALSE FALSE

c.(406-408)acA>acGp.T136T 0.071429 FALSE FALSE FALSE

c.(1906-1908)cGg>cAgp.R636Q 0.432624 FALSE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.583333 TRUE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.104348 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.96063 TRUE TRUE FALSE

c.(706-708)Ctt>Attp.L236I 0.94 FALSE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.436364 TRUE TRUE TRUE

c.(1063-1065)gcC>gcGp.A355A 0.43038 TRUE TRUE TRUE



c.(277-279)ctC>ctGp.L93L 0.485075 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.442478 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.978873 TRUE TRUE TRUE

c.(2407-2409)cgC>cgTp.R803R 0.487395 TRUE TRUE TRUE

c.(1561-1563)gGg>gTgp.G521V 0.375 FALSE FALSE FALSE

c.(5152-5154)tGt>tTtp.C1718F 0.49375 TRUE TRUE TRUE

0.426667 FALSE FALSE FALSE

c.(607-609)aAg>aGgp.K203R 1 FALSE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.47619 TRUE TRUE TRUE

c.(235-237)ccT>ccAp.P79P 0.488263 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.5 TRUE TRUE FALSE

c.(3172-3174)gAt>gGtp.D1058G 0.472527 FALSE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.079646 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.642857 TRUE TRUE TRUE

c.(820-822)aaC>aaTp.N274N 0.550388 FALSE TRUE TRUE

c.(850-852)caG>caAp.Q284Q 0.55102 FALSE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.484848 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.447154 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.333333 TRUE TRUE FALSE

c.(274-276)aAg>aGgp.K92R 0.144578 FALSE FALSE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.516129 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.38806 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(358-360)gcC>gcTp.A120A 1 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 1 TRUE TRUE TRUE

c.(4546-4548)aGg>aAgp.R1516K 0.3 FALSE TRUE TRUE

c.(301-303)gcG>gcAp.A101A 0.388889 TRUE FALSE TRUE

c.(6034-6036)aGa>aAap.R2012K 0.447059 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.448052 TRUE TRUE TRUE

c.(1504-1506)aAt>aGtp.N502S 0.511905 FALSE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.409091 TRUE TRUE TRUE

c.(124-126)Gtc>Atcp.V42I 0.111111 FALSE FALSE FALSE

c.(10258-10260)agA>agGp.R3420R 0.377778 FALSE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.536 TRUE TRUE TRUE

c.(4138-4140)atG>atTp.M1380I 0.442529 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.520548 TRUE TRUE TRUE

c.(5695-5697)gtG>gtAp.V1899V 0.466667 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.465753 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.438462 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.505882 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.992481 TRUE TRUE TRUE

c.(298-300)cAa>cCap.Q100P 0.714286 TRUE FALSE FALSE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.3 TRUE TRUE FALSE

c.(2092-2094)Cct>Actp.P698T 0.458065 TRUE TRUE TRUE

c.(943-945)Cgg>Tggp.R315W 0.474747 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.22807 TRUE FALSE FALSE



c.(523-525)cGt>cAtp.R175H 0.414634 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.325 TRUE FALSE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.545455 TRUE TRUE TRUE

c.(2119-2121)aaT>aaCp.N707N 0.511111 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.554054 TRUE TRUE TRUE

c.(2005-2007)gGc>gAcp.G669D 0.478992 TRUE TRUE TRUE

c.(6628-6630)ggG>ggTp.G2210G 0.472441 FALSE FALSE FALSE

c.(190-192)ttA>ttGp.L64L 0.521739 FALSE FALSE FALSE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(4282-4284)cAg>cGgp.Q1428R 0.363636 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.368421 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.118421 TRUE TRUE FALSE

c.(5890-5892)ggA>ggCp.G1964G 0.448276 TRUE TRUE TRUE

c.(1456-1458)tGa>tAap.*486* 0.378788 TRUE TRUE FALSE

c.(355-357)Cct>Gctp.P119A 0.127778 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.403846 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.19697 TRUE TRUE FALSE

c.(1495-1497)gCg>gTgp.A499V 0.569444 TRUE TRUE TRUE

c.(3292-3294)gcT>gcCp.A1098A 0.437037 TRUE TRUE TRUE

c.(4813-4815)gtG>gtTp.V1605V 0.477778 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.573913 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.456954 TRUE TRUE TRUE

c.(115-117)Atg>Ctgp.M39L 0.375 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(871-873)caT>caCp.H291H 1 FALSE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.405172 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.992754 TRUE TRUE TRUE

c.(10843-10845)gGa>gCap.G3615A 0.468531 TRUE TRUE TRUE

c.(1576-1578)agC>agTp.S526S 0.470588 TRUE TRUE TRUE

c.(1339-1341)aTg>aCgp.M447T 0.394118 TRUE TRUE TRUE

c.(2086-2088)atA>atGp.I696M 0.598684 TRUE TRUE TRUE

c.(1849-1851)Att>Gttp.I617V 0.475728 TRUE TRUE TRUE

c.(289-291)acG>acAp.T97T 0.543624 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.340909 TRUE TRUE TRUE

c.(889-891)ccC>ccAp.P297P 0.375 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.474576 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.339623 TRUE TRUE TRUE

c.(3370-3372)gGa>gAap.G1124E 0.201299 FALSE TRUE FALSE

c.(1330-1332)Agc>Ggcp.S444G 0.434783 TRUE TRUE FALSE

c.(5629-5631)cCc>cTcp.P1877L 0.457364 TRUE TRUE TRUE

c.(2557-2559)Ctt>Tttp.L853F 0.478632 FALSE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.26087 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.490741 TRUE TRUE TRUE

c.(622-624)tCt>tGtp.S208C 0.477612 TRUE TRUE TRUE

c.(9379-9381)Tct>Cctp.S3127P 0.514286 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.233645 TRUE TRUE FALSE



c.(2083-2085)gcA>gcGp.A695A 0.952381 TRUE TRUE FALSE

c.(4675-4677)Gtg>Atgp.V1559M 0.516667 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.230769 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.5625 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.482517 TRUE TRUE TRUE

c.(6043-6045)Acc>Gccp.T2015A 0.087379 TRUE TRUE TRUE

c.(1141-1143)Cgt>Tgtp.R381C 0.478261 TRUE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.459459 TRUE TRUE TRUE

c.(583-585)Gga>Agap.G195R 0.508065 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.456693 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.404762 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.991597 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 1 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.449153 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.909091 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.392157 TRUE TRUE TRUE

c.(5632-5634)aCt>aTtp.T1878I 0.446429 TRUE TRUE FALSE

c.(6169-6171)ttG>ttAp.L2057L 0.467742 FALSE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.578947 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.526316 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.489362 TRUE TRUE TRUE

c.(217-219)Ctt>Tttp.L73F 1 TRUE TRUE TRUE

c.(3748-3750)caA>caGp.Q1250Q 0.214286 TRUE FALSE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.487562 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.363636 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(3514-3516)ttC>ttTp.F1172F 0.538462 TRUE TRUE TRUE

c.(11320-11322)tcG>tcAp.S3774S 0.477778 FALSE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.577586 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.991935 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.545455 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.481481 TRUE TRUE TRUE

c.(571-573)tCc>tAcp.S191Y 0.507937 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.793814 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.448529 TRUE TRUE TRUE

c.(2077-2079)gaC>gaAp.D693E 0.55914 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 1 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.5 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.148936 TRUE TRUE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.58125 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.592233 TRUE TRUE TRUE

c.(994-996)aCc>aTcp.T332I 0.481928 FALSE FALSE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.435185 TRUE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 0.45283 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.571429 TRUE TRUE TRUE



c.(1456-1458)taT>taCp.Y486Y 0.52 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.472222 TRUE TRUE TRUE

c.(2926-2928)Gcc>Accp.A976T 0.075306 FALSE TRUE FALSE

c.(5626-5628)cGg>cAgp.R1876Q 0.44186 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.466019 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.448276 TRUE TRUE FALSE

c.(370-372)caC>caTp.H124H 0.330189 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.5 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.533333 TRUE TRUE TRUE

c.(292-294)Tgg>Cggp.W98R 0.157895 TRUE TRUE FALSE

c.(9418-9420)cAa>cGap.Q3140R 0.514286 TRUE TRUE TRUE

c.(808-810)Cgc>Tgcp.R270C 0.368421 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.991736 TRUE TRUE TRUE

c.(2458-2460)gtG>gtAp.V820V 0.519481 TRUE TRUE TRUE

c.(7894-7896)Aat>Gatp.N2632D 0.433962 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.647059 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.467391 TRUE TRUE TRUE

c.(493-495)gaC>gaTp.D165D 0.378788 TRUE TRUE FALSE

c.(1063-1065)gcC>gcGp.A355A 0.491667 TRUE TRUE TRUE

c.(637-639)caG>caTp.Q213H 0.371429 TRUE FALSE FALSE

c.(499-501)cGa>cAap.R167Q 0.367347 TRUE TRUE TRUE

c.(4075-4077)aaA>aaTp.K1359N 0.564103 FALSE TRUE FALSE

c.(127-129)ccC>ccTp.P43P 0.522727 TRUE TRUE TRUE

c.(7252-7254)gAa>gGap.E2418G 0.519231 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.581699 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.464286 TRUE TRUE FALSE

c.(1474-1476)cCa>cAap.P492Q 0.453125 TRUE TRUE TRUE

c.(1888-1890)Ggt>Agtp.G630S 0.518519 FALSE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.442623 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.95122 TRUE TRUE FALSE

c.(196-198)Tgc>Cgcp.C66R 0.148148 TRUE FALSE FALSE

c.(379-381)Gct>Actp.A127T 0.173333 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.572727 TRUE TRUE TRUE

c.(1189-1191)aCt>aTtp.T397I 0.386364 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.469388 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.567308 TRUE TRUE TRUE

c.(142-144)Ctc>Ttcp.L48F 0.568 TRUE TRUE TRUE

c.(7624-7626)cgC>cgGp.R2542R 0.423529 TRUE TRUE TRUE

c.(901-903)Cag>Gagp.Q301E 0.6875 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.510204 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.620321 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.469027 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.455056 TRUE TRUE TRUE

c.(2446-2448)tcA>tcCp.S816S 0.482353 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.157895 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.454545 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.358974 TRUE TRUE FALSE



c.(907-909)Aga>Ggap.R303G 0.30303 FALSE FALSE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.984615 TRUE TRUE FALSE

c.(9223-9225)ttA>ttGp.L3075L 0.513274 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.397436 TRUE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.372093 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.472222 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.99115 TRUE TRUE TRUE

c.(7-9)Gaa>Taap.E3* 0.223404 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.406504 TRUE TRUE TRUE

c.(607-609)Ccc>Gccp.P203A 0.558442 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.479167 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.40625 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.5 TRUE TRUE FALSE

c.(8851-8853)gtT>gtCp.V2951V 0.54717 TRUE TRUE TRUE

c.(2488-2490)Gcc>Accp.A830T 0.50641 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.7 TRUE TRUE FALSE

c.(2170-2172)ccG>ccAp.P724P 0.492754 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.457944 TRUE TRUE TRUE

c.(1525-1527)Gtg>Atgp.V509M 0.342105 FALSE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.527473 TRUE TRUE TRUE

c.(3739-3741)aCt>aTtp.T1247I 0.4375 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.47619 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.26087 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.555556 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.148148 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.251497 TRUE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.42623 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.514451 TRUE TRUE TRUE

c.(697-699)caA>caTp.Q233H 0.571429 TRUE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.109489 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.504854 TRUE TRUE TRUE

c.(607-609)aCc>aTcp.T203I 0.48 FALSE FALSE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.2875 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.594595 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.531532 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.975904 TRUE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.54386 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(3061-3063)ccG>ccAp.P1021P 0.423077 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.614286 TRUE TRUE TRUE

c.(472-474)gcA>gcGp.A158A 0.316456 TRUE TRUE TRUE

c.(9682-9684)agG>agAp.R3228R 0.439655 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.522059 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.393333 TRUE TRUE TRUE

c.(10669-10671)ccA>ccGp.P3557P 0.58427 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.091743 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.982759 TRUE TRUE TRUE



c.(1063-1065)aCa>aTap.T355I 0.544304 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.515873 TRUE TRUE TRUE

c.(2350-2352)cCg>cTgp.P784L 0.583333 FALSE FALSE FALSE

c.(313-315)tGt>tTtp.C105F 0.233333 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.466667 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.534884 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(340-342)ccC>ccGp.P114P 0.444444 FALSE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.473373 TRUE TRUE TRUE

c.(859-861)aaA>aaGp.K287K 1 FALSE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.5625 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.563636 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.482759 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.539683 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.534591 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.236111 TRUE TRUE FALSE

c.(403-405)Aga>Tgap.R135* 0.04236 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.099819 TRUE TRUE FALSE

c.(448-450)Aac>Gacp.N150D 1 FALSE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.525424 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.5375 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.040422 TRUE TRUE TRUE

c.(295-297)gcT>gcAp.A99A 0.107023 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.363636 TRUE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 1 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(6886-6888)tcG>tcAp.S2296S 0.621622 FALSE TRUE TRUE

c.(5758-5760)gAt>gGtp.D1920G 0.508772 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.511111 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.418803 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.697674 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.245902 TRUE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.486486 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.515464 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.994652 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.291667 TRUE TRUE FALSE

c.(2056-2058)cgG>cgTp.R686R 0.464706 TRUE TRUE TRUE

c.(10639-10641)Gta>Ttap.V3547L 0.586538 FALSE TRUE TRUE

c.(367-369)Att>Gttp.I123V 1 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.995652 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.534653 FALSE TRUE FALSE

c.(1249-1251)taC>taTp.Y417Y 0.488889 FALSE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.558559 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.407895 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.035874 TRUE TRUE FALSE

c.(55-57)caC>caTp.H19H 0.509934 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.518248 TRUE TRUE TRUE



c.(2614-2616)gaC>gaTp.D872D 0.407643 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 1 FALSE TRUE FALSE

c.(5629-5631)cCc>cTcp.P1877L 0.541176 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.4 TRUE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 1 TRUE TRUE FALSE

c.(2293-2295)gAg>gGgp.E765G 0.035714 TRUE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.53125 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.570248 TRUE TRUE TRUE

c.(2896-2898)ggG>ggAp.G966G 0.467742 FALSE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.525 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.4 TRUE TRUE TRUE

c.(199-201)Gcc>Accp.A67T 0.418605 FALSE TRUE TRUE

c.(2026-2028)ccG>ccAp.P676P 0.543478 FALSE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.226415 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.338462 TRUE TRUE FALSE

c.(4675-4677)Gtg>Atgp.V1559M 0.47482 TRUE TRUE TRUE

c.(2440-2442)acG>acTp.T814T 0.383333 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.488372 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 1 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.296296 TRUE TRUE FALSE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(1930-1932)Aat>Catp.N644H 0.568493 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.492308 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.380952 TRUE TRUE FALSE

c.(538-540)ctA>ctCp.L180L 0.462687 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.416667 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 1 TRUE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.412791 TRUE TRUE TRUE

c.(583-585)Gga>Agap.G195R 0.440789 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.588235 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.988095 TRUE TRUE TRUE

c.(1030-1032)ggG>ggAp.G344G 1 FALSE TRUE FALSE

c.(151-153)gaC>gaGp.D51E 0.428571 FALSE FALSE FALSE

c.(2773-2775)gtA>gtCp.V925V 1 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.45 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.522388 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.54955 TRUE TRUE TRUE

c.(1759-1761)aAa>aGap.K587R 0.614035 FALSE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.342466 TRUE TRUE FALSE

c.(3670-3672)gaG>gaAp.E1224E 0.360465 TRUE TRUE TRUE

c.(820-822)Cct>Tctp.P274S 0.52439 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.342857 TRUE TRUE TRUE

c.(10174-10176)ggC>ggTp.G3392G 0.403974 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.527778 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.380952 TRUE TRUE FALSE

c.(6463-6465)Cgg>Tggp.R2155W0.511905 TRUE TRUE TRUE



c.(8524-8526)taT>taCp.Y2842Y 0.547445 TRUE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 1 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.535354 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.047619 TRUE TRUE FALSE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(8104-8106)gAt>gGtp.D2702G 0.456522 TRUE TRUE TRUE

c.(832-834)tcA>tcTp.S278S 0.393035 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.995025 TRUE TRUE TRUE

c.(571-573)tCc>tAcp.S191Y 0.445205 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.676056 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.212766 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.543307 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.423913 TRUE TRUE TRUE

c.(874-876)gaA>gaGp.E292E 0.375 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.567568 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.596386 TRUE TRUE TRUE

c.(286-288)aaA>aaGp.K96K 0.440789 FALSE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.480392 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.475309 TRUE TRUE TRUE

c.(1957-1959)gGg>gAgp.G653E 0.576087 FALSE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.65 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.461039 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.546512 TRUE TRUE TRUE

c.(2953-2955)gGg>gAgp.G985E 0.358491 FALSE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.357143 TRUE TRUE TRUE

c.(370-372)caC>caTp.H124H 0.4 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 1 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.432432 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.521277 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.095101 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.459184 TRUE TRUE TRUE

c.(4708-4710)acG>acAp.T1570T 0.416667 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.608333 TRUE TRUE TRUE

c.(1516-1518)gcG>gcAp.A506A 0.571429 TRUE TRUE FALSE

c.(1138-1140)taC>taTp.Y380Y 0.75 TRUE TRUE TRUE

c.(2458-2460)gtG>gtAp.V820V 0.49 TRUE TRUE TRUE

c.(391-393)cCg>cTgp.P131L 0.13986 FALSE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.512987 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.494118 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.533898 TRUE TRUE TRUE

c.(2023-2025)Ata>Gtap.I675V 0.469565 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.976562 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.129555 TRUE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.541353 TRUE TRUE TRUE

c.(7972-7974)gAa>gGap.E2658G 0.512195 FALSE TRUE TRUE

c.(2314-2316)Cat>Aatp.H772N 0.492647 TRUE TRUE TRUE

c.(931-933)Aca>Tcap.T311S 0.194245 FALSE TRUE FALSE



c.(1633-1635)agA>agGp.R545R 0.442857 TRUE TRUE TRUE

c.(883-885)Att>Gttp.I295V 0.589041 FALSE TRUE FALSE

c.(295-297)tcC>tcAp.S99S 1 FALSE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.512397 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.453125 TRUE TRUE TRUE

c.(196-198)Tgc>Cgcp.C66R 0.113208 TRUE FALSE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.113111 TRUE TRUE FALSE

c.e2+1 0.217712 FALSE FALSE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.519685 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.396552 TRUE TRUE TRUE

c.(1825-1827)Cat>Aatp.H609N 0.321429 FALSE TRUE FALSE

c.(1489-1491)gaG>gaCp.E497D 0.46875 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.467153 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.480769 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(940-942)aaC>aaTp.N314N 0.532468 FALSE FALSE FALSE

c.(1156-1158)agA>agCp.R386S 1 TRUE TRUE FALSE

c.(157-159)atG>atAp.M53I 1 FALSE TRUE FALSE

c.(844-846)gcC>gcTp.A282A 0.401198 TRUE TRUE TRUE

c.(634-636)Cag>Gagp.Q212E 0.625 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.439024 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.307692 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.504274 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.509202 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.621053 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.509259 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.522727 TRUE TRUE TRUE

c.(1657-1659)Cgg>Tggp.R553W 0.476636 TRUE TRUE TRUE

c.(400-402)ccC>ccAp.P134P 0.477941 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.417391 TRUE TRUE FALSE

c.(5533-5535)taC>taTp.Y1845Y 0.078261 FALSE TRUE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.516779 TRUE TRUE TRUE

c.(10978-10980)tCg>tTgp.S3660L 0.578616 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.57971 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.394495 TRUE TRUE FALSE

c.(3016-3018)taC>taTp.Y1006Y 0.479452 TRUE TRUE TRUE

c.(235-237)ccT>ccAp.P79P 0.487805 TRUE TRUE TRUE

c.(1495-1497)Agg>Gggp.R499G 0.493671 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.444444 TRUE TRUE TRUE

c.(1414-1416)ggT>ggCp.G472G 0.6 TRUE TRUE TRUE

c.(1456-1458)tGa>tAap.*486* 0.346667 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.609375 TRUE TRUE TRUE

c.(715-717)ccG>ccAp.P239P 0.396552 TRUE TRUE FALSE

c.(496-498)ttC>ttTp.F166F 0.252632 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.243243 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 1 TRUE TRUE TRUE



c.(1708-1710)agC>agTp.S570S 0.5625 TRUE TRUE TRUE

c.(691-693)caT>caCp.H231H 0.888889 FALSE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.260417 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.613402 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.090909 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.424242 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.270833 TRUE TRUE FALSE

c.(1231-1233)gGt>gTtp.G411V 0.08 FALSE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(8356-8358)acG>acAp.T2786T 0.555556 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.418803 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.430108 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.449275 TRUE TRUE TRUE

c.(607-609)aAa>aGap.K203R 0.527273 FALSE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.988506 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.3125 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.442308 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.526882 TRUE TRUE TRUE

c.(4948-4950)gCg>gTgp.A1650V 0.443548 FALSE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.45098 TRUE TRUE FALSE

c.(2077-2079)gaC>gaAp.D693E 0.668831 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 1 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.444444 FALSE TRUE FALSE

c.(9682-9684)agG>agAp.R3228R 0.4375 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.486842 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.176471 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.207547 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.303867 TRUE TRUE FALSE

c.(907-909)gcA>gcGp.A303A 0.443946 TRUE TRUE TRUE

c.(1306-1308)aTt>aAtp.I436N 0.107383 FALSE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.994536 TRUE TRUE TRUE

c.(553-555)Gcc>Accp.A185T 0.333333 TRUE TRUE FALSE

c.(1153-1155)caC>caTp.H385H 0.416667 TRUE TRUE TRUE

c.(1870-1872)gGc>gTcp.G624V 0.455224 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.488372 TRUE TRUE TRUE

c.(157-159)aCa>aAap.T53K 0.52 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.978723 TRUE TRUE TRUE

c.(1183-1185)aaC>aaGp.N395K 0.234234 TRUE TRUE TRUE

c.(5704-5706)Gaa>Aaap.E1902K 0.55414 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.505618 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.518072 TRUE TRUE TRUE

c.(4186-4188)caC>caTp.H1396H 0.5 FALSE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(1120-1122)aCg>aTgp.T374M 0.888889 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.038502 TRUE TRUE FALSE

c.(4528-4530)caC>caTp.H1510H 0.529851 TRUE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.487261 TRUE TRUE TRUE



c.(553-555)Gcc>Accp.A185T 0.114286 TRUE TRUE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.511628 TRUE TRUE TRUE

c.(523-525)cGt>cAtp.R175H 0.504673 TRUE TRUE TRUE

c.(5167-5169)aGt>aAtp.S1723N 0.508197 FALSE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 1 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(2875-2877)gcC>gcTp.A959A 0.52514 TRUE TRUE TRUE

c.(13438-13440)Cct>Tctp.P4480S 0.455446 FALSE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.103093 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.470803 TRUE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.41791 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.201005 TRUE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.467662 TRUE TRUE TRUE

c.(2389-2391)acG>acAp.T797T 0.528571 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.7 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 1 TRUE TRUE FALSE

c.(496-498)tgT>tgAp.C166* 0.067114 FALSE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(1327-1329)cTg>cCgp.L443P 0.352941 TRUE TRUE FALSE

c.(2782-2784)Gaa>Aaap.E928K 0.142857 TRUE FALSE FALSE

c.(2812-2814)aaC>aaTp.N938N 0.427711 FALSE TRUE TRUE

c.(1660-1662)Aca>Gcap.T554A 0.483871 FALSE FALSE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.233161 TRUE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.411765 TRUE TRUE TRUE

c.(2287-2289)atC>atTp.I763I 0.518519 TRUE TRUE TRUE

c.(2206-2208)aaC>aaTp.N736N 0.525926 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.540373 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.447154 TRUE TRUE TRUE

c.(466-468)Cat>Tatp.H156Y 0.54321 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.426966 FALSE TRUE FALSE

c.(259-261)aaC>aaGp.N87K 0.056075 TRUE TRUE FALSE

c.(835-837)gTg>gCgp.V279A 0.117241 TRUE TRUE FALSE

c.(1516-1518)cgG>cgAp.R506R 0.162562 TRUE TRUE TRUE

c.(10843-10845)gGa>gCap.G3615A 0.46087 TRUE TRUE TRUE

c.(4423-4425)aaC>aaTp.N1475N 0.459459 FALSE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.396825 TRUE TRUE TRUE

c.(1324-1326)tcA>tcCp.S442S 0.458599 FALSE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 0.577465 TRUE TRUE TRUE

c.(2086-2088)atA>atGp.I696M 0.453846 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.587786 TRUE TRUE TRUE

c.(6163-6165)Gga>Agap.G2055R 0.513944 FALSE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.520548 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.4 TRUE TRUE TRUE

c.(2407-2409)ccG>ccAp.P803P 0.541401 FALSE TRUE FALSE

c.(637-639)gaC>gaTp.D213D 0.52 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.542056 TRUE TRUE TRUE



c.(2614-2616)gaC>gaTp.D872D 0.451613 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.583333 FALSE TRUE FALSE

c.(1966-1968)caC>caTp.H656H 0.487603 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.467337 TRUE TRUE TRUE

c.(1300-1302)Gaa>Aaap.E434K 0.480583 TRUE TRUE TRUE

c.(1207-1209)ccG>ccAp.P403P 0.503937 FALSE FALSE FALSE

c.(1549-1551)tAt>tGtp.Y517C 1 TRUE TRUE TRUE

c.(361-363)gTc>gCcp.V121A 0.454545 TRUE TRUE FALSE

c.(3160-3162)Gag>Aagp.E1054K 1 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.55102 TRUE TRUE TRUE

c.(664-666)taT>taCp.Y222Y 0.486842 FALSE FALSE FALSE

c.(91-93)agC>agAp.S31R 0.471429 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.47482 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.210526 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 1 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.460674 TRUE TRUE FALSE

c.(1012-1014)Agg>Tggp.R338W 0.333333 FALSE TRUE TRUE

c.(2140-2142)gaC>gaTp.D714D 0.546512 TRUE TRUE TRUE

c.(7543-7545)Ata>Gtap.I2515V 0.492308 FALSE TRUE FALSE

c.(805-807)Tgt>Cgtp.C269R 0.090226 TRUE TRUE FALSE

c.(11785-11787)acA>acGp.T3929T 0.369792 FALSE FALSE FALSE

c.(5368-5370)Tct>Actp.S1790T 0.458678 FALSE TRUE TRUE

c.(859-861)cTc>cCcp.L287P 0.492537 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.564516 TRUE TRUE FALSE

c.(3571-3573)ttG>ttAp.L1191L 0.390374 FALSE FALSE FALSE

c.(85-87)gCt>gTtp.A29V 0.489796 FALSE TRUE FALSE

c.(292-294)Gaa>Taap.E98* 0.029304 FALSE FALSE FALSE

c.(142-144)gcG>gcAp.A48A 0.364964 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.992958 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.428571 TRUE TRUE TRUE

c.(589-591)gGa>gAap.G197E 0.506173 FALSE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.5 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.521739 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.462069 TRUE TRUE TRUE

c.(5191-5193)Ctc>Ttcp.L1731F 0.513661 FALSE FALSE FALSE

c.(2119-2121)ggC>ggTp.G707G 0.490066 TRUE TRUE TRUE

c.(397-399)Gaa>Aaap.E133K 0.516556 FALSE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.340336 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.572254 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.436709 TRUE TRUE TRUE

c.(694-696)Caa>Taap.Q232* 0.585366 FALSE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.533808 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.993243 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.451389 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.3125 TRUE TRUE FALSE

c.(1789-1791)cGg>cAgp.R597Q 0.50365 FALSE FALSE FALSE

c.(1843-1845)ttT>ttCp.F615F 0.521505 TRUE TRUE TRUE



c.(3037-3039)caC>caTp.H1013H 0.536082 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.197452 TRUE TRUE TRUE

c.(3205-3207)Gtt>Cttp.V1069L 0.497537 FALSE FALSE FALSE

c.(199-201)gTa>gGap.V67G 0.5 TRUE TRUE TRUE

c.(8605-8607)ctC>ctAp.L2869L 0.463235 TRUE TRUE TRUE

c.(10462-10464)cTa>cCap.L3488P 0.55 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.530387 TRUE TRUE TRUE

c.(2692-2694)atC>atTp.I898I 0.505556 FALSE FALSE FALSE

c.(97-99)cTg>cGgp.L33R 0.394052 TRUE TRUE FALSE

c.(526-528)cGt>cAtp.R176H 0.642857 TRUE TRUE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.320312 FALSE TRUE FALSE

c.(514-516)Gtc>Atcp.V172I 0.156463 FALSE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.473214 TRUE TRUE TRUE

c.(2476-2478)Ctg>Atgp.L826M 0.535354 FALSE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.444444 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.514851 TRUE TRUE TRUE

c.(1366-1368)aTa>aCap.I456T 0.471503 FALSE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.454148 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.994444 TRUE TRUE TRUE

c.(1141-1143)Cgt>Tgtp.R381C 0.384615 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.522727 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.985294 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.461111 TRUE TRUE TRUE

c.(3751-3753)gaC>gaTp.D1251D 0.513661 FALSE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.427386 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.473988 TRUE TRUE TRUE

c.(454-456)Aag>Gagp.K152E 0.042017 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.102326 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.406667 TRUE TRUE TRUE

c.(1135-1137)ccA>ccCp.P379P 0.5 FALSE TRUE FALSE

c.(3193-3195)Cag>Gagp.Q1065E 0.52551 FALSE FALSE FALSE

c.(1693-1695)atT>atCp.I565I 0.615385 TRUE TRUE TRUE

c.(496-498)Gaa>Taap.E166* 0.032727 FALSE FALSE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.444444 TRUE TRUE FALSE

c.(3268-3270)ggC>ggTp.G1090G 1 TRUE TRUE TRUE

c.(1138-1140)taC>taTp.Y380Y 0.6 TRUE TRUE TRUE

c.(58-60)Gag>Cagp.E20Q 0.522634 FALSE FALSE FALSE

c.(1297-1299)tTt>tGtp.F433C 0.065359 TRUE TRUE FALSE

c.(1420-1422)taT>taCp.Y474Y 0.47907 FALSE TRUE TRUE

c.(337-339)caA>caGp.Q113Q 0.25 FALSE FALSE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.251572 TRUE TRUE FALSE

c.(523-525)aaG>aaTp.K175N 0.060811 FALSE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.475728 TRUE TRUE TRUE

c.(430-432)acA>acGp.T144T 0.508475 FALSE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.211538 TRUE TRUE FALSE

c.(922-924)tcG>tcAp.S308S 0.162602 TRUE TRUE TRUE



c.(2047-2049)Ccc>Tccp.P683S 0.625 TRUE TRUE FALSE

c.(6421-6423)Ctg>Ttgp.L2141L 0.467033 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.993548 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.456693 TRUE TRUE FALSE

c.(2902-2904)aGc>aAcp.S968N 0.417582 FALSE FALSE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.994737 TRUE TRUE TRUE

c.(364-366)caA>caGp.Q122Q 0.130435 TRUE FALSE TRUE

c.(1591-1593)gGa>gAap.G531E 0.180929 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.99422 TRUE TRUE TRUE

0.52459 FALSE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1297-1299)atT>atCp.I433I 0.516129 TRUE TRUE TRUE

c.(3277-3279)gaC>gaTp.D1093D 0.276923 FALSE TRUE FALSE

c.(745-747)cgT>cgAp.R249R 0.450867 FALSE FALSE FALSE

c.(9598-9600)Ctg>Ttgp.L3200L 0.445344 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.551724 TRUE TRUE TRUE

c.(520-522)Tgc>Cgcp.C174R 0.06993 FALSE TRUE FALSE

c.(3988-3990)Ttg>Atgp.L1330M 0.5 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.5 TRUE TRUE FALSE

c.(1018-1020)cGt>cAtp.R340H 0.8 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.473214 TRUE TRUE FALSE

c.(406-408)caG>caAp.Q136Q 0.432692 FALSE TRUE FALSE

c.(697-699)ctT>ctCp.L233L 1 FALSE TRUE FALSE

c.(343-345)gcA>gcTp.A115A 0.456376 FALSE TRUE TRUE

c.(1672-1674)gCa>gTap.A558V 0.475248 TRUE TRUE TRUE

c.(223-225)agC>agTp.S75S 0.202381 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.422535 TRUE TRUE TRUE

c.(451-453)tcC>tcTp.S151S 0.05 TRUE TRUE FALSE

c.(562-564)tcG>tcTp.S188S 0.090909 TRUE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.444444 TRUE TRUE TRUE

c.(1003-1005)caC>caTp.H335H 0.510101 FALSE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.479167 TRUE TRUE TRUE

c.(1180-1182)gAg>gGgp.E394G 0.258621 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.984615 TRUE TRUE TRUE

c.(73-75)acG>acAp.T25T 0.551724 FALSE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.529412 TRUE TRUE TRUE

c.(1591-1593)aGc>aCcp.S531T 1 FALSE TRUE FALSE

c.(6514-6516)caC>caTp.H2172H 0.486111 TRUE TRUE TRUE

c.(472-474)gcA>gcGp.A158A 0.53719 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.421053 TRUE TRUE TRUE

c.e6+1 0.255708 FALSE TRUE TRUE

c.(385-387)atG>atAp.M129I 0.467836 TRUE TRUE TRUE

c.(346-348)caA>caGp.Q116Q 0.26087 FALSE FALSE FALSE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(922-924)tgC>tgTp.C308C 0.369863 TRUE TRUE TRUE

c.(811-813)gAg>gGgp.E271G 0.333333 FALSE FALSE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.508772 TRUE TRUE TRUE



c.(1279-1281)ccG>ccAp.P427P 0.833333 FALSE TRUE FALSE

c.(106-108)agG>agAp.R36R 0.071856 TRUE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.46087 TRUE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.473988 TRUE TRUE TRUE

c.(1408-1410)Gaa>Taap.E470* 0.5 TRUE TRUE FALSE

c.(112-114)agC>agTp.S38S 0.057692 TRUE TRUE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.542373 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.994536 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.510417 TRUE TRUE FALSE

c.(739-741)aaC>aaAp.N247K 0.457831 FALSE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.559322 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.221239 TRUE TRUE TRUE

c.(6958-6960)ccT>ccGp.P2320P 0.497696 FALSE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.238095 TRUE TRUE FALSE

c.(1147-1149)cGg>cAgp.R383Q 0.357143 FALSE FALSE FALSE

c.(1609-1611)atA>atGp.I537M 0.540881 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.095395 TRUE TRUE TRUE

c.(6265-6267)tcG>tcAp.S2089S 0.483333 FALSE TRUE TRUE

c.(1267-1269)Ggt>Agtp.G423S 0.076555 FALSE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.489362 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.535714 TRUE TRUE FALSE

c.(2176-2178)aCg>aAgp.T726K 1 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.495 TRUE TRUE TRUE

c.(139-141)gGa>gAap.G47E 0.122685 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.428571 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.365079 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.777778 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.961538 TRUE TRUE FALSE

c.(358-360)gcC>gcTp.A120A 0.612903 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 1 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.545455 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.071429 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(22-24)atG>atAp.M8I 0.4375 FALSE FALSE FALSE

c.(850-852)cCa>cAap.P284Q 0.994048 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 1 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.300885 FALSE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.585526 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.510204 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.468966 TRUE TRUE TRUE

c.(2929-2931)aGt>aCtp.S977T 0.45679 TRUE FALSE TRUE

c.(1063-1065)aCa>aTap.T355I 1 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.502841 TRUE TRUE TRUE

c.(4180-4182)Cgg>Tggp.R1394W0.468165 FALSE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.058824 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.420382 TRUE TRUE TRUE

c.(1042-1044)gaG>gaAp.E348E 0.583333 TRUE TRUE FALSE



c.(2980-2982)gaC>gaTp.D994D 0.484321 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.490814 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.457286 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(826-828)Tac>Cacp.Y276H 0.472081 FALSE FALSE FALSE

c.(262-264)cGa>cAap.R88Q 0.071429 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.036145 TRUE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.478022 TRUE TRUE FALSE

c.(1255-1257)atG>atAp.M419I 0.117647 FALSE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 1 TRUE TRUE FALSE

c.(1231-1233)aGc>aAcp.S411N 0.5 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.375 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.508772 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.526531 TRUE TRUE TRUE

c.(15976-15978)ctT>ctGp.L5326L 0.46875 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.078111 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.089128 TRUE TRUE FALSE

c.(691-693)Tgt>Cgtp.C231R 0.06701 TRUE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.407767 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.090172 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.478788 TRUE TRUE TRUE

c.(277-279)ccC>ccTp.P93P 1 FALSE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.046367 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.033708 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.446328 TRUE TRUE TRUE

c.(1993-1995)atG>atAp.M665I 0.75 TRUE TRUE FALSE

c.(1246-1248)gAa>gGap.E416G 0.493976 FALSE TRUE TRUE

c.(1186-1188)acA>acGp.T396T 1 FALSE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.488251 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.615385 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.477089 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.451039 TRUE TRUE TRUE

c.(4510-4512)gcC>gcTp.A1504A 0.520833 FALSE TRUE FALSE

c.(2143-2145)tcC>tcTp.S715S 0.463415 TRUE TRUE TRUE

c.(1012-1014)tCg>tTgp.S338L 0.032338 TRUE TRUE FALSE

c.(577-579)Gtt>Attp.V193I 1 FALSE TRUE FALSE

c.(1534-1536)Agg>Cggp.R512R 0.515358 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.49187 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.439276 TRUE TRUE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.484472 TRUE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.439114 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.493197 TRUE TRUE TRUE

c.(913-915)acC>acTp.T305T 1 FALSE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.996139 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.047535 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.475096 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.48374 TRUE TRUE TRUE



c.(637-639)gaC>gaTp.D213D 0.50495 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.531507 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.508685 TRUE TRUE TRUE

c.(673-675)tcG>tcAp.S225S 0.461538 FALSE TRUE FALSE

c.(11215-11217)gCg>gTgp.A3739V 0.487535 FALSE TRUE TRUE

c.(4786-4788)Gtt>Cttp.V1596L 0.5 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.52193 TRUE TRUE TRUE

c.(877-879)aaG>aaTp.K293N 0.377358 FALSE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.451852 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.580153 TRUE TRUE FALSE

c.(991-993)Gcc>Accp.A331T 0.933333 FALSE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.991379 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(523-525)agC>agTp.S175S 0.452703 TRUE TRUE TRUE

c.(1096-1098)cCa>cAap.P366Q 0.516667 FALSE FALSE FALSE

c.(322-324)ccC>ccTp.P108P 0.698413 TRUE TRUE FALSE

c.(3949-3951)cgA>cgGp.R1317R 0.472393 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.555556 TRUE TRUE TRUE

c.(8416-8418)aGc>aAcp.S2806N 0.514512 FALSE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 1 TRUE TRUE FALSE

c.(7393-7395)tgC>tgTp.C2465C 0.5 TRUE TRUE TRUE

c.(226-228)Tgt>Cgtp.C76R 0.840909 TRUE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.483425 TRUE TRUE TRUE

c.(7573-7575)Ctc>Gtcp.L2525V 0.416667 TRUE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.487179 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.524173 TRUE TRUE TRUE

c.(1159-1161)ttG>ttTp.L387F 0.506536 FALSE TRUE TRUE

c.(12724-12726)gAc>gGcp.D4242G 0.493243 FALSE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.49499 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.032864 TRUE TRUE FALSE

c.(643-645)caG>caTp.Q215H 0.243243 TRUE FALSE FALSE

c.(850-852)cCa>cAap.P284Q 0.503817 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.545455 TRUE TRUE TRUE

c.(271-273)cGc>cAcp.R91H 0.517544 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.447174 TRUE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.463878 TRUE TRUE TRUE

c.(1129-1131)atC>atTp.I377I 0.476744 TRUE TRUE TRUE

c.(1969-1971)Ata>Gtap.I657V 0.510638 FALSE FALSE FALSE

c.(3862-3864)gtT>gtCp.V1288V 0.501976 TRUE TRUE TRUE

c.(2227-2229)aaT>aaCp.N743N 0.578125 TRUE TRUE TRUE

c.(6463-6465)Cgg>Tggp.R2155W0.468354 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 1 TRUE TRUE TRUE

c.(3247-3249)ccC>ccTp.P1083P 0.679245 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.041389 TRUE TRUE FALSE

c.(2890-2892)caT>caCp.H964H 0.485623 TRUE TRUE TRUE

c.(4525-4527)atC>atTp.I1509I 0.476471 TRUE TRUE TRUE



c.(2527-2529)caG>caAp.Q843Q 0.486559 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.647059 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.512821 TRUE TRUE TRUE

c.(712-714)gtC>gtTp.V238V 0.517241 FALSE TRUE TRUE

c.(1474-1476)aCc>aTcp.T492I 0.193548 FALSE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.474359 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.478689 TRUE TRUE TRUE

c.(1366-1368)aTa>aCap.I456T 0.471042 FALSE TRUE TRUE

c.(6016-6018)gTa>gCap.V2006A 0.521561 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.99446 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.514881 TRUE TRUE TRUE

c.(3094-3096)caT>caGp.H1032Q 0.48688 FALSE FALSE TRUE

c.(919-921)cGt>cAtp.R307H 0.621622 TRUE TRUE TRUE

c.(1138-1140)Gcc>Cccp.A380P 1 FALSE TRUE FALSE

c.(220-222)gGa>gCap.G74A 0.490196 FALSE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.222222 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.422794 TRUE TRUE TRUE

c.(670-672)Gtt>Attp.V224I 0.218319 FALSE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.08528 TRUE TRUE FALSE

c.(2221-2223)gaC>gaTp.D741D 0.528986 FALSE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.447183 TRUE TRUE TRUE

c.(3235-3237)cAt>cGtp.H1079R 0.49569 FALSE FALSE FALSE

c.(1693-1695)atT>atCp.I565I 0.45098 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(3880-3882)aaG>aaAp.K1294K 0.478261 TRUE TRUE TRUE

c.(1813-1815)gGt>gAtp.G605D 0.476923 FALSE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.51 TRUE TRUE TRUE

c.(844-846)gaG>gaAp.E282E 0.498392 FALSE TRUE TRUE

c.(886-888)tcC>tcTp.S296S 0.460526 FALSE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.512397 TRUE TRUE TRUE

c.(3187-3189)gGa>gAap.G1063E 0.420168 FALSE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.490765 TRUE TRUE TRUE

c.(4783-4785)Ttg>Ctgp.L1595L 0.480892 FALSE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.875 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.668342 TRUE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 1 TRUE TRUE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.493243 TRUE TRUE TRUE

c.(1888-1890)Ggt>Agtp.G630S 0.548387 FALSE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.494845 TRUE TRUE TRUE

c.(7753-7755)aTc>aCcp.I2585T 0.491429 FALSE TRUE TRUE

c.(11155-11157)Gtg>Atgp.V3719M 0.469734 FALSE TRUE TRUE

c.(430-432)cCt>cTtp.P144L 0.571429 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.503876 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(199-201)Aga>Tgap.R67* 0.050272 TRUE TRUE FALSE

c.(1297-1299)atT>atCp.I433I 0.519637 TRUE TRUE TRUE



c.(12280-12282)Aag>Gagp.K4094E 0.995652 TRUE TRUE TRUE

c.(1447-1449)caG>caCp.Q483H 0.177778 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.136054 TRUE TRUE FALSE

c.(532-534)gGc>gAcp.G178D 0.375 FALSE FALSE FALSE

c.(982-984)caG>caAp.Q328Q 0.444795 FALSE FALSE FALSE

c.(988-990)Aaa>Gaap.K330E 0.513043 FALSE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.996063 TRUE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.507109 TRUE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.548718 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.99061 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.539062 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.507375 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.503205 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.505291 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.48927 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.537313 TRUE TRUE TRUE

c.(823-825)Gag>Aagp.E275K 0.363636 FALSE TRUE TRUE

c.(664-666)ggG>ggAp.G222G 0.916667 FALSE TRUE FALSE

c.(1138-1140)taC>taTp.Y380Y 0.529412 TRUE TRUE TRUE

c.(1597-1599)Att>Gttp.I533V 0.418605 FALSE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.531746 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(1843-1845)aaA>aaCp.K615N 0.359375 FALSE FALSE FALSE

c.(466-468)ctG>ctAp.L156L 1 FALSE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.419355 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.489362 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.098592 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.101142 TRUE TRUE FALSE

c.(247-249)cGg>cAgp.R83Q 0.460526 TRUE TRUE FALSE

c.(1225-1227)Aag>Cagp.K409Q 0.5 FALSE FALSE FALSE

c.(199-201)Acc>Gccp.T67A 1 FALSE TRUE FALSE

c.(595-597)tcA>tcGp.S199S 0.536508 FALSE TRUE TRUE

c.(3460-3462)Cca>Tcap.P1154S 0.437262 FALSE TRUE FALSE

c.(12028-12030)Tct>Cctp.S4010P 0.484746 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.48227 TRUE TRUE TRUE

c.(76-78)ccT>ccCp.P26P 0.923077 FALSE TRUE FALSE

c.(2152-2154)gtG>gtAp.V718V 0.520958 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.490272 TRUE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.504854 TRUE TRUE TRUE

c.(823-825)tGc>tAcp.C275Y 0.479798 FALSE FALSE FALSE

c.(802-804)acG>acCp.T268T 0.5 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 1 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.995349 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE



c.(895-897)gaA>gaGp.E299E 0.496124 TRUE TRUE TRUE

c.(196-198)Tgc>Cgcp.C66R 0.102326 TRUE FALSE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.485185 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.271357 TRUE TRUE FALSE

c.(1324-1326)gAa>gGap.E442G 0.542857 FALSE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.081272 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.994565 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.298246 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.431034 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 1 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.5 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.593148 TRUE TRUE TRUE

c.(1993-1995)aCa>aTap.T665I 0.47619 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(2887-2889)gGg>gAgp.G963E 0.372928 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(7-9)Gaa>Taap.E3* 0.113402 FALSE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.046512 TRUE TRUE FALSE

c.(3325-3327)tCa>tTap.S1109L 0.125926 FALSE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.338028 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.346008 TRUE TRUE TRUE

c.(2722-2724)Ggc>Tgcp.G908C 0.08094 TRUE TRUE TRUE

c.(2650-2652)tCa>tTap.S884L 0.474265 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.341818 TRUE TRUE TRUE

c.(1543-1545)Tcc>Cccp.S515P 0.933333 FALSE TRUE FALSE

c.(997-999)Cgc>Tgcp.R333C 0.461957 FALSE TRUE TRUE

c.(1330-1332)caG>caAp.Q444Q 0.428571 FALSE TRUE FALSE

c.(403-405)Aga>Tgap.R135* 0.044324 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.501859 TRUE TRUE TRUE

c.(3364-3366)cGg>cAgp.R1122Q 0.497268 TRUE TRUE TRUE

c.(2614-2616)gCa>gTap.A872V 0.490798 TRUE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.448598 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.074661 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.585714 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.5 TRUE TRUE FALSE

c.(1345-1347)aGg>aAgp.R449K 0.503401 FALSE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.632184 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.991111 TRUE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.4 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.484099 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.985366 TRUE TRUE TRUE

c.(790-792)caC>caTp.H264H 0.666667 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.478261 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.479705 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.996377 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.346856 TRUE TRUE TRUE

c.(466-468)Cat>Tatp.H156Y 0.121827 FALSE TRUE TRUE



c.(1246-1248)tgG>tgAp.W416* 0.923077 FALSE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.996997 TRUE TRUE TRUE

c.(3118-3120)cGg>cAgp.R1040Q 0.37594 FALSE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.069182 TRUE TRUE FALSE

c.(250-252)gaC>gaTp.D84D 0.369748 TRUE TRUE FALSE

c.(7573-7575)Ctc>Gtcp.L2525V 1 TRUE TRUE FALSE

c.(2416-2418)Gat>Catp.D806H 0.47093 FALSE FALSE FALSE

c.(487-489)cCa>cAap.P163Q 0.207071 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 1 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.474178 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.511628 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.837838 FALSE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.997222 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.333333 TRUE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 1 FALSE TRUE FALSE

c.(2050-2052)atC>atTp.I684I 0.316176 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.603175 TRUE TRUE FALSE

c.(991-993)Gcc>Accp.A331T 1 FALSE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.8 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.503333 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.488372 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.329787 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.996689 TRUE TRUE TRUE

c.(1006-1008)gcT>gcCp.A336A 1 FALSE TRUE FALSE

c.(805-807)Tgt>Cgtp.C269R 0.064103 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.5625 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.59589 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(616-618)cCa>cAap.P206Q 0.050505 TRUE FALSE FALSE

c.(484-486)agC>agTp.S162S 0.461538 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.047771 TRUE TRUE FALSE

c.(907-909)aaG>aaAp.K303K 0.381081 TRUE TRUE TRUE

c.(1372-1374)Gca>Acap.A458T 1 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.992218 TRUE TRUE TRUE

c.(3835-3837)cGt>cAtp.R1279H 0.508475 TRUE TRUE TRUE

c.(7201-7203)Cta>Ttap.L2401L 0.507143 FALSE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.514085 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.516854 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.532258 TRUE TRUE FALSE

c.(1996-1998)gaA>gaCp.E666D 0.553977 FALSE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.557692 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.5 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.501493 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.314815 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.713287 TRUE TRUE TRUE

c.(820-822)Cct>Tctp.P274S 0.438202 TRUE TRUE TRUE



c.(172-174)caG>caAp.Q58Q 0.99505 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.180952 TRUE TRUE FALSE

c.(3580-3582)tcC>tcTp.S1194S 0.472637 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.522807 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.14554 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.462963 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 1 TRUE TRUE TRUE

c.(661-663)gaG>gaCp.E221D 0.55 TRUE TRUE TRUE

c.(11725-11727)ggC>ggTp.G3909G 0.487633 TRUE TRUE TRUE

c.(901-903)Ggc>Agcp.G301S 0.5 FALSE FALSE FALSE

c.(2782-2784)Cgt>Tgtp.R928C 1 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.032491 TRUE FALSE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.989744 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.282407 TRUE TRUE FALSE

c.(166-168)caA>caGp.Q56Q 0.996032 TRUE TRUE TRUE

c.(265-267)gtG>gtAp.V89V 0.491228 FALSE TRUE TRUE

c.(532-534)agC>agTp.S178S 0.483553 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 1 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.231707 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 1 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.992754 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.589342 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.208333 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.5 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.237443 TRUE TRUE FALSE

c.(1882-1884)atG>atCp.M628I 0.481928 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.53304 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.451064 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.995516 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 1 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.474747 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.451613 TRUE TRUE FALSE

c.(4507-4509)tcC>tcTp.S1503S 0.568182 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.995935 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.49848 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.194444 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.482143 TRUE TRUE TRUE

c.(2023-2025)Ata>Gtap.I675V 0.446154 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 1 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.432277 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.493023 TRUE TRUE TRUE

c.(817-819)cTt>cCtp.L273P 0.714286 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.50495 TRUE TRUE FALSE

c.(3430-3432)Aag>Gagp.K1144E 0.45583 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.5 TRUE TRUE FALSE



c.(379-381)Gct>Actp.A127T 0.040404 TRUE TRUE TRUE

c.e10-1 0.385321 FALSE FALSE FALSE

c.(1189-1191)aCt>aTtp.T397I 0.52 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(5818-5820)Cgg>Tggp.R1940W0.449612 FALSE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.063492 TRUE TRUE FALSE

c.(8332-8334)caA>caGp.Q2778Q 0.065217 TRUE TRUE FALSE

c.(10906-10908)cAg>cGgp.Q3636R 0.497696 FALSE FALSE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.466216 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.521739 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.388889 TRUE TRUE FALSE

c.(1879-1881)Ctg>Ttgp.L627L 0.106383 FALSE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.050633 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.530035 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.397059 TRUE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 0.4 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.993377 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.50885 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.505929 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.483444 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.483051 TRUE TRUE TRUE

c.(610-612)Cgg>Tggp.R204W 0.276231 TRUE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 0.996575 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.470085 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.621849 TRUE TRUE TRUE

c.(1327-1329)caA>caGp.Q443Q 0.285714 FALSE FALSE FALSE

c.(2254-2256)ggG>ggAp.G752G 0.502463 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.105882 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.414286 TRUE TRUE FALSE

c.(4240-4242)gaC>gaTp.D1414D 0.44 TRUE TRUE FALSE

c.(8851-8853)gtT>gtCp.V2951V 0.503472 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.585714 TRUE TRUE FALSE

c.(1495-1497)Agg>Gggp.R499G 0.485714 TRUE TRUE TRUE

c.(1465-1467)caC>caTp.H489H 0.166667 FALSE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.212766 TRUE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.415094 TRUE TRUE FALSE

c.(4831-4833)Ctg>Gtgp.L1611V 0.056 FALSE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.251142 TRUE TRUE FALSE

c.(5188-5190)Aaa>Gaap.K1730E 0.452107 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.575 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.088949 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.995763 TRUE TRUE TRUE

c.(1096-1098)caG>caAp.Q366Q 0.495177 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.208333 TRUE TRUE FALSE

c.(256-258)gtC>gtGp.V86V 0.401869 TRUE TRUE FALSE

c.(13378-13380)aaG>aaCp.K4460N 0.488372 FALSE FALSE FALSE



c.(12304-12306)Ttg>Ctgp.L4102L 0.48 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 1 TRUE TRUE FALSE

c.(1672-1674)Acc>Gccp.T558A 0.470383 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.086614 TRUE TRUE TRUE

c.(1288-1290)gcC>gcAp.A430A 1 TRUE TRUE TRUE

c.(1873-1875)acC>acGp.T625T 0.52071 FALSE FALSE FALSE

c.(4837-4839)Gtg>Atgp.V1613M 0.099237 FALSE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.464706 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.181818 TRUE TRUE FALSE

c.(823-825)cGg>cAgp.R275Q 0.405797 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.430108 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.497041 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.388889 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.435897 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.184615 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.528302 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.993103 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 1 TRUE TRUE TRUE

c.(322-324)ccC>ccTp.P108P 1 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.362018 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.666667 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.306306 TRUE TRUE FALSE

c.(841-843)Gca>Acap.A281T 0.5 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.175 TRUE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.089636 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.423913 TRUE TRUE TRUE

c.(337-339)gGc>gTcp.G113V 0.213636 FALSE TRUE FALSE

c.(5095-5097)gcG>gcAp.A1699A 0.522124 FALSE TRUE FALSE

c.(826-828)cGa>cAap.R276Q 0.355224 TRUE TRUE TRUE

c.(1732-1734)Agt>Ggtp.S578G 0.068627 FALSE FALSE FALSE

c.(463-465)tTa>tGap.L155* 0.075949 FALSE FALSE FALSE

c.(1129-1131)cAg>cGgp.Q377R 0.52 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.931507 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.4375 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.078947 FALSE FALSE FALSE

c.(6658-6660)Gta>Atap.V2220I 0.333333 FALSE FALSE FALSE

c.(1993-1995)aCa>aTap.T665I 0.390625 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.666667 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.333333 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.086179 TRUE TRUE FALSE

c.(829-831)acA>acTp.T277T 0.2 FALSE FALSE FALSE

c.(409-411)Caa>Aaap.Q137K 0.053265 TRUE FALSE FALSE

c.(2803-2805)tgC>tgTp.C935C 0.538462 TRUE TRUE FALSE

c.(523-525)cGt>cAtp.R175H 0.357143 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.48 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.125 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.186047 TRUE TRUE FALSE



c.(3109-3111)caG>caAp.Q1037Q 0.6 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.109489 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.080537 FALSE FALSE FALSE

c.(919-921)aCg>aTgp.T307M 0.454545 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.730769 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.882353 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.388889 TRUE TRUE FALSE

c.(3292-3294)gcT>gcCp.A1098A 0.37037 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.469388 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.428571 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.075949 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 0.918919 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.417391 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.863636 TRUE TRUE FALSE

c.(172-174)atT>atCp.I58I 0.979592 FALSE FALSE FALSE

c.(226-228)gcA>gcGp.A76A 0.153846 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.925926 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.45 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.086957 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.851852 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.811321 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.675214 FALSE TRUE FALSE

c.(5629-5631)cCc>cTcp.P1877L 0.409836 TRUE TRUE TRUE

c.(1252-1254)ttT>ttCp.F418F 0.5 FALSE TRUE TRUE

c.(847-849)cgA>cgGp.R283R 0.2 FALSE FALSE FALSE

c.(1786-1788)caG>caCp.Q596H 0.5 TRUE TRUE TRUE

c.(340-342)ggC>ggTp.G114G 0.295455 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(9613-9615)Aac>Gacp.N3205D 0.764706 FALSE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.545455 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.105263 TRUE TRUE FALSE

c.(304-306)Ttg>Ctgp.L102L 0.588235 TRUE TRUE TRUE

c.(4918-4920)cGg>cAgp.R1640Q 0.085714 FALSE FALSE FALSE

c.(235-237)ccT>ccAp.P79P 0.583333 TRUE TRUE TRUE

c.(4675-4677)Gtg>Atgp.V1559M 0.411765 TRUE TRUE TRUE

c.(5353-5355)Gac>Aacp.D1785N 0.166667 FALSE FALSE FALSE

c.(79-81)cTg>cGgp.L27R 0.275862 FALSE FALSE FALSE

c.(802-804)acG>acCp.T268T 0.9 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.092593 FALSE TRUE TRUE

c.(322-324)Ttg>Ctgp.L108L 0.242424 FALSE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.903226 TRUE TRUE TRUE

c.(3115-3117)gGa>gAap.G1039E 0.463415 FALSE TRUE TRUE

c.(898-900)aCg>aTgp.T300M 0.526316 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.880597 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.544 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.642857 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.965517 TRUE TRUE TRUE



c.(328-330)Gtc>Atcp.V110I 0.277778 TRUE TRUE FALSE

c.(8380-8382)gcC>gcTp.A2794A 0.571429 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.492958 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 1 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.102326 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 0.506849 TRUE TRUE TRUE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.596154 TRUE TRUE TRUE

c.(679-681)ttT>ttCp.F227F 0.453125 FALSE TRUE FALSE

c.(2815-2817)tCt>tGtp.S939C 0.40625 TRUE TRUE TRUE

c.(2431-2433)atT>atAp.I811I 0.471264 FALSE TRUE TRUE

c.(832-834)tcA>tcTp.S278S 0.428571 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.565217 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.409091 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.486486 TRUE TRUE TRUE

c.(6223-6225)Gtg>Atgp.V2075M 0.458333 FALSE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.649351 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.947368 TRUE TRUE FALSE

c.(2701-2703)caA>caGp.Q901Q 0.571429 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.357143 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.342857 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.953488 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.75 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.40625 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.896552 TRUE TRUE TRUE

c.(3733-3735)aCc>aTcp.T1245I 0.214286 FALSE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.428571 TRUE TRUE FALSE

c.(292-294)Tgg>Cggp.W98R 0.3125 TRUE TRUE FALSE

c.(565-567)ccG>ccAp.P189P 0.545455 TRUE TRUE TRUE

c.(1561-1563)Ata>Ctap.I521L 0.083333 FALSE FALSE FALSE

c.(4507-4509)tcC>tcTp.S1503S 0.642857 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.941176 TRUE TRUE TRUE

c.(1666-1668)Acc>Gccp.T556A 0.991228 FALSE TRUE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.52 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.55 TRUE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 0.971014 FALSE TRUE FALSE

c.(529-531)Gcc>Accp.A177T 0.966292 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.764706 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.642857 TRUE TRUE TRUE

c.(10978-10980)tCg>tTgp.S3660L 0.461538 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.740741 TRUE TRUE TRUE

c.(259-261)cGa>cAap.R87Q 0.866667 FALSE FALSE FALSE

c.(6124-6126)Gct>Actp.A2042T 0.086207 FALSE FALSE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.588235 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.448276 TRUE TRUE FALSE

c.(490-492)ctT>ctCp.L164L 1 FALSE TRUE FALSE



c.(1681-1683)cgC>cgTp.R561R 0.538462 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.333333 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.516129 TRUE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.666667 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.558824 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.45 TRUE TRUE TRUE

c.(1561-1563)aTa>aAap.I521K 0.074074 FALSE FALSE FALSE

c.(901-903)Cag>Gagp.Q301E 0.521739 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.052147 FALSE FALSE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.066116 TRUE TRUE FALSE

c.(8605-8607)ctC>ctAp.L2869L 0.372093 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.936508 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.818182 TRUE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.375 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.935484 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.061798 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.1 TRUE TRUE FALSE

c.(538-540)acT>acCp.T180T 1 FALSE TRUE FALSE

c.(205-207)Caa>Aaap.Q69K 0.047863 TRUE TRUE FALSE

c.(223-225)agC>agTp.S75S 0.6875 FALSE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.72 FALSE TRUE FALSE

c.(1156-1158)atC>atTp.I386I 0.809524 FALSE FALSE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.2 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.942857 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.34965 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.151515 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.742857 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.636364 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.847458 TRUE TRUE TRUE

c.(4240-4242)gaC>gaTp.D1414D 0.5 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.78 TRUE TRUE TRUE

c.(3739-3741)aCt>aTtp.T1247I 0.615385 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.177778 TRUE TRUE FALSE

c.(742-744)acG>acTp.T248T 0.428571 FALSE FALSE FALSE

c.(217-219)tAc>tGcp.Y73C 0.148148 FALSE FALSE FALSE

c.(2491-2493)Act>Gctp.T831A 0.044776 FALSE FALSE FALSE

c.(112-114)agC>agTp.S38S 0.666667 FALSE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.076923 TRUE TRUE FALSE

c.(9715-9717)gtT>gtGp.V3239V 0.521739 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.093023 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.061594 TRUE FALSE FALSE

c.(4519-4521)Gag>Cagp.E1507Q 0.362069 FALSE FALSE FALSE

c.(514-516)Gtc>Atcp.V172I 0.857143 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.5625 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.787879 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.902439 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.888889 TRUE TRUE FALSE



c.(7972-7974)gAa>gGap.E2658G 0.363636 FALSE TRUE TRUE

c.(478-480)ctA>ctGp.L160L 0.963415 FALSE TRUE FALSE

c.(1702-1704)caG>caAp.Q568Q 0.982456 FALSE TRUE FALSE

c.(6478-6480)Ttg>Ctgp.L2160L 0.77027 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.692308 TRUE TRUE FALSE

c.(9682-9684)agG>agAp.R3228R 0.4 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.631579 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.25 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.878049 TRUE TRUE TRUE

c.(10669-10671)ccA>ccGp.P3557P 0.5 TRUE TRUE TRUE

c.(505-507)gaG>gaAp.E169E 0.974576 FALSE TRUE FALSE

c.(2092-2094)Cct>Actp.P698T 0.494845 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.615385 TRUE TRUE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.538244 TRUE TRUE TRUE

c.(4864-4866)cCa>cTap.P1622L 0.103226 FALSE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.42 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.555556 TRUE TRUE FALSE

c.(97-99)agG>agTp.R33S 1 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.075812 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.062724 TRUE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.622449 TRUE TRUE FALSE

c.(3325-3327)tCa>tTap.S1109L 0.487685 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.488889 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.487395 TRUE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 0.8 TRUE TRUE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.459302 TRUE TRUE TRUE

c.(517-519)ccA>ccTp.P173P 0.287234 FALSE TRUE FALSE

c.(523-525)cGt>cAtp.R175H 0.444444 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.328947 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(15976-15978)ctT>ctGp.L5326L 0.47093 TRUE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.795699 TRUE TRUE TRUE

c.(364-366)Ctg>Gtgp.L122V 0.571429 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.505155 TRUE TRUE TRUE

c.(2614-2616)gCa>gTap.A872V 0.155556 FALSE TRUE TRUE

c.(1321-1323)atG>atAp.M441I 0.477124 TRUE TRUE TRUE

c.(1219-1221)gtC>gtTp.V407V 0.544304 TRUE TRUE TRUE

c.(1342-1344)ccC>ccTp.P448P 0.909091 FALSE TRUE FALSE

c.(2389-2391)acG>acAp.T797T 0.466667 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.520833 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.586207 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.996016 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.84375 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.988827 TRUE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 1 TRUE TRUE TRUE

c.(856-858)gCa>gAap.A286E 0.042596 TRUE FALSE FALSE

c.(2872-2874)atG>atTp.M958I 0.5 TRUE TRUE FALSE



c.(367-369)Att>Gttp.I123V 0.475096 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.123894 TRUE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.569106 TRUE TRUE TRUE

c.(2086-2088)atA>atGp.I696M 0.460396 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.543478 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.462857 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.493274 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 1 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.506667 FALSE TRUE FALSE

c.(553-555)cGc>cAcp.R185H 0.491525 FALSE FALSE FALSE

c.(1966-1968)caC>caTp.H656H 0.526316 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.486339 TRUE TRUE TRUE

c.(142-144)acG>acAp.T48T 0.035354 TRUE FALSE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.55 TRUE TRUE FALSE

c.(2050-2052)atC>atTp.I684I 0.504065 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 1 TRUE TRUE FALSE

c.(9598-9600)Ctg>Ttgp.L3200L 0.137255 FALSE TRUE TRUE

c.(364-366)Ctg>Gtgp.L122V 0.2 TRUE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.428571 TRUE TRUE FALSE

c.(214-216)aCg>aGgp.T72R 1 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.294118 TRUE TRUE FALSE

c.(2623-2625)acG>acAp.T875T 0.421525 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.375 TRUE TRUE FALSE

c.(2830-2832)gaC>gaTp.D944D 0.458824 FALSE FALSE TRUE

c.(142-144)cAg>cGgp.Q48R 0.478814 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.526627 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.120879 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.5 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.424528 TRUE TRUE TRUE

c.(1687-1689)tcG>tcAp.S563S 0.358025 TRUE TRUE TRUE

c.(517-519)cCa>cAap.P173Q 0.315217 TRUE TRUE FALSE

c.(2419-2421)gAt>gGtp.D807G 0.414286 FALSE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 1 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.581006 FALSE TRUE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.5 TRUE TRUE TRUE

c.(607-609)acG>acAp.T203T 1 FALSE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.986301 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.061538 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.448276 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.456522 TRUE TRUE TRUE

c.e3-1 0.731183 FALSE FALSE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.249221 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.524752 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.75 TRUE TRUE TRUE

c.(820-822)Cct>Tctp.P274S 0.897959 TRUE TRUE TRUE



c.(172-174)caG>caAp.Q58Q 0.461988 TRUE TRUE TRUE

c.(2644-2646)acG>acAp.T882T 0.347458 FALSE TRUE FALSE

c.(2758-2760)tcT>tcCp.S920S 0.246988 TRUE TRUE FALSE

c.(1138-1140)Ttt>Attp.F380I 0.793478 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.312925 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.987179 TRUE TRUE TRUE

c.(199-201)gTa>gGap.V67G 1 TRUE TRUE TRUE

c.(832-834)tcA>tcTp.S278S 0.528 TRUE TRUE TRUE

c.(2623-2625)Acg>Ccgp.T875P 0.414414 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.986486 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.097826 TRUE TRUE FALSE

c.(2407-2409)cgC>cgTp.R803R 0.519417 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.46988 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.471698 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 1 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.5 TRUE TRUE FALSE

c.(361-363)gcC>gcTp.A121A 0.1875 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.473934 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.542308 TRUE TRUE TRUE

c.(379-381)Cca>Tcap.P127S 0.553191 FALSE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.275862 TRUE TRUE TRUE

c.(4153-4155)ctG>ctAp.L1385L 0.642857 TRUE TRUE FALSE

c.(5584-5586)Ggt>Tgtp.G1862C 0.428571 FALSE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.438272 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.3 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.55 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.994819 TRUE TRUE TRUE

c.(2638-2640)acG>acAp.T880T 0.463768 FALSE FALSE TRUE

c.(655-657)caC>caTp.H219H 0.547297 FALSE FALSE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.989831 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.45 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.540284 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.134831 FALSE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.504587 TRUE TRUE FALSE

c.(2725-2727)gGt>gAtp.G909D 0.476395 FALSE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.152866 FALSE TRUE TRUE

c.(1015-1017)gAt>gTtp.D339V 0.136364 FALSE TRUE TRUE

c.(1297-1299)ctA>ctGp.L433L 0.562963 TRUE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.159091 TRUE TRUE TRUE

c.(1804-1806)Gtg>Atgp.V602M 0.977778 TRUE TRUE FALSE

c.(3514-3516)ttC>ttTp.F1172F 0.642045 TRUE TRUE TRUE

c.(817-819)cCc>cAcp.P273H 0.477477 FALSE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.41573 TRUE TRUE FALSE

c.(8332-8334)caA>caGp.Q2778Q 0.083333 TRUE TRUE FALSE

c.(4864-4866)Aca>Gcap.T1622A 0.470968 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.416667 TRUE TRUE FALSE

c.(628-630)Gga>Agap.G210R 0.166667 FALSE FALSE FALSE



c.(1333-1335)agG>agAp.R445R 0.697674 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.466667 TRUE TRUE FALSE

c.(835-837)Gcc>Accp.A279T 0.744681 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.46696 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.1875 TRUE TRUE TRUE

c.(274-276)caA>caGp.Q92Q 1 FALSE TRUE FALSE

c.(1375-1377)tAc>tGcp.Y459C 0.357143 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 1 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.523622 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.436709 TRUE TRUE TRUE

c.(5266-5268)Aag>Gagp.K1756E 0.828571 FALSE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.429319 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.134328 FALSE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.483193 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(724-726)gaG>gaAp.E242E 0.666667 TRUE TRUE FALSE

c.(985-987)gaC>gaTp.D329D 0.652174 TRUE TRUE FALSE

c.(1006-1008)acC>acAp.T336T 0.758621 TRUE TRUE FALSE

c.(472-474)gcA>gcGp.A158A 0.462963 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.446064 TRUE TRUE FALSE

c.(3016-3018)taC>taTp.Y1006Y 0.516667 TRUE TRUE TRUE

c.(247-249)cCa>cAap.P83Q 0.063953 TRUE FALSE FALSE

c.(1525-1527)Gtg>Atgp.V509M 0.138614 FALSE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.461538 TRUE TRUE FALSE

c.(826-828)tAt>tCtp.Y276S 0.565217 TRUE TRUE TRUE

c.(3349-3351)gcC>gcTp.A1117A 0.306122 FALSE TRUE FALSE

c.(526-528)cGt>cAtp.R176H 0.177778 TRUE TRUE FALSE

c.(124-126)atC>atTp.I42I 1 FALSE TRUE FALSE

c.(12652-12654)gAc>gGcp.D4218G 0.466667 FALSE TRUE TRUE

c.(247-249)cGg>cAgp.R83Q 0.474576 TRUE TRUE FALSE

c.(718-720)Ggt>Agtp.G240S 0.113636 FALSE FALSE FALSE

c.(2518-2520)gaT>gaAp.D840E 0.518519 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.461187 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.139456 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.5 TRUE TRUE TRUE

c.(361-363)aaG>aaAp.K121K 0.121951 FALSE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.148936 TRUE TRUE TRUE

c.(1084-1086)ggG>ggTp.G362G 0.75 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.033755 TRUE FALSE FALSE

c.(12028-12030)Tct>Cctp.S4010P 0.509202 TRUE TRUE TRUE

c.(1663-1665)acG>acAp.T555T 0.433333 FALSE TRUE TRUE

c.(634-636)Cag>Gagp.Q212E 0.555556 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.189189 TRUE TRUE TRUE

c.(652-654)Atg>Gtgp.M218V 0.821429 TRUE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.454128 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.38806 TRUE TRUE TRUE



c.(4282-4284)Gtg>Ttgp.V1428L 0.486486 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.505155 TRUE TRUE TRUE

c.(703-705)aaC>aaTp.N235N 1 FALSE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.708333 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.521277 TRUE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.494024 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.23 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.138298 TRUE TRUE TRUE

c.(406-408)Aaa>Taap.K136* 0.891566 FALSE TRUE FALSE

c.(877-879)aaT>aaCp.N293N 0.485119 FALSE FALSE TRUE

c.(724-726)cGg>cAgp.R242Q 0.09434 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.460227 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.149367 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.452675 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.216783 TRUE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.052326 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.5 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.538462 TRUE TRUE FALSE

c.(2929-2931)aGt>aCtp.S977T 0.447005 TRUE FALSE TRUE

c.(1063-1065)aCa>aTap.T355I 0.386667 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.475806 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.984293 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.969925 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 1 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.552941 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.105384 TRUE TRUE FALSE

c.(4528-4530)caC>caTp.H1510H 0.49697 TRUE TRUE TRUE

c.(247-249)cCa>cAap.P83Q 0.048276 TRUE FALSE FALSE

c.(3289-3291)ccA>ccGp.P1097P 0.356481 FALSE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.468254 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.480315 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.524752 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.100719 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.566372 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 1 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.439655 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.061765 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.091787 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.484848 TRUE TRUE TRUE

c.(295-297)gcT>gcAp.A99A 0.088608 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.306452 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.432432 TRUE TRUE TRUE

c.(1375-1377)gaA>gaGp.E459E 0.641509 TRUE TRUE TRUE

c.(1183-1185)ccC>ccTp.P395P 0.613793 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.989691 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.304348 TRUE TRUE FALSE

c.(2374-2376)gaT>gaCp.D792D 0.5 TRUE TRUE TRUE



c.(2338-2340)Cat>Aatp.H780N 0.512821 TRUE TRUE TRUE

c.(1045-1047)gaT>gaCp.D349D 0.615385 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.454545 TRUE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.083333 TRUE TRUE FALSE

c.(316-318)Cgg>Aggp.R106R 0.407407 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 1 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.289256 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.4 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.429907 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.099783 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.469388 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.438095 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.627273 TRUE TRUE TRUE

c.(106-108)ccG>ccAp.P36P 0.409836 FALSE TRUE TRUE

c.(28-30)gCg>gAgp.A10E 0.5 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.515152 TRUE TRUE TRUE

c.(1300-1302)Gaa>Aaap.E434K 0.25 TRUE TRUE TRUE

c.(361-363)gTc>gCcp.V121A 0.294118 TRUE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 1 TRUE TRUE TRUE

c.(1786-1788)caG>caCp.Q596H 0.461538 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.309278 TRUE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.577778 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.298755 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.136364 TRUE TRUE FALSE

c.(250-252)gaA>gaGp.E84E 0.149254 FALSE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.45 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.623188 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.472727 TRUE TRUE TRUE

c.(823-825)Aga>Cgap.R275R 0.487395 TRUE TRUE TRUE

c.(3496-3498)cTa>cCap.L1166P 0.495192 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.536585 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.492063 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.473684 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.548023 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.545455 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 1 TRUE TRUE TRUE

c.(676-678)cGg>cAgp.R226Q 0.393939 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.453125 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.492424 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.352564 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 1 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.985075 TRUE TRUE TRUE

c.(409-411)Caa>Aaap.Q137K 0.032895 TRUE FALSE FALSE

c.(826-828)cGa>cAap.R276Q 0.535294 TRUE TRUE TRUE

c.(1141-1143)Cgt>Tgtp.R381C 0.527778 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.482587 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.440678 TRUE TRUE FALSE



c.(2758-2760)tcT>tcCp.S920S 0.220183 TRUE TRUE FALSE

c.(1843-1845)ttT>ttCp.F615F 0.485915 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.27551 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.275 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.059091 TRUE FALSE FALSE

c.(1345-1347)cTg>cCgp.L449P 0.48 TRUE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.352518 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.625 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 1 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.522124 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.452174 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.482143 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.483051 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.468085 TRUE TRUE FALSE

c.(703-705)Ctt>Attp.L235I 0.571429 FALSE TRUE TRUE

c.(559-561)ccG>ccAp.P187P 0.081633 TRUE FALSE FALSE

c.(9715-9717)gtT>gtGp.V3239V 0.993506 TRUE TRUE TRUE

c.(292-294)Tgg>Cggp.W98R 0.227273 TRUE TRUE FALSE

c.(12328-12330)ggC>ggTp.G4110G 0.488636 FALSE TRUE TRUE

c.(565-567)ccG>ccAp.P189P 0.574074 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.060201 TRUE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.58156 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.516484 TRUE TRUE TRUE

c.(82-84)aTa>aCap.I28T 1 FALSE TRUE FALSE

c.(3988-3990)Ttg>Atgp.L1330M 0.53719 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 1 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.286325 TRUE FALSE FALSE

c.(1693-1695)atT>atCp.I565I 0.714286 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.285714 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.461538 TRUE TRUE TRUE

c.(4972-4974)gcG>gcAp.A1658A 0.239669 FALSE TRUE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.489362 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.408163 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.551402 TRUE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.5 TRUE TRUE TRUE

c.(931-933)Aca>Tcap.T311S 0.040609 TRUE TRUE FALSE

c.(874-876)Cgc>Tgcp.R292C 0.645455 FALSE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.32 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.55 TRUE TRUE TRUE

c.(508-510)taC>taTp.Y170Y 0.472973 TRUE TRUE TRUE

c.(103-105)gGt>gAtp.G35D 0.495868 TRUE TRUE FALSE

c.(1681-1683)cgC>cgTp.R561R 0.261905 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.644444 TRUE TRUE TRUE

c.(3769-3771)gaG>gaAp.E1257E 0.333333 FALSE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.567901 TRUE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.5 TRUE TRUE TRUE



c.(12280-12282)Aag>Gagp.K4094E 0.514286 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.6 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.458333 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.849315 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.067669 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.481203 TRUE TRUE FALSE

c.(1672-1674)gCa>gTap.A558V 0.377358 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.48 TRUE TRUE FALSE

c.(1075-1077)gtC>gtAp.V359V 0.584746 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.543478 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.666667 TRUE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.630435 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.623529 TRUE TRUE TRUE

c.(5857-5859)cgA>cgGp.R1953R 0.5 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.5625 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.545455 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.321739 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.226244 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.63964 TRUE TRUE TRUE

c.(385-387)atG>atAp.M129I 0.292308 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.548387 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.504587 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.485294 TRUE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.15625 TRUE TRUE FALSE

c.(1423-1425)Gca>Acap.A475T 1 FALSE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.482143 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.515625 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.808081 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.199248 TRUE TRUE FALSE

c.(496-498)ttC>ttTp.F166F 0.199248 TRUE TRUE FALSE

c.(262-264)tTt>tCtp.F88S 0.11229 TRUE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.079498 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.664336 TRUE TRUE TRUE

c.(610-612)cGg>cAgp.R204Q 0.103448 TRUE TRUE FALSE

c.(7339-7341)ggT>ggAp.G2447G 0.25 TRUE TRUE TRUE

c.(1144-1146)ggC>ggTp.G382G 0.477273 FALSE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.542169 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.48 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.521739 TRUE TRUE FALSE

c.(748-750)gGa>gAap.G250E 0.033223 FALSE FALSE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.964706 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.258427 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.473684 TRUE TRUE TRUE

c.(9622-9624)aAt>aTtp.N3208I 0.483516 FALSE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.533333 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.576471 TRUE TRUE TRUE



c.(4912-4914)cgT>cgAp.R1638R 0.426829 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.974026 TRUE TRUE TRUE

c.(10669-10671)ccA>ccGp.P3557P 0.593939 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.152047 TRUE TRUE FALSE

c.(2113-2115)gGt>gTtp.G705V 0.181818 FALSE FALSE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.490385 TRUE TRUE TRUE

c.(3586-3588)tcA>tcCp.S1196S 0.427419 FALSE TRUE TRUE

c.(907-909)gcA>gcGp.A303A 0.481172 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.493506 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.572881 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.197531 TRUE TRUE FALSE

c.(2980-2982)gaC>gaTp.D994D 0.912088 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.528846 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.299145 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.42953 TRUE TRUE TRUE

c.(13-15)Gtc>Atcp.V5I 1 TRUE TRUE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.5 TRUE TRUE TRUE

c.(280-282)Ctc>Gtcp.L94V 0.098765 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.536842 TRUE TRUE TRUE

c.(5116-5118)Aaa>Gaap.K1706E 0.543353 FALSE FALSE TRUE

c.(103-105)ctG>ctAp.L35L 0.579545 FALSE TRUE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.474286 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 1 TRUE TRUE FALSE

c.(4219-4221)Tct>Actp.S1407T 0.487179 FALSE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.489796 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.111111 TRUE TRUE FALSE

c.(106-108)Tct>Cctp.S36P 0.3 TRUE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.266667 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.492997 FALSE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.468085 TRUE TRUE FALSE

c.(1738-1740)aGc>aCcp.S580T 1 FALSE TRUE FALSE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.990476 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.543624 TRUE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.512712 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.853211 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.541436 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.877698 TRUE TRUE TRUE

c.(2287-2289)atC>atTp.I763I 0.45 TRUE TRUE TRUE

c.(4351-4353)Gtc>Ttcp.V1451F 0.488372 FALSE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.475728 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.201493 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.443038 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.105263 FALSE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.99095 TRUE TRUE TRUE



c.(2272-2274)gcT>gcCp.A758A 0.503788 TRUE TRUE TRUE

c.(1324-1326)Act>Gctp.T442A 0.514151 FALSE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.460526 TRUE TRUE TRUE

c.(2086-2088)atA>atGp.I696M 0.47541 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.92233 TRUE TRUE TRUE

c.(757-759)tcT>tcCp.S253S 0.135417 FALSE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.537736 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.992 TRUE TRUE TRUE

c.(5068-5070)aaA>aaCp.K1690N 0.5 FALSE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.479592 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.84375 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.503226 TRUE TRUE TRUE

c.(2209-2211)gaT>gaCp.D737D 0.434286 TRUE TRUE TRUE

c.(340-342)ggC>ggTp.G114G 0.885246 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.524064 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.17757 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.4375 TRUE TRUE FALSE

c.(2440-2442)acG>acTp.T814T 0.52 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 1 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.48 TRUE TRUE TRUE

c.(1483-1485)Cgt>Tgtp.R495C 0.129032 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.5 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.092105 FALSE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.896104 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.991667 TRUE TRUE TRUE

c.(76-78)Gac>Aacp.D26N 0.615385 FALSE TRUE FALSE

c.(1345-1347)cTg>cCgp.L449P 0.923077 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.50303 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.507042 TRUE TRUE TRUE

c.(9037-9039)cGc>cTcp.R3013L 0.930556 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.994152 TRUE TRUE TRUE

c.(7036-7038)Cca>Tcap.P2346S 0.48 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.533333 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.467249 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.456522 TRUE TRUE TRUE

c.(6757-6759)gaT>gaCp.D2253D 0.461988 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.536842 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.449664 TRUE TRUE TRUE

c.(838-840)cGg>cAgp.R280Q 0.777778 FALSE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.994048 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.207207 TRUE TRUE FALSE

c.(7735-7737)gAc>gTcp.D2579V 0.853211 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.815534 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.315789 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.489796 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 0.444444 TRUE TRUE TRUE



c.(898-900)aaC>aaTp.N300N 1 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.991803 TRUE TRUE TRUE

c.(1012-1014)acC>acTp.T338T 0.829268 FALSE TRUE TRUE

c.(793-795)Gtg>Atgp.V265M 0.442105 FALSE TRUE FALSE

c.(11725-11727)ggC>ggTp.G3909G 0.436842 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.52381 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.727273 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.838983 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.467593 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.496689 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.539568 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.856115 TRUE TRUE TRUE

c.(5068-5070)Aga>Cgap.R1690R 0.142857 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.991489 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.915254 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.517073 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.871429 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.522727 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.37037 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.8375 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.083095 TRUE TRUE FALSE

c.(9094-9096)aTt>aCtp.I3032T 0.858407 FALSE TRUE TRUE

c.(1693-1695)atT>atCp.I565I 0.333333 TRUE TRUE TRUE

c.(802-804)caA>caGp.Q268Q 0.470588 FALSE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.6375 TRUE TRUE TRUE

c.(1414-1416)ggT>ggCp.G472G 0.544304 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.526316 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.538462 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.816327 TRUE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 1 FALSE TRUE FALSE

c.(529-531)Gcc>Accp.A177T 1 FALSE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.608696 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.426573 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.073394 FALSE TRUE FALSE

c.(922-924)tcG>tcAp.S308S 0.785714 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.503937 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.413043 TRUE TRUE FALSE

c.(1171-1173)aTg>aGgp.M391R 1 TRUE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 1 TRUE TRUE FALSE

c.(2929-2931)tCg>tTgp.S977L 0.436975 FALSE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.555556 TRUE TRUE TRUE

c.(58-60)gaG>gaAp.E20E 0.657143 FALSE TRUE FALSE

c.(6247-6249)cCa>cTap.P2083L 0.490909 FALSE TRUE TRUE

c.(490-492)ctT>ctCp.L164L 1 FALSE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.459119 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.759259 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE



c.(1489-1491)gaG>gaCp.E497D 0.879518 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.992424 TRUE TRUE TRUE

c.(1729-1731)Tgt>Cgtp.C577R 1 FALSE TRUE FALSE

c.(961-963)gCg>gAgp.A321E 0.37234 TRUE TRUE FALSE

c.(634-636)Cag>Gagp.Q212E 0.428571 TRUE TRUE TRUE

c.(832-834)ctG>ctAp.L278L 0.529101 FALSE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 1 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.52 TRUE TRUE FALSE

c.(22-24)Cat>Tatp.H8Y 1 TRUE TRUE FALSE

c.(709-711)aaA>aaGp.K237K 1 FALSE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.128655 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.647059 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.278351 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.191781 TRUE TRUE FALSE

c.(3022-3024)caA>caGp.Q1008Q 0.333333 TRUE FALSE TRUE

c.(2737-2739)Cct>Actp.P913T 0.458824 TRUE TRUE TRUE

c.(160-162)Ctc>Atcp.L54I 1 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.995305 TRUE TRUE TRUE

c.(1171-1173)atA>atGp.I391M 0.47619 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.586957 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.49162 TRUE TRUE TRUE

c.(280-282)Ctc>Gtcp.L94V 0.574074 FALSE TRUE TRUE

c.(6571-6573)Cgg>Tggp.R2191W0.981132 FALSE TRUE TRUE

c.(1414-1416)ctT>ctGp.L472L 1 TRUE TRUE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.876543 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.238806 TRUE TRUE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.223214 TRUE TRUE TRUE

c.(3595-3597)atC>atAp.I1199I 0.105263 FALSE FALSE FALSE

c.(973-975)taC>taTp.Y325Y 0.510204 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.886076 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.535714 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.471831 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.359551 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.877551 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.333333 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.388889 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.479532 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.604167 TRUE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.075581 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.465686 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.578378 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.470588 TRUE TRUE TRUE

c.(262-264)Cgc>Tgcp.R88C 0.333333 FALSE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 1 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.058065 TRUE TRUE FALSE

c.(736-738)Ggc>Agcp.G246S 0.277778 FALSE TRUE FALSE



c.(4735-4737)cAg>cGgp.Q1579R 0.850746 TRUE TRUE TRUE

c.(538-540)acT>acCp.T180T 1 FALSE TRUE FALSE

c.(3061-3063)ccG>ccAp.P1021P 0.596774 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(682-684)cAg>cCgp.Q228P 0.536585 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.309942 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.867647 TRUE TRUE TRUE

c.(616-618)gcT>gcCp.A206A 1 FALSE TRUE FALSE

c.(4948-4950)gCg>gTgp.A1650V 0.817308 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.480176 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.907407 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.52809 TRUE TRUE TRUE

c.(217-219)ctA>ctGp.L73L 1 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.5 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.48249 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.99187 TRUE TRUE TRUE

c.(646-648)gGa>gAap.G216E 0.461126 FALSE TRUE TRUE

c.(316-318)aTc>aCcp.I106T 1 FALSE TRUE FALSE

c.(595-597)ctG>ctAp.L199L 0.526316 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(3652-3654)Atc>Gtcp.I1218V 0.560372 FALSE TRUE TRUE

c.(97-99)agG>agTp.R33S 0.875 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.197279 TRUE TRUE FALSE

c.(340-342)ccC>ccGp.P114P 0.365854 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.041209 TRUE TRUE FALSE

c.(943-945)Cgg>Tggp.R315W 0.450847 TRUE TRUE TRUE

c.(514-516)Gtc>Atcp.V172I 0.378788 TRUE TRUE TRUE

c.(15976-15978)ctT>ctGp.L5326L 0.484716 TRUE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.830882 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.064 TRUE TRUE FALSE

c.(1555-1557)cAg>cCgp.Q519P 0.5 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.050578 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.058435 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.973684 TRUE TRUE TRUE

c.(1375-1377)gaA>gaGp.E459E 0.504702 TRUE TRUE TRUE

c.(1183-1185)ccC>ccTp.P395P 0.47807 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.92 TRUE TRUE TRUE

c.e23-1 0.184805 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.178849 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.521036 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 1 TRUE TRUE TRUE

c.(2143-2145)tcC>tcTp.S715S 0.461207 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.530387 TRUE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 0.789474 TRUE TRUE TRUE

c.(6337-6339)tcA>tcCp.S2113S 0.503205 FALSE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.480094 FALSE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.992084 TRUE TRUE TRUE



c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1357-1359)aaT>aaGp.N453K 0.666667 TRUE TRUE TRUE

c.(2056-2058)cgG>cgTp.R686R 0.473973 TRUE TRUE TRUE

c.(1333-1335)agG>agAp.R445R 0.836364 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.357843 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.98895 TRUE TRUE TRUE

c.(493-495)gGc>gTcp.G165V 0.636364 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.561905 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.056029 TRUE TRUE FALSE

c.(1093-1095)Gcg>Acgp.A365T 0.520833 FALSE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.483871 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 1 FALSE TRUE FALSE

c.(1786-1788)caG>caCp.Q596H 1 TRUE TRUE TRUE

c.(1984-1986)gTg>gAgp.V662E 1 FALSE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.996865 TRUE TRUE TRUE

c.(364-366)Ctg>Gtgp.L122V 0.130435 TRUE TRUE FALSE

c.(214-216)aCg>aGgp.T72R 0.857143 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.496933 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.11157 TRUE TRUE FALSE

c.(367-369)gcC>gcTp.A123A 0.5 FALSE FALSE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.466926 TRUE TRUE TRUE

c.(10180-10182)gGg>gAgp.G3394E 0.447826 FALSE FALSE FALSE

c.(1885-1887)acT>acAp.T629T 0.995283 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.518519 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.916667 TRUE TRUE FALSE

c.(997-999)gaG>gaAp.E333E 0.456522 FALSE TRUE TRUE

c.(226-228)Tgt>Cgtp.C76R 0.235294 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.144385 TRUE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.99635 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.480556 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.452769 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.506494 TRUE TRUE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.042394 TRUE TRUE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.5 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.48659 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.555556 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.509363 TRUE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 0.533333 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.516883 TRUE TRUE FALSE

c.(820-822)Cct>Tctp.P274S 0.43787 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.075601 TRUE TRUE TRUE

c.(13-15)Gtg>Ctgp.V5L 0.666667 FALSE TRUE FALSE

c.(865-867)Gat>Aatp.D289N 0.514563 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.493151 TRUE TRUE TRUE

c.(478-480)Aaa>Gaap.K160E 0.471698 FALSE FALSE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.572289 TRUE TRUE TRUE



c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(832-834)tcA>tcTp.S278S 0.535817 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.991935 TRUE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.483871 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 1 TRUE TRUE TRUE

c.(250-252)cGa>cAap.R84Q 0.6 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.175862 TRUE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.560284 TRUE TRUE TRUE

c.(4426-4428)aTg>aCgp.M1476T 0.453757 FALSE FALSE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.495913 TRUE TRUE TRUE

c.(550-552)ctG>ctTp.L184L 0.138648 TRUE TRUE FALSE

c.(1168-1170)Ggg>Cggp.G390R 0.245763 FALSE FALSE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.534653 TRUE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 0.142857 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 1 TRUE TRUE TRUE

c.(5941-5943)Tca>Acap.S1981T 0.513605 FALSE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.545833 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.051325 TRUE TRUE FALSE

c.(4507-4509)tcC>tcTp.S1503S 0.537313 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.477273 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.453608 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.511719 TRUE TRUE TRUE

c.(496-498)ggA>ggGp.G166G 1 FALSE TRUE FALSE

c.(658-660)taC>taTp.Y220Y 0.455696 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.857143 TRUE TRUE TRUE

c.(1138-1140)Ttt>Attp.F380I 0.820144 TRUE TRUE TRUE

c.(529-531)Atg>Gtgp.M177V 0.028953 FALSE FALSE FALSE

c.(2992-2994)ctG>ctAp.L998L 0.149254 FALSE FALSE FALSE

c.(136-138)gaC>gaTp.D46D 0.303318 TRUE TRUE FALSE

c.(2116-2118)Act>Tctp.T706S 0.550725 FALSE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.494318 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.590909 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.578313 TRUE TRUE FALSE

c.(2224-2226)gtC>gtGp.V742V 0.465347 TRUE TRUE TRUE

c.(163-165)caC>caTp.H55H 0.485623 FALSE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.495146 TRUE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.566038 TRUE TRUE TRUE

c.(58-60)ctA>ctGp.L20L 0.25 TRUE TRUE FALSE

c.(2803-2805)tgC>tgTp.C935C 0.53012 TRUE TRUE FALSE

c.(1591-1593)gGa>gAap.G531E 0.195724 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.423358 TRUE TRUE TRUE

c.(199-201)gTa>gGap.V67G 0.857143 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.452769 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.75 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.498328 TRUE TRUE TRUE



c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.046125 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.536424 TRUE TRUE FALSE

c.(256-258)gcA>gcGp.A86A 0.384615 FALSE TRUE TRUE

c.(205-207)Caa>Aaap.Q69K 0.04013 TRUE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.121739 TRUE TRUE FALSE

c.(1375-1377)tAc>tGcp.Y459C 0.896552 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.995098 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.403226 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.481818 TRUE TRUE TRUE

c.(484-486)agC>agTp.S162S 0.307692 FALSE TRUE TRUE

c.(1798-1800)gtC>gtTp.V600V 0.428571 FALSE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.504021 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.131579 FALSE TRUE TRUE

c.(1138-1140)taC>taTp.Y380Y 0.571429 TRUE TRUE TRUE

c.(4240-4242)gaC>gaTp.D1414D 0.540984 TRUE TRUE FALSE

c.(8851-8853)gtT>gtCp.V2951V 0.480263 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.452381 TRUE TRUE TRUE

c.(850-852)ggG>ggAp.G284G 1 FALSE TRUE FALSE

c.(826-828)tAt>tCtp.Y276S 0.78125 TRUE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.534979 TRUE TRUE TRUE

c.(715-717)ccG>ccAp.P239P 0.473214 TRUE TRUE FALSE

c.(112-114)agC>agTp.S38S 0.055215 TRUE TRUE FALSE

c.(526-528)cGt>cAtp.R176H 0.35 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.545455 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.441065 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.238462 TRUE TRUE TRUE

c.(112-114)agC>agTp.S38S 0.271429 FALSE TRUE TRUE

c.(247-249)cGg>cAgp.R83Q 0.552941 TRUE TRUE FALSE

c.e2-1 0.15 FALSE FALSE FALSE

c.(9715-9717)gtT>gtGp.V3239V 0.515337 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.052133 TRUE FALSE FALSE

c.(12028-12030)Tct>Cctp.S4010P 0.565657 TRUE TRUE TRUE

c.(643-645)caG>caTp.Q215H 0.283019 TRUE FALSE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.496403 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(1045-1047)gaT>gaCp.D349D 0.52819 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 1 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.7 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.333333 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.511041 TRUE TRUE TRUE

c.(859-861)gAa>gTap.E287V 0.571429 TRUE TRUE TRUE

c.(913-915)gaG>gaAp.E305E 0.512195 FALSE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.456522 TRUE TRUE TRUE

c.(3772-3774)caG>caAp.Q1258Q 0.092593 TRUE FALSE TRUE

c.(895-897)gaA>gaGp.E299E 0.453416 TRUE TRUE TRUE



c.(850-852)gCg>gTgp.A284V 0.522388 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.477273 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.507246 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 1 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.110687 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.177536 TRUE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.449438 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.781818 TRUE TRUE TRUE

c.(313-315)tGt>tTtp.C105F 0.5 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.971429 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.18552 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.038156 TRUE TRUE FALSE

c.(2092-2094)Cct>Actp.P698T 0.54386 TRUE TRUE TRUE

c.(3019-3021)tcG>tcAp.S1007S 0.859155 FALSE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 1 TRUE TRUE TRUE

c.(6043-6045)Acc>Gccp.T2015A 0.086957 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.450617 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 1 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.460674 TRUE TRUE TRUE

c.(1771-1773)gcA>gcCp.A591A 0.490323 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.191489 TRUE FALSE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.4 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.529851 TRUE TRUE TRUE

c.(2917-2919)Aag>Cagp.K973Q 0.530303 FALSE TRUE FALSE

c.(484-486)gcA>gcGp.A162A 1 FALSE TRUE FALSE

c.(391-393)aGa>aAap.R131K 0.418367 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.12462 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.725806 TRUE TRUE TRUE

c.(106-108)cCt>cTtp.P36L 1 FALSE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.096774 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.175676 TRUE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.122449 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.422222 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.666667 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.47541 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.790698 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.538462 FALSE TRUE FALSE

c.(2887-2889)gGg>gAgp.G963E 0.25 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.794118 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.476744 TRUE TRUE TRUE

c.(769-771)caT>caCp.H257H 0.057143 TRUE FALSE FALSE

c.(3292-3294)gcT>gcCp.A1098A 0.445455 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.241379 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.436364 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.476923 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.5 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.232 TRUE TRUE TRUE



c.(1234-1236)Cac>Tacp.H412Y 0.368421 FALSE TRUE FALSE

c.(397-399)Gtg>Ctgp.V133L 0.904762 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.939024 TRUE TRUE TRUE

c.(8152-8154)Att>Gttp.I2718V 0.519685 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.429448 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.067797 TRUE TRUE FALSE

c.(2122-2124)Aca>Gcap.T708A 0.26087 FALSE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.451327 TRUE TRUE TRUE

c.(1399-1401)Aag>Gagp.K467E 0.246154 FALSE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.536585 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.75 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.390244 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.590909 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.495726 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.5 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.58209 TRUE TRUE TRUE

c.(403-405)aCa>aAap.T135K 0.422414 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.594595 FALSE TRUE FALSE

c.(1102-1104)ccC>ccTp.P368P 0.503597 FALSE TRUE TRUE

c.(247-249)ctG>ctCp.L83L 0.088235 FALSE TRUE FALSE

c.(784-786)Gtg>Atgp.V262M 0.8 FALSE FALSE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.972973 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.423077 TRUE TRUE FALSE

c.(1717-1719)gcA>gcGp.A573A 0.428571 FALSE FALSE TRUE

c.(1405-1407)Caa>Aaap.Q469K 0.253731 FALSE TRUE FALSE

c.(91-93)agC>agAp.S31R 0.528302 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.087719 TRUE TRUE FALSE

c.(2515-2517)gaA>gaGp.E839E 0.490196 FALSE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.941176 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.472 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.065217 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.452174 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.508197 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(7252-7254)aaC>aaTp.N2418N 0.537313 TRUE TRUE TRUE

c.(628-630)gCg>gTgp.A210V 0.427711 TRUE TRUE TRUE

c.(100-102)ctC>ctTp.L34L 0.4 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.484615 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.12 FALSE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.490566 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.968421 TRUE TRUE TRUE

c.(682-684)ggC>ggTp.G228G 0.482993 FALSE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.344262 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.546099 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.175439 TRUE TRUE FALSE



c.(2233-2235)Gag>Cagp.E745Q 0.426966 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.897436 TRUE TRUE TRUE

c.(1378-1380)atT>atCp.I460I 1 FALSE TRUE FALSE

c.(772-774)aTt>aCtp.I258T 0.193182 FALSE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.955056 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.582524 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.058366 TRUE TRUE TRUE

c.(2623-2625)acG>acAp.T875T 0.435897 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.266667 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.147059 TRUE TRUE TRUE

c.(148-150)ccT>ccCp.P50P 1 FALSE TRUE FALSE

c.(178-180)atT>atCp.I60I 1 FALSE TRUE FALSE

c.(2623-2625)Acg>Ccgp.T875P 0.40708 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.8 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.546763 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.239437 TRUE TRUE TRUE

c.(2938-2940)ccC>ccTp.P980P 0.627451 TRUE TRUE TRUE

c.(1108-1110)caG>caAp.Q370Q 0.516129 FALSE TRUE TRUE

c.(3325-3327)tCa>tTap.S1109L 0.524823 TRUE TRUE TRUE

c.(568-570)acA>acGp.T190T 0.09434 TRUE TRUE FALSE

c.(6742-6744)ccG>ccAp.P2248P 0.439252 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.456522 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.45098 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.457143 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.5 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.229885 TRUE TRUE TRUE

c.(9304-9306)gAa>gGap.E3102G 0.195876 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.583333 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.196429 TRUE TRUE TRUE

c.(3094-3096)caT>caGp.H1032Q 0.041237 FALSE FALSE TRUE

c.(1822-1824)cCa>cTap.P608L 0.569767 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.09375 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.489362 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.511111 TRUE TRUE TRUE

c.(1693-1695)atT>atCp.I565I 1 TRUE TRUE TRUE

c.(637-639)cgA>cgGp.R213R 0.447059 FALSE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.75 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.75 TRUE TRUE TRUE

c.(490-492)gCa>gTap.A164V 0.666667 FALSE TRUE FALSE

c.(1717-1719)ttT>ttCp.F573F 0.4 FALSE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.524194 TRUE TRUE TRUE

c.(1678-1680)Att>Gttp.I560V 0.452055 FALSE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.509804 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.184211 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.090909 FALSE TRUE TRUE

c.(4282-4284)atA>atCp.I1428I 0.488889 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.094118 FALSE TRUE TRUE



c.(12280-12282)Aag>Gagp.K4094E 0.990291 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.513889 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.182796 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.698795 TRUE TRUE FALSE

c.(310-312)Atg>Gtgp.M104V 1 FALSE TRUE FALSE

c.(1153-1155)acG>acAp.T385T 1 FALSE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.125 FALSE TRUE TRUE

c.(301-303)gcG>gcAp.A101A 0.504425 TRUE FALSE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.3 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.483333 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(5053-5055)Gca>Tcap.A1685S 0.313131 FALSE FALSE TRUE

c.(1597-1599)caA>caGp.Q533Q 0.380952 TRUE FALSE FALSE

c.(508-510)taC>taTp.Y170Y 0.811594 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.2 TRUE TRUE TRUE

c.(8533-8535)cGt>cAtp.R2845H 0.233333 TRUE TRUE TRUE

c.(346-348)Gct>Actp.A116T 1 FALSE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.470588 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.136364 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.469388 TRUE TRUE TRUE

c.(1825-1827)Cat>Aatp.H609N 0.196721 FALSE TRUE FALSE

c.(1489-1491)gaG>gaCp.E497D 0.276923 TRUE TRUE TRUE

c.(466-468)Cat>Tatp.H156Y 0.719512 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.567568 TRUE TRUE TRUE

c.(13249-13251)gGc>gAcp.G4417D 0.425532 TRUE TRUE TRUE

0.733333 FALSE FALSE TRUE

c.(316-318)aaC>aaTp.N106N 0.3 FALSE FALSE FALSE

c.(1270-1272)acT>acCp.T424T 1 FALSE TRUE FALSE

c.(11590-11592)acG>acTp.T3864T 0.524138 FALSE TRUE TRUE

c.(3952-3954)Aag>Gagp.K1318E 0.513514 FALSE FALSE FALSE

c.(3739-3741)caG>caAp.Q1247Q 0.318182 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.942857 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.50289 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(5677-5679)ttA>ttGp.L1893L 0.46789 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.415493 TRUE TRUE FALSE

c.(4090-4092)tgT>tgCp.C1364C 0.504425 FALSE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.123457 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.972603 TRUE TRUE FALSE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.985714 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.502857 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.524823 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.183673 TRUE TRUE TRUE

c.(2251-2253)ttC>ttTp.F751F 0.803279 TRUE TRUE FALSE

c.(772-774)tTc>tCcp.F258S 0.489362 TRUE TRUE FALSE



c.(433-435)atC>atTp.I145I 0.909091 FALSE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(1144-1146)ggC>ggTp.G382G 0.692308 FALSE TRUE FALSE

c.(6619-6621)caA>caGp.Q2207Q 1 FALSE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.472222 TRUE TRUE TRUE

c.(2077-2079)gaC>gaAp.D693E 0.45977 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.465116 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.453237 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.429487 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.777778 TRUE TRUE FALSE

c.(4357-4359)cGc>cTcp.R1453L 0.315789 FALSE TRUE FALSE

c.(601-603)atA>atGp.I201M 1 FALSE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.558442 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(1171-1173)atA>atGp.I391M 0.51087 TRUE TRUE TRUE

c.(1108-1110)Aaa>Gaap.K370E 0.513043 FALSE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.451807 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 1 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.615385 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 1 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.288136 TRUE TRUE TRUE

c.(1000-1002)acG>acAp.T334T 1 FALSE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.513514 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.428571 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.504587 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.8 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.841584 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.542373 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.521277 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.575 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.410448 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.976471 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.486486 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.518987 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.481752 TRUE TRUE TRUE

c.(106-108)Tgg>Cggp.W36R 0.418803 FALSE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.482955 TRUE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.453704 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.173913 TRUE TRUE TRUE

c.(3061-3063)ccG>ccAp.P1021P 0.4 TRUE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.446429 TRUE TRUE TRUE

c.(7009-7011)aCt>aAtp.T2337N 0.205479 TRUE TRUE TRUE

c.(6853-6855)Gtg>Atgp.V2285M 0.547619 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.247423 TRUE TRUE TRUE

c.(1504-1506)aAt>aGtp.N502S 0.393443 FALSE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.545455 TRUE TRUE TRUE

c.(124-126)Gtc>Atcp.V42I 0.083333 FALSE FALSE FALSE



c.(889-891)gtC>gtTp.V297V 1 TRUE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.236559 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.314286 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.505376 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.316667 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 1 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.981818 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.476331 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.450413 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.407767 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.085478 TRUE TRUE FALSE

c.(454-456)aGc>aAcp.S152N 1 FALSE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.701493 TRUE TRUE FALSE

c.(2134-2136)aaC>aaTp.N712N 1 FALSE TRUE FALSE

c.(3013-3015)gaA>gaGp.E1005E 0.512048 FALSE TRUE TRUE

c.(409-411)Caa>Aaap.Q137K 0.02967 TRUE FALSE FALSE

c.(3886-3888)aCg>aTgp.T1296M 0.475962 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.833333 TRUE TRUE FALSE

c.(1759-1761)Agt>Ggtp.S587G 0.443878 FALSE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(1282-1284)aaG>aaCp.K428N 0.5 FALSE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.641975 TRUE TRUE TRUE

c.(1531-1533)atC>atTp.I511I 0.5 FALSE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.077644 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.536946 TRUE TRUE TRUE

c.(3364-3366)cGg>cAgp.R1122Q 0.433824 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.463602 FALSE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.33871 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.081911 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.041387 TRUE TRUE TRUE

c.(3859-3861)Gtt>Attp.V1287I 0.380952 FALSE TRUE FALSE

c.(6499-6501)Cgt>Tgtp.R2167C 0.136986 TRUE TRUE FALSE

c.(5083-5085)tcG>tcAp.S1695S 0.505319 FALSE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.434211 TRUE TRUE TRUE

c.(859-861)Cac>Tacp.H287Y 0.6 FALSE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.523316 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.540816 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 1 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.537037 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.566038 TRUE TRUE TRUE

c.(3292-3294)gcT>gcCp.A1098A 0.362385 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.564706 TRUE TRUE TRUE

c.(3799-3801)Gcc>Tccp.A1267S 0.52 FALSE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.454545 TRUE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.457286 TRUE TRUE TRUE



c.(2431-2433)gcG>gcAp.A811A 0.489247 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.59204 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.040876 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.986577 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.512397 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.319588 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.493088 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.985915 FALSE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.642857 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.455224 TRUE TRUE TRUE

c.(3004-3006)aAa>aGap.K1002R 0.5 FALSE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.375 TRUE TRUE FALSE

c.(808-810)gtG>gtAp.V270V 0.666667 FALSE FALSE FALSE

c.(325-327)gaT>gaCp.D109D 0.538462 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.970149 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.130435 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.5 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.526316 TRUE TRUE TRUE

c.(859-861)cTc>cCcp.L287P 1 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 1 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.458763 TRUE TRUE TRUE

c.(1744-1746)gaA>gaGp.E582E 0.485714 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.148649 TRUE TRUE FALSE

c.(1096-1098)agC>agTp.S366S 0.5 FALSE FALSE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.996988 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.554545 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.464135 TRUE TRUE TRUE

c.(1039-1041)Gca>Acap.A347T 0.425 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.642857 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.443182 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.321637 TRUE TRUE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.461538 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.529412 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.636364 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.455556 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.505435 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.457143 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.05 TRUE TRUE FALSE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.423963 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.467532 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.439153 TRUE TRUE FALSE

c.(430-432)cCt>cTtp.P144L 0.857143 TRUE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.993711 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.522059 TRUE TRUE TRUE

c.(1957-1959)gGg>gAgp.G653E 0.461538 FALSE TRUE TRUE



c.(103-105)ttA>ttTp.L35F 0.136364 TRUE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.529412 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.471264 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.068359 TRUE TRUE FALSE

c.(1687-1689)tcG>tcAp.S563S 0.483333 TRUE TRUE TRUE

c.(1069-1071)Cga>Tgap.R357* 0.52459 FALSE TRUE TRUE

c.(1693-1695)atT>atCp.I565I 0.333333 TRUE TRUE TRUE

c.(4264-4266)Gag>Aagp.E1422K 0.190476 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.666667 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.471429 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.466667 TRUE TRUE TRUE

c.(949-951)aAa>aCap.K317T 0.588235 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.5 TRUE TRUE FALSE

c.(1288-1290)gcC>gcAp.A430A 0.5 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.523529 TRUE TRUE TRUE

c.(712-714)aCg>aTgp.T238M 0.503788 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.511111 TRUE TRUE TRUE

c.(1804-1806)aaA>aaGp.K602K 0.428571 FALSE FALSE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.486726 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.583333 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.27459 TRUE TRUE FALSE

c.(2224-2226)gtC>gtGp.V742V 0.593548 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.220339 TRUE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 1 TRUE TRUE FALSE

c.(1474-1476)cCa>cAap.P492Q 0.491228 TRUE TRUE TRUE

c.(817-819)cTt>cCtp.L273P 0.285714 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.502203 TRUE TRUE TRUE

c.(8092-8094)aCc>aTcp.T2698I 0.454545 FALSE FALSE FALSE

c.(508-510)gaA>gaGp.E170E 0.46789 TRUE TRUE FALSE

c.(2389-2391)acG>acAp.T797T 0.5 TRUE TRUE TRUE

c.(1015-1017)gAt>gTtp.D339V 0.515625 TRUE TRUE TRUE

c.(1297-1299)ctA>ctGp.L433L 0.589286 TRUE TRUE TRUE

c.(2542-2544)Gag>Aagp.E848K 0.560976 FALSE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.691919 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.527778 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.426667 TRUE TRUE TRUE

c.(916-918)gcG>gcAp.A306A 0.517241 FALSE TRUE FALSE

c.(1684-1686)caA>caGp.Q562Q 0.446429 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.029345 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.330645 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.48 TRUE TRUE TRUE

c.(805-807)aaG>aaAp.K269K 1 FALSE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.459459 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.156146 TRUE TRUE FALSE



c.(973-975)Cgg>Tggp.R325W 0.075676 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.378531 TRUE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.466667 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 1 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.649057 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.5 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.465116 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.425781 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.392027 TRUE TRUE TRUE

c.(1603-1605)caG>caAp.Q535Q 0.333333 FALSE FALSE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.53125 TRUE TRUE FALSE

c.(4999-5001)aaC>aaTp.N1667N 0.403587 TRUE TRUE TRUE

c.(2827-2829)gcC>gcTp.A943A 0.411585 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.457627 TRUE TRUE FALSE

c.(5299-5301)Cac>Tacp.H1767Y 0.605469 TRUE TRUE TRUE

c.(3733-3735)aCc>aTcp.T1245I 0.494898 FALSE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.666667 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.473684 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.338983 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.277778 TRUE TRUE FALSE

c.(1534-1536)caC>caAp.H512Q 0.487805 FALSE FALSE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.522222 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.403509 TRUE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.075145 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.073529 TRUE FALSE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.2 TRUE TRUE FALSE

c.(2176-2178)aCg>aAgp.T726K 1 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.509709 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.600629 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.995935 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 1 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.586667 TRUE TRUE TRUE

c.(1342-1344)Agc>Tgcp.S448C 0.857143 TRUE TRUE TRUE

c.(4948-4950)gCg>gTgp.A1650V 0.662222 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.473171 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.272727 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.071429 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.44 TRUE TRUE TRUE

c.(841-843)Gca>Acap.A281T 0.294118 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.233129 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.237668 TRUE TRUE FALSE

c.(556-558)gaG>gaAp.E186E 0.375 TRUE TRUE TRUE

c.(1732-1734)Agt>Ggtp.S578G 0.07177 FALSE FALSE FALSE

c.(1150-1152)cCt>cGtp.P384R 0.555556 FALSE FALSE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.5 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.5 TRUE TRUE TRUE

c.(1120-1122)Ctg>Ttgp.L374L 0.704545 FALSE TRUE FALSE



c.(1993-1995)aCa>aTap.T665I 0.932203 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.545455 TRUE TRUE TRUE

c.(1171-1173)ccC>ccTp.P391P 1 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.909091 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.285714 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.291667 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.041159 TRUE TRUE FALSE

c.(556-558)gaG>gaAp.E186E 0.631579 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.102564 FALSE FALSE FALSE

c.(6193-6195)atT>atCp.I2065I 0.475 TRUE TRUE TRUE

c.(1231-1233)ccA>ccTp.P411P 0.151163 FALSE FALSE FALSE

c.(559-561)gCt>gTtp.A187V 0.32 FALSE FALSE FALSE

c.(76-78)tTc>tCcp.F26S 0.1 FALSE FALSE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.415385 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.227273 TRUE TRUE FALSE

c.(394-396)taC>taGp.Y132* 0.555556 FALSE FALSE FALSE

c.(2113-2115)acA>acGp.T705T 0.479167 TRUE TRUE TRUE

c.(1414-1416)Gca>Acap.A472T 0.387097 FALSE FALSE FALSE

c.(2143-2145)tcC>tcTp.S715S 0.464286 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.586207 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.906977 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.666667 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.536082 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.557377 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.6875 TRUE TRUE FALSE

c.(1516-1518)cgG>cgAp.R506R 0.174603 TRUE TRUE TRUE

c.(7183-7185)acT>acCp.T2395T 0.439024 FALSE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.62069 TRUE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.789474 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.25 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.413793 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.148148 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.565217 TRUE TRUE TRUE

c.(1132-1134)aGt>aAtp.S378N 0.103448 TRUE TRUE FALSE

c.(2002-2004)tcA>tcGp.S668S 0.4 TRUE TRUE TRUE

c.(1093-1095)Gcg>Acgp.A365T 0.6 FALSE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.2125 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.371429 TRUE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 0.984848 FALSE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.375 TRUE TRUE TRUE

c.(340-342)ggC>ggTp.G114G 0.774194 TRUE TRUE TRUE

c.(1801-1803)gaT>gaCp.D601D 0.378049 FALSE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.636364 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.982143 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.413793 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE



c.(1846-1848)acG>acAp.T616T 0.971831 TRUE TRUE TRUE

c.(1099-1101)atT>atGp.I367M 0.110092 TRUE FALSE FALSE

c.(583-585)Gga>Agap.G195R 0.485714 FALSE TRUE FALSE

c.(1372-1374)Gca>Acap.A458T 0.987654 FALSE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.433333 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.428571 TRUE TRUE TRUE

c.(3904-3906)cCa>cTap.P1302L 0.072289 FALSE FALSE FALSE

c.(682-684)tgT>tgCp.C228C 0.714286 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.378049 TRUE TRUE TRUE

c.(1474-1476)cGt>cAtp.R492H 0.535714 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.8125 TRUE TRUE TRUE

c.(1102-1104)Gtc>Atcp.V368I 0.166667 FALSE FALSE FALSE

c.(2242-2244)aaG>aaTp.K748N 0.183908 FALSE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 1 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.354839 TRUE TRUE TRUE

c.(139-141)gCa>gGap.A47G 0.571429 FALSE FALSE FALSE

c.(1507-1509)gcA>gcGp.A503A 0.333333 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.766667 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(1675-1677)ttA>ttCp.L559F 0.1 FALSE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 0.96875 TRUE TRUE TRUE

c.(571-573)tCc>tAcp.S191Y 0.463768 FALSE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.727273 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.6 TRUE TRUE TRUE

c.(2038-2040)ttA>ttGp.L680L 0.4 FALSE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.6875 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.794872 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.68 TRUE TRUE TRUE

c.(9304-9306)gAa>gGap.E3102G 0.708333 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.547619 TRUE TRUE TRUE

c.(103-105)ttA>ttTp.L35F 0.148014 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.511628 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.863636 TRUE TRUE TRUE

c.(1369-1371)gCa>gTap.A457V 0.785714 FALSE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 1 TRUE TRUE FALSE

c.e4+2 0.179104 FALSE FALSE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.860465 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.862069 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.925 TRUE TRUE TRUE

c.(1414-1416)ggT>ggCp.G472G 0.335821 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.54717 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.916667 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.8 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 0.96875 FALSE TRUE FALSE

c.(2023-2025)Ata>Gtap.I675V 0.439024 TRUE TRUE TRUE

c.(1363-1365)aTg>aCgp.M455T 0.532258 FALSE TRUE TRUE



c.(12280-12282)Aag>Gagp.K4094E 0.577778 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.857143 TRUE TRUE TRUE

c.(1576-1578)agA>agGp.R526R 0.07438 FALSE FALSE FALSE

c.(2212-2214)aCg>aTgp.T738M 0.461538 FALSE TRUE TRUE

c.(5053-5055)Gca>Tcap.A1685S 0.135593 TRUE FALSE TRUE

c.(1597-1599)caA>caGp.Q533Q 1 TRUE FALSE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.625 TRUE TRUE TRUE

c.(1666-1668)tcA>tcCp.S556S 0.061069 FALSE FALSE FALSE

c.(8533-8535)cGt>cAtp.R2845H 0.578947 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.185484 TRUE TRUE TRUE

c.(655-657)agC>agTp.S219S 0.985507 FALSE FALSE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.55 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.375 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.833333 TRUE TRUE TRUE

c.(3277-3279)gaC>gaTp.D1093D 0.375 FALSE TRUE FALSE

c.(925-927)aGt>aAtp.S309N 0.25 FALSE FALSE FALSE

c.(58-60)gcT>gcCp.A20A 0.140845 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.047285 FALSE FALSE FALSE

c.(52-54)Ttc>Ctcp.F18L 0.986667 FALSE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.454545 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.487179 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.518519 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.454545 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.481481 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.1875 TRUE TRUE FALSE

c.(1657-1659)Cgg>Tggp.R553W 0.555556 FALSE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 1 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.45614 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.102041 TRUE TRUE FALSE

c.(3055-3057)Ctc>Gtcp.L1019V 0.44898 FALSE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.4375 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.348837 TRUE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.478261 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.4 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.982759 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.52 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(8851-8853)gtT>gtCp.V2951V 0.5 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.272727 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.909091 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.647059 TRUE TRUE TRUE

c.(802-804)Gac>Aacp.D268N 0.216216 FALSE FALSE FALSE

c.(514-516)Cat>Tatp.H172Y 0.136364 FALSE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.3 TRUE TRUE FALSE

c.(526-528)cGt>cAtp.R176H 0.266667 TRUE TRUE FALSE



c.(8710-8712)cAg>cGgp.Q2904R 0.578947 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.44186 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.244444 TRUE TRUE TRUE

c.(790-792)Act>Cctp.T264P 0.039179 FALSE FALSE FALSE

c.(3001-3003)caC>caGp.H1001Q 1 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.559322 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.52381 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.526316 TRUE TRUE TRUE

c.(7009-7011)aCt>aAtp.T2337N 0.896552 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.6 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.456522 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.423729 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 1 TRUE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.375 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.548387 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.192308 TRUE TRUE TRUE

c.(913-915)gaG>gaAp.E305E 1 FALSE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.534884 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.595238 TRUE TRUE TRUE

c.(772-774)ttG>ttAp.L258L 0.444444 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.923077 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.510638 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.134615 TRUE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.505263 TRUE TRUE TRUE

c.(5650-5652)Cgc>Tgcp.R1884C 0.451087 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.493151 TRUE TRUE TRUE

c.(5695-5697)gtG>gtAp.V1899V 0.447059 TRUE TRUE TRUE

c.(2362-2364)Aag>Gagp.K788E 0.496241 TRUE TRUE TRUE

c.(2881-2883)ccG>ccAp.P961P 0.518519 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.99569 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.184397 TRUE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.559322 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.410714 TRUE TRUE TRUE

c.(2506-2508)cgC>cgTp.R836R 0.492308 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.092478 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.080645 TRUE TRUE FALSE

c.(805-807)Gtg>Ttgp.V269L 0.528455 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 1 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.46 TRUE TRUE TRUE

c.(4831-4833)Ctg>Ttgp.L1611L 0.416 FALSE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.445652 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.521739 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.038239 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.445205 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.267399 TRUE TRUE FALSE

c.(5890-5892)ggA>ggCp.G1964G 0.447674 TRUE TRUE TRUE



c.(2170-2172)ccG>ccAp.P724P 0.569892 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.463768 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.530806 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.75 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.471264 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.529101 TRUE TRUE TRUE

c.(8890-8892)agG>agAp.R2964R 0.5 FALSE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.984252 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.307692 TRUE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.567568 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.493827 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.498403 FALSE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.461538 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.485849 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.513761 TRUE TRUE TRUE

c.(2374-2376)gaT>gaCp.D792D 0.502538 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.054054 TRUE TRUE FALSE

c.(250-252)gaC>gaTp.D84D 0.316456 TRUE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.527559 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.033189 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.444444 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.466667 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.989011 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.515464 TRUE TRUE TRUE

c.(409-411)ttA>ttGp.L137L 1 FALSE TRUE FALSE

c.(9379-9381)Tct>Cctp.S3127P 0.524823 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.458564 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.468571 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.666667 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.538462 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.544715 TRUE TRUE TRUE

c.(2914-2916)tCg>tTgp.S972L 0.454545 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.459259 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.524194 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.857143 TRUE TRUE FALSE

c.(484-486)agC>agTp.S162S 0.454545 TRUE TRUE TRUE

c.(9037-9039)cGc>cTcp.R3013L 0.453237 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.475 TRUE TRUE TRUE

c.(835-837)ggC>ggTp.G279G 0.104116 TRUE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.491736 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.50463 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.45614 TRUE TRUE TRUE

c.(5632-5634)aCt>aTtp.T1878I 0.496774 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 0.611111 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.4 TRUE TRUE FALSE

c.(8380-8382)gcC>gcTp.A2794A 0.519481 TRUE TRUE TRUE

c.(1507-1509)tgC>tgTp.C503C 0.428571 FALSE TRUE TRUE



c.(2233-2235)Gag>Cagp.E745Q 0.479021 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.545455 TRUE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.526946 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.506024 TRUE TRUE TRUE

c.(7735-7737)gAc>gTcp.D2579V 0.437186 TRUE TRUE TRUE

c.(6463-6465)Cgg>Tggp.R2155W 0.8125 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.484536 TRUE TRUE TRUE

c.(823-825)ccA>ccGp.P275P 0.142857 FALSE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.5 TRUE TRUE TRUE

c.(2890-2892)caT>caCp.H964H 0.525547 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.494624 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.475728 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.522167 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.54321 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.192982 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.505208 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.328205 TRUE TRUE FALSE

c.(4846-4848)gaC>gaTp.D1616D 0.541284 FALSE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.5 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.524096 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.481013 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.513274 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.481481 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.484848 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.477444 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.521739 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.454545 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.526316 TRUE TRUE FALSE

c.(1822-1824)cCa>cTap.P608L 0.495652 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.424 TRUE TRUE TRUE

c.(1933-1935)gcA>gcGp.A645A 0.460993 FALSE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.6 TRUE TRUE FALSE

c.(2407-2409)cgC>cgTp.R803R 0.530612 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.465116 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.5 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.431034 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.493056 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.509804 TRUE TRUE TRUE

c.(2023-2025)Ata>Gtap.I675V 0.519685 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.478814 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(5788-5790)tcA>tcTp.S1930S 0.54386 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.413793 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.213836 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.19802 TRUE TRUE TRUE

c.(7864-7866)gaC>gaTp.D2622D 0.42953 FALSE TRUE TRUE



c.(139-141)Ttg>Atgp.L47M 0.909091 TRUE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 0.421053 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.487179 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.470588 TRUE TRUE TRUE

c.(2314-2316)Cat>Aatp.H772N 0.433121 TRUE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.414966 TRUE TRUE TRUE

c.(466-468)Cat>Tatp.H156Y 0.466019 TRUE TRUE TRUE

c.(367-369)cGt>cAtp.R123H 0.487179 FALSE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.516432 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.491525 TRUE TRUE FALSE

c.(634-636)Cag>Gagp.Q212E 0.3 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.272727 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.478873 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.513228 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.036145 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.45 TRUE TRUE TRUE

c.(1867-1869)gaG>gaAp.E623E 0.514563 TRUE TRUE TRUE

c.(1027-1029)ggA>ggGp.G343G 1 FALSE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.231638 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.993421 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.5 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.47973 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.513158 TRUE TRUE TRUE

c.(3022-3024)caA>caGp.Q1008Q 0.416667 TRUE FALSE TRUE

c.(2329-2331)gtC>gtTp.V777V 0.510791 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.5 TRUE TRUE TRUE

c.(5935-5937)ccG>ccAp.P1979P 0.553846 TRUE TRUE FALSE

c.(1099-1101)cGg>cAgp.R367Q 0.34 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.546341 TRUE TRUE TRUE

c.(5857-5859)cgA>cgGp.R1953R 0.593023 TRUE TRUE TRUE

c.(91-93)gTg>gCgp.V31A 0.5 FALSE TRUE FALSE

c.(10000-10002)gTg>gCgp.V3334A 0.457143 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.988166 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.546729 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.451852 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.52 TRUE TRUE FALSE

c.(2077-2079)gaC>gaAp.D693E 0.47973 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(247-249)cCa>cAap.P83Q 0.057554 TRUE FALSE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.541985 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.540984 TRUE TRUE TRUE

c.(4282-4284)cAg>cGgp.Q1428R 0.402116 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.137809 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.534247 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.48 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.525 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.181818 TRUE TRUE FALSE



c.(3409-3411)gCc>gTcp.A1137V 0.458333 FALSE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.104418 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.133094 TRUE TRUE FALSE

c.(757-759)ccC>ccGp.P253P 0.5 FALSE TRUE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.210526 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.432432 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.566667 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.5 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.991379 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.479675 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.098039 TRUE TRUE FALSE

c.(1261-1263)caG>caAp.Q421Q 0.171674 TRUE TRUE TRUE

c.(913-915)gaG>gaAp.E305E 0.203704 FALSE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.366197 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.505 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.521739 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.370787 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.111111 TRUE TRUE FALSE

c.(496-498)Att>Gttp.I166V 1 FALSE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.511628 TRUE TRUE TRUE

c.(907-909)gcA>gcGp.A303A 0.5 TRUE TRUE TRUE

c.(1129-1131)cAg>cGgp.Q377R 0.707692 TRUE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 0.483696 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.403409 TRUE TRUE TRUE

c.(859-861)cTc>cCcp.L287P 0.464912 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.152 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.050066 TRUE TRUE FALSE

c.(6646-6648)Atg>Gtgp.M2216V 0.181818 FALSE TRUE FALSE

c.(3289-3291)ccA>ccGp.P1097P 0.587786 FALSE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.830508 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.415584 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.1 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.436464 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.525 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.123377 TRUE TRUE TRUE

c.(1375-1377)gaA>gaGp.E459E 0.493671 TRUE TRUE TRUE

c.(490-492)Acc>Gccp.T164A 0.833333 FALSE TRUE FALSE

c.(808-810)agA>agGp.R270R 0.666667 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.193333 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.923077 TRUE TRUE TRUE

c.(5959-5961)gAc>gCcp.D1987A 0.784946 FALSE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 0.988024 TRUE TRUE TRUE

c.(1138-1140)tCt>tTtp.S380F 0.467391 FALSE TRUE TRUE

c.(373-375)ccA>ccGp.P125P 1 FALSE TRUE FALSE

c.(4387-4389)cGg>cAgp.R1463Q 0.473684 TRUE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.486957 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.787402 TRUE TRUE TRUE



c.(2530-2532)Gag>Aagp.E844K 0.492063 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.26087 TRUE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.328947 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.416058 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.544118 FALSE TRUE FALSE

c.(1141-1143)ctA>ctGp.L381L 1 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.994681 TRUE TRUE TRUE

c.(1558-1560)ggC>ggTp.G520G 0.252492 FALSE TRUE TRUE

c.(1042-1044)caG>caCp.Q348H 0.08209 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.985401 TRUE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 1 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.504587 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.198391 TRUE TRUE FALSE

c.(1714-1716)aGc>aAcp.S572N 0.534884 FALSE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.809524 TRUE TRUE TRUE

c.(2701-2703)Ggg>Aggp.G901R 0.411765 FALSE TRUE FALSE

c.(5083-5085)aCa>aTap.T1695I 0.5 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.517442 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.44 TRUE TRUE TRUE

c.(964-966)Aaa>Taap.K322* 0.681818 FALSE FALSE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.474576 FALSE TRUE FALSE

c.(247-249)ctG>ctCp.L83L 0.075949 FALSE TRUE FALSE

c.(1114-1116)Tac>Cacp.Y372H 0.5 FALSE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.5 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.113636 TRUE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.512987 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 1 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.458599 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.34965 TRUE TRUE FALSE

c.(1300-1302)tCg>tGgp.S434W 0.510204 FALSE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.5 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.604167 TRUE TRUE FALSE

c.(823-825)Aga>Cgap.R275R 0.525547 TRUE TRUE TRUE

c.(1078-1080)gcG>gcAp.A360A 0.5 FALSE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.991304 TRUE TRUE TRUE

c.(496-498)atG>atTp.M166I 0.47619 TRUE TRUE TRUE

c.(4621-4623)gCg>gGgp.A1541G 0.666667 TRUE TRUE FALSE

c.(9724-9726)gcC>gcTp.A3242A 0.537037 FALSE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.408163 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 1 TRUE TRUE FALSE

c.(7501-7503)Ata>Gtap.I2501V 0.987261 TRUE TRUE TRUE

c.(9037-9039)cGc>cTcp.R3013L 0.804598 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(4642-4644)Ccc>Tccp.P1548S 0.625 TRUE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.988889 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.443662 TRUE TRUE TRUE



c.(1699-1701)gcC>gcTp.A567A 0.461538 FALSE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.142857 TRUE TRUE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.064516 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.477273 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.465753 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.776316 TRUE TRUE TRUE

c.(217-219)Ctt>Tttp.L73F 0.666667 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.48913 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.555556 TRUE TRUE TRUE

c.(370-372)caC>caTp.H124H 0.54 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 1 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.992187 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.053191 TRUE TRUE FALSE

c.(568-570)caC>caTp.H190H 0.533333 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.527778 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.548571 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.527132 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.457364 TRUE TRUE TRUE

c.(1672-1674)Acc>Gccp.T558A 0.409639 TRUE TRUE TRUE

c.(538-540)caG>caAp.Q180Q 0.333333 FALSE FALSE FALSE

c.(532-534)agC>agTp.S178S 0.493902 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.988636 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.464789 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.50365 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.512195 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.432624 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.4625 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.83 TRUE TRUE TRUE

c.(403-405)aCa>aAap.T135K 0.484663 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.523437 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.529412 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.5 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.410714 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.125 FALSE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.436975 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.045139 TRUE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.989691 TRUE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.436893 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.573529 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.538462 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.43871 TRUE FALSE FALSE

c.(1693-1695)atT>atCp.I565I 0.666667 TRUE TRUE TRUE

c.(1330-1332)cGa>cAap.R444Q 0.095238 FALSE TRUE FALSE

c.(4531-4533)Att>Gttp.I1511V 0.551402 FALSE TRUE TRUE



c.(715-717)ccG>ccAp.P239P 0.460317 TRUE TRUE FALSE

c.(7621-7623)gcC>gcTp.A2541A 0.7 TRUE TRUE FALSE

c.(7735-7737)gAc>gTcp.D2579V 0.865385 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.477477 TRUE TRUE TRUE

c.(592-594)aCc>aTcp.T198I 0.045977 TRUE FALSE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.825397 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.769231 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 1 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.464286 TRUE TRUE TRUE

c.(1183-1185)ccC>ccTp.P395P 0.495726 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.543011 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.873016 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.487013 TRUE TRUE TRUE

c.(379-381)tcC>tcTp.S127S 0.425532 TRUE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.45 TRUE TRUE FALSE

c.(1957-1959)agG>agAp.R653R 0.464646 FALSE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.065217 TRUE TRUE FALSE

c.(430-432)cCt>cTtp.P144L 0.571429 TRUE TRUE FALSE

c.(1591-1593)gGa>gAap.G531E 0.235075 TRUE TRUE TRUE

c.(5047-5049)Cgg>Tggp.R1683W0.835616 FALSE FALSE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.802469 TRUE TRUE TRUE

c.(1156-1158)agA>agCp.R386S 1 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.536913 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.48 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.534483 TRUE TRUE FALSE

c.(1456-1458)tGa>tAap.*486* 0.509434 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.076923 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.357488 TRUE TRUE FALSE

c.(205-207)Caa>Aaap.Q69K 0.044316 TRUE TRUE FALSE

c.(910-912)ccC>ccAp.P304P 0.525773 TRUE TRUE TRUE

c.(1363-1365)atA>atGp.I455M 0.481013 TRUE TRUE TRUE

c.(3820-3822)tgG>tgTp.W1274C0.453947 FALSE TRUE TRUE

c.(400-402)ccC>ccAp.P134P 0.514925 TRUE TRUE TRUE

c.(223-225)agC>agTp.S75S 0.126582 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 1 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.528302 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.758621 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.47561 FALSE TRUE FALSE

c.(1099-1101)cGg>cAgp.R367Q 0.535714 FALSE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 1 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.464968 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.510791 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.480769 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 1 TRUE TRUE TRUE

c.(559-561)gAa>gTap.E187V 0.193548 FALSE FALSE FALSE

c.(8710-8712)cAg>cGgp.Q2904R 0.754386 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.417647 TRUE TRUE TRUE



c.(2860-2862)gcG>gcCp.A954A 0.566667 FALSE TRUE FALSE

c.(472-474)gcA>gcGp.A158A 0.5 TRUE TRUE TRUE

c.(2077-2079)gaC>gaAp.D693E 0.449612 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.469697 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.483871 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.4375 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.280992 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.795918 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.562914 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.507463 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.39726 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.45 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.102151 FALSE TRUE TRUE

c.(1096-1098)caG>caAp.Q366Q 0.480663 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.5 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.178947 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.579787 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.552632 TRUE TRUE TRUE

c.(1033-1035)aaG>aaTp.K345N 0.211073 FALSE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE

c.(1045-1047)gaT>gaCp.D349D 0.477273 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.120419 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.395161 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.452381 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 1 TRUE TRUE TRUE

c.(514-516)Gtc>Atcp.V172I 0.116279 FALSE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.540323 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.495798 TRUE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 0.888889 TRUE TRUE FALSE

c.(1108-1110)taT>taCp.Y370Y 0.503937 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.438202 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.979798 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.435484 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(3061-3063)ccG>ccAp.P1021P 0.372549 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.493671 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.511628 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.204918 TRUE TRUE FALSE

c.(463-465)Gtc>Atcp.V155I 1 FALSE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.08642 FALSE TRUE TRUE

c.(1966-1968)tcT>tcCp.S656S 0.877193 TRUE TRUE TRUE

c.(2929-2931)aGt>aCtp.S977T 0.488722 TRUE FALSE TRUE

c.(2047-2049)Ccc>Tccp.P683S 1 TRUE TRUE FALSE

c.(772-774)ttG>ttAp.L258L 0.1875 FALSE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.830508 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.163636 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.064815 TRUE TRUE FALSE



c.(142-144)Cgt>Tgtp.R48C 0.815789 FALSE FALSE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.507246 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 1 TRUE TRUE FALSE

c.(1285-1287)acG>acAp.T429T 0.434783 TRUE TRUE TRUE

c.(1306-1308)aTt>aAtp.I436N 0.305882 TRUE TRUE TRUE

c.(1153-1155)caC>caTp.H385H 0.555556 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.576819 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.995146 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.511278 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.996337 TRUE TRUE TRUE

c.(766-768)ggA>ggGp.G256G 1 FALSE TRUE FALSE

c.(718-720)aGc>aTcp.S240I 0.59 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.089962 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.45082 TRUE TRUE TRUE

c.(46-48)caC>caTp.H16H 0.091603 FALSE FALSE FALSE

c.(13-15)Gtc>Atcp.V5I 0.461538 TRUE TRUE FALSE

c.(943-945)Cgg>Tggp.R315W 0.5 TRUE TRUE TRUE

c.(1039-1041)Cag>Gagp.Q347E 0.375 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.995122 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.520833 TRUE TRUE TRUE

c.(1831-1833)Cca>Acap.P611T 0.513812 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 1 TRUE TRUE TRUE

c.(6067-6069)caA>caGp.Q2023Q 0.523179 FALSE FALSE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.048544 TRUE TRUE FALSE

c.(385-387)Gtg>Ctgp.V129L 0.521073 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.159509 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.132296 TRUE TRUE FALSE

c.(5920-5922)atC>atTp.I1974I 0.203252 FALSE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.45977 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 1 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.990431 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.511111 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.450704 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.575 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.494118 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.490196 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.535211 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.35461 TRUE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.509881 TRUE TRUE TRUE

c.(8110-8112)tcC>tcAp.S2704S 0.392344 FALSE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.463277 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.77907 FALSE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.463768 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.066667 TRUE TRUE FALSE



c.(2773-2775)gtA>gtCp.V925V 0.508982 TRUE TRUE TRUE

c.(289-291)acG>acAp.T97T 0.458716 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.993421 TRUE TRUE TRUE

c.(28-30)gCg>gAgp.A10E 0.65625 FALSE TRUE FALSE

c.(2119-2121)ctC>ctTp.L707L 0.69863 FALSE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.216667 TRUE TRUE FALSE

c.(2263-2265)Gaa>Aaap.E755K 0.205752 FALSE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.320225 TRUE TRUE TRUE

c.(1180-1182)Aca>Gcap.T394A 0.362319 FALSE FALSE FALSE

c.(1084-1086)ctA>ctGp.L362L 0.95 FALSE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.996296 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.170213 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.535714 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.464286 TRUE TRUE FALSE

c.(571-573)gcC>gcTp.A191A 0.431818 FALSE FALSE FALSE

c.(802-804)acG>acCp.T268T 0.962963 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.561753 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.69697 TRUE TRUE FALSE

c.(409-411)Caa>Aaap.Q137K 0.034713 TRUE FALSE FALSE

c.(247-249)aAc>aGcp.N83S 0.546218 TRUE TRUE TRUE

c.(640-642)Cgt>Tgtp.R214C 0.478417 FALSE FALSE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.465686 FALSE TRUE FALSE

c.(2926-2928)gtG>gtCp.V976V 0.389423 TRUE TRUE TRUE

c.(9037-9039)cGc>cTcp.R3013L 0.481013 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.574586 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.988806 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.549587 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.485714 TRUE TRUE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.059633 TRUE TRUE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.441176 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 1 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.302632 TRUE TRUE FALSE

c.(271-273)cGc>cAcp.R91H 0.45 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.454023 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.242075 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.51938 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.5 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.447514 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.541401 TRUE TRUE TRUE

c.(7735-7737)gAc>gTcp.D2579V 0.511211 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.372781 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.492308 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 1 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.557292 TRUE TRUE TRUE

c.(1651-1653)ggG>ggTp.G551G 0.509804 TRUE TRUE FALSE



c.(3658-3660)gcA>gcGp.A1220A 0.989189 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.492593 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.515625 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.522727 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.523316 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.45 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.52988 TRUE TRUE TRUE

c.(403-405)aCa>aAap.T135K 0.464115 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.996564 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.520588 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.764706 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.511628 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.984962 TRUE TRUE TRUE

c.(13-15)Gtg>Ctgp.V5L 0.692308 FALSE TRUE FALSE

c.(1822-1824)cCa>cTap.P608L 0.465649 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.307692 TRUE TRUE TRUE

c.(565-567)ccG>ccAp.P189P 0.540816 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.048889 TRUE TRUE FALSE

c.(4504-4506)Agt>Ggtp.S1502G 0.435407 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.994737 TRUE TRUE TRUE

c.(2827-2829)gcC>gcTp.A943A 0.525896 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.436464 TRUE TRUE FALSE

c.(283-285)ctG>ctAp.L95L 1 FALSE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.46988 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.610687 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.604167 TRUE TRUE FALSE

c.(4507-4509)tcC>tcTp.S1503S 0.533333 TRUE TRUE FALSE

c.(766-768)gGa>gCap.G256A 0.511765 TRUE TRUE TRUE

c.(1297-1299)tTt>tGtp.F433C 0.054348 TRUE TRUE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.466667 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.270718 TRUE TRUE FALSE

c.(262-264)cGa>cAap.R88Q 0.069767 TRUE TRUE FALSE

c.(4240-4242)gaC>gaTp.D1414D 0.583333 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.995726 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.989011 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.388889 TRUE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.459016 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.5125 TRUE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.517857 TRUE TRUE FALSE

c.(8821-8823)gaC>gaTp.D2941D 1 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.43038 TRUE TRUE TRUE

c.e3-1 0.478723 FALSE FALSE FALSE

c.(508-510)gaA>gaGp.E170E 0.539326 TRUE TRUE FALSE

c.(1504-1506)Cgt>Tgtp.R502C 0.540541 TRUE TRUE FALSE

c.(2803-2805)tgC>tgTp.C935C 0.522388 TRUE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.065868 TRUE TRUE TRUE

c.(2122-2124)gTg>gGgp.V708G 0.666667 FALSE FALSE FALSE



c.(1141-1143)aaC>aaTp.N381N 0.53125 TRUE TRUE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.458537 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.578947 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.485437 TRUE TRUE TRUE

c.(520-522)caG>caAp.Q174Q 1 FALSE TRUE FALSE

c.(1885-1887)acT>acAp.T629T 0.531469 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.48289 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.481013 TRUE TRUE TRUE

c.(37-39)Gcc>Cccp.A13P 0.583333 TRUE TRUE TRUE

c.(22-24)Cat>Tatp.H8Y 0.461538 TRUE TRUE FALSE

c.(961-963)gCg>gAgp.A321E 0.352941 TRUE TRUE FALSE

c.(121-123)ctG>ctAp.L41L 1 FALSE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.995098 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.454545 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.485294 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.5 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.186275 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.319444 TRUE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.090909 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.442029 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.458599 TRUE TRUE TRUE

c.(469-471)ctC>ctGp.L157L 0.297297 FALSE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.988506 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.995614 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.995781 TRUE TRUE TRUE

c.(400-402)ccG>ccAp.P134P 1 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.995902 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.431818 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.47619 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.99505 TRUE TRUE TRUE

c.(1732-1734)tcA>tcGp.S578S 0.952381 FALSE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 1 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.987124 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.486111 TRUE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.282353 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.62963 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.326087 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.558442 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.42 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.52 TRUE TRUE TRUE

c.(343-345)cCt>cGtp.P115R 0.469027 FALSE FALSE TRUE

c.(310-312)Ctg>Ttgp.L104L 1 FALSE TRUE FALSE

c.(2518-2520)gaT>gaAp.D840E 0.363636 TRUE TRUE FALSE

c.(724-726)gaG>gaAp.E242E 0.259259 TRUE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.084577 TRUE TRUE TRUE

c.(1267-1269)Ggt>Agtp.G423S 0.278539 TRUE TRUE FALSE



c.(1561-1563)aGg>aAgp.R521K 0.547619 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.995122 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.571429 TRUE TRUE TRUE

c.(238-240)Cag>Gagp.Q80E 0.4 FALSE TRUE TRUE

c.(1057-1059)gTa>gCap.V353A 1 FALSE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 1 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.068627 TRUE TRUE FALSE

c.(1525-1527)gtA>gtGp.V509V 1 FALSE FALSE FALSE

c.(2140-2142)gcG>gcTp.A714A 0.512397 TRUE TRUE TRUE

c.(1822-1824)caA>caGp.Q608Q 0.570281 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 0.465438 TRUE TRUE TRUE

c.(3061-3063)ccG>ccAp.P1021P 0.395349 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.533632 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.5671 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.4625 TRUE TRUE TRUE

c.(913-915)gaG>gaAp.E305E 0.422535 FALSE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.552632 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.261111 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.538835 TRUE TRUE TRUE

c.(1966-1968)tcT>tcCp.S656S 0.530928 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.576923 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.511848 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.441176 TRUE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.486607 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.587963 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.136842 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.565217 TRUE TRUE TRUE

c.(541-543)ggT>ggCp.G181G 1 FALSE TRUE FALSE

c.(169-171)Gca>Acap.A57T 0.045307 FALSE FALSE FALSE

c.(1297-1299)gtG>gtTp.V433V 0.047619 FALSE FALSE FALSE

c.(1660-1662)Gtt>Tttp.V554F 0.04186 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.093103 FALSE FALSE FALSE

c.(1414-1416)aaC>aaTp.N472N 0.039855 FALSE TRUE FALSE

c.(5134-5136)gaA>gaCp.E1712D 0.431507 FALSE FALSE FALSE

c.(1405-1407)aTg>aGgp.M469R 0.052402 TRUE FALSE FALSE

c.(1351-1353)aGg>aAgp.R451K 0.205882 FALSE FALSE FALSE

c.(1099-1101)atT>atGp.I367M 0.051613 TRUE FALSE FALSE

c.(409-411)aCa>aGap.T137R 0.093023 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.080745 FALSE FALSE FALSE

c.(829-831)Cta>Ttap.L277L 0.083333 FALSE FALSE FALSE

c.(217-219)tAc>tGcp.Y73C 0.081169 FALSE FALSE FALSE

c.(2365-2367)aaG>aaAp.K789K 0.048485 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.03663 FALSE FALSE FALSE

c.(1132-1134)aGt>aAtp.S378N 0.065868 TRUE TRUE FALSE

c.(778-780)Aat>Catp.N260H 0.055556 FALSE FALSE FALSE

c.(1063-1065)aCa>aTap.T355I 0.583333 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.441176 TRUE TRUE TRUE



c.(1699-1701)Ctg>Ttgp.L567L 0.210526 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.444444 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.964286 TRUE TRUE TRUE

c.(439-441)gaT>gaCp.D147D 0.984375 FALSE TRUE FALSE

c.(262-264)cGa>cAap.R88Q 0.263158 TRUE TRUE FALSE

c.(493-495)gGc>gTcp.G165V 0.428571 TRUE TRUE TRUE

c.(343-345)aGa>aTap.R115I 0.333333 FALSE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.454545 TRUE TRUE TRUE

c.(3886-3888)aCg>aTgp.T1296M 0.6 TRUE TRUE TRUE

c.(115-117)tgC>tgTp.C39C 0.971429 FALSE FALSE FALSE

c.(859-861)aaA>aaGp.K287K 0.93617 FALSE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.5 TRUE TRUE TRUE

c.(1948-1950)Ccc>Tccp.P650S 0.555556 FALSE FALSE TRUE

c.(3364-3366)cGg>cAgp.R1122Q 0.5 TRUE TRUE TRUE

c.(448-450)Aac>Gacp.N150D 0.974359 FALSE TRUE FALSE

c.(2875-2877)gcC>gcTp.A959A 0.277778 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.46875 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.078313 FALSE FALSE FALSE

c.(919-921)aCg>aTgp.T307M 0.625 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.9375 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.6 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.17284 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.458333 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 1 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.578947 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.535714 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.5 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.428571 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.368421 TRUE TRUE FALSE

c.(2389-2391)aaT>aaGp.N797K 0.47619 FALSE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.422222 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.333333 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.956522 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.3125 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.466667 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.439394 FALSE TRUE FALSE

c.(1030-1032)ggG>ggAp.G344G 0.95122 FALSE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.444444 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.538462 TRUE TRUE FALSE

c.(4324-4326)ccT>ccAp.P1442P 0.571429 FALSE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 1 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.888889 TRUE TRUE FALSE

c.(1405-1407)acT>acCp.T469T 0.969697 FALSE TRUE FALSE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.4 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.473684 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE



c.(3130-3132)Acc>Gccp.T1044A 0.714286 TRUE TRUE FALSE

c.(538-540)ctA>ctCp.L180L 0.551724 TRUE TRUE TRUE

c.(583-585)Gga>Agap.G195R 0.459459 FALSE TRUE FALSE

c.(6247-6249)Aga>Cgap.R2083R 0.4375 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.9 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.304348 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.5 TRUE TRUE TRUE

c.(1282-1284)ccA>ccTp.P428P 0.6 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.888889 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.433333 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.416667 TRUE TRUE TRUE

c.(1282-1284)Ggt>Agtp.G428S 0.566667 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.92 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.44 TRUE TRUE TRUE

c.(1996-1998)ttT>ttCp.F666F 0.575758 TRUE TRUE TRUE

c.(2431-2433)atT>atAp.I811I 0.346154 FALSE TRUE TRUE

c.(676-678)acG>acAp.T226T 0.857143 FALSE TRUE FALSE

c.(1507-1509)gcA>gcGp.A503A 0.333333 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(3670-3672)gaG>gaAp.E1224E 0.52381 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.6 TRUE TRUE TRUE

c.(7699-7701)cGt>cAtp.R2567H 0.5 FALSE TRUE TRUE

c.(4375-4377)Tct>Cctp.S1459P 0.541667 FALSE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.75 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.647059 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.545455 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.5 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.538462 TRUE TRUE TRUE

c.(1051-1053)ctA>ctGp.L351L 1 FALSE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.65 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.888889 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.533333 TRUE TRUE TRUE

c.(292-294)Tgg>Cggp.W98R 0.5 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.5 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.090909 TRUE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.833333 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.4 TRUE TRUE TRUE

c.(712-714)aCg>aTgp.T238M 0.407407 TRUE TRUE TRUE

c.(1315-1317)aGc>aCcp.S439T 0.52 FALSE TRUE TRUE

c.(2023-2025)Ata>Gtap.I675V 0.535714 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.4375 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.615385 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.611111 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.5 TRUE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.473684 TRUE TRUE FALSE



c.(571-573)gtA>gtGp.V191V 1 FALSE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.5 TRUE TRUE TRUE

c.(1591-1593)ccC>ccTp.P531P 0.538462 FALSE TRUE FALSE

c.(157-159)atG>atAp.M53I 1 FALSE TRUE FALSE

c.(823-825)Ctt>Gttp.L275V 0.115789 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.063584 FALSE FALSE FALSE

c.(3739-3741)caG>caAp.Q1247Q 0.545455 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.352941 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.466667 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.45 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.636364 TRUE TRUE FALSE

c.(571-573)tCc>tAcp.S191Y 0.441176 FALSE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.371429 TRUE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.5 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.5 TRUE TRUE FALSE

c.(997-999)aGc>aAcp.S333N 0.625 FALSE TRUE FALSE

c.(10231-10233)aCa>aGap.T3411R 0.461538 FALSE FALSE FALSE

c.(1180-1182)gAg>gGgp.E394G 0.266667 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.451613 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.535714 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.380952 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.485714 TRUE TRUE TRUE

c.(472-474)gcA>gcGp.A158A 0.909091 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.363636 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.346154 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.875 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.171429 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.55814 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.4 TRUE TRUE TRUE

c.(652-654)Atg>Gtgp.M218V 0.428571 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.190476 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.428571 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.333333 TRUE TRUE FALSE

c.(262-264)tTt>tCtp.F88S 0.052109 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.368421 TRUE TRUE TRUE

c.(1225-1227)ctA>ctGp.L409L 0.944444 FALSE TRUE FALSE

c.(2518-2520)gaT>gaAp.D840E 0.833333 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.6 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.5 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.3125 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.518519 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.818182 TRUE TRUE FALSE

c.(103-105)taT>taCp.Y35Y 0.971429 FALSE TRUE FALSE

c.(169-171)atG>atAp.M57I 0.885714 FALSE TRUE FALSE

c.(3778-3780)caA>caGp.Q1260Q 0.4 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.608696 TRUE TRUE TRUE



c.(1708-1710)gAc>gGcp.D570G 0.384615 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.785714 TRUE TRUE TRUE

c.(739-741)gtG>gtAp.V247V 0.952381 FALSE TRUE FALSE

c.(1012-1014)acC>acTp.T338T 0.461538 FALSE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(2011-2013)gcG>gcAp.A671A 0.45 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.460317 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.5 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.233333 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.333333 TRUE TRUE TRUE

c.(5650-5652)Cgc>Tgcp.R1884C 0.561224 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.432039 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.993506 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.989474 TRUE TRUE TRUE

c.(1045-1047)cAt>cGtp.H349R 0.337079 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.439216 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.455696 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.087912 TRUE TRUE FALSE

c.(337-339)gtG>gtAp.V113V 1 FALSE TRUE FALSE

c.(1039-1041)Cag>Gagp.Q347E 0.137931 FALSE TRUE FALSE

c.(4129-4131)Ccc>Tccp.P1377S 0.545455 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.421875 TRUE TRUE TRUE

c.(784-786)Cga>Tgap.R262* 0.49 FALSE FALSE FALSE

c.(1342-1344)Atc>Gtcp.I448V 0.294118 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.416667 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.539823 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.108614 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.457143 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.219178 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.4875 TRUE TRUE TRUE

c.(7243-7245)aGa>aAap.R2415K 0.506579 FALSE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.589744 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.985507 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.519824 TRUE TRUE TRUE

c.(2782-2784)Gaa>Aaap.E928K 0.152672 TRUE FALSE FALSE

c.(1372-1374)Gca>Acap.A458T 1 FALSE TRUE FALSE

c.(1597-1599)Aca>Gcap.T533A 1 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.476923 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(5416-5418)gaG>gaAp.E1806E 0.452055 FALSE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.508475 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.372549 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.498182 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.995074 TRUE TRUE TRUE

c.(214-216)gcG>gcAp.A72A 1 FALSE TRUE FALSE

c.(1885-1887)gcG>gcAp.A629A 0.503876 TRUE TRUE TRUE



c.(1741-1743)caA>caCp.Q581H 0.452128 TRUE TRUE TRUE

c.(2086-2088)atA>atGp.I696M 0.532258 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.442029 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.301775 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.992126 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.438202 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.470339 TRUE TRUE TRUE

c.(1303-1305)aAt>aGtp.N435S 0.298246 FALSE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.517857 TRUE TRUE TRUE

c.(1786-1788)caG>caCp.Q596H 0.318182 TRUE TRUE TRUE

c.(2050-2052)atC>atTp.I684I 0.391304 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.124138 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.994318 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.992727 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.478873 TRUE TRUE TRUE

c.(1621-1623)gcC>gcTp.A541A 0.4 FALSE TRUE FALSE

c.(1147-1149)Aac>Cacp.N383H 0.467391 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.456693 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 1 TRUE TRUE TRUE

c.(697-699)caA>caTp.Q233H 0.463158 TRUE TRUE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.05597 TRUE TRUE FALSE

c.(3835-3837)gAc>gCcp.D1279A 0.50303 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(1849-1851)Att>Gttp.I617V 0.506912 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.489011 TRUE TRUE TRUE

c.(271-273)cGc>cAcp.R91H 0.494624 TRUE TRUE TRUE

c.(6757-6759)gaT>gaCp.D2253D 0.489083 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.244444 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.184848 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.979167 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.493333 TRUE TRUE TRUE

c.(820-822)Cct>Tctp.P274S 0.495238 TRUE TRUE TRUE

c.(370-372)caC>caTp.H124H 0.5 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 1 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(943-945)gtT>gtCp.V315V 1 FALSE TRUE FALSE

c.(3070-3072)gcC>gcAp.A1024A 0.443787 TRUE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.521053 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.462963 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.437811 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.992126 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.472868 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.442982 TRUE TRUE TRUE



c.(3082-3084)caA>caGp.Q1028Q 0.540284 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.530516 TRUE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.442748 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.088983 TRUE TRUE FALSE

c.(1240-1242)caA>caGp.Q414Q 0.6 FALSE TRUE TRUE

c.(808-810)Cgc>Tgcp.R270C 0.390805 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.483146 TRUE TRUE TRUE

c.(4783-4785)Ttg>Ctgp.L1595L 0.484043 FALSE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 1 FALSE TRUE FALSE

c.(3544-3546)aCc>aTcp.T1182I 0.484444 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.489583 TRUE TRUE TRUE

c.(361-363)gTc>gCcp.V121A 0.185185 TRUE TRUE FALSE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.200704 TRUE TRUE FALSE

c.(2488-2490)Gcc>Accp.A830T 0.490476 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.413408 TRUE TRUE TRUE

c.(1090-1092)gcC>gcTp.A364A 0.423077 FALSE FALSE FALSE

c.(5674-5676)ggG>ggAp.G1892G 0.538462 FALSE TRUE FALSE

c.(1363-1365)atA>atGp.I455M 0.488479 TRUE TRUE TRUE

c.(1015-1017)gAt>gTtp.D339V 0.4625 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.435897 TRUE TRUE TRUE

c.(3460-3462)Cca>Tcap.P1154S 0.852273 FALSE TRUE FALSE

c.(466-468)Cat>Tatp.H156Y 0.491453 TRUE TRUE TRUE

c.(5536-5538)Tca>Acap.S1846T 0.486607 TRUE TRUE TRUE

c.(817-819)cCc>cAcp.P273H 0.52 FALSE TRUE TRUE

c.(3523-3525)Tcc>Cccp.S1175P 0.422222 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.436123 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.993976 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.988571 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.518182 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.283898 TRUE TRUE FALSE

c.(91-93)agC>agAp.S31R 0.449275 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 1 TRUE TRUE TRUE

c.(400-402)ccC>ccAp.P134P 0.451807 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.574627 TRUE TRUE FALSE

c.(499-501)cGa>cAap.R167Q 0.51938 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.44898 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.971429 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.98895 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.5 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.402685 TRUE TRUE TRUE

c.e6+1 0.219048 FALSE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.995238 TRUE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.203125 TRUE TRUE FALSE

c.(1495-1497)Agg>Gggp.R499G 0.438776 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.470149 TRUE TRUE TRUE



c.(1825-1827)acC>acTp.T609T 0.43038 FALSE TRUE FALSE

c.(1456-1458)tGa>tAap.*486* 0.507812 TRUE TRUE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.482759 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.478632 TRUE TRUE TRUE

c.(2428-2430)cCg>cTgp.P810L 0.575758 FALSE TRUE FALSE

c.(715-717)gcC>gcTp.A239A 0.472222 FALSE TRUE FALSE

c.(262-264)tTt>tCtp.F88S 0.070526 TRUE TRUE FALSE

c.(9715-9717)gtT>gtGp.V3239V 0.411483 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.485149 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.099502 TRUE TRUE TRUE

c.(1672-1674)aAg>aGgp.K558R 0.481865 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.467532 TRUE TRUE TRUE

c.(3979-3981)acC>acAp.T1327T 0.527363 FALSE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 1 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.580357 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.447853 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.995074 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.974747 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.992647 TRUE TRUE TRUE

c.(10231-10233)acT>acCp.T3411T 0.992248 FALSE FALSE FALSE

c.(5299-5301)Cac>Tacp.H1767Y 0.990566 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.988166 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.167488 TRUE TRUE FALSE

c.(619-621)taT>taAp.Y207* 0.914634 FALSE FALSE FALSE

c.(67-69)gGa>gAap.G23E 0.479381 FALSE FALSE FALSE

c.(2341-2343)caA>caGp.Q781Q 0.45 FALSE TRUE TRUE

c.(16-18)Tgg>Cggp.W6R 1 TRUE TRUE FALSE

c.(499-501)gcG>gcAp.A167A 0.536585 FALSE TRUE TRUE

c.(1525-1527)aTt>aCtp.I509T 0.564356 FALSE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.333333 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.6 TRUE TRUE TRUE

c.(3250-3252)caT>caCp.H1084H 0.333333 FALSE TRUE FALSE

c.(499-501)Gac>Cacp.D167H 0.105769 FALSE TRUE TRUE

c.(751-753)Cgg>Tggp.R251W 0.191304 FALSE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.62069 TRUE TRUE TRUE

c.(4420-4422)gcC>gcTp.A1474A 0.814815 FALSE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.55814 TRUE TRUE TRUE

c.(6322-6324)cGt>cAtp.R2108H 0.44186 FALSE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.326923 TRUE TRUE TRUE

c.(2932-2934)agT>agCp.S978S 0.472727 FALSE TRUE TRUE

c.(199-201)Caa>Aaap.Q67K 0.469136 FALSE FALSE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.565217 TRUE TRUE TRUE

c.(2140-2142)gaC>gaTp.D714D 0.628571 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.453608 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.944444 FALSE TRUE FALSE

c.(610-612)aTa>aAap.I204K 0.638889 FALSE TRUE TRUE



c.(610-612)aAt>aGtp.N204S 0.40625 FALSE TRUE TRUE

c.(2293-2295)gAg>gGgp.E765G 0.057143 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.514286 TRUE TRUE FALSE

c.(235-237)ccT>ccAp.P79P 0.556701 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.579545 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.666667 TRUE TRUE TRUE

c.(9037-9039)cGc>cTcp.R3013L 0.517241 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.989583 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.5 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 1 TRUE TRUE TRUE

c.(3835-3837)gAc>gCcp.D1279A 0.647059 TRUE TRUE TRUE

c.(1180-1182)Aat>Gatp.N394D 0.552083 FALSE TRUE TRUE

c.(226-228)tcG>tcAp.S76S 0.978261 FALSE TRUE TRUE

c.(3514-3516)ttC>ttTp.F1172F 0.45 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.603175 TRUE TRUE TRUE

c.(3580-3582)tcC>tcTp.S1194S 0.378788 TRUE TRUE TRUE

c.(1138-1140)Ttt>Attp.F380I 0.612903 TRUE TRUE TRUE

c.(4924-4926)Ata>Gtap.I1642V 0.411765 FALSE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.402597 TRUE TRUE TRUE

c.(2002-2004)cGg>cAgp.R668Q 0.384615 FALSE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.28125 TRUE TRUE FALSE

c.(5704-5706)Gaa>Aaap.E1902K 0.653846 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.985714 TRUE TRUE TRUE

c.(1141-1143)Cgt>Tgtp.R381C 0.45 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.555556 TRUE TRUE TRUE

c.(10234-10236)Att>Gttp.I3412V 0.419355 FALSE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.172043 TRUE FALSE FALSE

c.(5725-5727)aCt>aGtp.T1909S 0.494253 FALSE TRUE TRUE

c.(922-924)Agc>Tgcp.S308C 0.571429 FALSE TRUE TRUE

c.(7318-7320)cAt>cGtp.H2440R 0.509804 FALSE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.405797 TRUE TRUE TRUE

c.(4882-4884)Tta>Ctap.L1628L 0.438356 FALSE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.371429 TRUE TRUE TRUE

c.(427-429)gcT>gcCp.A143A 0.545455 FALSE TRUE TRUE

c.(4864-4866)Aca>Gcap.T1622A 0.952381 TRUE TRUE TRUE

c.(967-969)Atc>Gtcp.I323V 0.089431 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.628205 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 1 TRUE TRUE TRUE

c.(3022-3024)caA>caGp.Q1008Q 1 TRUE FALSE TRUE

c.(943-945)gcT>gcCp.A315A 0.990826 TRUE TRUE TRUE

c.(1006-1008)acC>acAp.T336T 0.545455 TRUE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 1 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.974684 TRUE TRUE TRUE

c.(2080-2082)aTa>aCap.I694T 0.519231 FALSE TRUE TRUE

c.(5188-5190)Aaa>Gaap.K1730E 0.523077 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.47619 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.529412 TRUE TRUE TRUE



c.(28-30)Aac>Gacp.N10D 1 FALSE TRUE FALSE

c.(1828-1830)taC>taTp.Y610Y 0.358974 FALSE TRUE TRUE

c.(241-243)taC>taTp.Y81Y 1 FALSE TRUE FALSE

c.(304-306)gaC>gaAp.D102E 0.605263 FALSE TRUE TRUE

c.(949-951)agC>agTp.S317S 0.473684 FALSE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.410714 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.173913 TRUE TRUE FALSE

c.(241-243)caA>caGp.Q81Q 1 FALSE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.516129 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.984375 TRUE TRUE TRUE

c.(1888-1890)ccG>ccCp.P630P 0.436364 TRUE TRUE FALSE

c.(259-261)gaC>gaTp.D87D 0.122449 FALSE FALSE FALSE

c.(31-33)gTg>gCgp.V11A 0.423729 FALSE TRUE TRUE

c.(2716-2718)gCg>gTgp.A906V 0.56962 FALSE TRUE TRUE

c.(7915-7917)ggA>ggCp.G2639G 0.5 FALSE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.104478 TRUE TRUE FALSE

c.(2902-2904)gcA>gcGp.A968A 0.425532 FALSE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.976471 TRUE TRUE TRUE

c.(145-147)tgC>tgTp.C49C 0.875 FALSE TRUE TRUE

c.(1729-1731)Gta>Ctap.V577L 0.425926 FALSE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.460674 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.467742 TRUE TRUE FALSE

c.(250-252)gaC>gaTp.D84D 0.391304 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.512821 TRUE TRUE TRUE

c.(7183-7185)gtG>gtAp.V2395V 0.36 FALSE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.478261 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.434783 TRUE TRUE TRUE

c.(4045-4047)atC>atTp.I1349I 0.472727 FALSE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.986301 TRUE TRUE TRUE

c.(550-552)aaT>aaCp.N184N 0.15625 FALSE TRUE TRUE

c.(1795-1797)Gat>Catp.D599H 0.514706 FALSE TRUE TRUE

c.(334-336)Tta>Ctap.L112L 1 FALSE TRUE FALSE

c.(2050-2052)cAg>cGgp.Q684R 0.5 FALSE TRUE FALSE

c.(1354-1356)Agt>Ggtp.S452G 0.590909 FALSE TRUE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.75 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.571429 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 0.470588 TRUE TRUE TRUE

c.(6757-6759)gaT>gaCp.D2253D 0.455882 TRUE TRUE TRUE

c.(1447-1449)ttA>ttCp.L483F 0.27027 FALSE TRUE TRUE

c.(112-114)ccT>ccCp.P38P 0.833333 FALSE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.984848 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.941176 TRUE TRUE TRUE

c.(11077-11079)gcG>gcTp.A3693A 0.081081 FALSE FALSE FALSE

c.(3073-3075)gaT>gaCp.D1025D 0.424658 FALSE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.659341 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.410256 TRUE TRUE TRUE

c.(1717-1719)ttT>ttCp.F573F 0.75 FALSE TRUE TRUE



c.(3262-3264)aaG>aaAp.K1088K 0.547945 FALSE TRUE TRUE

c.(316-318)ccT>ccCp.P106P 1 FALSE TRUE FALSE

c.(904-906)Tat>Catp.Y302H 0.541176 FALSE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.553191 TRUE TRUE TRUE

c.(6652-6654)tAc>tCcp.Y2218S 0.421053 FALSE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.588235 TRUE TRUE FALSE

c.(1273-1275)gaA>gaGp.E425E 0.430233 FALSE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.986111 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.546875 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.322581 TRUE TRUE FALSE

c.(3232-3234)tgC>tgTp.C1078C 0.548387 TRUE TRUE TRUE

c.(3229-3231)tcA>tcCp.S1077S 0.4 FALSE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.571429 TRUE TRUE FALSE

c.(1183-1185)gaA>gaCp.E395D 0.432836 FALSE TRUE TRUE

c.(1351-1353)tgC>tgTp.C451C 0.590909 FALSE TRUE FALSE

c.(901-903)gaC>gaTp.D301D 0.525641 FALSE TRUE TRUE

c.(1297-1299)ctA>ctGp.L433L 0.555556 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.41791 TRUE TRUE TRUE

c.(1993-1995)Ttg>Ctgp.L665L 0.492308 FALSE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.450704 TRUE TRUE TRUE

c.(904-906)tgT>tgAp.C302* 0.049869 FALSE TRUE FALSE

c.(1684-1686)caA>caGp.Q562Q 0.666667 TRUE TRUE FALSE

c.(2107-2109)tCc>tTcp.S703F 0.242424 FALSE TRUE TRUE

c.(4390-4392)cgA>cgGp.R1464R 0.346154 FALSE TRUE TRUE

c.(2023-2025)Ctg>Gtgp.L675V 0.652174 FALSE TRUE TRUE

c.(340-342)Ctg>Ttgp.L114L 0.518072 FALSE TRUE TRUE

c.(8872-8874)aAg>aGgp.K2958R 0.449438 FALSE TRUE TRUE

c.(4333-4335)taT>taCp.Y1445Y 0.388889 FALSE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.984375 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.666667 TRUE TRUE FALSE

c.(3283-3285)aAc>aTcp.N1095I 0.637931 FALSE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.333333 TRUE TRUE TRUE

c.(9412-9414)cGt>cAtp.R3138H 0.419753 FALSE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(2179-2181)ccT>ccGp.P727P 0.487179 FALSE TRUE TRUE

c.(11035-11037)caA>caGp.Q3679Q 0.575758 FALSE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.428571 TRUE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.5 TRUE TRUE TRUE

c.(1774-1776)tcG>tcAp.S592S 0.75 FALSE TRUE TRUE

c.(499-501)cCa>cTap.P167L 0.25 FALSE TRUE TRUE

c.(94-96)tcC>tcTp.S32S 0.571429 FALSE TRUE FALSE

c.(3391-3393)cGa>cAap.R1131Q 0.615385 FALSE TRUE TRUE

c.(3157-3159)Cgc>Tgcp.R1053C 0.431193 FALSE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.4 TRUE TRUE FALSE

c.(523-525)cGt>cAtp.R175H 0.454545 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.333333 TRUE TRUE FALSE

c.(139-141)tcG>tcAp.S47S 0.545455 FALSE TRUE TRUE



c.(502-504)Ata>Ttap.I168L 0.25 TRUE TRUE FALSE

c.(691-693)Tgt>Cgtp.C231R 0.116667 TRUE TRUE FALSE

c.(895-897)aAc>aGcp.N299S 0.508475 FALSE TRUE TRUE

c.(2047-2049)Cac>Tacp.H683Y 0.554054 FALSE TRUE TRUE

c.(1510-1512)ctA>ctGp.L504L 0.530612 FALSE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.517647 FALSE TRUE FALSE

c.(1333-1335)agG>agAp.R445R 0.625 TRUE TRUE FALSE

c.(1831-1833)cCt>cAtp.P611H 0.583333 FALSE TRUE TRUE

c.(553-555)ttG>ttAp.L185L 1 FALSE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.149038 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.574074 TRUE TRUE TRUE

c.(319-321)caA>caGp.Q107Q 0.4375 FALSE FALSE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.626866 TRUE TRUE TRUE

c.(3130-3132)atG>atAp.M1044I 0.547619 FALSE TRUE FALSE

c.(661-663)ccC>ccTp.P221P 0.5 FALSE TRUE FALSE

c.(2728-2730)gtA>gtTp.V910V 0.545455 FALSE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.454545 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.372549 TRUE TRUE FALSE

c.(2515-2517)gcT>gcCp.A839A 0.446154 FALSE TRUE TRUE

c.(5080-5082)aGt>aAtp.S1694N 0.5375 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.9875 TRUE TRUE TRUE

c.(2560-2562)ggA>ggGp.G854G 0.461538 FALSE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 0.445946 TRUE TRUE TRUE

c.(1120-1122)Gaa>Aaap.E374K 0.5 FALSE TRUE TRUE

c.(7735-7737)gAc>gTcp.D2579V 0.469697 TRUE TRUE TRUE

c.(2251-2253)cCc>cTcp.P751L 0.676471 FALSE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.981818 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.392157 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.473684 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.586207 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.435484 TRUE TRUE TRUE

c.(4516-4518)Aga>Ggap.R1506G 0.183673 FALSE TRUE TRUE

c.(1576-1578)ctC>ctAp.L526L 0.888889 FALSE TRUE FALSE

c.(394-396)Gca>Ccap.A132P 0.188679 FALSE FALSE FALSE

c.(2893-2895)agT>agCp.S965S 0.086957 TRUE TRUE FALSE

c.(7888-7890)cAg>cGgp.Q2630R 0.516129 FALSE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.510204 TRUE TRUE TRUE

c.(1966-1968)taC>taTp.Y656Y 0.333333 FALSE TRUE TRUE

c.(1171-1173)aTg>aGgp.M391R 0.75 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.607843 TRUE TRUE FALSE

c.(58-60)gaG>gaAp.E20E 0.428571 FALSE TRUE FALSE

c.(2587-2589)Ttt>Cttp.F863L 0.528571 FALSE TRUE TRUE

c.(1528-1530)gcG>gcAp.A510A 0.76 FALSE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.587302 TRUE TRUE TRUE

c.(7624-7626)cgC>cgGp.R2542R 0.536232 TRUE TRUE TRUE

c.(4522-4524)caT>caCp.H1508H 0.6 FALSE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.402174 TRUE TRUE TRUE



c.(1138-1140)cGt>cTtp.R380L 0.121212 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.363636 TRUE TRUE FALSE

c.(658-660)gAt>gCtp.D220A 0.463768 FALSE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.6 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.53125 TRUE TRUE TRUE

c.(3754-3756)ggC>ggTp.G1252G 0.435294 FALSE TRUE TRUE

c.(985-987)gaC>gaTp.D329D 0.545455 TRUE TRUE FALSE

c.(1420-1422)acG>acAp.T474T 0.6 FALSE TRUE TRUE

c.(5041-5043)ccG>ccAp.P1681P 0.238095 FALSE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.264151 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.397059 TRUE TRUE TRUE

c.(2440-2442)aCa>aGap.T814R 0.031332 FALSE FALSE FALSE

c.(1081-1083)ccG>ccCp.P361P 0.254902 FALSE TRUE TRUE

c.(58-60)acC>acTp.T20T 0.368421 FALSE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.137931 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.197368 TRUE TRUE FALSE

c.(4255-4257)cAa>cTap.Q1419L 0.450549 FALSE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.44 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.544872 TRUE TRUE TRUE

c.(8062-8064)ggA>ggGp.G2688G 0.403226 FALSE TRUE TRUE

c.(1330-1332)Agc>Ggcp.S444G 0.5 TRUE TRUE FALSE

c.(2650-2652)tCa>tTap.S884L 0.453125 TRUE TRUE TRUE

c.(3169-3171)tcG>tcAp.S1057S 0.964912 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.5 TRUE TRUE TRUE

c.(1219-1221)gtC>gtTp.V407V 0.486486 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.935484 TRUE TRUE TRUE

c.(1951-1953)gaA>gaGp.E651E 0.425743 FALSE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 1 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.347826 TRUE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.966102 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.45 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.45098 TRUE TRUE TRUE

c.(2776-2778)tcA>tcGp.S926S 0.458824 FALSE TRUE TRUE

c.(865-867)tcG>tcAp.S289S 0.521739 FALSE TRUE TRUE

0.47619 FALSE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.438776 TRUE TRUE TRUE

c.(4981-4983)acC>acTp.T1661T 0.5 FALSE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.458333 TRUE TRUE FALSE

c.(3595-3597)acG>acAp.T1199T 0.517241 FALSE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.530612 TRUE TRUE TRUE

c.(8764-8766)Atc>Gtcp.I2922V 0.45 FALSE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.68 TRUE TRUE FALSE

c.(1924-1926)ccC>ccTp.P642P 0.532468 FALSE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.403226 TRUE TRUE TRUE

c.(961-963)gaC>gaTp.D321D 0.5 FALSE TRUE TRUE



c.(4189-4191)caC>caTp.H1397H 0.540541 FALSE TRUE TRUE

c.(7555-7557)acC>acTp.T2519T 0.482143 FALSE TRUE TRUE

c.(3820-3822)ccG>ccAp.P1274P 0.705882 FALSE TRUE TRUE

c.(3187-3189)gGt>gTtp.G1063V 0.468085 FALSE TRUE TRUE

c.(313-315)gaG>gaAp.E105E 1 FALSE TRUE FALSE

c.(1660-1662)caC>caTp.H554H 0.714286 FALSE TRUE TRUE

c.(175-177)Acc>Gccp.T59A 1 FALSE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.947368 TRUE TRUE FALSE

c.(604-606)Gct>Actp.A202T 0.432099 FALSE TRUE TRUE

c.(2035-2037)Gtt>Attp.V679I 0.45283 FALSE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.527778 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.393939 TRUE TRUE TRUE

c.(259-261)gaC>gaTp.D87D 0.098592 FALSE TRUE FALSE

c.(1015-1017)gAt>gTtp.D339V 0.973684 TRUE TRUE TRUE

c.(5113-5115)aAc>aGcp.N1705S 0.137931 FALSE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.255639 TRUE TRUE TRUE

c.(343-345)Gca>Acap.A115T 0.138889 FALSE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(544-546)ccT>ccGp.P182P 0.57971 FALSE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.432432 TRUE TRUE FALSE

c.(25-27)acC>acTp.T9T 0.875 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.965517 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(1507-1509)tcC>tcTp.S503S 0.510638 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 1 TRUE TRUE TRUE

c.(769-771)Atc>Gtcp.I257V 1 FALSE TRUE FALSE

c.(5857-5859)cgA>cgGp.R1953R 0.45 TRUE TRUE TRUE

c.(3124-3126)Cgc>Tgcp.R1042C 1 FALSE TRUE TRUE

c.(607-609)Ccc>Gccp.P203A 0.966667 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.62 TRUE TRUE TRUE

c.(457-459)Cgc>Tgcp.R153C 0.705882 FALSE TRUE FALSE

c.(322-324)gtC>gtTp.V108V 0.363636 FALSE TRUE TRUE

c.(841-843)caT>caCp.H281H 0.37931 FALSE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.105263 TRUE TRUE TRUE

c.(8356-8358)acG>acAp.T2786T 0.6 TRUE TRUE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.473684 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.538462 TRUE TRUE TRUE

c.(3973-3975)aCt>aTtp.T1325I 0.423729 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.673469 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.454545 TRUE TRUE TRUE

c.(877-879)gCc>gTcp.A293V 0.098039 FALSE TRUE FALSE

c.(841-843)Gca>Acap.A281T 0.642857 TRUE TRUE TRUE

c.(964-966)aTa>aCap.I322T 0.714286 FALSE TRUE FALSE

c.(754-756)aGg>aCgp.R252T 0.357143 FALSE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.542714 TRUE TRUE TRUE



c.(553-555)Gcc>Accp.A185T 0.173913 TRUE TRUE FALSE

c.(1870-1872)gGc>gTcp.G624V 0.421348 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.991304 TRUE TRUE TRUE

c.(16-18)Tgg>Cggp.W6R 0.108696 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 1 TRUE TRUE TRUE

c.(97-99)agG>agTp.R33S 0.4375 TRUE TRUE TRUE

c.(4186-4188)caC>caTp.H1396H 0.990909 FALSE TRUE TRUE

c.(2353-2355)aAa>aGap.K785R 0.274882 FALSE TRUE FALSE

c.(8986-8988)caT>caCp.H2996H 1 FALSE TRUE TRUE

c.(46-48)Ctg>Gtgp.L16V 0.473118 FALSE TRUE TRUE

c.(301-303)aGt>aAtp.S101N 0.488152 FALSE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.461538 TRUE TRUE TRUE

c.(2311-2313)gcA>gcGp.A771A 0.06 FALSE TRUE FALSE

c.(826-828)tAt>tCtp.Y276S 0.166667 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.991304 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.462857 TRUE FALSE FALSE

c.(1297-1299)ctA>ctGp.L433L 0.460674 TRUE TRUE TRUE

c.(2119-2121)aaT>aaCp.N707N 0.534694 TRUE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.422764 TRUE TRUE TRUE

c.(364-366)Ctg>Gtgp.L122V 0.263158 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.952381 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.982906 TRUE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.444898 TRUE TRUE TRUE

c.(4012-4014)tcC>tcTp.S1338S 0.405405 FALSE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.4125 TRUE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.979798 TRUE TRUE TRUE

c.(2872-2874)tcC>tcTp.S958S 0.528497 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.522222 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.503472 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.503817 TRUE TRUE TRUE

c.(1129-1131)agA>agGp.R377R 0.44206 FALSE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.527273 TRUE TRUE TRUE

c.(10480-10482)ttA>ttGp.L3494L 0.477612 FALSE FALSE FALSE

c.(253-255)gaT>gaGp.D85E 0.282609 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.5 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.459091 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.47619 TRUE TRUE TRUE

c.(1969-1971)Cct>Gctp.P657A 0.450549 FALSE FALSE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.476821 TRUE TRUE TRUE

c.(7909-7911)Ggc>Agcp.G2637S 0.490909 FALSE FALSE FALSE

c.(1333-1335)agG>agAp.R445R 0.454545 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.987261 TRUE TRUE FALSE

c.(835-837)gTg>gCgp.V279A 0.049689 TRUE TRUE FALSE

c.(850-852)gaT>gaAp.D284E 0.065455 FALSE FALSE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.445946 TRUE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.223629 TRUE TRUE FALSE



c.(4393-4395)ccA>ccGp.P1465P 0.461538 TRUE TRUE TRUE

c.(343-345)gcA>gcTp.A115A 0.480851 FALSE TRUE TRUE

c.(9244-9246)tCg>tTgp.S3082L 0.388601 FALSE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.463235 TRUE TRUE TRUE

c.(1156-1158)agA>agCp.R386S 0.4 TRUE TRUE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.990826 FALSE TRUE FALSE

c.(13-15)Gtc>Atcp.V5I 1 TRUE TRUE FALSE

c.(1090-1092)caT>caCp.H364H 0.46732 TRUE TRUE TRUE

c.(757-759)gaC>gaAp.D253E 0.554404 TRUE TRUE TRUE

c.(1123-1125)tGc>tAcp.C375Y 0.3125 TRUE TRUE FALSE

c.(3097-3099)tcG>tcAp.S1033S 0.494253 FALSE TRUE FALSE

c.(364-366)Ctg>Gtgp.L122V 0.16 TRUE TRUE FALSE

c.(214-216)aCg>aGgp.T72R 0.555556 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.081818 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.5 TRUE TRUE FALSE

c.(2401-2403)tCt>tGtp.S801C 0.445 FALSE FALSE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.995885 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.05 TRUE TRUE FALSE

c.(1885-1887)acT>acAp.T629T 0.519337 TRUE TRUE TRUE

c.(1687-1689)tcG>tcAp.S563S 0.566667 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.985663 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.617647 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.818182 TRUE TRUE TRUE

c.(241-243)Ctt>Gttp.L81V 0.449477 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.951613 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.992337 TRUE TRUE TRUE

c.e10+1 0.438017 FALSE FALSE FALSE

c.(3070-3072)gcC>gcAp.A1024A 0.456621 TRUE TRUE TRUE

c.(6511-6513)gCa>gTap.A2171V 0.479495 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.516129 TRUE TRUE FALSE

c.(403-405)gCt>gTtp.A135V 0.442105 FALSE FALSE FALSE

c.(523-525)agG>agAp.R175R 1 FALSE TRUE FALSE

c.(43-45)atC>atAp.I15I 0.394737 FALSE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.992565 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.040404 TRUE TRUE FALSE

c.(643-645)caG>caTp.Q215H 0.107143 FALSE FALSE FALSE

c.(1177-1179)Ccc>Accp.P393T 0.190476 FALSE FALSE FALSE

c.(1141-1143)Cgt>Tgtp.R381C 0.405405 TRUE TRUE TRUE

c.(1138-1140)Ttt>Attp.F380I 0.416 TRUE TRUE TRUE

c.(199-201)gTa>gGap.V67G 0.6 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.457547 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.410959 TRUE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.993103 TRUE TRUE TRUE

c.(1-3)Atg>Ctgp.M1L 0.450704 FALSE TRUE FALSE

c.(1564-1566)gaA>gaGp.E522E 0.525862 TRUE TRUE TRUE

c.(2845-2847)Cct>Gctp.P949A 0.527363 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.48855 TRUE TRUE TRUE



c.(4738-4740)aaC>aaTp.N1580N 0.483871 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 1 TRUE TRUE TRUE

c.(88-90)Ttg>Ctgp.L30L 1 FALSE TRUE FALSE

c.(361-363)gcC>gcTp.A121A 0.130435 TRUE TRUE FALSE

c.(3874-3876)Gaa>Aaap.E1292K 0.461255 FALSE TRUE FALSE

c.(5068-5070)Aga>Cgap.R1690R 0.132565 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.538462 TRUE TRUE TRUE

c.(3514-3516)ttC>ttTp.F1172F 0.493976 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.447761 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.99278 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.511013 TRUE TRUE TRUE

c.(874-876)gaA>gaGp.E292E 0.315789 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.097436 TRUE TRUE FALSE

c.(97-99)caA>caGp.Q33Q 0.166667 FALSE FALSE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.5 TRUE TRUE FALSE

c.(76-78)aaG>aaAp.K26K 0.164062 TRUE TRUE FALSE

c.(6265-6267)tcG>tcAp.S2089S 0.98155 FALSE TRUE TRUE

c.(487-489)tgA>tgGp.*163W 0.947368 FALSE TRUE FALSE

c.(1135-1137)ccA>ccCp.P379P 0.497738 FALSE TRUE FALSE

c.(391-393)aGa>aAap.R131K 0.493392 TRUE TRUE TRUE

c.(277-279)ccC>ccTp.P93P 0.551724 TRUE TRUE FALSE

c.(361-363)gcC>gcTp.A121A 0.263158 TRUE TRUE TRUE

c.(4696-4698)aaA>aaGp.K1566K 0.481343 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.478992 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.496689 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.615385 TRUE TRUE TRUE

c.(58-60)Gca>Acap.A20T 1 FALSE TRUE FALSE

c.(742-744)gtT>gtCp.V248V 1 FALSE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.492958 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.096823 TRUE TRUE FALSE

c.(391-393)gCt>gTtp.A131V 1 FALSE TRUE FALSE

c.(3268-3270)ggC>ggTp.G1090G 1 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.457249 TRUE TRUE TRUE

c.(961-963)gCg>gAgp.A321E 0.227642 TRUE TRUE FALSE

c.(637-639)caG>caTp.Q213H 0.307692 TRUE FALSE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.611111 TRUE TRUE FALSE

c.(3739-3741)caG>caAp.Q1247Q 0.261905 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.472222 TRUE TRUE TRUE

c.(22-24)Cat>Tatp.H8Y 1 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.398876 TRUE TRUE FALSE

c.(325-327)Ccg>Tcgp.P109S 0.580645 FALSE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 1 TRUE TRUE TRUE

c.(2284-2286)ttA>ttGp.L762L 0.468085 FALSE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.531792 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.541176 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.528 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE



c.(112-114)gGa>gAap.G38E 0.529032 FALSE FALSE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.494774 TRUE TRUE TRUE

c.(3472-3474)gaA>gaGp.E1158E 0.520376 FALSE TRUE TRUE

c.(754-756)ctG>ctAp.L252L 1 FALSE TRUE FALSE

c.(7861-7863)tcC>tcAp.S2621S 0.75 TRUE TRUE FALSE

c.(6514-6516)caC>caTp.H2172H 0.447761 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.684211 TRUE TRUE FALSE

c.(472-474)gcA>gcGp.A158A 0.5 TRUE TRUE TRUE

c.(1975-1977)acC>acTp.T659T 0.439024 FALSE TRUE TRUE

c.(1021-1023)atG>atAp.M341I 0.25 FALSE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.536082 TRUE TRUE TRUE

c.(388-390)ttG>ttAp.L130L 1 FALSE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.985294 TRUE TRUE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.348101 TRUE TRUE FALSE

c.(166-168)caA>caGp.Q56Q 0.507772 TRUE TRUE TRUE

c.(2389-2391)acG>acAp.T797T 0.346154 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.490842 TRUE TRUE TRUE

c.(7057-7059)Tcc>Gccp.S2353A 0.481172 FALSE TRUE TRUE

c.(2038-2040)caC>caTp.H680H 0.452632 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.287671 TRUE TRUE FALSE

c.(298-300)cgA>cgGp.R100R 1 FALSE FALSE FALSE

c.(175-177)acG>acAp.T59T 0.534247 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.977099 TRUE TRUE TRUE

c.(1237-1239)ccG>ccAp.P413P 0.537037 FALSE TRUE TRUE

c.(1348-1350)aGt>aAtp.S450N 0.476395 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.485149 TRUE TRUE TRUE

c.(3895-3897)gtG>gtAp.V1299V 0.529412 FALSE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.980583 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.480315 TRUE TRUE TRUE

c.(1423-1425)cCg>cTgp.P475L 0.484848 FALSE TRUE FALSE

c.(43-45)gtC>gtTp.V15V 0.512195 FALSE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 1 TRUE TRUE FALSE

c.(1657-1659)tCt>tTtp.S553F 1 TRUE TRUE FALSE

c.(3199-3201)acG>acAp.T1067T 0.466667 TRUE TRUE TRUE

c.(229-231)ttA>ttGp.L77L 1 FALSE TRUE FALSE

c.(3442-3444)acC>acTp.T1148T 0.51049 FALSE TRUE TRUE

c.(1654-1656)gaT>gaCp.D552D 0.472325 TRUE TRUE TRUE

c.(676-678)Ccc>Gccp.P226A 0.333333 FALSE TRUE TRUE

c.(1372-1374)gcA>gcGp.A458A 1 FALSE TRUE FALSE

c.(1504-1506)Cgt>Tgtp.R502C 0.526316 TRUE TRUE FALSE

c.(1291-1293)ccA>ccGp.P431P 0.461538 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.490683 FALSE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.043956 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.449495 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 0.833333 FALSE TRUE FALSE

c.(358-360)cAt>cGtp.H120R 0.037908 FALSE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.205575 TRUE TRUE FALSE



c.(6475-6477)taT>taCp.Y2159Y 0.462121 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.040323 FALSE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.5 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.471698 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.487603 TRUE TRUE TRUE

c.(16-18)Tgg>Cggp.W6R 0.106383 TRUE TRUE FALSE

c.(5023-5025)Gcc>Tccp.A1675S 0.264151 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.445161 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.333333 TRUE TRUE TRUE

c.(364-366)Ctg>Gtgp.L122V 0.181818 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.117647 TRUE TRUE FALSE

c.(13-15)Gtc>Atcp.V5I 0.48 TRUE TRUE FALSE

c.(13687-13689)ccC>ccTp.P4563P 0.434783 TRUE TRUE TRUE

c.(703-705)aAc>aGcp.N235S 0.511111 FALSE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 0.857143 TRUE TRUE FALSE

c.(1252-1254)aAc>aGcp.N418S 1 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.470817 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.200969 TRUE TRUE TRUE

c.(826-828)tAt>tCtp.Y276S 0.186441 TRUE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.433476 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.508143 TRUE TRUE TRUE

c.(1330-1332)Agc>Ggcp.S444G 0.528302 TRUE TRUE FALSE

c.(691-693)Tgt>Cgtp.C231R 0.048913 TRUE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.468468 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.056218 TRUE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.994475 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.063415 TRUE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.459016 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.536364 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.692308 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.218143 TRUE TRUE TRUE

c.(1636-1638)tgC>tgTp.C546C 0.3625 TRUE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.49481 TRUE TRUE TRUE

c.(1150-1152)ccC>ccTp.P384P 0.450909 TRUE TRUE TRUE

c.(4510-4512)gcC>gcTp.A1504A 0.388889 FALSE TRUE FALSE

c.(6259-6261)cAt>cGtp.H2087R 0.45515 FALSE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 0.5 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.466019 TRUE TRUE TRUE

c.(2194-2196)Cat>Tatp.H732Y 0.583333 FALSE TRUE TRUE

c.(1333-1335)agG>agAp.R445R 0.461538 TRUE TRUE FALSE

c.(5071-5073)Aag>Gagp.K1691E 0.5 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.530612 TRUE TRUE TRUE

c.(196-198)cGc>cAcp.R66H 0.310606 FALSE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.990323 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.485981 TRUE TRUE TRUE



c.(2293-2295)agC>agTp.S765S 0.452941 FALSE TRUE TRUE

c.(97-99)agG>agTp.R33S 0.333333 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.423913 TRUE TRUE FALSE

c.(7885-7887)tcA>tcCp.S2629S 0.444444 FALSE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.532751 TRUE TRUE TRUE

c.(4927-4929)Cca>Gcap.P1643A 0.553957 FALSE FALSE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.054012 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.476923 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.545455 FALSE TRUE FALSE

c.(2209-2211)gaT>gaCp.D737D 0.453901 TRUE TRUE TRUE

c.(1288-1290)gcC>gcAp.A430A 0.888889 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 1 TRUE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 0.384615 TRUE TRUE FALSE

c.(367-369)cGt>cAtp.R123H 0.502203 FALSE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.964286 TRUE TRUE FALSE

c.(214-216)aCg>aGgp.T72R 0.529412 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.050955 TRUE TRUE FALSE

c.(556-558)tCg>tTgp.S186L 0.48 FALSE FALSE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.971014 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.555556 TRUE TRUE TRUE

c.(127-129)tcA>tcGp.S43S 0.144385 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.666667 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.491018 TRUE TRUE TRUE

c.(859-861)cTc>cCcp.L287P 0.448087 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 1 TRUE TRUE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.535 TRUE TRUE TRUE

c.(328-330)ccC>ccGp.P110P 0.490566 FALSE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.486264 TRUE TRUE TRUE

c.(7501-7503)Ata>Gtap.I2501V 0.51634 TRUE TRUE TRUE

c.(1030-1032)cGg>cAgp.R344Q 0.517241 TRUE TRUE FALSE

c.(175-177)acG>acAp.T59T 0.472973 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.505435 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.957143 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.471483 TRUE TRUE TRUE

c.(1996-1998)gaA>gaCp.E666D 0.512111 FALSE TRUE TRUE

c.(601-603)atT>atCp.I201I 0.484848 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 0.542857 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.473118 TRUE TRUE TRUE

c.(853-855)gaT>gaGp.D285E 0.471698 TRUE TRUE TRUE

c.(91-93)Aag>Gagp.K31E 0.162338 TRUE TRUE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.332308 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.44 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.480144 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.47651 TRUE TRUE TRUE

c.(1141-1143)Cgt>Tgtp.R381C 0.53012 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.501901 TRUE TRUE TRUE



c.(5278-5280)gcG>gcAp.A1760A 0.487395 TRUE TRUE TRUE

c.(613-615)ggC>ggTp.G205G 1 FALSE TRUE FALSE

c.(844-846)atT>atCp.I282I 0.375 TRUE TRUE TRUE

c.(1138-1140)Ttt>Attp.F380I 0.426667 TRUE TRUE TRUE

c.(3247-3249)ccC>ccTp.P1083P 0.607143 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.046414 TRUE TRUE FALSE

c.(2227-2229)aaT>aaCp.N743N 0.520833 TRUE TRUE TRUE

c.(2890-2892)caT>caCp.H964H 0.525 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.453815 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.433022 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.541667 TRUE TRUE FALSE

c.(6478-6480)Ttg>Ctgp.L2160L 0.507812 TRUE TRUE TRUE

c.e6+1 0.588235 FALSE FALSE FALSE

c.(5068-5070)Aga>Cgap.R1690R 0.154394 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.491409 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.516447 TRUE TRUE TRUE

c.(13-15)Gtg>Ctgp.V5L 0.566667 FALSE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.418919 TRUE TRUE FALSE

c.(148-150)gTt>gAtp.V50D 0.253829 TRUE TRUE TRUE

c.(1339-1341)aTg>aCgp.M447T 0.458791 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.463687 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.048263 TRUE TRUE FALSE

c.(2152-2154)gtG>gtAp.V718V 0.488889 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.470046 TRUE TRUE TRUE

c.(1693-1695)atT>atCp.I565I 0.5 TRUE TRUE TRUE

c.(2407-2409)cgC>cgTp.R803R 0.444853 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.373134 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.52 TRUE TRUE FALSE

c.(8356-8358)acG>acAp.T2786T 0.470588 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.490909 TRUE TRUE FALSE

c.(196-198)cGc>cAcp.R66H 0.195312 FALSE TRUE FALSE

c.(451-453)gCc>gTcp.A151V 0.181507 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.52071 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.470238 TRUE TRUE TRUE

c.(1099-1101)cGg>cAgp.R367Q 0.465116 FALSE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.384615 TRUE TRUE TRUE

c.(2026-2028)Gac>Aacp.D676N 0.571429 FALSE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.524272 TRUE TRUE TRUE

c.(184-186)aCa>aTap.T62I 0.866667 FALSE TRUE FALSE

c.(346-348)cgC>cgTp.R116R 0.435897 FALSE TRUE FALSE

c.(361-363)gcC>gcTp.A121A 0.181818 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.213836 TRUE TRUE TRUE

c.(199-201)gTa>gGap.V67G 0.578947 TRUE TRUE TRUE

c.(961-963)gCg>gAgp.A321E 0.150538 TRUE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.478528 TRUE TRUE TRUE



c.(781-783)Ctg>Gtgp.L261V 0.327465 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.508772 TRUE TRUE TRUE

c.(1699-1701)acC>acTp.T567T 0.555172 FALSE FALSE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.514851 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.513595 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(22-24)Cat>Tatp.H8Y 0.458333 TRUE TRUE FALSE

c.(352-354)gtT>gtCp.V118V 0.2 FALSE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.261146 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.494118 TRUE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.528736 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.518644 TRUE TRUE TRUE

c.(4753-4755)aCg>aTgp.T1585M 0.495455 FALSE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.467153 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.546816 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.506667 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.512635 TRUE TRUE TRUE

c.(3802-3804)cGg>cAgp.R1268Q 0.460606 FALSE TRUE TRUE

c.(1975-1977)ccC>ccTp.P659P 0.4575 FALSE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.423077 TRUE TRUE TRUE

c.(2245-2247)gGc>gAcp.G749D 0.6 FALSE FALSE FALSE

c.(5152-5154)tGt>tTtp.C1718F 0.490798 TRUE TRUE TRUE

c.(985-987)gaC>gaTp.D329D 0.226087 TRUE TRUE FALSE

c.(1006-1008)acC>acAp.T336T 0.304965 TRUE TRUE FALSE

c.(766-768)gGa>gCap.G256A 0.497696 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.236527 TRUE TRUE FALSE

c.(2077-2079)gaC>gaAp.D693E 0.490476 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.516729 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.477707 TRUE TRUE TRUE

c.(700-702)Cgt>Tgtp.R234C 0.049451 TRUE FALSE FALSE

c.(172-174)caG>caAp.Q58Q 0.995708 TRUE TRUE TRUE

c.(1657-1659)tCt>tTtp.S553F 0.368421 TRUE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.34 TRUE TRUE FALSE

c.(607-609)Ccc>Gccp.P203A 0.456376 TRUE TRUE TRUE

c.(1495-1497)Agg>Gggp.R499G 0.560811 TRUE TRUE TRUE

c.(256-258)Gat>Aatp.D86N 0.564516 FALSE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.474453 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.358974 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.305882 TRUE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.525424 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.439024 TRUE TRUE TRUE

c.(5698-5700)caC>caTp.H1900H 0.092537 FALSE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.234727 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.523364 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.476868 TRUE TRUE TRUE



c.(1651-1653)ggG>ggTp.G551G 0.5 TRUE TRUE FALSE

c.(586-588)cgC>cgTp.R196R 0.548387 FALSE TRUE FALSE

c.(2221-2223)gaC>gaTp.D741D 0.456522 FALSE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.814103 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.462185 TRUE TRUE TRUE

c.(4228-4230)aGa>aCap.R1410T 0.418103 FALSE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.478448 TRUE TRUE TRUE

c.(1513-1515)atG>atCp.M505I 0.826347 FALSE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.055556 TRUE TRUE FALSE

c.(2140-2142)gcG>gcTp.A714A 0.558376 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.319588 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.487889 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.481848 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.318681 TRUE TRUE FALSE

c.(1504-1506)Cgt>Tgtp.R502C 0.5 TRUE TRUE FALSE

c.(1525-1527)acG>acTp.T509T 0.452381 FALSE FALSE FALSE

c.(358-360)gcC>gcTp.A120A 1 TRUE TRUE FALSE

c.(4027-4029)gCc>gTcp.A1343V 0.466667 FALSE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.740741 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.992278 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.423729 TRUE TRUE FALSE

c.(3862-3864)gtT>gtCp.V1288V 0.526667 TRUE TRUE TRUE

c.(256-258)gcA>gcGp.A86A 0.272727 FALSE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.167883 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.503817 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.991803 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.517857 TRUE TRUE TRUE

c.(1129-1131)cAg>cGgp.Q377R 0.864865 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.498929 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.993548 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 1 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.375 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.454545 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.184615 TRUE TRUE FALSE

c.(13-15)Gtc>Atcp.V5I 0.52 TRUE TRUE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.453488 TRUE TRUE TRUE

c.(13687-13689)ccC>ccTp.P4563P 0.538462 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 1 TRUE TRUE TRUE

c.(943-945)Cgg>Tggp.R315W 0.530612 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.996139 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.818182 TRUE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.505747 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.988539 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.995935 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.122257 TRUE TRUE FALSE

c.(4282-4284)cAg>cGgp.Q1428R 0.451613 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.517143 TRUE TRUE TRUE



c.(10501-10503)caG>caAp.Q3501Q 0.475248 TRUE TRUE TRUE

c.(295-297)gcT>gcAp.A99A 0.116402 TRUE TRUE FALSE

c.(6499-6501)Cgt>Tgtp.R2167C 0.089286 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.185567 TRUE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.245098 TRUE TRUE FALSE

c.(493-495)agC>agTp.S165S 0.179104 FALSE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.45283 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.54 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.48855 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.455479 TRUE TRUE TRUE

c.(3850-3852)cAc>cGcp.H1284R 0.075 TRUE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.228571 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.725806 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.511737 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.182692 TRUE TRUE TRUE

c.(1357-1359)aaT>aaGp.N453K 0.761905 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.507353 FALSE TRUE FALSE

c.(2272-2274)cGc>cAcp.R758H 0.308081 FALSE FALSE FALSE

c.(10909-10911)atC>atTp.I3637I 0.493007 FALSE TRUE TRUE

c.(1657-1659)Cgg>Tggp.R553W 0.488889 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.439815 TRUE TRUE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.434343 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.480176 TRUE TRUE TRUE

c.(850-852)ccG>ccAp.P284P 0.462185 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.514881 TRUE TRUE TRUE

c.(403-405)aCa>aAap.T135K 0.498195 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.992366 TRUE TRUE TRUE

c.(577-579)gGg>gAgp.G193E 0.6 TRUE TRUE TRUE

c.(361-363)gTc>gCcp.V121A 0.6 TRUE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.464286 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.45 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.520833 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.666667 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.485714 TRUE TRUE TRUE

c.(2914-2916)tCg>tTgp.S972L 0.481752 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.759615 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.384615 TRUE TRUE FALSE

c.(226-228)Tgt>Cgtp.C76R 0.086207 FALSE TRUE TRUE

c.(7501-7503)Ata>Gtap.I2501V 0.51682 TRUE TRUE TRUE

c.(9037-9039)cGc>cTcp.R3013L 0.707602 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.440625 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.478589 TRUE TRUE TRUE

c.(4876-4878)Cca>Acap.P1626T 0.20339 FALSE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.483636 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.033537 TRUE TRUE FALSE

c.(832-834)tcA>tcTp.S278S 0.514286 TRUE TRUE TRUE



c.(682-684)tgT>tgCp.C228C 0.411765 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.335196 TRUE TRUE FALSE

c.(1561-1563)aaG>aaAp.K521K 0.612903 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.73545 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.558621 TRUE TRUE TRUE

c.(523-525)cGt>cAtp.R175H 0.503704 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.963855 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.5 TRUE TRUE FALSE

c.(7735-7737)gAc>gTcp.D2579V 0.75 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.987179 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.822222 TRUE TRUE TRUE

c.(898-900)aaC>aaTp.N300N 0.444444 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 1 TRUE TRUE TRUE

c.(8281-8283)caG>caAp.Q2761Q 0.12963 TRUE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.769231 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.581882 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.695853 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.435484 TRUE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.519685 TRUE TRUE TRUE

c.(340-342)acT>acCp.T114T 0.769231 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.473837 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.217949 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.475836 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.506667 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.731278 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.993311 TRUE TRUE TRUE

c.(1129-1131)Caa>Gaap.Q377E 0.172932 FALSE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.8 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.706827 TRUE TRUE TRUE

c.(2530-2532)Gag>Aagp.E844K 0.5 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.615385 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.495192 TRUE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.558824 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.113924 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.5 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.506897 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.15625 TRUE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 1 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.390476 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.6 TRUE TRUE FALSE

c.(5515-5517)ctC>ctTp.L1839L 0.463504 FALSE FALSE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.888889 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.692308 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.741935 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.995984 TRUE TRUE TRUE



c.(499-501)cGa>cAap.R167Q 0.57732 TRUE TRUE TRUE

c.(1075-1077)gtC>gtAp.V359V 0.517949 TRUE TRUE TRUE

c.(931-933)Aca>Tcap.T311S 0.168889 TRUE TRUE FALSE

c.(1909-1911)Att>Gttp.I637V 0.466667 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.889831 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.745283 TRUE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.65625 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.468354 TRUE TRUE FALSE

c.(1504-1506)Cgt>Tgtp.R502C 0.578947 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.731707 TRUE TRUE FALSE

c.(430-432)cCt>cTtp.P144L 0.615385 TRUE TRUE FALSE

c.(1681-1683)cgC>cgTp.R561R 0.556604 TRUE TRUE TRUE

c.(106-108)ccT>ccCp.P36P 1 FALSE TRUE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.688372 TRUE TRUE TRUE

c.(1189-1191)aCt>aTtp.T397I 0.513636 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.751412 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.516129 TRUE TRUE TRUE

c.(2431-2433)gcG>gcAp.A811A 0.557692 TRUE TRUE TRUE

c.(961-963)gCg>gAgp.A321E 0.184874 TRUE TRUE FALSE

c.(1744-1746)gaA>gaGp.E582E 0.513514 TRUE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.456432 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.40625 TRUE TRUE FALSE

c.(2815-2817)tCt>tGtp.S939C 0.429878 TRUE TRUE TRUE

c.(22-24)Cat>Tatp.H8Y 0.564103 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.173077 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.054945 TRUE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.426966 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.419355 TRUE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.162698 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 1 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.495726 TRUE TRUE TRUE

c.(451-453)tcC>tcTp.S151S 0.034965 TRUE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.459459 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.515021 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.467433 TRUE TRUE TRUE

c.(631-633)aAa>aGap.K211R 0.043478 TRUE TRUE FALSE

c.(6514-6516)caC>caTp.H2172H 0.211382 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.442105 TRUE TRUE FALSE

c.(2587-2589)acA>acGp.T863T 0.457237 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.620438 TRUE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.446809 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.5 TRUE TRUE TRUE

c.(1846-1848)aGt>aCtp.S616T 0.748744 FALSE FALSE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.366667 TRUE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.4 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.477273 TRUE TRUE TRUE



c.(7861-7863)tcC>tcAp.S2621S 0.666667 TRUE TRUE FALSE

c.(859-861)gAa>gTap.E287V 0.375 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.748344 TRUE TRUE TRUE

c.(364-366)cCc>cTcp.P122L 0.04811 FALSE FALSE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.5 TRUE TRUE FALSE

c.(4162-4164)gTc>gCcp.V1388A 0.288889 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.510989 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.125 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.454082 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.666667 TRUE TRUE TRUE

c.(643-645)caG>caTp.Q215H 0.153846 FALSE FALSE FALSE

c.(1231-1233)gGt>gTtp.G411V 0.142857 FALSE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.487085 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.479798 FALSE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.994318 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.503876 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.5 TRUE TRUE FALSE

c.(3772-3774)caG>caAp.Q1258Q 0.098039 TRUE FALSE TRUE

c.(4639-4641)acC>acTp.T1547T 0.488889 FALSE TRUE TRUE

c.(1063-1065)gcC>gcGp.A355A 0.471698 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.492537 TRUE TRUE TRUE

c.(616-618)cCa>cAap.P206Q 0.062992 TRUE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.479263 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.732456 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.44 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.234043 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.107143 TRUE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.171296 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 1 TRUE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.416667 TRUE TRUE TRUE

c.(295-297)gGc>gAcp.G99D 0.075085 FALSE FALSE FALSE

c.(3067-3069)acA>acGp.T1023T 1 TRUE TRUE TRUE

c.(859-861)aaA>aaGp.K287K 1 FALSE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.496241 TRUE TRUE TRUE

c.(439-441)gaT>gaCp.D147D 1 FALSE TRUE FALSE

c.(1120-1122)aCg>aTgp.T374M 0.666667 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.441176 TRUE TRUE FALSE

c.(7-9)Gcc>Tccp.A3S 0.2 FALSE TRUE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.541667 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.457143 TRUE TRUE TRUE

c.(6043-6045)Acc>Gccp.T2015A 0.243478 FALSE TRUE TRUE

c.(706-708)ggT>ggCp.G236G 0.505051 FALSE TRUE TRUE

c.(4219-4221)Tct>Actp.S1407T 0.462633 FALSE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.475248 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.53012 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.042553 TRUE TRUE FALSE



c.(2005-2007)gGc>gAcp.G669D 0.483193 TRUE TRUE TRUE

c.(2917-2919)Aag>Cagp.K973Q 0.464 FALSE TRUE FALSE

c.(448-450)Aac>Gacp.N150D 1 FALSE TRUE FALSE

c.(85-87)Gat>Aatp.D29N 0.498607 FALSE TRUE FALSE

c.(805-807)Gtg>Ttgp.V269L 0.554687 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.032609 TRUE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.984211 TRUE TRUE TRUE

c.(1621-1623)Tta>Ctap.L541L 0.502857 FALSE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.172414 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.195455 TRUE TRUE FALSE

c.(5278-5280)gcG>gcAp.A1760A 0.505155 TRUE TRUE TRUE

c.(2293-2295)Cgt>Tgtp.R765C 0.442623 FALSE FALSE FALSE

c.(2314-2316)Cat>Aatp.H772N 0.836364 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.545455 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.560714 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.509317 TRUE TRUE TRUE

c.(1150-1152)ccT>ccCp.P384P 0.666667 FALSE TRUE FALSE

c.(1327-1329)cTg>cCgp.L443P 0.555556 TRUE TRUE FALSE

c.(1699-1701)Ctg>Ttgp.L567L 0.462687 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.491429 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.434783 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.995349 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.506623 TRUE TRUE TRUE

c.(2206-2208)aaC>aaTp.N736N 0.542289 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.528846 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.136364 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.451613 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.520231 TRUE TRUE TRUE

c.(1357-1359)aaT>aaGp.N453K 0.586207 TRUE TRUE TRUE

c.(2374-2376)gaT>gaCp.D792D 0.463115 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.161504 TRUE TRUE TRUE

c.(1249-1251)taC>taTp.Y417Y 0.904762 FALSE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.918605 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.454545 TRUE TRUE TRUE

c.(5098-5100)tcC>tcTp.S1700S 0.457317 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.484615 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.476015 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 1 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.505119 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.505618 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.445652 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.409639 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.476923 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.452107 TRUE TRUE TRUE

c.(7624-7626)cgC>cgGp.R2542R 0.452736 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.175758 TRUE TRUE FALSE

c.(7894-7896)Aat>Gatp.N2632D 0.5125 TRUE TRUE TRUE



c.(1588-1590)gcG>gcAp.A530A 0.5 TRUE TRUE TRUE

c.(1411-1413)aaG>aaAp.K471K 0.507463 TRUE TRUE FALSE

c.(1318-1320)agG>agTp.R440S 0.558442 FALSE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.553846 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.442029 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.49434 TRUE TRUE TRUE

c.(856-858)ccA>ccGp.P286P 0.494845 FALSE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.244186 TRUE TRUE FALSE

c.(2926-2928)gtG>gtCp.V976V 0.491935 TRUE TRUE TRUE

c.(9037-9039)cGc>cTcp.R3013L 0.537143 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.99095 TRUE TRUE TRUE

c.(835-837)ggC>ggTp.G279G 0.084541 TRUE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.987138 TRUE TRUE TRUE

c.(1030-1032)ggG>ggAp.G344G 1 FALSE TRUE FALSE

c.(3070-3072)gcC>gcAp.A1024A 0.443878 TRUE TRUE TRUE

c.(7-9)gCc>gTcp.A3V 0.2 FALSE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.422951 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.991111 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.452 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.352201 TRUE TRUE FALSE

c.(8380-8382)gcC>gcTp.A2794A 0.436937 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.842105 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.512315 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.453704 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.126476 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.168367 TRUE TRUE FALSE

c.(7735-7737)gAc>gTcp.D2579V 0.477778 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.47619 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.284946 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.488889 TRUE TRUE TRUE

c.(1507-1509)gcA>gcGp.A503A 0.423963 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.446097 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.53012 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.996269 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.465587 TRUE TRUE TRUE

c.(8236-8238)ggG>ggAp.G2746G 0.514754 FALSE TRUE TRUE

c.(2164-2166)aCg>aTgp.T722M 0.4 FALSE FALSE TRUE

c.(922-924)tgC>tgTp.C308C 0.421875 TRUE TRUE TRUE

c.(1303-1305)gaC>gaTp.D435D 0.458515 FALSE FALSE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.996721 TRUE TRUE TRUE

c.(358-360)Gcc>Accp.A120T 1 FALSE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.525 TRUE TRUE FALSE

c.(1051-1053)ctA>ctGp.L351L 1 FALSE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.470085 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.5 TRUE TRUE TRUE

c.(268-270)caA>caTp.Q90H 0.34359 FALSE TRUE TRUE



c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.933333 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.991416 TRUE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.055556 TRUE TRUE FALSE

c.(5626-5628)cGg>cAgp.R1876Q 0.5 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.478261 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.410714 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.992032 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.451128 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.913669 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.142857 TRUE FALSE FALSE

c.(1693-1695)atT>atCp.I565I 0.533333 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.47032 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.6875 TRUE TRUE FALSE

c.(2137-2139)cCt>cTtp.P713L 0.584906 FALSE FALSE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.902778 TRUE TRUE TRUE

c.(139-141)gGa>gAap.G47E 0.159722 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.440529 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.454545 TRUE TRUE FALSE

c.(1156-1158)Ttc>Ctcp.F386L 0.557377 FALSE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.803279 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.995238 TRUE TRUE TRUE

c.(169-171)atG>atAp.M57I 1 FALSE TRUE FALSE

c.(973-975)taC>taTp.Y325Y 0.557377 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.098485 FALSE TRUE TRUE

c.(7252-7254)gAa>gGap.E2418G 0.476395 FALSE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.481013 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.275109 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.461538 TRUE TRUE TRUE

c.(682-684)cAg>cCgp.Q228P 0.54023 TRUE TRUE FALSE

c.(1432-1434)acC>acTp.T478T 1 TRUE TRUE TRUE

c.(2347-2349)Gaa>Aaap.E783K 1 FALSE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.052925 TRUE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 0.577778 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.213376 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.145882 TRUE TRUE TRUE

c.(385-387)Gtg>Ctgp.V129L 0.465574 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.47541 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.424658 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.416268 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.497585 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.533784 TRUE TRUE TRUE

c.(157-159)atG>atAp.M53I 1 FALSE TRUE FALSE

c.(37-39)Gcc>Cccp.A13P 0.363636 TRUE TRUE TRUE

c.(1495-1497)ggA>ggTp.G499G 0.552795 FALSE FALSE FALSE

c.(3739-3741)caG>caAp.Q1247Q 0.85 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.868263 TRUE TRUE TRUE



c.(79-81)cGg>cAgp.R27Q 0.506383 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.875 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.994819 TRUE TRUE TRUE

c.(835-837)Gcc>Accp.A279T 0.5 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.25 TRUE TRUE FALSE

c.(1012-1014)caC>caTp.H338H 0.514019 FALSE TRUE FALSE

c.(4390-4392)cgA>cgGp.R1464R 0.443966 FALSE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.484375 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.5 TRUE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.170213 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.503067 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 1 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.448052 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.163043 TRUE TRUE FALSE

c.(61-63)caC>caTp.H21H 1 FALSE TRUE FALSE

c.(12790-12792)Gta>Ctap.V4264L 0.49569 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.865854 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.476636 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.524823 TRUE TRUE TRUE

c.(1408-1410)Gaa>Taap.E470* 0.391753 TRUE TRUE FALSE

c.(1066-1068)gCc>gAcp.A356D 0.468085 FALSE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.825581 TRUE TRUE TRUE

c.(1636-1638)cAa>cTap.Q546L 1 FALSE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.256173 TRUE TRUE FALSE

c.(1711-1713)Ctg>Gtgp.L571V 0.220588 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 1 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.485944 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.6 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 1 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.5 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.989831 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.516129 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.243478 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.07314 TRUE TRUE FALSE

c.(145-147)atA>atGp.I49M 0.887417 FALSE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.456897 TRUE TRUE TRUE

c.(1900-1902)tcC>tcTp.S634S 0.809524 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.047009 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.510638 TRUE TRUE TRUE

c.(919-921)Att>Gttp.I307V 0.428571 FALSE TRUE TRUE

c.(3712-3714)Tcc>Cccp.S1238P 0.431034 FALSE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.452055 TRUE TRUE TRUE

c.(2185-2187)taC>taTp.Y729Y 0.513158 FALSE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.465116 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.493213 TRUE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.516129 TRUE TRUE TRUE



c.(997-999)aGc>aAcp.S333N 0.866667 FALSE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.162791 TRUE TRUE TRUE

c.(5551-5553)ccT>ccCp.P1851P 0.533981 FALSE FALSE FALSE

c.(1261-1263)caG>caAp.Q421Q 0.122222 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.272727 TRUE TRUE FALSE

c.(886-888)cAg>cCgp.Q296P 0.201942 FALSE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.514925 TRUE TRUE TRUE

c.(3772-3774)caG>caAp.Q1258Q 0.190476 TRUE FALSE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.524017 TRUE TRUE FALSE

c.(1231-1233)aGc>aAcp.S411N 0.545455 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.994444 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.495455 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.380952 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.095652 TRUE TRUE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.465116 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.128205 TRUE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.10559 TRUE TRUE TRUE

c.(2929-2931)aGt>aCtp.S977T 0.523622 TRUE FALSE TRUE

c.(3067-3069)acA>acGp.T1023T 0.991561 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.990971 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.450161 TRUE TRUE TRUE

c.(439-441)gaT>gaCp.D147D 1 FALSE TRUE FALSE

c.(6628-6630)cGg>cAgp.R2210Q 0.451883 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.051813 TRUE TRUE FALSE

c.(859-861)aaA>aaGp.K287K 0.909091 FALSE TRUE FALSE

c.(844-846)Gtt>Attp.V282I 0.197393 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.521595 TRUE TRUE TRUE

c.(6421-6423)Cgg>Tggp.R2141W0.489362 FALSE FALSE FALSE

c.(1810-1812)Ttg>Ctgp.L604L 0.496212 FALSE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.0875 TRUE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.538776 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 1 TRUE TRUE FALSE

c.(4219-4221)Tct>Actp.S1407T 0.532895 FALSE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.991342 TRUE TRUE TRUE

c.(1282-1284)aaG>aaCp.K428N 0.428571 FALSE TRUE FALSE

c.(715-717)ccC>ccTp.P239P 0.305556 TRUE FALSE FALSE

c.(826-828)cGa>cAap.R276Q 0.5 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.4811 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.45749 TRUE TRUE TRUE

c.(448-450)Aac>Gacp.N150D 0.9 FALSE TRUE FALSE

c.(85-87)Gat>Aatp.D29N 0.508065 FALSE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.084527 TRUE TRUE FALSE

c.(2062-2064)Aac>Gacp.N688D 0.51938 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.462733 TRUE TRUE TRUE

c.(1231-1233)Cga>Ggap.R411G 0.4 FALSE FALSE FALSE

c.(6499-6501)Cgt>Tgtp.R2167C 0.059113 TRUE TRUE FALSE

c.(2914-2916)tcG>tcAp.S972S 0.513514 FALSE TRUE TRUE



c.(7735-7737)gAc>gTcp.D2579V 0.492114 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.636364 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.090909 TRUE TRUE FALSE

c.(1456-1458)caG>caCp.Q486H 0.095238 TRUE FALSE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.473186 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.99061 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.567568 TRUE TRUE FALSE

c.(310-312)aTa>aCap.I104T 0.5 FALSE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.259259 TRUE TRUE FALSE

c.(8152-8154)Att>Gttp.I2718V 0.512195 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.407821 TRUE TRUE FALSE

c.(1051-1053)ctA>ctGp.L351L 1 FALSE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.99177 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.128049 TRUE TRUE FALSE

c.(2431-2433)gcG>gcAp.A811A 0.48951 TRUE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.508621 TRUE TRUE TRUE

c.(7573-7575)Ctc>Gtcp.L2525V 1 TRUE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.489899 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.516129 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.415842 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.990385 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.479705 TRUE TRUE TRUE

c.(8101-8103)tgC>tgTp.C2701C 0.493865 FALSE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.611111 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.96 TRUE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.206452 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.4375 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.122699 TRUE TRUE FALSE

c.(1261-1263)caG>caAp.Q421Q 0.20082 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.642857 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.496296 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.5625 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 1 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.247191 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.490654 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.470779 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.551724 TRUE TRUE FALSE

c.(226-228)Tgt>Cgtp.C76R 0.8 TRUE TRUE TRUE

c.(2926-2928)gtG>gtCp.V976V 0.439863 TRUE TRUE TRUE

c.(9037-9039)cGc>cTcp.R3013L 0.495192 TRUE TRUE TRUE

c.(634-636)Gtt>Attp.V212I 0.488235 FALSE TRUE TRUE

c.(835-837)ggC>ggTp.G279G 0.166134 TRUE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.990291 TRUE TRUE TRUE

c.(1030-1032)ggG>ggAp.G344G 1 FALSE TRUE FALSE

c.(838-840)caT>caCp.H280H 0.421875 FALSE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.426087 TRUE TRUE TRUE



c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.666667 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.525253 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.47619 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.364621 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.954248 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.995868 TRUE TRUE TRUE

c.(820-822)Cct>Tctp.P274S 0.955752 TRUE TRUE TRUE

c.(3514-3516)ttC>ttTp.F1172F 0.485915 TRUE TRUE TRUE

c.(100-102)tgG>tgAp.W34* 0.207048 FALSE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.74359 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.232227 TRUE TRUE FALSE

c.(1996-1998)ttT>ttCp.F666F 0.525526 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.361233 TRUE TRUE TRUE

c.(1297-1299)Tgg>Gggp.W433G 0.450593 FALSE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.989474 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(55-57)caC>caTp.H19H 0.994898 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.455959 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.469697 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.966387 TRUE TRUE TRUE

c.(826-828)Tgt>Cgtp.C276R 0.347826 FALSE FALSE TRUE

c.(166-168)caA>caGp.Q56Q 0.980392 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.446097 TRUE TRUE TRUE

c.(1108-1110)caG>caAp.Q370Q 0.62 FALSE TRUE TRUE

c.(1327-1329)acG>acCp.T443T 0.469027 FALSE FALSE TRUE

c.(6742-6744)ccG>ccAp.P2248P 0.492958 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.51046 TRUE TRUE TRUE

c.(5551-5553)gCt>gAtp.A1851D 0.491228 FALSE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.404255 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.52 TRUE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 0.492997 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.502874 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.540925 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.992832 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.461916 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.714286 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.988506 TRUE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.505051 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.067851 TRUE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.759091 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.536398 TRUE TRUE TRUE

c.(4264-4266)Gag>Aagp.E1422K 0.277778 FALSE TRUE FALSE

c.(1138-1140)tcT>tcCp.S380S 1 FALSE TRUE FALSE

c.(1822-1824)cCa>cTap.P608L 0.181034 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.428571 TRUE TRUE FALSE

c.(76-78)aaG>aaAp.K26K 0.173228 TRUE TRUE FALSE



c.(7621-7623)gcC>gcTp.A2541A 0.576923 TRUE TRUE FALSE

c.(481-483)Atg>Gtgp.M161V 0.059259 TRUE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.498525 TRUE TRUE TRUE

c.(5665-5667)Acc>Gccp.T1889A 0.392857 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.492891 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.148936 TRUE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.449367 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.519531 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.329268 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 1 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.453333 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.470085 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.513889 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.985663 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.553191 TRUE TRUE TRUE

c.(11200-11202)Caa>Aaap.Q3734K 0.533546 TRUE TRUE TRUE

c.(1699-1701)ccA>ccCp.P567P 0.515152 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.509554 TRUE TRUE TRUE

c.(385-387)Gtg>Ctgp.V129L 0.432277 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.489726 TRUE TRUE TRUE

c.(3025-3027)Ggt>Agtp.G1009S 0.505376 FALSE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.987654 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.497959 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(3988-3990)Ttg>Atgp.L1330M 0.515385 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.120623 TRUE TRUE FALSE

c.(157-159)atG>atAp.M53I 1 FALSE TRUE FALSE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(1744-1746)gaA>gaGp.E582E 0.455357 TRUE TRUE FALSE

c.(1837-1839)gcC>gcTp.A613A 0.54321 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.493789 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.995781 TRUE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.891566 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.554054 TRUE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.455224 TRUE TRUE TRUE

c.(499-501)Gaa>Taap.E167* 0.563107 FALSE FALSE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.526012 TRUE TRUE FALSE

c.(1507-1509)tcC>tcTp.S503S 0.519481 TRUE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.984733 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.113333 TRUE TRUE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.542857 TRUE TRUE TRUE

c.(469-471)ctC>ctGp.L157L 0.261111 FALSE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.454918 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.506579 TRUE TRUE TRUE

c.(4447-4449)gaC>gaTp.D1483D 0.606061 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.352941 TRUE TRUE FALSE

c.(2026-2028)ccG>ccAp.P676P 0.496689 FALSE TRUE TRUE



c.(5152-5154)tGt>tTtp.C1718F 0.446203 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.183673 TRUE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.6 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.528302 TRUE TRUE FALSE

c.(7861-7863)tCt>tGtp.S2621C 0.505576 FALSE TRUE TRUE

c.(4720-4722)gGg>gCgp.G1574A 0.470588 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.4 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.617647 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.493197 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.995595 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.470149 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.429907 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.298246 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.469256 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.453287 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.04329 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.487342 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.448598 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.126316 TRUE TRUE FALSE

c.(1468-1470)cGc>cAcp.R490H 0.510638 FALSE TRUE TRUE

c.(322-324)ccC>ccTp.P108P 1 TRUE TRUE FALSE

c.(2176-2178)aCg>aAgp.T726K 0.993151 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.470588 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.52381 TRUE TRUE TRUE

c.(4630-4632)ccG>ccAp.P1544P 0.460606 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.494186 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.471698 TRUE TRUE FALSE

c.(1825-1827)ccA>ccGp.P609P 0.527426 TRUE TRUE TRUE

c.(169-171)atG>atAp.M57I 0.8 FALSE TRUE FALSE

c.(148-150)cTt>cCtp.L50P 0.050877 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.993464 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.981707 TRUE TRUE TRUE

c.(268-270)caA>caTp.Q90H 0.387435 FALSE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.512821 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.272031 TRUE TRUE FALSE

c.(6853-6855)Gtg>Atgp.V2285M 0.523077 TRUE TRUE TRUE

c.(2605-2607)gtC>gtTp.V869V 0.566667 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.502128 TRUE TRUE TRUE

c.(12046-12048)cCc>cTcp.P4016L 0.467249 FALSE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.088889 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.466346 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.506289 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.410256 TRUE TRUE TRUE

c.(7234-7236)Ccc>Accp.P2412T 0.492891 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.059072 TRUE TRUE FALSE

c.(7-9)aCg>aTgp.T3M 0.525 FALSE TRUE FALSE

c.(1732-1734)Agt>Ggtp.S578G 0.076271 FALSE FALSE FALSE



c.(3067-3069)acA>acGp.T1023T 0.62963 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.433333 TRUE TRUE TRUE

c.(2119-2121)aaT>aaCp.N707N 0.615385 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.5 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.444444 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.545455 TRUE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.428571 TRUE TRUE TRUE

c.(787-789)agG>agAp.R263R 0.217391 FALSE FALSE FALSE

c.(7009-7011)aCt>aAtp.T2337N 0.5 TRUE TRUE TRUE

c.(4303-4305)Ggg>Aggp.G1435R 0.5 FALSE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.566667 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.666667 TRUE TRUE TRUE

c.(1300-1302)ggG>ggAp.G434G 1 FALSE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.428571 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.375 TRUE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.3125 TRUE TRUE TRUE

c.(2875-2877)gcC>gcTp.A959A 0.46875 TRUE TRUE TRUE

c.(4588-4590)tcC>tcTp.S1530S 0.533333 FALSE TRUE TRUE

c.(772-774)tTc>tCcp.F258S 0.285714 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.098361 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.357143 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.058824 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.166667 TRUE TRUE FALSE

c.(2605-2607)gtC>gtTp.V869V 0.454545 TRUE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.441176 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.5 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.384615 FALSE TRUE FALSE

c.(1975-1977)tcG>tcAp.S659S 0.471698 TRUE TRUE TRUE

c.(2782-2784)Gaa>Aaap.E928K 0.170213 TRUE FALSE FALSE

c.(1699-1701)Ctg>Ttgp.L567L 0.473684 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.488889 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.833333 TRUE TRUE FALSE

c.(4813-4815)gtG>gtTp.V1605V 0.218182 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.5 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.355263 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.512821 FALSE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.526316 TRUE TRUE FALSE

c.(1357-1359)aaT>aaGp.N453K 0.5 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.241379 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.051282 FALSE FALSE FALSE

c.(3682-3684)cGa>cAap.R1228Q 0.25 FALSE TRUE TRUE

c.(601-603)gcA>gcCp.A201A 0.45 FALSE FALSE FALSE

c.(250-252)gaC>gaTp.D84D 0.789474 TRUE TRUE FALSE

c.(1633-1635)gaC>gaTp.D545D 0.4 FALSE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.818182 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.5 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.458333 TRUE TRUE TRUE



c.(1921-1923)Agg>Gggp.R641G 0.521739 FALSE TRUE FALSE

c.(892-894)tGt>tCtp.C298S 0.454545 TRUE TRUE TRUE

c.(94-96)Ctc>Gtcp.L32V 0.545455 FALSE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.6 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.480769 TRUE TRUE TRUE

c.(1558-1560)aAc>aGcp.N520S 0.333333 FALSE FALSE FALSE

c.(268-270)caA>caGp.Q90Q 0.16 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.061404 TRUE TRUE FALSE

c.(5761-5763)ccA>ccCp.P1921P 0.592593 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.452381 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 1 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.574468 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.526316 TRUE TRUE TRUE

c.(1099-1101)atT>atGp.I367M 0.058824 TRUE FALSE FALSE

c.(3436-3438)cgA>cgGp.R1146R 0.214286 TRUE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.567164 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.521739 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.584615 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.678571 TRUE TRUE TRUE

c.(874-876)atC>atGp.I292M 0.342857 FALSE TRUE FALSE

c.(1561-1563)aaG>aaAp.K521K 0.555556 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.526316 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.363636 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.414634 TRUE TRUE TRUE

c.(271-273)cGc>cAcp.R91H 0.5625 TRUE TRUE TRUE

c.(1996-1998)ttT>ttCp.F666F 0.452381 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.5625 TRUE TRUE TRUE

c.(3136-3138)aAt>aGtp.N1046S 0.488372 FALSE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.27451 TRUE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.5625 TRUE TRUE TRUE

c.(4447-4449)gaC>gaTp.D1483D 0.428571 TRUE TRUE FALSE

c.(3016-3018)taC>taTp.Y1006Y 0.333333 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.483871 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.448276 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.470588 TRUE TRUE TRUE

c.(1144-1146)ttT>ttGp.F382L 0.073684 FALSE FALSE FALSE

c.(673-675)ccG>ccAp.P225P 0.421053 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.48 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.375 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.4375 TRUE TRUE TRUE

c.(9304-9306)gAa>gGap.E3102G 0.617647 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.98 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.526316 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.470588 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.393939 TRUE TRUE TRUE

c.(409-411)aCa>aGap.T137R 0.133333 FALSE FALSE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.75 TRUE TRUE FALSE



c.(148-150)gTt>gAtp.V50D 0.217391 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.477273 TRUE TRUE TRUE

c.(2095-2097)gcC>gcTp.A699A 0.294118 FALSE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.422222 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.142857 TRUE TRUE TRUE

c.(3217-3219)acG>acAp.T1073T 0.392857 FALSE FALSE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.516129 TRUE TRUE TRUE

c.(493-495)gaC>gaTp.D165D 0.909091 TRUE TRUE FALSE

c.(808-810)Cgc>Tgcp.R270C 1 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.375 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.511111 TRUE TRUE TRUE

c.(1138-1140)taC>taTp.Y380Y 0.6 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.571429 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.916667 TRUE TRUE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.5 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(1123-1125)tGc>tAcp.C375Y 1 TRUE TRUE FALSE

c.(1909-1911)Att>Gttp.I637V 0.529412 TRUE TRUE TRUE

c.(2488-2490)Gcc>Accp.A830T 0.512195 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.6 TRUE TRUE FALSE

c.(1639-1641)ccG>ccAp.P547P 0.6 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.555556 TRUE TRUE TRUE

c.(8533-8535)cGt>cAtp.R2845H 0.457143 TRUE TRUE TRUE

c.(742-744)ggA>ggGp.G248G 0.173913 FALSE FALSE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.578947 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.4 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.513889 TRUE TRUE TRUE

c.(124-126)ttT>ttCp.F42F 0.076923 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.042056 FALSE FALSE FALSE

c.(313-315)acG>acTp.T105T 0.32 FALSE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.41791 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.467742 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.540541 TRUE TRUE TRUE

c.(1297-1299)Tgg>Gggp.W433G 0.366667 FALSE TRUE TRUE

c.(1657-1659)Cgg>Tggp.R553W 0.592593 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.5 TRUE TRUE TRUE

c.(223-225)agC>agTp.S75S 0.1 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.592593 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.039604 TRUE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.513514 TRUE TRUE TRUE

c.(73-75)acG>acAp.T25T 0.517857 FALSE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.441176 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.590909 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.644444 TRUE TRUE TRUE

c.(886-888)Tat>Aatp.Y296N 0.442308 FALSE FALSE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.45 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 1 TRUE TRUE TRUE



c.(8710-8712)cAg>cGgp.Q2904R 0.4 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.666667 TRUE TRUE FALSE

c.(2527-2529)caG>caAp.Q843Q 0.55 TRUE TRUE TRUE

c.(472-474)gcA>gcGp.A158A 0.521739 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.447368 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.586957 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.428571 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.459016 TRUE TRUE TRUE

c.(2827-2829)gcC>gcTp.A943A 0.509804 TRUE TRUE TRUE

c.(4282-4284)cAg>cGgp.Q1428R 0.517241 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.375 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.484848 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.318182 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.490909 TRUE TRUE TRUE

c.(2260-2262)ctG>ctAp.L754L 0.428571 FALSE TRUE TRUE

c.(409-411)Ctg>Ttgp.L137L 0.571429 FALSE TRUE FALSE

c.(1225-1227)Aag>Cagp.K409Q 0.461538 FALSE FALSE FALSE

c.(8761-8763)cAc>cGcp.H2921R 0.714286 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.375 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.933333 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.304348 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.5 TRUE TRUE TRUE

c.(850-852)ccG>ccAp.P284P 0.538462 TRUE TRUE TRUE

c.(1141-1143)tGt>tAtp.C381Y 0.615385 FALSE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.48 TRUE TRUE TRUE

c.(859-861)gAa>gTap.E287V 1 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.347826 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.545455 TRUE TRUE FALSE

c.(7045-7047)Tgg>Gggp.W2349G0.064516 FALSE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.466667 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.457143 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.428571 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.565217 TRUE TRUE TRUE

c.(10669-10671)ccA>ccGp.P3557P 0.4 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.416667 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.583333 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(268-270)caA>caTp.Q90H 0.333333 FALSE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 1 TRUE TRUE FALSE

c.(628-630)gCg>gTgp.A210V 0.333333 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.466667 TRUE TRUE FALSE

c.(1831-1833)Cca>Acap.P611T 0.666667 TRUE TRUE TRUE

c.(1699-1701)ccA>ccCp.P567P 0.352941 TRUE TRUE TRUE

c.(4558-4560)Ctg>Ttgp.L1520L 0.588235 FALSE FALSE TRUE

c.(919-921)aCg>aTgp.T307M 1 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.25 TRUE TRUE TRUE

c.(115-117)ggC>ggTp.G39G 0.666667 TRUE TRUE TRUE



c.(5299-5301)Cac>Tacp.H1767Y 0.294118 TRUE TRUE TRUE

c.(577-579)cAa>cCap.Q193P 0.173913 FALSE TRUE FALSE

c.(4510-4512)gcC>gcTp.A1504A 1 FALSE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.421053 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.923077 TRUE TRUE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.5 TRUE TRUE TRUE

c.(271-273)Gtt>Attp.V91I 1 FALSE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.5625 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.916667 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.357143 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.75 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.8 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.416667 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.416667 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.461538 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.2 TRUE TRUE FALSE

c.(1489-1491)ggA>ggGp.G497G 0.75 FALSE TRUE FALSE

c.(2440-2442)acG>acTp.T814T 0.769231 TRUE TRUE FALSE

c.(1411-1413)aaG>aaAp.K471K 0.461538 TRUE TRUE FALSE

c.(1885-1887)acT>acAp.T629T 0.6 TRUE TRUE TRUE

c.(763-765)aAc>aGcp.N255S 0.5 TRUE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.466667 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.545455 FALSE TRUE FALSE

c.(1411-1413)gtA>gtCp.V471V 0.75 FALSE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.571429 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 1 TRUE TRUE TRUE

c.(853-855)gaT>gaGp.D285E 0.375 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.692308 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.888889 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.428571 TRUE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 0.5 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.7 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.333333 TRUE TRUE FALSE

c.(3178-3180)Gta>Atap.V1060I 0.666667 TRUE TRUE TRUE

c.(1507-1509)gcA>gcGp.A503A 0.481481 TRUE TRUE TRUE

c.(1867-1869)tcC>tcGp.S623S 0.2 FALSE FALSE FALSE

c.(2386-2388)ctC>ctTp.L796L 0.433333 FALSE TRUE TRUE

c.(10462-10464)cTa>cCap.L3488P 0.727273 TRUE TRUE TRUE

c.(2227-2229)aaT>aaCp.N743N 0.625 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.666667 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.421053 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.9 TRUE TRUE TRUE

c.(586-588)Cga>Tgap.R196* 0.444444 FALSE FALSE FALSE

c.(1462-1464)Tgc>Cgcp.C488R 0.538462 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.875 TRUE TRUE TRUE

c.(7669-7671)cCg>cTgp.P2557L 0.5 FALSE TRUE TRUE



c.(4981-4983)gaT>gaCp.D1661D 0.363636 TRUE TRUE FALSE

c.(3862-3864)gtT>gtCp.V1288V 0.5 TRUE TRUE TRUE

c.(2221-2223)gaC>gaTp.D741D 0.470588 FALSE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.333333 TRUE FALSE FALSE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(2407-2409)cgC>cgTp.R803R 0.769231 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.590909 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.75 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.538462 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.333333 TRUE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.75 TRUE TRUE FALSE

c.(6421-6423)Ctg>Ttgp.L2141L 0.428571 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.64 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(3523-3525)Tcc>Cccp.S1175P 0.333333 TRUE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.833333 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.25 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.526316 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.583333 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.466667 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.428571 TRUE TRUE TRUE

c.(1591-1593)aGc>aCcp.S531T 1 FALSE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.6 TRUE TRUE FALSE

c.(2527-2529)caG>caAp.Q843Q 0.642857 TRUE TRUE TRUE

c.(667-669)Aca>Tcap.T223S 0.875 FALSE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.466667 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.722222 TRUE TRUE FALSE

c.(1171-1173)atA>atGp.I391M 0.6 TRUE TRUE TRUE

c.(715-717)ccG>ccAp.P239P 0.6 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.6 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.6 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.6 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.214286 TRUE TRUE FALSE

c.(142-144)gcG>gcAp.A48A 0.625 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.375 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.631579 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.384615 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.307692 FALSE TRUE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.636364 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.4 TRUE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.583333 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.764706 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.333333 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.692308 TRUE TRUE TRUE



c.(1090-1092)tcA>tcCp.S364S 0.916667 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.7 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.583333 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.666667 TRUE TRUE TRUE

c.(1732-1734)Agt>Ggtp.S578G 0.107784 FALSE FALSE FALSE

c.(1063-1065)aCa>aTap.T355I 0.315789 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.471698 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.166667 FALSE FALSE FALSE

c.(1462-1464)Tgc>Cgcp.C488R 0.272727 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.960526 TRUE TRUE TRUE

c.(1144-1146)ttT>ttGp.F382L 0.133333 FALSE FALSE FALSE

c.(856-858)atT>atCp.I286I 0.066038 FALSE FALSE FALSE

c.(520-522)gTg>gCgp.V174A 0.515152 TRUE TRUE TRUE

c.(268-270)caA>caTp.Q90H 0.183333 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.961538 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.5 TRUE TRUE TRUE

c.(628-630)gCg>gTgp.A210V 0.441558 TRUE TRUE TRUE

c.(1771-1773)gcA>gcCp.A591A 0.611111 TRUE TRUE TRUE

c.(1831-1833)Cca>Acap.P611T 0.208333 TRUE TRUE TRUE

c.(949-951)aAa>aCap.K317T 0.5 TRUE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.833333 TRUE TRUE TRUE

c.(667-669)Aca>Tcap.T223S 0.333333 FALSE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.157895 TRUE TRUE FALSE

c.(4558-4560)Ctg>Ttgp.L1520L 0.6 FALSE FALSE TRUE

c.(457-459)Aaa>Gaap.K153E 0.122449 FALSE TRUE FALSE

c.(277-279)aCa>aAap.T93K 0.098592 FALSE TRUE FALSE

c.(778-780)Aat>Catp.N260H 0.155048 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.236364 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(2170-2172)ccG>ccAp.P724P 0.615385 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.515625 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.648148 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.548673 TRUE TRUE TRUE

c.(2782-2784)Gaa>Aaap.E928K 0.159664 TRUE FALSE FALSE

c.(1699-1701)Ctg>Ttgp.L567L 0.904762 TRUE TRUE TRUE

c.(5002-5004)caC>caGp.H1668Q 0.098765 FALSE TRUE FALSE

c.(1993-1995)gaA>gaGp.E665E 0.110465 FALSE FALSE FALSE

c.(1342-1344)aaG>aaAp.K448K 0.082192 FALSE FALSE FALSE

c.(5071-5073)Aag>Gagp.K1691E 0.5 TRUE TRUE TRUE

c.(271-273)Gtt>Attp.V91I 1 FALSE TRUE FALSE

c.(76-78)tTc>tCcp.F26S 0.169014 FALSE FALSE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.545455 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.957143 TRUE TRUE TRUE

c.(316-318)Cgg>Aggp.R106R 0.571429 TRUE TRUE FALSE

c.(898-900)ttA>ttTp.L300F 0.092857 FALSE FALSE FALSE

c.(226-228)gcA>gcGp.A76A 0.188437 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.967742 TRUE TRUE TRUE



c.(277-279)ctC>ctGp.L93L 0.421053 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.965517 TRUE TRUE TRUE

c.(430-432)tTa>tGap.L144* 0.136905 FALSE FALSE FALSE

c.(1576-1578)cGt>cCtp.R526P 0.534247 TRUE TRUE TRUE

c.(1132-1134)aGt>aAtp.S378N 0.109649 TRUE TRUE FALSE

c.(3967-3969)gAt>gTtp.D1323V 0.119658 FALSE FALSE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.184211 FALSE TRUE FALSE

c.(1120-1122)aaT>aaCp.N374N 0.075758 FALSE FALSE FALSE

c.(1966-1968)caC>caTp.H656H 0.461538 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.439024 TRUE TRUE TRUE

c.(1924-1926)caA>caGp.Q642Q 0.127273 FALSE FALSE FALSE

c.(367-369)Att>Gttp.I123V 0.428571 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.211982 FALSE FALSE FALSE

c.(1489-1491)ggA>ggGp.G497G 1 FALSE TRUE FALSE

c.(1474-1476)cGg>cAgp.R492Q 0.464789 FALSE TRUE TRUE

c.(1756-1758)gcA>gcGp.A586A 0.075426 FALSE FALSE FALSE

c.(79-81)cTg>cGgp.L27R 0.117647 FALSE FALSE FALSE

c.(4528-4530)caC>caTp.H1510H 0.322034 TRUE TRUE TRUE

c.(2035-2037)aGa>aAap.R679K 0.057803 FALSE FALSE FALSE

c.(1885-1887)acT>acAp.T629T 0.352941 TRUE TRUE TRUE

c.(664-666)gTg>gCgp.V222A 0.107143 FALSE FALSE FALSE

c.(1849-1851)Ttg>Ctgp.L617L 0.063205 FALSE TRUE FALSE

c.(1099-1101)atT>atGp.I367M 0.110553 TRUE FALSE FALSE

c.(2020-2022)Gaa>Aaap.E674K 0.059524 FALSE FALSE FALSE

c.(763-765)aAc>aGcp.N255S 0.470588 TRUE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.521739 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.547945 FALSE TRUE FALSE

c.(1411-1413)gtA>gtCp.V471V 0.545455 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.626667 TRUE TRUE TRUE

c.(6058-6060)ccC>ccTp.P2020P 0.050279 FALSE TRUE FALSE

c.(4108-4110)Cac>Tacp.H1370Y 0.533333 FALSE TRUE TRUE

c.(6472-6474)Cgc>Agcp.R2158S 0.128205 FALSE FALSE FALSE

c.(604-606)gaA>gaGp.E202E 0.073684 FALSE FALSE FALSE

c.(3454-3456)gAa>gGap.E1152G 0.068966 FALSE FALSE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.055215 TRUE TRUE FALSE

c.(10648-10650)gaG>gaAp.E3550E 0.544643 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.584906 TRUE TRUE TRUE

c.(853-855)gaT>gaGp.D285E 0.605263 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.409091 TRUE TRUE TRUE

c.(1675-1677)ttA>ttCp.L559F 0.117155 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.180934 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 0.956522 TRUE TRUE TRUE

c.(3514-3516)ttC>ttTp.F1172F 0.333333 TRUE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 0.380952 TRUE TRUE TRUE

c.(1285-1287)Att>Gttp.I429V 0.064865 FALSE FALSE FALSE

c.(5278-5280)gcG>gcAp.A1760A 0.424242 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.236842 TRUE TRUE FALSE



c.(1885-1887)Aga>Ggap.R629G 0.137931 FALSE FALSE FALSE

c.(2350-2352)aGa>aAap.R784K 0.065476 FALSE TRUE FALSE

c.(1507-1509)gcA>gcGp.A503A 0.306122 TRUE TRUE TRUE

c.(1390-1392)Atg>Gtgp.M464V 0.080537 FALSE FALSE FALSE

c.(8281-8283)caG>caAp.Q2761Q 0.121212 TRUE FALSE FALSE

c.(10462-10464)cTa>cCap.L3488P 0.46988 TRUE TRUE TRUE

c.(6892-6894)gAt>gTtp.D2298V 0.106796 FALSE FALSE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.571429 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.4 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 1 TRUE TRUE FALSE

c.(673-675)taT>taAp.Y225* 0.065041 FALSE FALSE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.39759 TRUE TRUE TRUE

c.(586-588)Cga>Tgap.R196* 0.653846 FALSE FALSE FALSE

c.(412-414)Tac>Gacp.Y138D 0.097701 FALSE FALSE FALSE

c.(292-294)Aat>Catp.N98H 0.083333 FALSE FALSE FALSE

c.(2095-2097)gaT>gaCp.D699D 0.121951 FALSE FALSE FALSE

c.(115-117)ggC>ggTp.G39G 0.354839 TRUE TRUE TRUE

c.(409-411)aCa>aGap.T137R 0.18 FALSE FALSE FALSE

c.(2239-2241)aaT>aaGp.N747K 0.075 FALSE FALSE FALSE

c.(142-144)tcC>tcTp.S48S 0.131579 FALSE FALSE FALSE

c.(2749-2751)gTt>gAtp.V917D 0.08 FALSE FALSE FALSE

c.(1120-1122)cTg>cCgp.L374P 0.098131 FALSE FALSE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.166154 TRUE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.590909 TRUE TRUE FALSE

c.(448-450)tCt>tGtp.S150C 0.176471 FALSE FALSE FALSE

c.(1279-1281)atT>atCp.I427I 0.980392 FALSE TRUE FALSE

c.(298-300)atC>atGp.I100M 0.461538 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.179487 TRUE FALSE FALSE

c.(1522-1524)caT>caCp.H508H 0.34 TRUE TRUE TRUE

c.(2407-2409)cgC>cgTp.R803R 0.537313 TRUE TRUE TRUE

c.(1588-1590)Gtc>Atcp.V530I 0.432836 FALSE FALSE TRUE

c.(673-675)Tgg>Cggp.W225R 0.385965 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.980769 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.611111 TRUE TRUE TRUE

c.(1885-1887)agA>agGp.R629R 0.072948 FALSE FALSE FALSE

c.(169-171)Gca>Acap.A57T 0.105727 FALSE FALSE FALSE

c.(1849-1851)agT>agCp.S617S 0.306122 TRUE TRUE TRUE

c.(4996-4998)Att>Gttp.I1666V 0.519608 FALSE FALSE FALSE

c.(5422-5424)cAg>cTgp.Q1808L 0.075 FALSE FALSE FALSE

c.(6421-6423)Ctg>Ttgp.L2141L 0.414634 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.636364 TRUE TRUE FALSE

c.(1222-1224)aAa>aGap.K408R 0.15534 FALSE FALSE FALSE

c.(1666-1668)tcA>tcCp.S556S 0.079051 FALSE FALSE FALSE

c.(379-381)Gct>Actp.A127T 0.132075 TRUE TRUE TRUE

c.(1225-1227)acA>acCp.T409T 0.152381 FALSE FALSE FALSE

c.(3346-3348)agG>agAp.R1116R 0.875 TRUE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.428571 TRUE TRUE TRUE



c.(3967-3969)gAt>gTtp.D1323V 0.074074 FALSE FALSE FALSE

c.(1762-1764)Aaa>Caap.K588Q 0.066826 FALSE FALSE FALSE

c.(2755-2757)gaT>gaCp.D919D 0.095541 FALSE FALSE FALSE

c.(97-99)cTg>cGgp.L33R 0.259259 TRUE TRUE FALSE

c.(58-60)gcT>gcCp.A20A 0.215827 FALSE FALSE FALSE

c.(3523-3525)Tcc>Cccp.S1175P 0.333333 TRUE TRUE FALSE

c.(8332-8334)caA>caGp.Q2778Q 0.166667 TRUE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.352941 TRUE TRUE TRUE

c.(6829-6831)cCa>cTap.P2277L 0.079137 FALSE FALSE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.087963 TRUE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.470588 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.363636 TRUE TRUE TRUE

c.(46-48)cAc>cGcp.H16R 0.896552 FALSE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.479167 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.430233 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 1 TRUE TRUE TRUE

c.(1906-1908)aaT>aaGp.N636K 0.065327 FALSE FALSE FALSE

c.(964-966)ttG>ttAp.L322L 0.537037 TRUE TRUE TRUE

c.(1249-1251)gGa>gCap.G417A 0.075758 FALSE TRUE FALSE

c.(2833-2835)aCt>aGtp.T945S 0.272727 FALSE FALSE FALSE

c.(214-216)tGc>tAcp.C72Y 0.153846 TRUE TRUE FALSE

0.061069 FALSE FALSE FALSE

c.(661-663)Tgt>Cgtp.C221R 0.309417 TRUE TRUE TRUE

c.(1378-1380)ggT>ggCp.G460G 0.16 TRUE FALSE FALSE

c.(427-429)Agt>Cgtp.S143R 0.122093 FALSE FALSE FALSE

c.(1531-1533)Gaa>Aaap.E511K 0.08365 FALSE FALSE FALSE

c.(1591-1593)aGc>aCcp.S531T 0.978261 FALSE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.5 TRUE TRUE TRUE

c.(967-969)cgC>cgTp.R323R 0.054545 FALSE FALSE FALSE

c.(1516-1518)cGa>cAap.R506Q 0.6 FALSE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.375 TRUE TRUE FALSE

c.(1231-1233)caA>caGp.Q411Q 0.258065 FALSE FALSE FALSE

c.(1699-1701)ccA>ccCp.P567P 0.454545 TRUE TRUE TRUE

c.(1171-1173)atA>atGp.I391M 0.522124 TRUE TRUE TRUE

c.(715-717)ccG>ccAp.P239P 0.578947 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.170431 FALSE FALSE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.490683 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.557692 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.117068 FALSE FALSE FALSE

c.(124-126)Gtc>Atcp.V42I 0.157895 FALSE FALSE FALSE

c.(283-285)caA>caGp.Q95Q 0.121212 TRUE TRUE FALSE

c.(262-264)tTt>tCtp.F88S 0.060277 TRUE TRUE FALSE

c.(142-144)gcG>gcAp.A48A 0.5 TRUE TRUE TRUE

c.(1528-1530)tTt>tGtp.F510C 0.107011 FALSE FALSE FALSE

c.(334-336)cGa>cAap.R112Q 0.113208 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.534247 TRUE TRUE TRUE

c.(544-546)agT>agCp.S182S 0.063492 TRUE FALSE TRUE



c.(391-393)Agg>Gggp.R131G 0.062937 FALSE FALSE FALSE

c.(7789-7791)tTt>tCtp.F2597S 0.075949 FALSE TRUE FALSE

c.(2527-2529)caG>caAp.Q843Q 0.526316 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.479167 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.961538 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.375 TRUE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.6 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.3 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.634615 TRUE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.4 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.925926 TRUE TRUE TRUE

c.(1102-1104)Aca>Gcap.T368A 0.093137 FALSE FALSE FALSE

c.(577-579)cAa>cCap.Q193P 0.13253 FALSE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.295455 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.714286 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.916667 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.444444 TRUE TRUE TRUE

c.(1162-1164)Ggt>Cgtp.G388R 0.0625 FALSE FALSE FALSE

c.(1906-1908)Aaa>Gaap.K636E 0.193548 FALSE TRUE FALSE

c.(772-774)ttG>ttAp.L258L 0.45 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.339286 TRUE TRUE TRUE

c.(886-888)Gag>Cagp.E296Q 0.144737 FALSE FALSE FALSE

c.(2365-2367)aaG>aaAp.K789K 0.079365 FALSE FALSE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.4 TRUE TRUE TRUE

c.(265-267)gaA>gaTp.E89D 0.07377 FALSE FALSE FALSE

c.(1063-1065)aCa>aTap.T355I 0.684211 TRUE TRUE TRUE

c.(907-909)gcA>gcGp.A303A 0.484099 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.169492 TRUE TRUE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.485333 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.634921 TRUE TRUE TRUE

c.(838-840)aTt>aCtp.I280T 0.666667 FALSE FALSE FALSE

c.(865-867)Ggc>Agcp.G289S 0.496403 FALSE TRUE TRUE

c.(97-99)agG>agTp.R33S 0.5 TRUE TRUE TRUE

c.(340-342)ccC>ccGp.P114P 0.5625 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.059917 TRUE TRUE FALSE

c.(142-144)Cta>Ttap.L48L 1 FALSE TRUE FALSE

c.(235-237)aaC>aaTp.N79N 0.175676 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.475936 TRUE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.248521 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.986486 TRUE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 1 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.44843 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.468966 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.087432 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.484568 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.046595 TRUE TRUE TRUE

c.(1171-1173)atA>atGp.I391M 0.504032 TRUE TRUE TRUE



c.(919-921)aCg>aTgp.T307M 0.557143 TRUE TRUE TRUE

c.(1993-1995)atG>atAp.M665I 0.428571 TRUE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.469136 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.670455 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.497908 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.153333 TRUE TRUE FALSE

c.(1456-1458)caG>caCp.Q486H 0.375 TRUE FALSE FALSE

c.(1495-1497)gCg>gTgp.A499V 0.448485 TRUE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 0.173913 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.496933 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.488372 TRUE TRUE TRUE

c.(2503-2505)aaC>aaTp.N835N 0.480198 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.466667 TRUE TRUE FALSE

c.(3364-3366)cGg>cAgp.R1122Q 0.481928 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.480392 FALSE TRUE FALSE

c.(1333-1335)agG>agAp.R445R 0.191781 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.385621 TRUE TRUE FALSE

c.(835-837)gTg>gCgp.V279A 0.061947 TRUE TRUE FALSE

c.(1516-1518)cgG>cgAp.R506R 0.510251 TRUE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.503704 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.313333 TRUE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 0.506494 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.452736 TRUE TRUE TRUE

c.(1849-1851)Att>Gttp.I617V 0.483721 TRUE TRUE TRUE

c.(3184-3186)Gcc>Accp.A1062T 0.5 TRUE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.038922 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.536232 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 1 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.512635 TRUE TRUE TRUE

c.(412-414)caA>caGp.Q138Q 1 FALSE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.59375 TRUE TRUE TRUE

c.(985-987)gaC>gaTp.D329D 0.169811 TRUE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.322581 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.432624 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.638298 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.248649 TRUE TRUE FALSE

c.(250-252)gaA>gaGp.E84E 0.637363 TRUE TRUE TRUE

c.(11995-11997)gTt>gGtp.V3999G 0.528796 FALSE TRUE TRUE

c.(637-639)caG>caTp.Q213H 0.071429 TRUE FALSE FALSE

c.(1582-1584)Gtg>Atgp.V528M 1 FALSE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.513834 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.6 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.470588 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.525926 TRUE TRUE TRUE

c.(625-627)gcG>gcAp.A209A 0.241935 FALSE TRUE FALSE

c.(907-909)aaG>aaAp.K303K 0.540984 TRUE TRUE TRUE

c.(8281-8283)caG>caAp.Q2761Q 0.173913 TRUE FALSE FALSE



c.(445-447)ccA>ccGp.P149P 0.438424 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.56 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.53527 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.544073 TRUE TRUE TRUE

c.(7-9)gCc>gTcp.A3V 0.2 FALSE TRUE FALSE

c.(1375-1377)tAc>tGcp.Y459C 0.183673 TRUE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.522648 TRUE TRUE TRUE

c.(1039-1041)Cag>Gagp.Q347E 0.243243 TRUE TRUE FALSE

c.(5785-5787)caG>caAp.Q1929Q 0.403614 FALSE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.987654 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.512821 TRUE TRUE TRUE

c.(3748-3750)caA>caGp.Q1250Q 0.103448 TRUE FALSE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.25419 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.566667 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.625 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.990991 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.704142 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.481013 TRUE TRUE TRUE

c.(208-210)Cac>Tacp.H70Y 0.255102 FALSE FALSE FALSE

c.(247-249)acT>acGp.T83T 0.476923 FALSE TRUE TRUE

c.(1138-1140)Ttt>Attp.F380I 0.245283 TRUE TRUE TRUE

c.(7252-7254)aaC>aaTp.N2418N 0.512739 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.671717 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.035398 TRUE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.447853 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.511905 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.182927 TRUE TRUE FALSE

c.(919-921)atA>atGp.I307M 1 FALSE TRUE FALSE

c.(337-339)Act>Cctp.T113P 0.428571 FALSE TRUE FALSE

c.(823-825)cGg>cAgp.R275Q 0.636364 TRUE TRUE FALSE

c.(766-768)taT>taCp.Y256Y 1 FALSE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.541667 TRUE TRUE TRUE

c.(3370-3372)gGa>gAap.G1124E 0.196667 FALSE TRUE FALSE

c.(7420-7422)Ggc>Agcp.G2474S 0.49569 FALSE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.493927 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.507937 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.511811 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.471698 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.525926 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.25 TRUE TRUE TRUE

c.(1063-1065)gaT>gaCp.D355D 0.888889 FALSE TRUE FALSE

c.(2572-2574)ggC>ggTp.G858G 0.474684 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.52381 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.07551 TRUE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.50625 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.482353 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.328502 TRUE FALSE FALSE



c.(1693-1695)atT>atCp.I565I 0.434783 TRUE TRUE TRUE

c.(1396-1398)ttT>ttCp.F466F 1 FALSE TRUE FALSE

c.(139-141)gGa>gAap.G47E 0.215596 TRUE TRUE TRUE

c.(826-828)tAt>tCtp.Y276S 0.112903 FALSE TRUE TRUE

c.(955-957)caT>caCp.H319H 1 FALSE TRUE FALSE

c.(1108-1110)taT>taCp.Y370Y 0.5 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.368421 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 1 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.4 TRUE TRUE TRUE

c.(4282-4284)atA>atCp.I1428I 0.569507 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.462264 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(4075-4077)aaA>aaTp.K1359N 0.428571 FALSE TRUE FALSE

c.(1909-1911)Att>Gttp.I637V 0.540698 TRUE TRUE TRUE

c.(340-342)aCc>aAcp.T114N 0.473118 FALSE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.6 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.502762 TRUE TRUE TRUE

c.(550-552)acG>acAp.T184T 0.444444 FALSE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.44 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.306122 TRUE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.472028 TRUE TRUE TRUE

c.(196-198)Tgc>Cgcp.C66R 0.089431 TRUE FALSE FALSE

c.(1363-1365)atA>atGp.I455M 0.466368 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.116364 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.478589 TRUE TRUE TRUE

c.(430-432)cCg>cTgp.P144L 0.349558 FALSE FALSE FALSE

c.(1681-1683)cgC>cgTp.R561R 0.333333 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.447368 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.551971 TRUE TRUE TRUE

c.(142-144)Ctc>Ttcp.L48F 0.519313 TRUE TRUE TRUE

c.(8332-8334)caA>caGp.Q2778Q 0.207547 TRUE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.526119 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.531496 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.49789 TRUE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.504032 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.9375 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.5 TRUE TRUE FALSE

c.(5677-5679)ttA>ttGp.L1893L 0.467662 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.553191 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.422939 TRUE TRUE FALSE

c.(346-348)aaC>aaTp.N116N 0.046053 TRUE TRUE FALSE

c.(1930-1932)Aat>Catp.N644H 0.469945 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.481081 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.472906 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.469136 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.345622 TRUE TRUE FALSE

c.(184-186)caG>caCp.Q62H 0.223464 FALSE TRUE FALSE



c.(3676-3678)gGc>gTcp.G1226V 0.503759 TRUE TRUE TRUE

c.(610-612)Cgg>Tggp.R204W 0.250505 TRUE FALSE FALSE

c.(832-834)Aag>Tagp.K278* 0.315789 FALSE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.48913 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.48583 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.397129 TRUE TRUE TRUE

c.(2782-2784)Cgt>Tgtp.R928C 0.607143 TRUE TRUE TRUE

c.(391-393)tcG>tcAp.S131S 0.447368 FALSE TRUE TRUE

c.(8320-8322)tgC>tgTp.C2774C 0.468208 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.583333 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.441558 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.52669 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.363636 TRUE TRUE FALSE

c.(532-534)Cat>Gatp.H178D 0.229885 FALSE TRUE TRUE

c.(7-9)Gcc>Tccp.A3S 0.24 FALSE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.421801 TRUE TRUE FALSE

c.(2506-2508)cgC>cgTp.R836R 0.465839 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.46383 TRUE TRUE TRUE

c.(247-249)gtT>gtCp.V83V 1 FALSE TRUE FALSE

c.(541-543)Cct>Tctp.P181S 0.727273 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.272727 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.511236 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.521951 TRUE TRUE TRUE

c.(115-117)ctA>ctGp.L39L 1 FALSE TRUE FALSE

c.(973-975)taC>taTp.Y325Y 0.568966 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.456067 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.527027 TRUE TRUE TRUE

c.(913-915)ccC>ccTp.P305P 0.833333 FALSE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.447552 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.489583 TRUE TRUE TRUE

c.(682-684)ggT>ggCp.G228G 1 FALSE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.056818 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.044898 TRUE FALSE FALSE

c.(892-894)tGt>tCtp.C298S 0.992674 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.484163 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.450704 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.392857 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.281818 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.772727 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.666667 TRUE TRUE FALSE

c.(7234-7236)Ccc>Accp.P2412T 0.467742 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.557789 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.291845 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.495327 TRUE TRUE TRUE



c.(4981-4983)gaT>gaCp.D1661D 0.666667 TRUE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.527778 TRUE TRUE TRUE

c.(907-909)gcA>gcGp.A303A 0.47 TRUE TRUE TRUE

c.(772-774)Ggc>Tgcp.G258C 0.414062 FALSE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.502347 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.478723 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.988732 TRUE TRUE TRUE

c.(2530-2532)Gag>Aagp.E844K 0.522523 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.513514 TRUE TRUE FALSE

c.(262-264)cGa>cAap.R88Q 0.114286 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.5 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.046774 TRUE TRUE FALSE

c.(1267-1269)aTt>aCtp.I423T 1 FALSE FALSE FALSE

c.(385-387)atG>atAp.M129I 0.927602 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.666667 TRUE TRUE FALSE

c.(661-663)gaG>gaCp.E221D 0.474227 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.995556 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.541176 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.100988 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.503472 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.508621 TRUE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.636364 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.550562 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.077713 TRUE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.556701 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.098507 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.372549 TRUE TRUE TRUE

c.(1993-1995)atG>atAp.M665I 0.428571 TRUE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.501946 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.486486 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.444444 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.438503 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.106599 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.540741 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.526846 TRUE TRUE TRUE

c.(2143-2145)tcC>tcTp.S715S 0.543353 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.054348 FALSE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.073529 TRUE TRUE FALSE

c.(832-834)Cca>Tcap.P278S 0.511013 FALSE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.62069 TRUE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.230469 TRUE TRUE FALSE

c.(8152-8154)Att>Gttp.I2718V 0.442308 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 1 TRUE TRUE FALSE

c.(835-837)gTg>gCgp.V279A 0.087379 TRUE TRUE FALSE

c.(1393-1395)gcG>gcAp.A465A 1 FALSE TRUE TRUE

c.(1249-1251)taC>taTp.Y417Y 0.493827 FALSE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.483019 TRUE TRUE TRUE



c.(2086-2088)atA>atGp.I696M 0.472656 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.485207 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.089059 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.406061 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.995215 TRUE TRUE TRUE

c.(1330-1332)Agc>Ggcp.S444G 0.489362 TRUE TRUE FALSE

c.(259-261)atC>atTp.I87I 1 FALSE TRUE FALSE

c.(2488-2490)ccG>ccAp.P830P 0.49115 FALSE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.52381 TRUE TRUE FALSE

c.(622-624)tCt>tGtp.S208C 0.486486 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.362069 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.345679 TRUE TRUE FALSE

c.(361-363)atC>atTp.I121I 0.520833 FALSE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.5 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.549645 TRUE TRUE TRUE

c.(7504-7506)Ggt>Agtp.G2502S 0.506061 TRUE TRUE TRUE

c.(1084-1086)Gct>Tctp.A362S 0.535714 FALSE TRUE FALSE

c.(898-900)aCg>aTgp.T300M 0.504132 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.538168 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.435331 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.471264 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.541667 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.555556 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.476077 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.551471 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.517647 TRUE TRUE FALSE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(4630-4632)acC>acTp.T1544T 0.8 FALSE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.534392 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.458015 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.461538 TRUE TRUE FALSE

c.(1996-1998)ttT>ttCp.F666F 0.462236 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 1 TRUE TRUE TRUE

c.(688-690)taC>taTp.Y230Y 0.457746 TRUE TRUE TRUE

c.(8281-8283)caG>caAp.Q2761Q 0.121212 TRUE FALSE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(2890-2892)caT>caCp.H964H 0.93 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.47619 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.493151 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.996198 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.382979 TRUE TRUE FALSE

c.(2938-2940)ccC>ccTp.P980P 0.443396 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.486301 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.99187 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.519894 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.422145 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.43662 TRUE TRUE FALSE



c.(115-117)ggC>ggTp.G39G 0.489712 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.453074 TRUE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.264325 TRUE TRUE TRUE

c.(370-372)caC>caTp.H124H 0.556604 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.931034 TRUE TRUE TRUE

c.(1300-1302)Gaa>Aaap.E434K 0.953488 TRUE TRUE TRUE

c.(565-567)ccG>ccAp.P189P 0.473282 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.061017 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.483568 TRUE TRUE TRUE

c.(2167-2169)cGc>cAcp.R723H 0.472826 FALSE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1495-1497)gaA>gaGp.E499E 0.503759 TRUE TRUE TRUE

c.(892-894)Gtg>Atgp.V298M 0.52657 FALSE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.495536 TRUE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.460674 TRUE TRUE TRUE

c.(2407-2409)cgC>cgTp.R803R 0.485401 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.549784 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.968553 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.480159 TRUE TRUE TRUE

c.(1414-1416)ggT>ggCp.G472G 0.484496 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 1 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.476471 TRUE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 1 FALSE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.533784 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.461538 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.460317 TRUE TRUE TRUE

c.(2596-2598)cGg>cAgp.R866Q 0.054054 FALSE FALSE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.518519 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 1 TRUE TRUE FALSE

c.(3322-3324)ccG>ccAp.P1108P 0.515152 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.465278 TRUE TRUE TRUE

c.(244-246)ctC>ctTp.L82L 0.522388 FALSE TRUE TRUE

c.(196-198)Tgc>Cgcp.C66R 0.139344 TRUE FALSE FALSE

c.(490-492)ctT>ctCp.L164L 0.977273 FALSE TRUE FALSE

c.(13192-13194)caA>caGp.Q4398Q 0.476923 TRUE TRUE TRUE

c.(1189-1191)aCt>aTtp.T397I 0.907216 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(1408-1410)Gaa>Taap.E470* 0.35514 TRUE TRUE FALSE

c.(280-282)Gac>Aacp.D94N 0.264706 FALSE TRUE TRUE

c.(304-306)Ttg>Ctgp.L102L 0.483871 TRUE TRUE TRUE

c.(8332-8334)caA>caGp.Q2778Q 0.111111 TRUE TRUE FALSE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.527066 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.067669 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.523437 TRUE TRUE TRUE

c.(538-540)acT>acCp.T180T 1 FALSE TRUE FALSE

c.(1672-1674)gCa>gTap.A558V 0.93662 TRUE TRUE TRUE



c.(10501-10503)caG>caAp.Q3501Q 0.537634 TRUE TRUE TRUE

c.(415-417)gaC>gaTp.D139D 0.568182 TRUE TRUE TRUE

c.(1390-1392)Gag>Aagp.E464K 0.530612 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.990909 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.465704 TRUE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.497409 TRUE TRUE TRUE

c.(2920-2922)Ggt>Agtp.G974S 0.387097 FALSE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.494083 TRUE TRUE TRUE

c.(2446-2448)tcA>tcCp.S816S 0.47099 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.996764 TRUE TRUE TRUE

c.(607-609)Ccc>Gccp.P203A 0.538462 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.53125 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.443787 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.677632 TRUE TRUE FALSE

c.(2077-2079)gaC>gaAp.D693E 0.468182 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.42616 TRUE TRUE TRUE

c.(4483-4485)gaT>gaCp.D1495D 0.545455 FALSE TRUE TRUE

c.(538-540)ctA>ctCp.L180L 0.531496 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.508475 TRUE TRUE FALSE

c.(814-816)ttG>ttCp.L272F 0.455 FALSE TRUE TRUE

c.(781-783)Atc>Gtcp.I261V 1 FALSE TRUE FALSE

c.(4282-4284)cAg>cGgp.Q1428R 0.923077 TRUE TRUE TRUE

c.(1414-1416)ctT>ctGp.L472L 0.981132 TRUE TRUE FALSE

c.(715-717)ccG>ccAp.P239P 0.5 TRUE TRUE FALSE

c.(832-834)tcA>tcTp.S278S 0.503448 TRUE TRUE TRUE

c.(4720-4722)gGg>gCgp.G1574A 0.448276 TRUE TRUE TRUE

c.(529-531)Gcc>Accp.A177T 1 FALSE TRUE FALSE

c.(397-399)Gca>Acap.A133T 0.285714 FALSE FALSE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.506925 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.477064 FALSE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.524845 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.457031 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.490798 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.092784 TRUE TRUE FALSE

c.(1108-1110)taT>taCp.Y370Y 0.107438 FALSE TRUE TRUE

c.(736-738)Ggc>Agcp.G246S 0.512195 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 1 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.261364 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.480645 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.47619 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.990291 TRUE TRUE TRUE

c.(271-273)cGc>cAcp.R91H 0.515385 TRUE TRUE TRUE

c.(322-324)ccC>ccTp.P108P 0.75 TRUE TRUE FALSE

c.(6853-6855)Gtg>Atgp.V2285M 0.419355 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.554745 FALSE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.464455 TRUE TRUE TRUE



c.(10258-10260)agA>agGp.R3420R 0.546875 FALSE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.457364 TRUE TRUE TRUE

c.(91-93)aTa>aCap.I31T 1 FALSE TRUE FALSE

c.(1480-1482)acT>acCp.T494T 1 FALSE TRUE FALSE

c.(505-507)gaG>gaAp.E169E 1 FALSE TRUE FALSE

c.(358-360)gcC>gcTp.A120A 0.357143 TRUE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.409091 TRUE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.497326 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.505 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.428571 TRUE TRUE FALSE

c.(1543-1545)acT>acGp.T515T 0.507634 FALSE FALSE FALSE

c.(16-18)Tgg>Cggp.W6R 0.12 TRUE TRUE FALSE

c.(1864-1866)Gtg>Atgp.V622M 0.47619 TRUE TRUE TRUE

c.(97-99)agG>agTp.R33S 0.428571 TRUE TRUE TRUE

c.(2362-2364)Cgc>Tgcp.R788C 0.432584 FALSE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.5 TRUE TRUE TRUE

c.(1861-1863)cGc>cAcp.R621H 0.608696 FALSE TRUE TRUE

c.(2494-2496)Cgg>Tggp.R832W 0.510638 TRUE TRUE TRUE

c.(826-828)tAt>tCtp.Y276S 0.204082 TRUE TRUE TRUE

c.(4129-4131)Ccc>Tccp.P1377S 0.484848 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.486911 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.446429 TRUE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.57377 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.102503 TRUE TRUE FALSE

c.(1126-1128)ctG>ctCp.L376L 0.463576 TRUE TRUE TRUE

c.(691-693)Tgt>Cgtp.C231R 0.10084 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.100529 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.065733 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.464286 TRUE TRUE TRUE

c.(1993-1995)atG>atAp.M665I 0.9375 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(6448-6450)cCa>cGap.P2150R 0.520661 FALSE FALSE FALSE

c.(2170-2172)ccG>ccAp.P724P 0.529412 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.522613 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 1 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.886364 TRUE TRUE FALSE

c.(1327-1329)cTg>cCgp.L443P 1 TRUE TRUE FALSE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.492063 TRUE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 0.411765 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.3375 TRUE TRUE FALSE

c.(3979-3981)gAt>gGtp.D1327G 0.522388 FALSE TRUE TRUE

c.e85-1 0.30303 FALSE FALSE FALSE

c.(724-726)cGg>cAgp.R242Q 0.377049 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.416667 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.484746 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.513043 FALSE TRUE FALSE



c.(1333-1335)agG>agAp.R445R 0.486111 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.989474 TRUE TRUE FALSE

c.(1576-1578)agC>agTp.S526S 0.529412 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.356322 TRUE TRUE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.435065 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.440299 TRUE TRUE TRUE

c.(7573-7575)Ctc>Gtcp.L2525V 0.571429 TRUE TRUE FALSE

c.(994-996)gGc>gCcp.G332A 0.449612 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.523179 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.064789 TRUE TRUE FALSE

c.(1738-1740)tCc>tTcp.S580F 0.380952 FALSE FALSE FALSE

c.(55-57)caC>caTp.H19H 0.567164 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.455446 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.515748 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.425926 TRUE TRUE TRUE

c.(1123-1125)tGc>tAcp.C375Y 0.833333 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.036952 TRUE TRUE FALSE

c.(214-216)aCg>aGgp.T72R 0.8 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.226415 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.231343 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.459459 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.5625 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.481818 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.508143 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.461111 TRUE TRUE TRUE

c.(1831-1833)caG>caAp.Q611Q 0.137931 FALSE FALSE FALSE

c.(907-909)aaG>aaAp.K303K 0.443425 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.488372 FALSE TRUE FALSE

c.(7501-7503)Ata>Gtap.I2501V 0.47678 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.427835 TRUE TRUE TRUE

c.(667-669)ttC>ttTp.F223F 0.75 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.568 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.444915 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 1 TRUE TRUE TRUE

c.(1375-1377)tAc>tGcp.Y459C 0.375 TRUE TRUE FALSE

c.(3835-3837)gAc>gCcp.D1279A 0.457516 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.363636 TRUE TRUE TRUE

c.(91-93)Aag>Gagp.K31E 0.102564 TRUE TRUE FALSE

c.(6757-6759)gaT>gaCp.D2253D 0.486486 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.995074 TRUE TRUE TRUE

c.(3514-3516)ttC>ttTp.F1172F 0.495575 TRUE TRUE TRUE

c.(13-15)Gtg>Ctgp.V5L 0.761905 FALSE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.522293 TRUE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 0.516129 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 1 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.99187 TRUE TRUE TRUE



c.(1783-1785)caG>caAp.Q595Q 0.096774 FALSE FALSE FALSE

c.(568-570)caC>caTp.H190H 0.419355 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.352657 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.328283 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 1 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.511111 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.995556 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.310345 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.62069 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.452586 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.625 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.666667 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.382022 TRUE TRUE TRUE

c.(55-57)atT>atCp.I19I 1 FALSE TRUE FALSE

c.(2572-2574)ggC>ggTp.G858G 0.461078 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.47619 TRUE TRUE TRUE

c.(6586-6588)Ctg>Ttgp.L2196L 0.536585 FALSE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.094675 TRUE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.203791 TRUE FALSE FALSE

c.(3880-3882)aaG>aaAp.K1294K 0.527778 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.588235 TRUE TRUE FALSE

c.(766-768)gGa>gCap.G256A 1 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.429907 TRUE TRUE TRUE

c.(1138-1140)Ttt>Attp.F380I 0.462025 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.481481 TRUE TRUE FALSE

c.(361-363)gcC>gcTp.A121A 0.5 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.173611 TRUE TRUE FALSE

c.(499-501)cGa>cAap.R167Q 0.460993 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.308989 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.357143 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.466102 TRUE TRUE TRUE

c.(196-198)Tgc>Cgcp.C66R 0.165138 TRUE FALSE FALSE

c.(667-669)gcC>gcTp.A223A 1 FALSE TRUE FALSE

c.(1804-1806)Gtg>Atgp.V602M 0.967742 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.518072 TRUE TRUE TRUE

c.(199-201)gTa>gGap.V67G 0.8 TRUE TRUE TRUE

c.(5536-5538)Tca>Acap.S1846T 0.990826 TRUE TRUE TRUE

c.(85-87)gcC>gcTp.A29A 0.333333 FALSE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.995434 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.50641 TRUE TRUE FALSE

c.(364-366)Ctg>Gtgp.L122V 0.5 TRUE TRUE TRUE

c.(1270-1272)gaC>gaTp.D424D 0.833333 FALSE TRUE FALSE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(2623-2625)acG>acAp.T875T 0.52551 TRUE TRUE TRUE

c.(985-987)gaC>gaTp.D329D 0.236111 TRUE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.99 TRUE TRUE TRUE



c.(208-210)aaG>aaAp.K70K 0.525926 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.494624 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 1 TRUE TRUE TRUE

c.(700-702)Cgt>Tgtp.R234C 0.099174 TRUE FALSE FALSE

c.(145-147)ttC>ttGp.F49L 0.481728 FALSE TRUE TRUE

c.(580-582)gaG>gaAp.E194E 0.727273 FALSE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.463855 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.120879 TRUE TRUE FALSE

c.(166-168)caA>caGp.Q56Q 0.510917 TRUE TRUE TRUE

c.(7390-7392)gCc>gTcp.A2464V 0.705882 FALSE FALSE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.984127 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.991416 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.066327 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.120879 TRUE TRUE FALSE

c.(634-636)Cag>Gagp.Q212E 0.333333 TRUE TRUE TRUE

c.(934-936)Gat>Aatp.D312N 0.49569 FALSE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.467742 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 1 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.461538 TRUE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.516129 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(451-453)gCc>gTcp.A151V 0.152381 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.432749 TRUE TRUE TRUE

c.(2323-2325)Gtc>Atcp.V775I 0.482927 FALSE TRUE TRUE

c.(4138-4140)atG>atTp.M1380I 0.473684 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.206897 TRUE TRUE FALSE

c.(163-165)Tta>Ctap.L55L 1 FALSE TRUE FALSE

c.(1513-1515)aTa>aCap.I505T 0.496154 FALSE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.532051 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 1 TRUE TRUE TRUE

c.(835-837)Gcc>Accp.A279T 0.510638 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.548507 TRUE TRUE TRUE

c.(769-771)caT>caCp.H257H 0.035294 TRUE FALSE FALSE

c.(13687-13689)ccC>ccTp.P4563P 0.386792 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.511111 TRUE TRUE TRUE

c.(2485-2487)atA>atGp.I829M 0.515152 FALSE FALSE TRUE

c.(1267-1269)gGa>gAap.G423E 0.6875 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.470339 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.467005 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.52349 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.492958 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.040788 TRUE TRUE FALSE

c.(1330-1332)Agc>Ggcp.S444G 0.428571 TRUE TRUE FALSE

c.(76-78)aaG>aaAp.K26K 0.073359 TRUE TRUE FALSE

c.(4162-4164)gTc>gCcp.V1388A 0.35 TRUE TRUE FALSE

c.(1342-1344)Atc>Gtcp.I448V 0.615385 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.20339 TRUE TRUE TRUE



c.(1048-1050)ccG>ccAp.P350P 0.050489 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.55914 TRUE TRUE TRUE

c.(2050-2052)gcG>gcAp.A684A 0.4 FALSE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.558233 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.219512 TRUE TRUE TRUE

c.(3055-3057)cCg>cTgp.P1019L 0.333333 FALSE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.475771 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.391304 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.714286 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.502392 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.551136 TRUE TRUE TRUE

c.(451-453)gCc>gTcp.A151V 0.133047 TRUE TRUE FALSE

c.(874-876)gaA>gaGp.E292E 0.666667 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.492593 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.5 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.315789 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.484127 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.487903 TRUE TRUE TRUE

c.(2080-2082)Gca>Acap.A694T 0.495495 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.099099 TRUE TRUE FALSE

c.(1558-1560)ggC>ggAp.G520G 0.177419 FALSE FALSE FALSE

c.(1516-1518)cgG>cgAp.R506R 0.182648 TRUE TRUE TRUE

c.(10843-10845)gGa>gCap.G3615A 0.508671 TRUE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.471831 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.484848 TRUE TRUE TRUE

c.(289-291)acG>acAp.T97T 0.363014 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.462121 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.550847 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.624 TRUE TRUE TRUE

c.(4066-4068)ttG>ttAp.L1356L 0.516949 FALSE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.472222 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.471204 TRUE TRUE TRUE

c.(1252-1254)ttT>ttCp.F418F 0.478632 FALSE TRUE TRUE

c.(643-645)caG>caAp.Q215Q 0.636364 FALSE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.439024 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.156069 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.465753 TRUE TRUE FALSE

c.(127-129)tcA>tcGp.S43S 0.101796 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.479592 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.473913 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.117647 TRUE TRUE FALSE

c.(553-555)ggG>ggAp.G185G 0.6 FALSE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.464789 TRUE TRUE TRUE

c.(6043-6045)Acc>Gccp.T2015A 0.161972 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.560976 TRUE TRUE TRUE



c.(166-168)agC>agTp.S56S 0.7375 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.988636 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.50655 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.429907 TRUE TRUE TRUE

c.(4843-4845)gtA>gtGp.V1615V 0.759036 FALSE FALSE FALSE

c.(850-852)cCa>cAap.P284Q 0.5 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.456522 TRUE TRUE TRUE

c.(235-237)Att>Gttp.I79V 0.428571 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.430464 TRUE TRUE TRUE

c.(2149-2151)gCg>gTgp.A717V 0.166667 FALSE TRUE TRUE

c.(91-93)Aag>Gagp.K31E 0.090226 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.559322 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.477157 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.537815 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.497512 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.995614 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.205674 TRUE TRUE FALSE

c.(823-825)ccA>ccGp.P275P 0.25 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.283237 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 1 TRUE TRUE TRUE

c.(2890-2892)caT>caCp.H964H 0.220183 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.309524 TRUE TRUE TRUE

c.(2092-2094)cCc>cGcp.P698R 0.638889 FALSE TRUE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.322581 FALSE TRUE FALSE

c.(1768-1770)acC>acAp.T590T 0.493902 FALSE FALSE FALSE

c.(748-750)gcA>gcGp.A250A 0.440329 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.511905 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.505435 TRUE TRUE FALSE

c.(2494-2496)Cgg>Tggp.R832W 0.473029 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.454545 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.240385 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.486607 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.508333 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.263158 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.483193 TRUE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.443396 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.457317 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.395833 TRUE TRUE FALSE

c.(9715-9717)gtT>gtGp.V3239V 0.539823 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.215054 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.047081 TRUE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.424 TRUE TRUE TRUE

c.(9418-9420)cAa>cGap.Q3140R 0.437811 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.493243 TRUE TRUE TRUE

c.(4264-4266)Gag>Aagp.E1422K 0.272727 FALSE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE



c.(808-810)Cgc>Tgcp.R270C 0.684211 TRUE TRUE TRUE

c.(7366-7368)Gtt>Attp.V2456I 0.473404 FALSE TRUE TRUE

c.(5662-5664)Ggc>Agcp.G1888S 0.297297 FALSE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.6 TRUE TRUE TRUE

c.(691-693)Tgt>Cgtp.C231R 0.075 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.522727 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.170455 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.225434 TRUE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.453947 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 1 TRUE TRUE TRUE

c.(4231-4233)cAg>cGgp.Q1411R 0.747253 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.181208 TRUE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.3875 TRUE TRUE FALSE

c.(1591-1593)gGa>gAap.G531E 0.187342 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 1 TRUE TRUE TRUE

c.(5122-5124)tcG>tcTp.S1708S 0.45283 FALSE TRUE TRUE

c.(541-543)Cct>Tctp.P181S 0.6 TRUE TRUE FALSE

c.(5536-5538)Tca>Acap.S1846T 0.488372 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.198758 TRUE TRUE TRUE

c.(1849-1851)Ctg>Ttgp.L617L 0.446154 FALSE TRUE TRUE

c.(223-225)cCt>cTtp.P75L 0.611111 FALSE FALSE FALSE

c.(2350-2352)ccC>ccGp.P784P 0.5 TRUE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.444954 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.541667 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.186528 TRUE TRUE FALSE

c.(1012-1014)caC>caTp.H338H 0.561798 FALSE TRUE FALSE

c.(6607-6609)caC>caTp.H2203H 0.818182 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.046701 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.182836 TRUE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.172043 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.271739 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.454545 TRUE TRUE TRUE

c.(457-459)ttG>ttAp.L153L 1 FALSE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.472222 TRUE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.510638 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.581921 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.45045 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.5 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.42268 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(607-609)Ccc>Gccp.P203A 0.505376 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.536842 TRUE TRUE TRUE

c.(247-249)cCa>cAap.P83Q 0.062937 TRUE FALSE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.47181 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.428571 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.602941 TRUE TRUE FALSE



c.(1408-1410)Gaa>Taap.E470* 0.35 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.237805 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.489583 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.371795 TRUE TRUE FALSE

c.(109-111)gcG>gcAp.A37A 0.230769 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.456522 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.72093 TRUE TRUE TRUE

c.(922-924)Ctt>Tttp.L308F 0.487903 FALSE FALSE FALSE

c.(334-336)cGa>cAap.R112Q 0.072961 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.484076 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.5375 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.237654 TRUE TRUE FALSE

c.(892-894)tGt>tCtp.C298S 0.519824 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.459184 TRUE TRUE TRUE

c.(529-531)Gct>Actp.A177T 0.259109 FALSE FALSE FALSE

c.(850-852)ccG>ccAp.P284P 0.395604 TRUE TRUE TRUE

c.(859-861)gAa>gTap.E287V 0.428571 TRUE TRUE TRUE

c.(9223-9225)ttA>ttGp.L3075L 0.527778 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.623762 TRUE TRUE TRUE

c.(1609-1611)atA>atGp.I537M 0.508475 TRUE TRUE TRUE

c.(7501-7503)Ata>Gtap.I2501V 0.508772 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.188406 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.206897 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.504854 TRUE TRUE TRUE

c.(10669-10671)ccA>ccGp.P3557P 0.647399 TRUE TRUE TRUE

c.(2113-2115)ggG>ggAp.G705G 0.515152 FALSE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.110526 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.535714 TRUE TRUE TRUE

c.(700-702)Cgt>Tgtp.R234C 0.048 TRUE FALSE FALSE

c.(5695-5697)gtG>gtAp.V1899V 0.495192 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.512346 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.575758 TRUE TRUE TRUE

c.(3283-3285)Atc>Gtcp.I1095V 0.460784 FALSE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.527027 TRUE TRUE TRUE

c.(1321-1323)Cag>Gagp.Q441E 0.625 FALSE TRUE FALSE

c.(262-264)cGa>cAap.R88Q 0.09434 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.046366 TRUE TRUE FALSE

c.(13-15)Gtc>Atcp.V5I 0.386364 TRUE TRUE FALSE

c.(2014-2016)gCg>gTgp.A672V 0.325967 FALSE TRUE TRUE

c.(1039-1041)Cag>Gagp.Q347E 0.666667 TRUE TRUE FALSE

c.(487-489)Gac>Cacp.D163H 0.132743 TRUE FALSE FALSE

c.e2-1 0.745098 FALSE FALSE FALSE

c.(4219-4221)Tct>Actp.S1407T 0.5 FALSE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.344828 TRUE FALSE FALSE

c.(1342-1344)Atc>Gtcp.I448V 0.666667 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.05569 TRUE TRUE FALSE



c.(4678-4680)gaC>gaTp.D1560D 0.603774 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.063063 TRUE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.635 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.580645 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.519337 TRUE TRUE TRUE

c.(583-585)Gga>Agap.G195R 0.497674 FALSE TRUE FALSE

c.(1516-1518)cgG>cgAp.R506R 0.206395 TRUE TRUE TRUE

c.(1636-1638)tgC>tgTp.C546C 0.283951 TRUE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.097087 FALSE TRUE TRUE

c.(1975-1977)gcG>gcAp.A659A 0.548077 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.478673 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.464435 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.142857 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.568807 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.498462 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.561111 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.475 TRUE TRUE FALSE

c.(916-918)gCg>gTgp.A306V 0.272727 FALSE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 1 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.549815 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.482517 TRUE TRUE TRUE

c.(835-837)ggC>ggTp.G279G 0.185366 TRUE TRUE FALSE

c.(865-867)Gat>Aatp.D289N 0.62069 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.990654 TRUE TRUE TRUE

c.(598-600)tgT>tgCp.C200C 1 FALSE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.16092 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.514493 TRUE TRUE TRUE

c.(5083-5085)aCa>aTap.T1695I 0.54918 TRUE TRUE TRUE

c.(274-276)ttT>ttCp.F92F 1 FALSE TRUE FALSE

c.(2002-2004)tcA>tcGp.S668S 0.48 TRUE TRUE TRUE

c.(1093-1095)Gcg>Acgp.A365T 0.540541 FALSE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.192982 FALSE TRUE FALSE

c.(433-435)Act>Cctp.T145P 1 TRUE TRUE TRUE

c.(1786-1788)caG>caCp.Q596H 0.354839 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(9379-9381)Tct>Cctp.S3127P 0.50365 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.379121 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(1717-1719)aCg>aTgp.T573M 0.489051 FALSE TRUE TRUE

c.(1726-1728)tCc>tTcp.S576F 1 FALSE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.969697 TRUE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.175676 TRUE TRUE TRUE

c.(85-87)tcC>tcTp.S29S 1 FALSE TRUE FALSE

c.(2020-2022)gcC>gcTp.A674A 0.453125 FALSE TRUE TRUE

c.(247-249)cCa>cAap.P83Q 0.050725 TRUE FALSE FALSE

c.(3436-3438)cgA>cgGp.R1146R 0.967742 TRUE TRUE FALSE



c.(166-168)agC>agTp.S56S 0.472527 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.994737 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.482353 TRUE TRUE TRUE

c.(2050-2052)cAg>cGgp.Q684R 0.471698 FALSE TRUE FALSE

c.(736-738)atG>atAp.M246I 0.41573 TRUE TRUE TRUE

c.(5632-5634)aCt>aTtp.T1878I 0.486034 TRUE TRUE FALSE

c.(3769-3771)aAt>aGtp.N1257S 0.505319 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.234921 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.711268 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.512821 TRUE TRUE TRUE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.35 TRUE TRUE FALSE

c.(1141-1143)aaC>aaTp.N381N 0.481481 TRUE TRUE FALSE

c.(1429-1431)cGg>cAgp.R477Q 0.049645 TRUE TRUE FALSE

c.(538-540)acT>acCp.T180T 1 FALSE TRUE FALSE

c.(571-573)tCc>tAcp.S191Y 0.461538 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.659794 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.517949 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.235 TRUE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.993007 TRUE TRUE TRUE

c.(163-165)ctC>ctAp.L55L 1 FALSE FALSE FALSE

c.(2050-2052)Aaa>Gaap.K684E 0.416667 FALSE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.30038 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.469136 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.518135 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.45933 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.479381 TRUE TRUE TRUE

c.(5068-5070)Aga>Cgap.R1690R 0.168498 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.46748 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.490272 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 1 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.381818 TRUE TRUE FALSE

c.(382-384)gcC>gcTp.A128A 0.525 FALSE TRUE FALSE

c.(2572-2574)ggC>ggTp.G858G 0.633663 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.044568 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.625 TRUE TRUE FALSE

c.(139-141)gGa>gAap.G47E 0.327869 TRUE TRUE TRUE

c.(2407-2409)cgC>cgTp.R803R 0.525 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.480769 TRUE TRUE TRUE

c.(700-702)gaG>gaTp.E234D 0.5 FALSE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.60274 TRUE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 1 FALSE TRUE FALSE

c.(529-531)Gcc>Accp.A177T 1 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.5 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 1 TRUE TRUE TRUE



c.(5890-5892)ggA>ggCp.G1964G 0.460606 TRUE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.457143 TRUE TRUE FALSE

c.(1474-1476)cCa>cAap.P492Q 0.514286 TRUE TRUE TRUE

c.(7585-7587)ccC>ccTp.P2529P 0.666667 FALSE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.6 TRUE TRUE FALSE

c.(265-267)cTa>cCap.L89P 1 FALSE TRUE FALSE

c.(1504-1506)Cgt>Tgtp.R502C 0.464286 TRUE TRUE FALSE

c.(508-510)taC>taTp.Y170Y 0.515152 TRUE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.117647 TRUE TRUE TRUE

c.(490-492)ctT>ctCp.L164L 1 FALSE TRUE FALSE

c.(1591-1593)gGa>gAap.G531E 0.197183 TRUE TRUE TRUE

c.(859-861)gAa>gTap.E287V 0.625 TRUE TRUE TRUE

c.(1804-1806)Gtg>Atgp.V602M 0.529412 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.5125 TRUE TRUE TRUE

c.(22-24)Cat>Tatp.H8Y 0.384615 TRUE TRUE FALSE

c.(961-963)gCg>gAgp.A321E 0.245902 TRUE TRUE FALSE

c.(901-903)Cag>Gagp.Q301E 0.535714 TRUE TRUE TRUE

c.(418-420)aaT>aaCp.N140N 0.833333 FALSE TRUE FALSE

c.(3739-3741)caG>caAp.Q1247Q 0.473684 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.101695 FALSE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(2815-2817)tCt>tGtp.S939C 0.410042 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.510373 TRUE TRUE FALSE

c.(205-207)Caa>Aaap.Q69K 0.039867 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 1 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.994764 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.8 TRUE TRUE FALSE

c.(1507-1509)tcC>tcTp.S503S 0.409396 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.555556 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.564516 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.441989 TRUE TRUE TRUE

c.(9142-9144)gaC>gaTp.D3048D 0.435294 FALSE FALSE FALSE

c.(157-159)agT>agCp.S53S 0.338095 TRUE TRUE TRUE

c.(1699-1701)ccA>ccCp.P567P 0.520548 TRUE TRUE TRUE

c.(247-249)ggG>ggAp.G83G 0.5 FALSE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.478261 TRUE TRUE TRUE

c.(2587-2589)acA>acGp.T863T 0.891892 TRUE TRUE TRUE

c.(2077-2079)gaC>gaAp.D693E 0.54878 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.1 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.47032 TRUE TRUE FALSE

c.(2506-2508)cgC>cgTp.R836R 0.506579 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.550633 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.49162 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.569231 TRUE TRUE FALSE

c.(1171-1173)atA>atGp.I391M 0.442478 TRUE TRUE TRUE

c.(1414-1416)ctT>ctGp.L472L 0.253731 TRUE TRUE FALSE



c.(3523-3525)Tcc>Cccp.S1175P 0.396226 TRUE TRUE FALSE

c.(922-924)tcG>tcAp.S308S 0.850746 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.551724 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.532967 TRUE TRUE TRUE

c.(1195-1197)ccC>ccTp.P399P 0.314286 FALSE TRUE FALSE

c.(1483-1485)Gtg>Atgp.V495M 0.115385 FALSE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.295 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.518219 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.59707 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.061538 TRUE TRUE TRUE

c.(1237-1239)ccG>ccAp.P413P 0.473684 FALSE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.043478 TRUE FALSE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.119048 TRUE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.146341 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 1 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.415493 TRUE TRUE FALSE

c.(3778-3780)caA>caGp.Q1260Q 0.352941 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.990741 TRUE TRUE TRUE

c.(1609-1611)atA>atGp.I537M 0.083333 FALSE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 1 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.13369 TRUE TRUE FALSE

c.(505-507)gaG>gaAp.E169E 1 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.542169 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(865-867)Ggc>Agcp.G289S 0.512658 FALSE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.481013 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(2782-2784)Ctg>Ttgp.L928L 0.111111 FALSE TRUE FALSE

c.(493-495)gGc>gTcp.G165V 0.5 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.277027 TRUE TRUE FALSE

c.(13-15)Gtc>Atcp.V5I 0.724138 TRUE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.489362 TRUE TRUE TRUE

c.(15976-15978)ctT>ctGp.L5326L 0.569444 TRUE TRUE TRUE

c.(286-288)ttA>ttGp.L96L 0.97561 FALSE TRUE FALSE

c.(1831-1833)Cca>Acap.P611T 0.409449 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.77907 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.492857 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.090909 TRUE TRUE FALSE

c.(772-774)tTc>tCcp.F258S 0.512397 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.089286 TRUE TRUE FALSE

c.(6499-6501)Cgt>Tgtp.R2167C 0.05848 TRUE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.288889 TRUE TRUE FALSE

c.(12286-12288)gaA>gaCp.E4096D 0.527778 FALSE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.0625 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.6 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.546875 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.505263 TRUE TRUE TRUE



c.(2518-2520)cgT>cgCp.R840R 0.629213 FALSE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.448598 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.979167 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.427083 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.482456 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 1 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.484375 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.524691 TRUE TRUE TRUE

c.(1357-1359)aaT>aaGp.N453K 0.611111 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.496503 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.545455 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.238411 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.481308 FALSE TRUE FALSE

c.(2431-2433)gcG>gcAp.A811A 0.492063 TRUE TRUE TRUE

c.(1657-1659)tCt>tTtp.S553F 0.285714 FALSE TRUE FALSE

c.(148-150)aCc>aGcp.T50S 0.482456 FALSE TRUE TRUE

c.(694-696)ccT>ccCp.P232P 0.454545 FALSE TRUE FALSE

c.(835-837)ggC>ggTp.G279G 0.094118 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.367089 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.604651 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.545455 TRUE TRUE TRUE

c.(1105-1107)Gtg>Ttgp.V369L 0.546099 FALSE FALSE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.8 FALSE TRUE FALSE

c.(2101-2103)taC>taTp.Y701Y 0.48538 FALSE TRUE TRUE

c.(742-744)gaT>gaGp.D248E 0.5 FALSE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.159664 TRUE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 0.956522 FALSE TRUE FALSE

c.(769-771)caT>caCp.H257H 0.045455 TRUE FALSE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.235294 TRUE TRUE FALSE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.184211 TRUE TRUE FALSE

c.(2623-2625)acG>acAp.T875T 0.517241 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.521739 TRUE TRUE FALSE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(6043-6045)Acc>Gccp.T2015A 0.091324 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.488722 TRUE TRUE TRUE

c.(1084-1086)Gct>Tctp.A362S 0.727273 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.476923 TRUE TRUE TRUE

c.(1513-1515)Caa>Gaap.Q505E 0.444444 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.565476 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.426087 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 1 TRUE TRUE TRUE

c.(1474-1476)cGt>cAtp.R492H 0.436782 TRUE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 0.592593 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.248619 TRUE TRUE FALSE

c.(1495-1497)gGc>gTcp.G499V 0.19697 FALSE FALSE FALSE



c.(5023-5025)aaG>aaAp.K1675K 0.46 TRUE TRUE TRUE

c.(430-432)taC>taAp.Y144* 0.588235 FALSE FALSE FALSE

c.(1996-1998)ttT>ttCp.F666F 0.703297 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.45098 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(8281-8283)caG>caAp.Q2761Q 0.111111 TRUE FALSE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.472222 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.541667 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.49635 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.507463 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.867925 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.394737 TRUE TRUE TRUE

c.(403-405)aCa>aAap.T135K 0.530435 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.987179 TRUE TRUE TRUE

c.(1144-1146)aAt>aGtp.N382S 0.816327 FALSE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.496503 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.282609 TRUE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.558824 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.447917 TRUE TRUE TRUE

c.(1372-1374)Gca>Acap.A458T 0.923077 FALSE TRUE FALSE

c.(565-567)ccG>ccAp.P189P 0.452055 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.088353 TRUE TRUE FALSE

c.(1207-1209)acC>acTp.T403T 0.333333 FALSE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.814815 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.556701 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 0.857143 FALSE TRUE FALSE

c.(1495-1497)gaA>gaGp.E499E 0.99 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.6 TRUE TRUE FALSE

c.(1195-1197)Cta>Ttap.L399L 1 FALSE FALSE FALSE

c.(3388-3390)atC>atTp.I1130I 0.43662 TRUE TRUE TRUE

c.(139-141)gGa>gAap.G47E 0.062147 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.5625 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(1099-1101)cGg>cAgp.R367Q 0.622642 FALSE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.87037 TRUE TRUE TRUE

c.(2224-2226)gtC>gtGp.V742V 0.479452 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.988372 TRUE TRUE TRUE

c.(547-549)aGt>aAtp.S183N 0.230435 FALSE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.580645 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.573529 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.755556 TRUE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.8 TRUE TRUE FALSE

c.(1591-1593)gGa>gAap.G531E 0.213793 TRUE TRUE TRUE

c.(1591-1593)ccC>ccTp.P531P 0.980769 FALSE TRUE FALSE

c.(2350-2352)ccC>ccGp.P784P 0.982143 TRUE TRUE FALSE

c.(22-24)Cat>Tatp.H8Y 0.689655 TRUE TRUE FALSE

c.(961-963)gCg>gAgp.A321E 0.148148 TRUE TRUE FALSE



c.(1744-1746)gaA>gaGp.E582E 0.490385 TRUE TRUE FALSE

c.(3739-3741)caG>caAp.Q1247Q 0.206897 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.461538 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.485507 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.54386 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.514493 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.296296 TRUE TRUE FALSE

c.(553-555)acC>acTp.T185T 1 FALSE TRUE FALSE

c.(1363-1365)atA>atGp.I455M 0.54902 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.989796 TRUE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.565217 TRUE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.423729 TRUE TRUE TRUE

c.(6034-6036)aGa>aAap.R2012K 0.481013 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.12766 FALSE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.993243 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.475862 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.46789 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.5 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.472 TRUE TRUE TRUE

c.(1387-1389)Atc>Gtcp.I463V 0.380952 FALSE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.5 TRUE TRUE FALSE

c.(532-534)Cat>Gatp.H178D 0.054545 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.583333 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.477612 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.545455 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.423077 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.304348 TRUE TRUE FALSE

c.(109-111)gcG>gcAp.A37A 0.310734 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.210526 TRUE TRUE FALSE

c.(247-249)cGg>cAgp.R83Q 0.545455 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.464286 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.459854 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.456522 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.47619 TRUE TRUE TRUE

c.(12028-12030)Tct>Cctp.S4010P 0.482759 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.116667 TRUE TRUE FALSE

c.(106-108)agG>agAp.R36R 0.125874 TRUE TRUE FALSE

c.(2176-2178)aCg>aAgp.T726K 1 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.532847 TRUE TRUE TRUE

c.(7171-7173)aCt>aGtp.T2391S 0.160377 TRUE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.46988 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.492754 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.204819 TRUE TRUE TRUE

c.(4054-4056)Gaa>Aaap.E1352K 0.491228 FALSE TRUE FALSE

c.(859-861)gAa>gTap.E287V 0.333333 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.173913 TRUE TRUE TRUE



c.(3772-3774)caG>caAp.Q1258Q 0.107143 TRUE FALSE TRUE

c.(895-897)gaA>gaGp.E299E 0.481203 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.070288 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.533898 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.188406 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.534483 TRUE TRUE TRUE

c.(1732-1734)Agt>Ggtp.S578G 0.143646 FALSE FALSE FALSE

c.(2092-2094)Cct>Actp.P698T 0.97561 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.366337 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.513514 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.521739 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.15534 FALSE FALSE FALSE

c.(13045-13047)acG>acAp.T4349T 0.520833 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.44186 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.75 TRUE TRUE TRUE

c.(2530-2532)Gag>Aagp.E844K 0.666667 TRUE TRUE TRUE

c.(1099-1101)atT>atGp.I367M 0.113043 TRUE FALSE FALSE

c.(43-45)Ccc>Tccp.P15S 0.046322 TRUE TRUE FALSE

c.(3325-3327)tCa>tTap.S1109L 0.730769 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.333333 TRUE TRUE TRUE

c.(871-873)tTt>tGtp.F291C 0.121951 FALSE FALSE FALSE

c.(1582-1584)Gtg>Atgp.V528M 0.113636 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.404762 TRUE TRUE TRUE

c.(2971-2973)Aac>Gacp.N991D 0.464286 TRUE TRUE TRUE

c.(409-411)Caa>Aaap.Q137K 0.034277 TRUE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.571429 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.555556 TRUE TRUE TRUE

c.(1591-1593)taT>taCp.Y531Y 0.113924 FALSE FALSE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.100746 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.147959 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.553191 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.423077 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.062112 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.15368 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.484848 TRUE TRUE FALSE

c.(1993-1995)aCa>aTap.T665I 0.452381 TRUE TRUE TRUE

c.(325-327)caA>caGp.Q109Q 0.189189 FALSE FALSE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.542857 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.458333 TRUE TRUE TRUE

c.(667-669)Gag>Aagp.E223K 0.423077 FALSE TRUE FALSE

c.(2887-2889)gGg>gAgp.G963E 0.434783 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.444444 TRUE TRUE FALSE

c.(3292-3294)gcT>gcCp.A1098A 0.463415 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.6875 TRUE TRUE TRUE

c.(1993-1995)gaA>gaGp.E665E 0.071429 FALSE FALSE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.434783 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.161905 FALSE FALSE FALSE



c.(472-474)aGt>aAtp.S158N 0.689655 TRUE TRUE TRUE

c.(73-75)agC>agAp.S25R 0.215385 FALSE FALSE FALSE

c.(1933-1935)Gtg>Atgp.V645M 0.547619 FALSE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.178138 FALSE FALSE FALSE

c.(538-540)gCc>gTcp.A180V 0.127273 FALSE FALSE FALSE

c.(430-432)tTa>tGap.L144* 0.090909 FALSE FALSE FALSE

c.(10843-10845)gGa>gCap.G3615A 0.54717 TRUE TRUE TRUE

c.(2431-2433)gcG>gcAp.A811A 0.5 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.529412 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.555556 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.419355 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.062762 TRUE TRUE FALSE

c.(748-750)ctA>ctGp.L250L 0.982143 FALSE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.466667 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.454545 TRUE TRUE TRUE

c.(1132-1134)aGt>aAtp.S378N 0.105691 TRUE TRUE FALSE

c.(3967-3969)gAt>gTtp.D1323V 0.114286 FALSE FALSE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.21875 FALSE TRUE FALSE

c.(31-33)Tct>Cctp.S11P 0.25 FALSE TRUE FALSE

c.(5629-5631)cCc>cTcp.P1877L 0.468354 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.444444 TRUE TRUE TRUE

c.(889-891)ctT>ctCp.L297L 0.1125 FALSE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.475 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.428571 TRUE TRUE FALSE

c.(1363-1365)tcA>tcGp.S455S 0.520833 TRUE TRUE TRUE

c.(235-237)ccT>ccAp.P79P 0.5 TRUE TRUE TRUE

c.(4675-4677)Gtg>Atgp.V1559M 0.564103 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.266667 TRUE TRUE TRUE

c.(79-81)cTg>cGgp.L27R 0.146341 FALSE FALSE FALSE

c.(1885-1887)acT>acAp.T629T 0.285714 TRUE TRUE TRUE

c.(1429-1431)cGg>cAgp.R477Q 0.131579 TRUE TRUE FALSE

c.(7504-7506)Ggt>Agtp.G2502S 0.633333 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.111111 TRUE TRUE FALSE

c.(820-822)Aga>Ggap.R274G 0.277778 FALSE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 0.978261 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.777778 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(604-606)gaA>gaGp.E202E 0.107692 FALSE FALSE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.07377 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.45 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.466667 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.653846 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.25 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.151292 FALSE FALSE FALSE

c.(220-222)Cga>Tgap.R74* 0.135135 TRUE TRUE TRUE

c.(343-345)ggA>ggGp.G115G 1 FALSE TRUE FALSE



c.(1849-1851)agT>agCp.S617S 0.193548 TRUE TRUE TRUE

c.(1399-1401)aaT>aaCp.N467N 0.416667 FALSE TRUE TRUE

c.(688-690)taC>taTp.Y230Y 0.416667 TRUE TRUE TRUE

c.(2890-2892)caT>caCp.H964H 0.444444 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.714286 TRUE TRUE TRUE

c.(94-96)gCg>gTgp.A32V 0.138462 FALSE FALSE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.416667 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.432432 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.567568 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 1 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.454545 TRUE TRUE TRUE

c.(85-87)tTa>tAap.L29* 0.235294 FALSE FALSE FALSE

c.(7945-7947)cGt>cAtp.R2649H 0.530303 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.4625 TRUE TRUE TRUE

c.(871-873)tcC>tcTp.S291S 1 TRUE TRUE TRUE

c.(2239-2241)aaT>aaGp.N747K 0.089109 FALSE FALSE FALSE

c.(2572-2574)ggC>ggTp.G858G 0.444444 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.333333 TRUE TRUE FALSE

c.(4696-4698)Agt>Cgtp.S1566R 0.121212 FALSE FALSE FALSE

c.(1300-1302)Gaa>Aaap.E434K 0.472973 TRUE TRUE TRUE

c.(2227-2229)caT>caCp.H743H 0.360656 TRUE TRUE TRUE

c.(9418-9420)cAa>cGap.Q3140R 0.5 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.153846 TRUE FALSE FALSE

c.(493-495)gaC>gaTp.D165D 0.928571 TRUE TRUE FALSE

c.(148-150)acG>acAp.T50T 0.1 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.608696 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.581395 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.574074 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.607143 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.444444 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.5 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.538462 TRUE TRUE TRUE

c.(169-171)Gca>Acap.A57T 0.162602 FALSE FALSE FALSE

c.(1924-1926)gaT>gaAp.D642E 0.363636 FALSE FALSE FALSE

c.(1909-1911)Att>Gttp.I637V 0.923077 TRUE TRUE TRUE

c.(1837-1839)caG>caAp.Q613Q 0.133333 FALSE FALSE FALSE

c.(3358-3360)gTt>gCtp.V1120A 0.21875 FALSE FALSE FALSE

c.(391-393)aGa>aAap.R131K 0.483871 TRUE TRUE TRUE

c.(880-882)aAt>aGtp.N294S 0.241379 FALSE TRUE TRUE

c.(682-684)cAg>cCgp.Q228P 0.25 TRUE TRUE FALSE

c.(3430-3432)Aag>Gagp.K1144E 0.380952 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.517241 TRUE TRUE TRUE

c.(1804-1806)Gtg>Atgp.V602M 0.928571 TRUE TRUE FALSE

c.(1489-1491)gaG>gaCp.E497D 0.375 TRUE TRUE TRUE

c.(1762-1764)Aaa>Caap.K588Q 0.088542 FALSE FALSE FALSE



c.(9598-9600)Ctg>Ttgp.L3200L 0.515625 TRUE TRUE TRUE

c.(712-714)gaA>gaGp.E238E 1 FALSE TRUE FALSE

c.(58-60)gcT>gcCp.A20A 0.192661 FALSE FALSE FALSE

c.(8332-8334)caA>caGp.Q2778Q 0.4 FALSE TRUE FALSE

c.(760-762)tTa>tGap.L254* 0.135354 FALSE FALSE FALSE

c.(2740-2742)aaA>aaGp.K914K 0.217391 FALSE FALSE FALSE

c.(1744-1746)gaA>gaGp.E582E 0.360825 TRUE TRUE FALSE

c.(2506-2508)cgC>cgTp.R836R 0.428571 TRUE TRUE TRUE

c.(9223-9225)ttA>ttGp.L3075L 0.470588 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.527273 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.8 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.509091 TRUE TRUE FALSE

c.(646-648)gaT>gaCp.D216D 0.984375 FALSE TRUE FALSE

c.(205-207)Caa>Aaap.Q69K 0.047619 TRUE TRUE FALSE

c.(1672-1674)gCa>gTap.A558V 0.359375 TRUE TRUE TRUE

c.(400-402)ccC>ccAp.P134P 0.428571 TRUE TRUE TRUE

c.(3004-3006)tAt>tGtp.Y1002C 0.416667 FALSE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.491228 TRUE TRUE FALSE

c.(670-672)Ctg>Ttgp.L224L 0.142857 FALSE FALSE FALSE

c.(865-867)Aat>Catp.N289H 0.520833 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.5 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.142857 TRUE TRUE FALSE

c.(3676-3678)gGc>gTcp.G1226V 0.375 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.5 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.099415 TRUE TRUE FALSE

c.(1849-1851)taC>taTp.Y617Y 0.14 FALSE FALSE FALSE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.289062 TRUE TRUE TRUE

c.(700-702)Gtc>Ctcp.V234L 0.159091 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.522727 TRUE TRUE TRUE

c.(2587-2589)acA>acGp.T863T 0.440678 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.235294 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.5 TRUE TRUE TRUE

c.(5026-5028)Gca>Acap.A1676T 0.08 FALSE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.975 TRUE TRUE TRUE

c.(385-387)atG>atAp.M129I 0.571429 TRUE TRUE TRUE

c.(1495-1497)Agg>Gggp.R499G 0.5 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.441176 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.545455 TRUE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.444444 TRUE TRUE TRUE

c.(3739-3741)aCt>aTtp.T1247I 0.628571 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.333333 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.608696 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.183206 FALSE FALSE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.2 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 1 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.464286 TRUE TRUE TRUE



c.(9682-9684)agG>agAp.R3228R 0.348837 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.119403 TRUE TRUE FALSE

c.(1756-1758)gcA>gcGp.A586A 0.109375 FALSE FALSE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.477273 TRUE TRUE TRUE

c.(5947-5949)Ggc>Cgcp.G1983R 0.428571 FALSE FALSE FALSE

c.(826-828)cGa>cAap.R276Q 0.525424 TRUE TRUE TRUE

c.(3343-3345)aAt>aGtp.N1115S 0.2 FALSE FALSE FALSE

c.(7339-7341)ggT>ggAp.G2447G 0.5 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.571429 TRUE TRUE TRUE

c.(538-540)Gcc>Tccp.A180S 0.12963 FALSE FALSE FALSE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.666667 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.625 TRUE TRUE TRUE

c.(7045-7047)Tgg>Gggp.W2349G0.170213 FALSE TRUE TRUE

c.(1069-1071)tCt>tAtp.S357Y 0.333333 FALSE FALSE FALSE

c.(895-897)gaA>gaGp.E299E 0.992063 TRUE TRUE TRUE

c.(28-30)Cgg>Tggp.R10W 0.175 FALSE FALSE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.52 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.558824 TRUE TRUE TRUE

c.(886-888)Gag>Cagp.E296Q 0.111111 FALSE FALSE FALSE

c.(2365-2367)aaG>aaAp.K789K 0.152174 FALSE FALSE FALSE

c.(106-108)agG>agAp.R36R 0.3125 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.674699 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.625 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 1 TRUE TRUE TRUE

c.(1129-1131)cAg>cGgp.Q377R 0.8 TRUE TRUE TRUE

c.(2362-2364)Aag>Gagp.K788E 0.382353 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(874-876)gaA>gaGp.E292E 0.666667 TRUE TRUE TRUE

c.(859-861)Gcg>Tcgp.A287S 0.545455 FALSE TRUE TRUE

c.(943-945)Cgg>Tggp.R315W 0.537037 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.511628 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.414634 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.11828 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.594937 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 1 TRUE TRUE TRUE

c.(9850-9852)ccG>ccAp.P3284P 0.483871 FALSE TRUE TRUE

c.(2614-2616)gCa>gTap.A872V 0.181818 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.079208 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.421053 TRUE TRUE TRUE

c.(58-60)aaA>aaGp.K20K 1 FALSE TRUE FALSE

c.(514-516)Tct>Cctp.S172P 0.329787 FALSE FALSE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.612245 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.625 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.446809 TRUE TRUE TRUE

c.(58-60)acA>acTp.T20T 1 FALSE TRUE FALSE

c.(8152-8154)Att>Gttp.I2718V 0.480769 TRUE TRUE TRUE



c.(478-480)tGc>tAcp.C160Y 0.48 FALSE FALSE FALSE

c.(835-837)gTg>gCgp.V279A 0.216216 TRUE TRUE FALSE

c.(1516-1518)cgG>cgAp.R506R 0.228814 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.078947 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.511628 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.507246 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.5 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.214286 FALSE TRUE FALSE

c.(247-249)ctG>ctCp.L83L 0.289474 FALSE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.96 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.285714 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 1 TRUE TRUE FALSE

c.(805-807)Tgt>Cgtp.C269R 0.185185 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(3496-3498)cTa>cCap.L1166P 0.818182 TRUE TRUE TRUE

c.(4639-4641)acC>acTp.T1547T 0.636364 FALSE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(997-999)gaG>gaAp.E333E 0.333333 FALSE TRUE TRUE

c.(1444-1446)Atc>Gtcp.I482V 1 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.384615 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.417722 TRUE TRUE TRUE

c.(295-297)ggG>ggAp.G99G 0.888889 FALSE TRUE FALSE

c.(3070-3072)gcC>gcAp.A1024A 0.6 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.214286 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.857143 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.5 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.472222 TRUE TRUE TRUE

c.(4819-4821)Cct>Gctp.P1607A 0.078431 FALSE FALSE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.253521 TRUE TRUE FALSE

c.(5680-5682)tCc>tGcp.S1894C 0.151515 FALSE FALSE FALSE

c.(421-423)Acc>Gccp.T141A 0.636364 FALSE FALSE FALSE

c.(220-222)Cga>Tgap.R74* 0.163121 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 1 TRUE TRUE TRUE

c.(178-180)atT>atCp.I60I 0.909091 FALSE TRUE FALSE

c.(2410-2412)Ctt>Gttp.L804V 0.128079 FALSE TRUE FALSE

c.(163-165)atG>atAp.M55I 1 FALSE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 1 TRUE TRUE TRUE

c.(1342-1344)caA>caGp.Q448Q 0.45098 FALSE TRUE TRUE

c.(1732-1734)Gag>Aagp.E578K 0.375 FALSE TRUE FALSE

c.(175-177)Gca>Acap.A59T 0.666667 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.517241 TRUE TRUE TRUE

c.(1672-1674)Acc>Gccp.T558A 0.473684 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.611111 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.533333 TRUE TRUE TRUE

c.(6742-6744)ccG>ccAp.P2248P 0.48 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.45614 TRUE TRUE FALSE



c.(2680-2682)cGg>cAgp.R894Q 0.077778 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.512195 TRUE TRUE TRUE

c.(673-675)Agg>Gggp.R225G 0.131707 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.508772 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.967742 TRUE TRUE TRUE

c.(859-861)gCg>gTgp.A287V 0.545455 FALSE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.875 TRUE TRUE TRUE

c.(10234-10236)Att>Gttp.I3412V 0.6 FALSE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.233766 TRUE TRUE TRUE

c.(760-762)cCc>cTcp.P254L 0.457627 FALSE TRUE TRUE

c.(3190-3192)Ccc>Tccp.P1064S 0.590909 FALSE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.428571 TRUE TRUE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.107692 TRUE FALSE FALSE

c.(3073-3075)acC>acTp.T1025T 0.506024 FALSE TRUE TRUE

c.(4234-4236)cgG>cgCp.R1412R 0.5 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.978723 TRUE TRUE TRUE

c.e4-1 0.4 FALSE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.119048 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 1 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.448276 TRUE TRUE FALSE

c.(343-345)Gca>Acap.A115T 0.083333 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(1630-1632)ggT>ggCp.G544G 0.307692 FALSE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.870968 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.5 TRUE TRUE TRUE

c.(1597-1599)caA>caGp.Q533Q 0.5 TRUE FALSE FALSE

c.(1591-1593)gGa>gAap.G531E 0.183486 TRUE TRUE TRUE

c.(154-156)Gaa>Aaap.E52K 1 FALSE TRUE FALSE

c.(9598-9600)Ctg>Ttgp.L3200L 0.195122 TRUE TRUE TRUE

c.(706-708)Act>Gctp.T236A 0.416667 FALSE FALSE FALSE

c.(2329-2331)gtC>gtTp.V777V 0.46875 TRUE TRUE TRUE

c.(949-951)Agc>Ggcp.S317G 1 FALSE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.523077 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.486486 TRUE TRUE TRUE

c.(3451-3453)cCt>cTtp.P1151L 0.578947 FALSE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.059829 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.525424 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.418605 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(415-417)gaC>gaTp.D139D 0.933333 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.571429 TRUE TRUE TRUE

c.(610-612)Cgg>Tggp.R204W 0.276596 TRUE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.463415 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.642857 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.434783 TRUE TRUE TRUE



c.(8851-8853)gtT>gtCp.V2951V 0.517241 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.428571 TRUE TRUE TRUE

c.(271-273)caT>caCp.H91H 1 FALSE FALSE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.178571 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.210526 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.4 TRUE TRUE FALSE

c.(664-666)ggG>ggAp.G222G 1 FALSE TRUE FALSE

c.(2527-2529)caG>caAp.Q843Q 0.55814 TRUE TRUE TRUE

c.(1018-1020)ctC>ctTp.L340L 0.3 FALSE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 1 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.529412 TRUE TRUE TRUE

c.(46-48)tgA>tgGp.*16W 1 FALSE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.514286 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.46988 TRUE TRUE TRUE

c.(1096-1098)caG>caAp.Q366Q 0.508475 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.18 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.5 TRUE TRUE FALSE

c.(7681-7683)ccG>ccAp.P2561P 0.4375 FALSE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.385965 TRUE TRUE TRUE

c.(910-912)Ggt>Tgtp.G304C 0.074074 FALSE FALSE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.34375 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.2 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.137931 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.333333 TRUE TRUE FALSE

c.(1825-1827)ccA>ccGp.P609P 0.551724 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.714286 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.958333 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.513889 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 1 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.509091 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.928571 TRUE TRUE FALSE

c.(1717-1719)Cct>Tctp.P573S 0.489796 FALSE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.26087 TRUE TRUE FALSE

c.(8998-9000)Gtt>Cttp.V3000L 0.564103 FALSE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 1 TRUE TRUE TRUE

c.(412-414)Tac>Gacp.Y138D 0.2 FALSE FALSE FALSE

c.(3067-3069)acA>acGp.T1023T 0.9 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.172414 TRUE TRUE TRUE

c.(1444-1446)Atc>Gtcp.I482V 1 FALSE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.6 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.092784 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.75 TRUE TRUE TRUE

c.(9850-9852)ccG>ccAp.P3284P 0.666667 FALSE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.190476 FALSE FALSE FALSE

c.(58-60)aaA>aaGp.K20K 0.928571 FALSE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.5 TRUE TRUE TRUE



c.(1258-1260)ctC>ctGp.L420L 0.636364 TRUE TRUE TRUE

c.(226-228)gcA>gcGp.A76A 0.158537 FALSE FALSE FALSE

c.(430-432)tTa>tGap.L144* 0.266667 FALSE FALSE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.5 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.384615 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.380952 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.472222 FALSE TRUE FALSE

c.(3496-3498)cTa>cCap.L1166P 0.583333 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 0.933333 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.666667 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.444444 TRUE TRUE TRUE

c.(295-297)ggG>ggAp.G99G 1 FALSE TRUE FALSE

c.(58-60)acA>acTp.T20T 1 FALSE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.666667 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.5 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.214286 TRUE TRUE FALSE

c.(1675-1677)ttA>ttCp.L559F 0.146341 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.191011 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 0.5 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 1 TRUE TRUE TRUE

c.(178-180)atT>atCp.I60I 1 FALSE TRUE FALSE

c.(163-165)atG>atAp.M55I 1 FALSE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.875 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.75 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.444444 TRUE TRUE TRUE

c.(1672-1674)Acc>Gccp.T558A 0.380952 TRUE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.666667 TRUE TRUE TRUE

c.(6742-6744)ccG>ccAp.P2248P 0.454545 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.533333 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.588235 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(10234-10236)Att>Gttp.I3412V 0.333333 FALSE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.176471 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(3073-3075)acC>acTp.T1025T 0.233333 FALSE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.9 TRUE TRUE TRUE

c.e4-1 0.333333 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(169-171)Gca>Acap.A57T 0.173333 FALSE FALSE FALSE

c.(1666-1668)tcA>tcCp.S556S 0.130435 FALSE FALSE FALSE

c.(1591-1593)gGa>gAap.G531E 0.208333 TRUE TRUE TRUE

c.(154-156)Gaa>Aaap.E52K 1 FALSE TRUE FALSE

c.(760-762)tTa>tGap.L254* 0.107143 FALSE FALSE FALSE

c.(142-144)cAg>cGgp.Q48R 0.333333 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.777778 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.333333 TRUE TRUE TRUE

c.(3451-3453)cCt>cTtp.P1151L 0.545455 FALSE TRUE TRUE



c.(3805-3807)gtT>gtCp.V1269V 0.5 TRUE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.6 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.666667 TRUE TRUE TRUE

c.(610-612)Cgg>Tggp.R204W 0.37931 TRUE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 0.714286 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.416667 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.235294 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.5 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.315789 TRUE TRUE TRUE

c.(271-273)caT>caCp.H91H 1 FALSE FALSE FALSE

c.(664-666)ggG>ggAp.G222G 1 FALSE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 1 TRUE TRUE TRUE

c.(427-429)Agt>Cgtp.S143R 0.258065 FALSE FALSE FALSE

c.(46-48)tgA>tgGp.*16W 0.916667 FALSE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.4 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.172414 FALSE FALSE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.526316 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.318182 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.4 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.541667 TRUE TRUE TRUE

c.(673-675)Agg>Gggp.R225G 0.1375 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.7 TRUE TRUE TRUE

c.(1717-1719)Cct>Tctp.P573S 0.416667 FALSE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.709677 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.5 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.961538 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.636364 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.6 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.454545 TRUE TRUE TRUE

c.(640-642)ggG>ggTp.G214G 0.583333 FALSE FALSE FALSE

c.(6820-6822)cCg>cTgp.P2274L 0.875 FALSE TRUE TRUE

c.(3325-3327)tCa>tTap.S1109L 0.304348 TRUE TRUE TRUE

c.(2494-2496)Cgg>Tggp.R832W 0.444444 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.75 TRUE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.833333 TRUE TRUE TRUE

c.(106-108)Tct>Cctp.S36P 0.5 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.5 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.28125 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.444444 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.4 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.206897 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.461538 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.714286 TRUE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.375 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.230769 TRUE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 1 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.285714 TRUE TRUE FALSE



c.(2560-2562)Ctg>Gtgp.L854V 0.142857 TRUE TRUE TRUE

c.(2206-2208)aaC>aaTp.N736N 0.4 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.181818 TRUE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.555556 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.421053 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.333333 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.9375 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.541667 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.466667 TRUE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 1 FALSE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.666667 TRUE TRUE FALSE

c.(832-834)aCg>aTgp.T278M 0.583333 FALSE TRUE FALSE

c.(3748-3750)tAc>tGcp.Y1250C 0.222222 FALSE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.444444 TRUE TRUE TRUE

c.(4720-4722)gGg>gCgp.G1574A 0.466667 TRUE TRUE TRUE

c.(700-702)Aca>Tcap.T234S 0.326531 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.392857 TRUE TRUE TRUE

c.(118-120)ccT>ccGp.P40P 0.473684 FALSE FALSE TRUE

c.(802-804)acG>acCp.T268T 0.833333 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.625 TRUE TRUE TRUE

c.(721-723)Cct>Gctp.P241A 0.352941 FALSE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.5 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.466667 FALSE TRUE FALSE

c.(607-609)Ctc>Atcp.L203I 0.388889 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.9375 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.5 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.952381 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.4 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.580645 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.4 TRUE TRUE TRUE

c.(271-273)cGc>cAcp.R91H 0.5 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.177778 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.941176 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.533333 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.576923 TRUE TRUE TRUE

c.(793-795)Gtg>Atgp.V265M 0.222222 FALSE TRUE FALSE

c.(4105-4107)gcC>gcAp.A1369A 0.315789 FALSE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 1 TRUE TRUE TRUE

c.(4000-4002)Aca>Gcap.T1334A 0.631579 FALSE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.166667 FALSE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.352941 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.933333 TRUE TRUE TRUE

c.(1462-1464)Tgc>Cgcp.C488R 0.208333 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.444444 TRUE TRUE TRUE

c.(292-294)Tgg>Cggp.W98R 0.1875 TRUE TRUE FALSE

c.(919-921)Ccc>Tccp.P307S 0.3125 FALSE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.444444 TRUE TRUE TRUE



c.(3022-3024)caG>caTp.Q1008H 0.45 FALSE FALSE FALSE

c.(1651-1653)ggG>ggTp.G551G 0.461538 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.416667 TRUE TRUE TRUE

c.(844-846)gaG>gaAp.E282E 0.636364 FALSE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.555556 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.625 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.416667 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.916667 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.777778 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.5 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.923077 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.411765 TRUE TRUE TRUE

c.(11200-11202)Caa>Aaap.Q3734K 0.428571 TRUE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.428571 TRUE TRUE FALSE

c.(1189-1191)aCt>aTtp.T397I 0.4 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.714286 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.833333 TRUE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.346154 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.24 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.5 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.153846 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.461538 TRUE TRUE TRUE

c.(7081-7083)ccC>ccTp.P2361P 0.411765 FALSE TRUE TRUE

c.(2893-2895)Gcc>Accp.A965T 0.470588 FALSE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 1 TRUE TRUE FALSE

c.(1507-1509)tcC>tcTp.S503S 0.863636 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.5 TRUE TRUE TRUE

c.(610-612)Cgg>Tggp.R204W 0.170213 TRUE FALSE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.571429 TRUE TRUE TRUE

c.(8320-8322)tgC>tgTp.C2774C 0.4 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.642857 TRUE TRUE FALSE

c.(2527-2529)caG>caAp.Q843Q 0.466667 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.411765 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.363636 TRUE TRUE TRUE

c.(1414-1416)ctT>ctGp.L472L 0.333333 TRUE TRUE FALSE

c.(496-498)ttC>ttTp.F166F 0.28125 TRUE TRUE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.5 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.583333 TRUE TRUE TRUE

c.(4360-4362)cGc>cAcp.R1454H 0.714286 FALSE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.142857 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.47619 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.352941 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.52381 TRUE TRUE TRUE

c.(5875-5877)gcC>gcGp.A1959A 0.833333 FALSE TRUE FALSE



c.(2140-2142)gcG>gcTp.A714A 0.916667 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.5 TRUE TRUE FALSE

c.(2224-2226)gtC>gtGp.V742V 0.5 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.391304 TRUE TRUE TRUE

c.(1939-1941)Ccc>Tccp.P647S 0.4 FALSE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.947368 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.947368 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.315789 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.56 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.75 TRUE TRUE TRUE

c.(1732-1734)Agt>Ggtp.S578G 0.266667 FALSE FALSE FALSE

c.(556-558)Ctg>Gtgp.L186V 0.101695 FALSE FALSE FALSE

c.(685-687)cGa>cAap.R229Q 0.113924 FALSE FALSE FALSE

c.(637-639)tcG>tcAp.S213S 0.214286 FALSE FALSE FALSE

c.(2092-2094)Cct>Actp.P698T 0.454545 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 1 TRUE TRUE TRUE

c.(919-921)gcC>gcAp.A307A 0.190476 FALSE FALSE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.5 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.191011 FALSE FALSE FALSE

c.(1423-1425)ggA>ggGp.G475G 0.111111 FALSE FALSE FALSE

c.(5041-5043)tCt>tTtp.S1681F 0.121622 FALSE FALSE FALSE

c.(46-48)taT>taCp.Y16Y 0.205128 FALSE TRUE FALSE

c.(3139-3141)gAc>gTcp.D1047V 0.070588 FALSE FALSE FALSE

c.(463-465)tTa>tGap.L155* 0.142857 FALSE FALSE FALSE

c.(13045-13047)acG>acAp.T4349T 0.433333 TRUE TRUE TRUE

c.(3049-3051)tcT>tcAp.S1017S 0.210526 FALSE FALSE FALSE

c.(6754-6756)tCc>tTcp.S2252F 0.119048 FALSE FALSE FALSE

c.(643-645)gcG>gcAp.A215A 0.130435 FALSE FALSE FALSE

c.(520-522)aTa>aGap.I174R 0.135802 FALSE FALSE FALSE

c.(43-45)Ccc>Tccp.P15S 0.041363 TRUE TRUE FALSE

c.(3325-3327)tCa>tTap.S1109L 0.52381 TRUE TRUE TRUE

c.(5530-5532)Ctg>Ttgp.L1844L 0.263158 FALSE FALSE FALSE

c.(793-795)atT>atCp.I265I 0.109375 FALSE FALSE FALSE

c.(844-846)gaA>gaGp.E282E 0.081571 FALSE FALSE FALSE

c.(5032-5034)cAt>cGtp.H1678R 0.116279 FALSE FALSE FALSE

c.(2104-2106)caA>caGp.Q702Q 0.106383 FALSE FALSE FALSE

c.(3904-3906)cCa>cTap.P1302L 0.101449 FALSE FALSE FALSE

c.(2494-2496)Cgg>Tggp.R832W 0.40625 TRUE TRUE TRUE

c.(874-876)Cat>Tatp.H292Y 0.075 FALSE TRUE FALSE

c.(373-375)ttG>ttAp.L125L 0.15625 FALSE FALSE FALSE

c.(502-504)Ata>Ttap.I168L 0.24 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.552632 TRUE TRUE TRUE

c.e14-1 0.098361 FALSE FALSE FALSE

c.(688-690)Gct>Actp.A230T 0.063107 FALSE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.456522 TRUE TRUE TRUE

c.(1615-1617)Cgt>Ggtp.R539G 0.192308 FALSE FALSE FALSE

c.(931-933)Ggt>Tgtp.G311C 0.178947 FALSE FALSE FALSE



c.(868-870)taC>taTp.Y290Y 0.07377 FALSE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.153527 TRUE TRUE FALSE

c.(76-78)tTc>tCcp.F26S 0.217391 FALSE FALSE FALSE

c.(457-459)Aaa>Gaap.K153E 0.077922 FALSE TRUE FALSE

c.(2848-2850)ggG>ggAp.G950G 0.259259 FALSE FALSE FALSE

c.(778-780)Aat>Catp.N260H 0.351124 FALSE FALSE FALSE

c.(2683-2685)Agt>Tgtp.S895C 0.16129 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.259804 TRUE TRUE FALSE

c.(4792-4794)Act>Gctp.T1598A 0.148936 FALSE FALSE FALSE

c.(1228-1230)gaC>gaTp.D410D 0.114943 FALSE FALSE FALSE

c.(1870-1872)gaG>gaAp.E624E 0.192308 FALSE FALSE FALSE

c.(1270-1272)tcA>tcTp.S424S 0.070312 FALSE FALSE FALSE

c.(535-537)Ctg>Ttgp.L179L 0.107692 FALSE FALSE FALSE

c.(1579-1581)ctG>ctTp.L527L 0.175439 FALSE FALSE FALSE

c.(2113-2115)acA>acGp.T705T 0.409091 TRUE TRUE TRUE

c.(3190-3192)Ctt>Attp.L1064I 0.050314 FALSE FALSE FALSE

c.(529-531)taT>taCp.Y177Y 0.142857 FALSE FALSE FALSE

c.(1012-1014)ctG>ctTp.L338L 0.057143 FALSE FALSE FALSE

c.(667-669)ttC>ttTp.F223F 0.059829 FALSE FALSE FALSE

c.(5002-5004)caC>caGp.H1668Q 0.244898 FALSE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.75 TRUE TRUE TRUE

c.(3610-3612)Ttg>Ctgp.L1204L 0.07377 FALSE FALSE FALSE

c.(1993-1995)gaA>gaGp.E665E 0.229008 FALSE FALSE FALSE

c.(1342-1344)aaG>aaAp.K448K 0.227273 FALSE FALSE FALSE

c.(886-888)gcG>gcAp.A296A 0.111111 FALSE TRUE FALSE

c.(2206-2208)aaC>aaTp.N736N 0.47619 TRUE TRUE TRUE

c.(592-594)ccT>ccCp.P198P 0.097826 FALSE FALSE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.451613 TRUE TRUE TRUE

c.(481-483)caA>caGp.Q161Q 0.139535 FALSE FALSE FALSE

c.(3121-3123)atG>atTp.M1041I 0.075342 FALSE FALSE FALSE

c.(1306-1308)Atc>Gtcp.I436V 0.096774 FALSE FALSE FALSE

c.(1297-1299)gtG>gtTp.V433V 0.134328 FALSE FALSE FALSE

c.(898-900)ttA>ttTp.L300F 0.161616 FALSE FALSE FALSE

c.(226-228)gcA>gcGp.A76A 0.213992 FALSE FALSE FALSE

c.(5734-5736)agT>agGp.S1912R 0.07767 FALSE FALSE FALSE

c.(4723-4725)cTa>cCap.L1575P 0.166667 FALSE FALSE FALSE

c.(1741-1743)caA>caCp.Q581H 0.666667 TRUE TRUE TRUE

c.(2755-2757)gaT>gaCp.D919D 0.105263 FALSE FALSE FALSE

c.(1234-1236)Gtg>Ctgp.V412L 0.185185 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.8 TRUE TRUE TRUE

c.(1132-1134)aGt>aAtp.S378N 0.324324 FALSE TRUE FALSE

c.(1096-1098)agA>agGp.R366R 0.105263 FALSE FALSE FALSE

c.(3967-3969)gAt>gTtp.D1323V 0.157895 FALSE FALSE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.484848 FALSE TRUE FALSE

c.(6247-6249)Aga>Cgap.R2083R 0.5 TRUE TRUE TRUE

c.(1909-1911)Gta>Atap.V637I 0.096386 FALSE FALSE FALSE

c.(2311-2313)gcA>gcGp.A771A 0.056604 FALSE TRUE FALSE



c.(2431-2433)cTg>cGgp.L811R 0.126667 FALSE FALSE FALSE

c.(5566-5568)gaC>gaTp.D1856D 0.153846 FALSE FALSE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.966292 TRUE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 1 FALSE TRUE FALSE

c.(292-294)Aag>Tagp.K98* 0.063063 FALSE FALSE FALSE

c.(550-552)ggG>ggAp.G184G 0.206349 FALSE FALSE FALSE

c.(3253-3255)Ctg>Gtgp.L1085V 0.136364 FALSE FALSE FALSE

c.(1414-1416)ccC>ccAp.P472P 0.112903 FALSE FALSE FALSE

c.(1861-1863)ccA>ccGp.P621P 0.192308 FALSE FALSE FALSE

c.(2884-2886)gaA>gaGp.E962E 0.1375 FALSE FALSE FALSE

c.(3748-3750)tAc>tGcp.Y1250C 0.5625 FALSE TRUE TRUE

c.(3538-3540)aCt>aTtp.T1180I 0.108911 FALSE FALSE FALSE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(823-825)Ctt>Gttp.L275V 0.27044 FALSE FALSE FALSE

c.(1102-1104)Aca>Gcap.T368A 0.144928 FALSE FALSE FALSE

c.(1414-1416)ccA>ccCp.P472P 0.170732 FALSE FALSE FALSE

c.(1582-1584)Gtg>Atgp.V528M 0.205882 FALSE TRUE TRUE

c.(7567-7569)agC>agAp.S2523R 0.085106 FALSE FALSE FALSE

c.(1780-1782)cGt>cAtp.R594H 0.130435 FALSE FALSE FALSE

c.(2809-2811)Ttg>Ctgp.L937L 0.123288 FALSE FALSE FALSE

c.(700-702)Aca>Tcap.T234S 0.154639 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.530612 TRUE TRUE TRUE

c.(1756-1758)gcA>gcGp.A586A 0.106061 FALSE FALSE FALSE

c.(118-120)ccT>ccGp.P40P 0.666667 FALSE FALSE TRUE

c.(1030-1032)gcC>gcAp.A344A 0.15625 FALSE TRUE TRUE

c.(2689-2691)cGg>cAgp.R897Q 0.213115 FALSE FALSE FALSE

c.(79-81)cTg>cGgp.L27R 0.333333 FALSE FALSE FALSE

c.(1021-1023)Gag>Aagp.E341K 0.08 FALSE FALSE FALSE

c.(2035-2037)aGa>aAap.R679K 0.069307 FALSE FALSE FALSE

c.(2173-2175)Agt>Ggtp.S725G 0.080645 FALSE TRUE TRUE

c.(664-666)gTg>gCgp.V222A 0.125541 FALSE FALSE FALSE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(1849-1851)Ttg>Ctgp.L617L 0.090909 FALSE TRUE FALSE

c.(721-723)Cct>Gctp.P241A 0.676471 FALSE TRUE TRUE

c.(1489-1491)agG>agAp.R497R 0.6 FALSE FALSE FALSE

c.(1846-1848)acG>acAp.T616T 0.506494 TRUE TRUE TRUE

c.(313-315)cGa>cAap.R105Q 0.058824 FALSE FALSE FALSE

c.(1099-1101)atT>atGp.I367M 0.157143 TRUE FALSE FALSE

c.(409-411)Caa>Aaap.Q137K 0.038917 TRUE FALSE FALSE

c.(220-222)Gac>Aacp.D74N 0.071429 FALSE FALSE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.473684 FALSE TRUE FALSE

c.(1372-1374)Gca>Acap.A458T 1 FALSE TRUE FALSE

c.(607-609)Ctc>Atcp.L203I 0.678571 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(31-33)Tct>Cctp.S11P 0.390244 FALSE TRUE FALSE

c.(3070-3072)gcC>gcAp.A1024A 0.333333 TRUE TRUE TRUE

c.(604-606)gaA>gaGp.E202E 0.131579 FALSE FALSE FALSE



c.(3859-3861)Gag>Aagp.E1287K 0.427083 TRUE TRUE TRUE

c.(5275-5277)Taa>Gaap.*1759E 0.12987 FALSE TRUE FALSE

c.(2644-2646)tcT>tcCp.S882S 0.189189 FALSE FALSE FALSE

c.(247-249)aAc>aGcp.N83S 0.6 TRUE TRUE TRUE

c.(6331-6333)Atg>Gtgp.M2111V 0.217391 FALSE FALSE FALSE

c.(1018-1020)Tct>Gctp.S340A 0.102941 FALSE FALSE FALSE

c.(1534-1536)Agg>Tggp.R512W 0.1 FALSE FALSE FALSE

c.(1990-1992)aaA>aaTp.K664N 0.176471 FALSE FALSE FALSE

c.(2998-3000)Cgt>Tgtp.R1000C 0.057143 FALSE FALSE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.243056 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 1 TRUE TRUE TRUE

c.(1102-1104)Gtc>Atcp.V368I 0.177273 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.257576 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 0.473684 TRUE TRUE TRUE

c.(679-681)gCa>gGap.A227G 0.065217 FALSE FALSE FALSE

c.(601-603)atG>atAp.M201I 0.0875 FALSE FALSE FALSE

c.(2164-2166)Ata>Ttap.I722L 0.112 FALSE TRUE FALSE

c.(409-411)Tgg>Gggp.W137G 0.133333 FALSE FALSE FALSE

c.(694-696)Caa>Gaap.Q232E 0.054187 FALSE FALSE FALSE

c.(1120-1122)cTg>cCgp.L374P 0.164179 FALSE FALSE FALSE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(103-105)gGt>gAtp.G35D 0.173913 TRUE TRUE FALSE

c.(1429-1431)cGg>cAgp.R477Q 0.152542 TRUE TRUE FALSE

c.(451-453)cCt>cTtp.P151L 0.071006 FALSE FALSE FALSE

c.(793-795)Gtg>Atgp.V265M 0.382353 FALSE TRUE FALSE

c.(5275-5277)Taa>Gaap.*1759E 0.136986 FALSE FALSE FALSE

c.(4105-4107)gcC>gcAp.A1369A 0.428571 FALSE TRUE TRUE

c.(3055-3057)tcA>tcGp.S1019S 0.131579 FALSE FALSE FALSE

c.(1675-1677)ttA>ttCp.L559F 0.08642 FALSE FALSE FALSE

c.(397-399)aaT>aaCp.N133N 0.088496 TRUE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.978261 TRUE TRUE TRUE

c.(2950-2952)gGg>gAgp.G984E 0.173077 FALSE FALSE FALSE

c.(2527-2529)caG>caAp.Q843Q 0.555556 TRUE TRUE TRUE

c.(1540-1542)gcT>gcCp.A514A 0.235294 FALSE FALSE FALSE

c.(97-99)cTg>cGgp.L33R 0.325301 TRUE TRUE FALSE

c.(2743-2745)Acc>Gccp.T915A 0.077922 FALSE FALSE FALSE

c.(2659-2661)gtA>gtGp.V887V 0.227273 FALSE FALSE FALSE

c.(814-816)taC>taTp.Y272Y 0.097345 FALSE TRUE FALSE

c.(790-792)Act>Cctp.T264P 0.045593 FALSE FALSE FALSE

c.(2092-2094)tTt>tCtp.F698S 0.18 FALSE FALSE FALSE

c.(430-432)tTa>tGap.L144* 0.185185 FALSE FALSE FALSE

c.(1258-1260)cCa>cGap.P420R 0.092308 FALSE FALSE FALSE

c.(1144-1146)ttT>ttGp.F382L 0.285714 FALSE FALSE FALSE

c.(1807-1809)atA>atTp.I603I 0.085937 FALSE FALSE FALSE

c.(4000-4002)Aca>Gcap.T1334A 0.490566 FALSE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.548387 TRUE TRUE FALSE

c.(685-687)Gaa>Aaap.E229K 0.125 TRUE FALSE FALSE



c.(2683-2685)aGt>aCtp.S895T 0.166667 FALSE FALSE TRUE

c.(412-414)Tac>Gacp.Y138D 0.25974 FALSE FALSE FALSE

c.(5674-5676)Cct>Gctp.P1892A 0.098765 FALSE FALSE FALSE

c.(6796-6798)Tgg>Gggp.W2266G 0.4 FALSE FALSE FALSE

c.(1636-1638)caT>caCp.H546H 0.148148 FALSE FALSE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.268657 TRUE TRUE FALSE

c.(1591-1593)taT>taCp.Y531Y 0.179775 FALSE FALSE FALSE

c.(409-411)aCa>aGap.T137R 0.192771 FALSE FALSE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.833333 TRUE TRUE TRUE

c.(2392-2394)Aaa>Caap.K798Q 0.118812 FALSE FALSE FALSE

c.(367-369)atG>atAp.M123I 0.081081 TRUE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.571429 TRUE TRUE TRUE

c.(4696-4698)Agt>Cgtp.S1566R 0.196721 FALSE FALSE FALSE

c.(3397-3399)tCa>tTap.S1133L 0.137255 FALSE FALSE FALSE

c.(829-831)Cta>Ttap.L277L 0.386364 FALSE FALSE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.13615 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.5 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.333333 TRUE TRUE TRUE

c.(85-87)ttG>ttTp.L29F 0.070423 FALSE FALSE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(655-657)gtA>gtCp.V219V 0.148148 FALSE FALSE FALSE

c.(6145-6147)Gta>Atap.V2049I 0.063063 FALSE FALSE FALSE

c.(4993-4995)Gaa>Taap.E1665* 0.113402 FALSE FALSE FALSE

c.(3550-3552)aTg>aAgp.M1184K 0.063636 FALSE FALSE FALSE

c.(568-570)Aaa>Caap.K190Q 0.225352 FALSE FALSE FALSE

c.(295-297)Att>Cttp.I99L 0.061947 FALSE FALSE FALSE

c.(766-768)gGa>gCap.G256A 0.578947 TRUE TRUE TRUE

c.(637-639)gcA>gcGp.A213A 0.173913 FALSE FALSE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.615385 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 1 TRUE TRUE TRUE

c.(1885-1887)agA>agGp.R629R 0.181818 FALSE FALSE FALSE

c.(481-483)Gaa>Aaap.E161K 0.193878 FALSE FALSE FALSE

c.(169-171)Gca>Acap.A57T 0.322727 FALSE FALSE FALSE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(316-318)aGg>aCgp.R106T 0.206897 FALSE FALSE TRUE

c.(5512-5514)caT>caCp.H1838H 0.222222 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.5 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.384615 TRUE TRUE TRUE

c.(1231-1233)ccA>ccTp.P411P 0.121951 FALSE FALSE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 1 TRUE TRUE TRUE

c.(1582-1584)Aat>Gatp.N528D 0.135135 FALSE FALSE FALSE

c.(244-246)Aag>Cagp.K82Q 0.3125 FALSE FALSE FALSE

c.(11200-11202)Caa>Aaap.Q3734K 0.446429 TRUE TRUE TRUE

c.(160-162)Ctc>Ttcp.L54F 0.135135 FALSE FALSE FALSE

c.(3124-3126)gtA>gtGp.V1042V 0.086093 FALSE FALSE FALSE

c.(6442-6444)cGa>cAap.R2148Q 0.2 FALSE TRUE FALSE

c.(1666-1668)tcA>tcCp.S556S 0.068966 FALSE FALSE FALSE



c.(1141-1143)ggA>ggTp.G381G 0.238095 FALSE FALSE FALSE

c.(742-744)ggA>ggGp.G248G 0.266667 FALSE FALSE FALSE

c.(7669-7671)Aat>Gatp.N2557D 0.09 FALSE TRUE FALSE

c.(1189-1191)aCt>aTtp.T397I 0.8 TRUE TRUE TRUE

c.(1258-1260)aaT>aaCp.N420N 0.108696 FALSE FALSE FALSE

c.(1261-1263)Gtt>Attp.V421I 0.099237 FALSE FALSE FALSE

c.(1762-1764)Aaa>Caap.K588Q 0.07971 FALSE FALSE FALSE

c.(745-747)cgT>cgCp.R249R 0.106383 FALSE FALSE FALSE

c.(2800-2802)atC>atTp.I934I 0.2 FALSE FALSE FALSE

c.(58-60)gcT>gcCp.A20A 0.271739 FALSE FALSE FALSE

c.(4375-4377)gaA>gaGp.E1459E 0.116883 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.25641 FALSE FALSE FALSE

c.(2680-2682)tTt>tAtp.F894Y 0.25 FALSE FALSE FALSE

c.(6829-6831)cCa>cTap.P2277L 0.138462 FALSE FALSE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.15942 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.384615 TRUE TRUE TRUE

c.(886-888)gcT>gcAp.A296A 0.038147 FALSE FALSE FALSE

c.(850-852)cCa>cAap.P284Q 0.588235 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.473684 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.526316 TRUE TRUE TRUE

c.(1174-1176)gTc>gGcp.V392G 0.074468 FALSE FALSE FALSE

c.(1864-1866)ttT>ttGp.F622L 0.155556 FALSE TRUE FALSE

c.(6892-6894)gAt>gTtp.D2298V 0.173077 FALSE FALSE FALSE

c.(982-984)aaG>aaAp.K328K 0.084746 FALSE FALSE FALSE

c.(3097-3099)cAa>cGap.Q1033R 0.104167 FALSE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 0.520833 TRUE TRUE TRUE

c.(2239-2241)Atg>Gtgp.M747V 0.216216 FALSE FALSE FALSE

c.(1042-1044)ctA>ctGp.L348L 0.151899 FALSE FALSE TRUE

c.(1906-1908)aaT>aaGp.N636K 0.128205 FALSE FALSE FALSE

c.(3628-3630)cAg>cGgp.Q1210R 0.315789 FALSE FALSE FALSE

c.(1849-1851)taC>taTp.Y617Y 0.223404 FALSE FALSE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.789474 TRUE TRUE FALSE

c.(1633-1635)Atg>Gtgp.M545V 0.193548 FALSE FALSE FALSE

c.(655-657)Ctg>Ttgp.L219L 0.228571 FALSE FALSE FALSE

c.(544-546)Tta>Gtap.L182V 0.118644 FALSE FALSE FALSE

c.(610-612)Cgg>Tggp.R204W 0.212121 TRUE FALSE FALSE

c.(3625-3627)agG>agAp.R1209R 0.148148 FALSE FALSE FALSE

c.(8851-8853)gtT>gtCp.V2951V 0.424242 TRUE TRUE TRUE

c.(1531-1533)Gaa>Aaap.E511K 0.108434 FALSE FALSE FALSE

c.(4306-4308)gAa>gGap.E1436G 0.112903 FALSE FALSE FALSE

c.(286-288)aTt>aCtp.I96T 0.081818 FALSE FALSE FALSE

c.(778-780)gtA>gtGp.V260V 0.333333 FALSE FALSE FALSE

c.(763-765)aAt>aGtp.N255S 0.060748 FALSE FALSE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.592593 TRUE TRUE TRUE

c.(1246-1248)cGa>cAap.R416Q 0.072072 FALSE FALSE FALSE

c.(8320-8322)tgC>tgTp.C2774C 0.5 TRUE TRUE TRUE

c.(3049-3051)caA>caGp.Q1017Q 0.115183 FALSE FALSE FALSE



c.(2269-2271)ggC>ggTp.G757G 0.157895 FALSE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 0.631579 TRUE TRUE TRUE

c.(5026-5028)Gca>Acap.A1676T 0.280702 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.675676 TRUE TRUE TRUE

c.(3262-3264)gaA>gaGp.E1088E 0.101562 FALSE FALSE FALSE

c.(3223-3225)agT>agGp.S1075R 0.06338 FALSE TRUE FALSE

c.(1252-1254)ccC>ccAp.P418P 0.285714 TRUE TRUE TRUE

c.(2374-2376)Ctt>Tttp.L792F 0.060345 FALSE FALSE FALSE

c.(3493-3495)Gag>Aagp.E1165K 0.091286 FALSE FALSE FALSE

c.(8377-8379)acC>acTp.T2793T 0.354839 FALSE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.24 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.241245 FALSE FALSE FALSE

c.(751-753)cAg>cGgp.Q251R 0.106383 FALSE FALSE FALSE

c.(787-789)ctA>ctCp.L263L 0.333333 FALSE FALSE FALSE

c.(616-618)atT>atCp.I206I 0.294118 FALSE FALSE FALSE

c.e22+1 0.214612 FALSE FALSE FALSE

c.(1084-1086)Gaa>Aaap.E362K 0.065502 FALSE TRUE FALSE

c.(1513-1515)atT>atCp.I505I 0.096154 FALSE FALSE FALSE

c.(955-957)gaG>gaAp.E319E 0.066914 FALSE FALSE FALSE

c.(2146-2148)gAc>gGcp.D716G 0.058824 FALSE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.371429 TRUE TRUE TRUE

c.(1399-1401)aCa>aTap.T467I 0.088235 FALSE FALSE FALSE

c.(1801-1803)cGg>cAgp.R601Q 0.141732 FALSE FALSE FALSE

c.(3454-3456)gAa>gGap.E1152G 0.200669 FALSE FALSE FALSE

c.(1624-1626)agC>agTp.S542S 0.148148 FALSE FALSE FALSE

c.(1528-1530)tTt>tGtp.F510C 0.127907 FALSE FALSE FALSE

c.(1198-1200)aGa>aCap.R400T 0.076923 FALSE FALSE FALSE

c.(961-963)atC>atTp.I321I 0.106061 FALSE FALSE FALSE

c.(730-732)Ctt>Attp.L244I 0.046154 FALSE FALSE FALSE

c.(1753-1755)aGa>aAap.R585K 0.928571 TRUE TRUE TRUE

c.(4750-4752)Ttc>Atcp.F1584I 0.098039 FALSE FALSE FALSE

c.(901-903)ctT>ctGp.L301L 0.054913 FALSE FALSE FALSE

c.(718-720)taC>taTp.Y240Y 0.220339 FALSE TRUE FALSE

c.(1981-1983)Aat>Catp.N661H 0.063063 FALSE FALSE FALSE

c.(2161-2163)gAt>gGtp.D721G 0.094737 FALSE FALSE FALSE

c.(2662-2664)gtG>gtAp.V888V 0.205882 FALSE FALSE FALSE

c.(2224-2226)gtC>gtGp.V742V 0.444444 TRUE TRUE TRUE

c.(427-429)Agt>Cgtp.S143R 0.25 FALSE FALSE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.478261 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.75 TRUE TRUE TRUE

c.(310-312)gaT>gaCp.D104D 0.333333 FALSE FALSE FALSE

c.(1162-1164)Ggt>Cgtp.G388R 0.162162 FALSE FALSE FALSE

c.(1837-1839)caG>caAp.Q613Q 0.139535 FALSE FALSE FALSE

c.(538-540)Cgg>Tggp.R180W 0.96 TRUE TRUE TRUE

c.(886-888)Gag>Cagp.E296Q 0.157895 FALSE FALSE FALSE

c.(2191-2193)tcG>tcAp.S731S 0.16129 FALSE FALSE FALSE

c.(2365-2367)aaG>aaAp.K789K 0.176 FALSE FALSE FALSE



c.(115-117)Aaa>Gaap.K39E 0.205479 TRUE TRUE FALSE

c.(1861-1863)tTc>tGcp.F621C 0.111111 FALSE FALSE FALSE

c.(6115-6117)Cgg>Gggp.R2039G 0.09901 FALSE FALSE FALSE

c.(898-900)atC>atTp.I300I 0.085937 FALSE FALSE FALSE

c.(892-894)atC>atTp.I298I 1 FALSE FALSE FALSE

c.(3067-3069)acA>acGp.T1023T 0.484472 TRUE TRUE TRUE

c.(4180-4182)Cgg>Tggp.R1394W0.446429 FALSE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.494828 TRUE TRUE TRUE

c.(1045-1047)cAt>cGtp.H349R 0.263158 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.995305 TRUE TRUE TRUE

c.(493-495)gGc>gTcp.G165V 0.173913 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 1 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.489796 TRUE TRUE TRUE

c.(2971-2973)Aac>Gacp.N991D 0.471976 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.583333 TRUE TRUE FALSE

c.(487-489)Gac>Cacp.D163H 0.149533 TRUE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.496933 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.487654 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.282828 TRUE FALSE FALSE

c.(403-405)Aga>Tgap.R135* 0.04888 TRUE TRUE FALSE

c.(1108-1110)gcG>gcAp.A370A 0.471698 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.513228 TRUE TRUE TRUE

c.(2158-2160)Ctc>Gtcp.L720V 0.453125 FALSE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.091518 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.194079 TRUE TRUE FALSE

c.(2389-2391)acG>acAp.T797T 0.42623 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.138249 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.873737 TRUE TRUE TRUE

c.(1138-1140)tCt>tTtp.S380F 0.512367 FALSE TRUE TRUE

c.(5002-5004)caC>caGp.H1668Q 0.377682 FALSE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.124113 FALSE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.557971 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.549451 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.157699 TRUE TRUE FALSE

c.(1141-1143)ctA>ctGp.L381L 0.266234 TRUE TRUE FALSE

c.(8152-8154)Att>Gttp.I2718V 0.509259 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.373541 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.487805 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.544554 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.506329 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.569322 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.482558 FALSE TRUE FALSE

c.(1966-1968)caC>caTp.H656H 0.541667 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.501577 TRUE TRUE TRUE

c.(1288-1290)gcC>gcAp.A430A 0.6 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.507937 TRUE TRUE FALSE



c.(214-216)tGc>tAcp.C72Y 0.226328 TRUE TRUE FALSE

c.(1363-1365)tcA>tcGp.S455S 0.504902 TRUE TRUE TRUE

c.(5071-5073)gCg>gTgp.A1691V 0.462604 FALSE TRUE TRUE

c.(163-165)Atg>Gtgp.M55V 0.909091 FALSE FALSE FALSE

c.(802-804)acG>acCp.T268T 0.571429 TRUE TRUE TRUE

c.(322-324)ccC>ccTp.P108P 0.466667 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.459016 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.459064 TRUE TRUE TRUE

c.(1144-1146)Tat>Catp.Y382H 0.492366 FALSE TRUE TRUE

c.(2833-2835)gCg>gTgp.A945V 0.534591 FALSE FALSE FALSE

c.(142-144)cAg>cGgp.Q48R 0.50625 TRUE TRUE TRUE

c.(10441-10443)ctG>ctTp.L3481L 0.508961 FALSE TRUE TRUE

c.(9037-9039)cGc>cTcp.R3013L 0.123153 FALSE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.5 TRUE TRUE TRUE

c.(3955-3957)Gat>Catp.D1319H 0.494983 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.99 TRUE TRUE TRUE

c.(1432-1434)Ttc>Ctcp.F478L 1 FALSE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.458244 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.546939 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.322981 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.460784 TRUE TRUE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.514019 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.042827 TRUE TRUE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.462963 TRUE TRUE FALSE

c.(9481-9483)Ttc>Atcp.F3161I 0.504451 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.339367 TRUE TRUE FALSE

c.(8380-8382)gcC>gcTp.A2794A 0.17757 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.311047 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.474576 TRUE TRUE TRUE

c.(595-597)aGc>aAcp.S199N 0.35 FALSE TRUE FALSE

c.(3391-3393)acC>acGp.T1131T 0.4 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.992593 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.475728 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.233463 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.65 TRUE TRUE FALSE

c.(1996-1998)ttT>ttCp.F666F 0.494709 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.364548 TRUE TRUE TRUE

c.(12160-12162)gAa>gCap.E4054A 0.454545 FALSE TRUE TRUE

c.(10462-10464)cTa>cCap.L3488P 0.5 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.558621 TRUE TRUE TRUE

c.(5935-5937)ccG>ccAp.P1979P 0.559055 TRUE TRUE FALSE

c.(526-528)cGt>cAtp.R176H 0.279279 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.105991 FALSE TRUE TRUE

c.(2938-2940)ccC>ccTp.P980P 0.524272 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.47619 TRUE TRUE FALSE

c.(6742-6744)ccG>ccAp.P2248P 0.530547 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.507246 TRUE TRUE TRUE



c.(6478-6480)Ttg>Ctgp.L2160L 0.478458 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.16092 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.970833 TRUE TRUE TRUE

c.(700-702)cAt>cGtp.H234R 0.75 FALSE TRUE FALSE

c.(5626-5628)cGg>cAgp.R1876Q 0.148607 FALSE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.437173 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.40678 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.508961 TRUE TRUE TRUE

c.(2227-2229)caT>caCp.H743H 0.508642 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.510471 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.081784 TRUE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.510101 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.527273 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.483553 TRUE TRUE TRUE

c.(1687-1689)tcG>tcAp.S563S 0.43949 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.438438 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.207852 TRUE FALSE FALSE

c.(1693-1695)atT>atCp.I565I 0.523077 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.105096 TRUE TRUE FALSE

c.(3880-3882)aaG>aaAp.K1294K 0.494152 TRUE TRUE TRUE

c.(949-951)aAa>aCap.K317T 0.571429 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.530435 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.864322 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.16 FALSE TRUE TRUE

c.(7735-7737)gAc>gTcp.D2579V 0.124514 FALSE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.186047 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.472222 TRUE TRUE FALSE

c.(2776-2778)gAa>gTap.E926V 0.468571 FALSE FALSE TRUE

c.(4240-4242)gaC>gaTp.D1414D 0.508772 TRUE TRUE FALSE

c.(1633-1635)agA>agGp.R545R 0.461774 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.48 TRUE TRUE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.508721 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.431227 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.185185 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.493333 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 1 TRUE TRUE TRUE

c.(1297-1299)ctA>ctGp.L433L 0.460317 TRUE TRUE TRUE

c.(1513-1515)Gtc>Ctcp.V505L 0.564014 FALSE TRUE TRUE

c.(2440-2442)ttC>ttTp.F814F 0.452722 FALSE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.179167 TRUE TRUE TRUE

c.(466-468)Cat>Tatp.H156Y 0.504298 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.519481 TRUE TRUE FALSE

c.(5299-5301)tAa>tGap.*1767* 0.437086 FALSE TRUE FALSE

c.(634-636)Cag>Gagp.Q212E 0.411765 TRUE TRUE TRUE

c.(8281-8283)caG>caAp.Q2761Q 0.111111 TRUE FALSE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.537859 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.474359 TRUE TRUE TRUE



c.(5200-5202)ccT>ccCp.P1734P 0.494505 FALSE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.252717 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.972222 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 1 TRUE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.162319 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.510417 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.515038 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.4375 TRUE TRUE TRUE

c.(865-867)Aat>Catp.N289H 0.449477 TRUE TRUE TRUE

c.(8338-8340)tTt>tGtp.F2780C 0.522989 FALSE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.434783 TRUE TRUE TRUE

c.(3124-3126)Gtt>Attp.V1042I 0.47479 FALSE TRUE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.534722 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.514451 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.491379 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.466667 TRUE TRUE TRUE

c.(1531-1533)atC>atTp.I511I 0.509009 FALSE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.504425 TRUE TRUE TRUE

c.(391-393)tcG>tcAp.S131S 0.457143 FALSE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.478873 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.527778 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.461538 TRUE TRUE FALSE

c.(8851-8853)gtT>gtCp.V2951V 0.501229 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.615385 TRUE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.280397 TRUE TRUE FALSE

c.(235-237)aaC>aaTp.N79N 0.862069 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.20155 TRUE TRUE FALSE

c.(715-717)ccG>ccAp.P239P 0.472727 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.230769 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.428571 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.992537 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.150685 FALSE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.101449 FALSE TRUE TRUE

c.(1141-1143)Tgt>Cgtp.C381R 0.040956 FALSE FALSE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.453744 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.479592 TRUE TRUE TRUE

c.(1900-1902)tcC>tcTp.S634S 0.469274 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.510204 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.5 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.054201 TRUE FALSE FALSE

c.(43-45)Ccc>Tccp.P15S 0.047912 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.474048 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.408257 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.426056 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.284615 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.509756 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.529412 TRUE TRUE FALSE



c.(12304-12306)Ttg>Ctgp.L4102L 0.45974 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.755725 TRUE TRUE TRUE

c.(3772-3774)caG>caAp.Q1258Q 0.057143 TRUE FALSE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.983165 TRUE TRUE FALSE

c.(835-837)caA>caGp.Q279Q 0.947368 FALSE FALSE FALSE

c.(4717-4719)Aga>Tgap.R1573* 0.533854 FALSE FALSE FALSE

c.(850-852)cCa>cAap.P284Q 0.827586 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.119149 FALSE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.473846 TRUE TRUE TRUE

c.(4507-4509)tcC>tcTp.S1503S 0.512195 TRUE TRUE FALSE

c.(7234-7236)Ccc>Accp.P2412T 0.517241 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.478261 TRUE TRUE TRUE

c.(1114-1116)Tac>Cacp.Y372H 0.578947 FALSE TRUE FALSE

c.(2092-2094)Cct>Actp.P698T 0.55102 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.27907 TRUE TRUE FALSE

c.(11092-11094)Gtg>Atgp.V3698M 0.589147 FALSE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.60241 TRUE TRUE TRUE

c.(2119-2121)aaT>aaCp.N707N 0.497758 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.441406 TRUE TRUE TRUE

c.(3175-3177)acA>acGp.T1059T 0.623596 FALSE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.154286 TRUE TRUE FALSE

c.(1345-1347)cTg>cCgp.L449P 0.36 TRUE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.519737 TRUE TRUE TRUE

c.(493-495)gGc>gTcp.G165V 0.32 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.507463 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.480488 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.447514 TRUE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 1 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.981735 TRUE TRUE TRUE

c.(2506-2508)cgC>cgTp.R836R 0.846154 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.495549 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.486188 TRUE TRUE TRUE

c.(661-663)gaG>gaCp.E221D 0.495652 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.422619 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.083099 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.047667 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.239796 TRUE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.316993 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.54878 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.517241 TRUE TRUE TRUE

c.(8533-8535)atG>atAp.M2845I 0.538776 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.994652 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.474194 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.536585 TRUE TRUE TRUE

c.(6259-6261)cAt>cGtp.H2087R 0.490868 FALSE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.538071 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.297082 TRUE TRUE TRUE



c.(5071-5073)Aag>Gagp.K1691E 0.421965 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(1357-1359)aaT>aaGp.N453K 0.473684 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.311258 TRUE TRUE FALSE

c.(1141-1143)ctA>ctGp.L381L 0.979592 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.461538 TRUE TRUE FALSE

c.(835-837)gTg>gCgp.V279A 0.097143 TRUE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.313218 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.359375 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.520408 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.545455 TRUE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 0.405229 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.047074 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.423868 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.44664 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.492248 TRUE TRUE TRUE

c.(10147-10149)Aaa>Gaap.K3383E 0.573826 FALSE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.381579 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.508065 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.502618 TRUE TRUE TRUE

c.(6937-6939)ctA>ctGp.L2313L 0.498371 FALSE TRUE TRUE

c.(343-345)gCt>gGtp.A115G 0.443515 FALSE FALSE FALSE

c.(805-807)Tgt>Cgtp.C269R 0.115646 TRUE TRUE FALSE

c.(892-894)tGt>tCtp.C298S 0.527778 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.536697 TRUE TRUE TRUE

c.(76-78)Gac>Aacp.D26N 0.516129 FALSE TRUE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.297297 FALSE TRUE FALSE

c.(1825-1827)Gct>Actp.A609T 0.131579 FALSE TRUE TRUE

c.(2503-2505)aaC>aaTp.N835N 0.333333 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.513514 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.105882 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.471223 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.942623 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.470948 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 1 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.041394 TRUE TRUE FALSE

c.(11200-11202)Caa>Aaap.Q3734K 0.521429 TRUE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 0.414634 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.986111 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.433333 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.643192 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.5625 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.990826 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.491892 TRUE TRUE TRUE

c.(3862-3864)gtT>gtCp.V1288V 0.518325 TRUE TRUE TRUE



c.(2758-2760)tcT>tcCp.S920S 0.222222 TRUE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.535948 TRUE TRUE TRUE

c.(6463-6465)Cgg>Tggp.R2155W0.798658 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 1 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.459016 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.530035 TRUE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.509804 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.517413 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.487923 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.979695 TRUE TRUE FALSE

c.(2407-2409)cgC>cgTp.R803R 0.502347 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.290698 TRUE TRUE FALSE

c.(8320-8322)tgC>tgTp.C2774C 0.486726 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.455224 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.578947 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.335211 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.991111 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.392 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.356322 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 1 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.76087 TRUE TRUE TRUE

c.(2926-2928)Gcc>Accp.A976T 0.082751 FALSE TRUE FALSE

c.(3082-3084)caA>caGp.Q1028Q 0.511278 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.405063 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.325806 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.246246 TRUE TRUE FALSE

c.(1867-1869)tGt>tAtp.C623Y 0.443299 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.491329 TRUE TRUE TRUE

c.(82-84)aTa>aCap.I28T 1 FALSE TRUE FALSE

c.(4291-4293)atC>atTp.I1431I 0.522388 FALSE FALSE FALSE

c.(3988-3990)Ttg>Atgp.L1330M 0.489177 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.511864 TRUE FALSE FALSE

c.(2827-2829)gcC>gcTp.A943A 0.5 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.363636 TRUE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 1 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.480769 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.82243 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 1 TRUE TRUE FALSE

c.(1561-1563)Gat>Catp.D521H 0.136364 FALSE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.356401 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.639456 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(472-474)gtA>gtGp.V158V 0.952381 FALSE TRUE FALSE

c.(3247-3249)ccC>ccTp.P1083P 0.647059 TRUE TRUE FALSE

c.(2488-2490)Gcc>Accp.A830T 0.462222 TRUE TRUE TRUE

c.(349-351)ctC>ctTp.L117L 0.485577 FALSE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.28125 TRUE TRUE FALSE



c.(10000-10002)gTg>gCgp.V3334A 0.515556 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.586022 TRUE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.4 TRUE TRUE TRUE

c.(1084-1086)aTc>aCcp.I362T 0.5 FALSE FALSE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.481818 TRUE TRUE TRUE

c.(5698-5700)caC>caTp.H1900H 0.159898 FALSE TRUE TRUE

c.(682-684)cAg>cCgp.Q228P 0.5 TRUE TRUE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.511811 TRUE TRUE TRUE

c.(1015-1017)gAt>gTtp.D339V 0.875 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.208791 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.098807 TRUE TRUE FALSE

c.(1429-1431)cGg>cAgp.R477Q 0.04321 TRUE TRUE FALSE

c.(2221-2223)gaC>gaTp.D741D 0.444444 FALSE TRUE TRUE

c.(3523-3525)Tcc>Cccp.S1175P 0.425743 TRUE TRUE FALSE

c.(4162-4164)gTc>gCcp.V1388A 0.264706 TRUE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.47027 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.158537 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.989899 TRUE TRUE TRUE

c.(2227-2229)aaT>aaCp.N743N 0.486842 TRUE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 0.349206 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.536 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.116667 FALSE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.988024 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.315436 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.453988 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.471204 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.4 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.639405 TRUE TRUE TRUE

c.(412-414)cCc>cGcp.P138R 0.531746 FALSE FALSE FALSE

c.(496-498)ttC>ttTp.F166F 0.261261 TRUE TRUE FALSE

c.(229-231)cGg>cAgp.R77Q 0.133929 FALSE FALSE FALSE

c.(1423-1425)Gca>Acap.A475T 1 FALSE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.477273 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.365854 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.619433 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.07931 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.449715 TRUE TRUE TRUE

c.(1324-1326)tcA>tcCp.S442S 0.14876 FALSE TRUE TRUE

c.(634-636)Cag>Gagp.Q212E 0.714286 TRUE TRUE TRUE

c.(490-492)acC>acTp.T164T 0.347826 FALSE TRUE FALSE

c.(652-654)Atg>Gtgp.M218V 0.902299 TRUE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.470588 TRUE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.477679 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.992754 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.273585 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.881481 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.977273 TRUE TRUE TRUE



c.(895-897)gaA>gaGp.E299E 0.611888 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.057876 TRUE TRUE FALSE

c.(997-999)aGc>aAcp.S333N 0.521472 FALSE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.478723 TRUE TRUE FALSE

c.(481-483)Atg>Gtgp.M161V 0.059524 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.994536 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.107759 TRUE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.267101 TRUE TRUE TRUE

c.(616-618)Gaa>Taap.E206* 0.465116 FALSE FALSE FALSE

c.(385-387)atG>atAp.M129I 0.496016 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.487603 TRUE TRUE TRUE

c.(415-417)Gca>Acap.A139T 1 FALSE TRUE FALSE

c.(1360-1362)ttG>ttCp.L454F 0.933333 TRUE TRUE FALSE

c.(1183-1185)aaC>aaGp.N395K 0.214689 TRUE TRUE TRUE

c.(3799-3801)cGa>cCap.R1267P 0.666667 FALSE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.997567 TRUE TRUE TRUE

c.(769-771)caT>caCp.H257H 0.037209 TRUE FALSE FALSE

c.(1120-1122)aCg>aTgp.T374M 0.5 TRUE TRUE TRUE

c.(97-99)agG>agTp.R33S 1 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.151261 TRUE TRUE FALSE

c.(2092-2094)Cct>Actp.P698T 0.486486 TRUE TRUE TRUE

c.(2167-2169)Gag>Aagp.E723K 0.496479 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.474886 TRUE TRUE TRUE

c.(15976-15978)ctT>ctGp.L5326L 0.470968 TRUE TRUE TRUE

c.(106-108)Tct>Cctp.S36P 0.47619 TRUE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.821429 TRUE TRUE TRUE

c.(2407-2409)agC>agGp.S803R 0.511628 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.170732 TRUE TRUE FALSE

c.(700-702)cAt>cGtp.H234R 0.454545 FALSE TRUE FALSE

c.(3070-3072)gcC>gcAp.A1024A 0.463277 TRUE TRUE TRUE

c.(970-972)Caa>Gaap.Q324E 0.142857 FALSE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.078056 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.506494 TRUE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.472303 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.056322 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.663636 TRUE TRUE FALSE

c.(2980-2982)gaC>gaTp.D994D 0.494253 TRUE TRUE TRUE

c.(2020-2022)ccG>ccTp.P674P 0.311111 FALSE FALSE FALSE

c.(4957-4959)tcC>tcTp.S1653S 0.559524 FALSE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.186087 TRUE TRUE TRUE

c.(1636-1638)tgC>tgTp.C546C 0.447368 TRUE TRUE FALSE

c.(5014-5016)aaC>aaTp.N1672N 0.517073 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.520833 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.448889 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.494118 TRUE TRUE TRUE

c.(199-201)gTa>gGap.V67G 1 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.47482 TRUE TRUE TRUE



c.(253-255)gaT>gaGp.D85E 1 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.39604 TRUE TRUE FALSE

c.(1333-1335)agG>agAp.R445R 0.71875 TRUE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.47482 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.555195 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(871-873)caT>caCp.H291H 1 FALSE TRUE FALSE

c.(1933-1935)Gtg>Atgp.V645M 0.45 FALSE TRUE FALSE

c.(1141-1143)ctA>ctGp.L381L 0.25 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.515432 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.073529 TRUE TRUE FALSE

c.(1558-1560)ggC>ggTp.G520G 0.171271 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.498305 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.384615 TRUE TRUE FALSE

c.(994-996)gGc>gCcp.G332A 0.455128 TRUE TRUE TRUE

c.(4630-4632)ccG>ccAp.P1544P 0.42471 TRUE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.176471 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.477778 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.487805 TRUE TRUE TRUE

c.(850-852)ccG>ccAp.P284P 0.475309 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.477273 TRUE TRUE TRUE

c.(943-945)Ggt>Agtp.G315S 0.434343 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.507937 TRUE TRUE TRUE

c.(499-501)gGc>gAcp.G167D 0.578947 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.45 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.40367 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.487097 TRUE TRUE TRUE

c.(1786-1788)caG>caCp.Q596H 0.47619 TRUE TRUE TRUE

c.(1576-1578)agC>agTp.S526S 0.484848 TRUE TRUE TRUE

c.(247-249)cGg>cAgp.R83Q 0.407767 TRUE TRUE FALSE

c.(364-366)Ctg>Gtgp.L122V 1 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.442478 TRUE TRUE FALSE

c.(322-324)ccC>ccTp.P108P 1 TRUE TRUE FALSE

c.(157-159)aCa>aAap.T53K 0.611111 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.557851 FALSE TRUE FALSE

c.(1576-1578)cCt>cGtp.P526R 0.479839 FALSE FALSE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.99505 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.442105 TRUE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.541485 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.497872 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.057239 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.485577 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.657143 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.511111 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.210728 TRUE TRUE FALSE

c.(820-822)Cct>Tctp.P274S 0.428571 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.455128 TRUE TRUE TRUE



c.(1237-1239)ccG>ccAp.P413P 0.611111 FALSE TRUE TRUE

c.(2416-2418)caT>caCp.H806H 0.510638 TRUE TRUE TRUE

c.(232-234)aaT>aaCp.N78N 0.875 FALSE TRUE FALSE

c.(1138-1140)Ttt>Attp.F380I 0.78125 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.43318 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.211679 TRUE TRUE FALSE

c.(205-207)caA>caGp.Q69Q 0.069652 TRUE TRUE FALSE

c.(1108-1110)gcG>gcAp.A370A 0.444444 FALSE TRUE TRUE

c.(832-834)tcA>tcTp.S278S 0.486275 TRUE TRUE TRUE

c.(727-729)Cac>Tacp.H243Y 0.47 FALSE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.52093 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.5 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.467085 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.40884 TRUE TRUE FALSE

c.(1045-1047)agC>agGp.S349R 0.060127 FALSE FALSE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.996753 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.54386 TRUE TRUE FALSE

c.(3577-3579)Gga>Agap.G1193R 0.421348 FALSE FALSE FALSE

c.(5068-5070)Aga>Cgap.R1690R 0.047101 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.491468 TRUE TRUE TRUE

c.(1906-1908)tAt>tTtp.Y636F 0.433333 FALSE FALSE FALSE

c.(148-150)gTt>gAtp.V50D 0.285354 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.206522 TRUE TRUE FALSE

c.(1300-1302)Gaa>Aaap.E434K 0.471831 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.074074 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.491443 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.206557 TRUE FALSE FALSE

c.(3388-3390)atC>atTp.I1130I 0.449735 TRUE TRUE TRUE

c.(4867-4869)tcG>tcAp.S1623S 0.552147 FALSE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.483221 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.473684 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.526316 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.391026 TRUE TRUE FALSE

c.(361-363)gcC>gcTp.A121A 1 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.537415 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.145374 TRUE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.470968 TRUE TRUE TRUE

c.(238-240)Cag>Gagp.Q80E 0.47619 FALSE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.978723 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.35102 TRUE TRUE FALSE

c.(2488-2490)Gcc>Accp.A830T 0.52349 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.532258 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.487965 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 1 TRUE TRUE TRUE

c.(58-60)ctA>ctGp.L20L 1 TRUE TRUE FALSE

c.(1363-1365)atA>atGp.I455M 0.430108 TRUE TRUE TRUE

c.(1015-1017)gAt>gTtp.D339V 0.463235 TRUE TRUE TRUE



c.(379-381)Gct>Actp.A127T 0.193548 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.457627 TRUE TRUE TRUE

c.(2314-2316)Cat>Aatp.H772N 0.507576 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.058908 TRUE TRUE FALSE

c.(1156-1158)agA>agCp.R386S 0.666667 TRUE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.450495 TRUE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.535714 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.582418 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.036728 TRUE TRUE FALSE

c.(1387-1389)cTg>cCgp.L463P 0.636364 FALSE TRUE TRUE

c.(1672-1674)gCa>gTap.A558V 0.463087 TRUE TRUE TRUE

c.(409-411)gGa>gAap.G137E 0.513011 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.05 TRUE TRUE TRUE

c.(415-417)gaC>gaTp.D139D 0.408451 TRUE TRUE TRUE

c.(1375-1377)tAc>tGcp.Y459C 0.933333 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.508108 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.445545 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.463203 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.234114 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.484177 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.47973 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.997442 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.521531 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.38009 TRUE TRUE TRUE

c.(1006-1008)acC>acAp.T336T 0.647059 TRUE TRUE FALSE

c.(262-264)gcC>gcTp.A88A 0.934783 FALSE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.522936 TRUE TRUE TRUE

c.(2935-2937)Ggc>Agcp.G979S 0.519231 TRUE TRUE TRUE

c.(568-570)aaC>aaTp.N190N 0.551948 FALSE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.3 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.580645 TRUE TRUE FALSE

c.(715-717)ccG>ccAp.P239P 0.446064 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.415385 TRUE TRUE TRUE

c.(1180-1182)gAg>gGgp.E394G 0.223464 TRUE TRUE TRUE

c.(214-216)aCg>aGgp.T72R 0.75 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.456311 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.212644 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.555024 TRUE TRUE TRUE

c.(7075-7077)tcT>tcCp.S2359S 0.209486 FALSE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.468208 TRUE TRUE TRUE

c.(142-144)gcG>gcAp.A48A 0.501222 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.13125 TRUE TRUE FALSE

c.(12028-12030)Tct>Cctp.S4010P 0.449153 TRUE TRUE TRUE

c.(985-987)gaC>gaTp.D329D 0.666667 TRUE TRUE FALSE

c.(2176-2178)aCg>aAgp.T726K 0.985915 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.449612 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.082418 TRUE TRUE FALSE



c.(2140-2142)gcG>gcTp.A714A 0.474308 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.447205 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.807692 TRUE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.453125 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.64 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.280488 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.993711 TRUE TRUE TRUE

c.(334-336)cCa>cAap.P112Q 0.055901 TRUE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.511628 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.309645 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.457627 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.568182 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.319018 TRUE TRUE FALSE

c.(481-483)Atg>Gtgp.M161V 0.038251 TRUE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.47619 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.257485 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.082803 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.515464 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.040201 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.144928 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.05848 FALSE FALSE FALSE

c.(7162-7164)tCa>tGap.S2388* 0.174419 FALSE FALSE FALSE

c.(784-786)Cga>Tgap.R262* 0.818182 FALSE FALSE FALSE

c.(226-228)Ggc>Agcp.G76S 0.384615 FALSE FALSE FALSE

c.(217-219)tAc>tGcp.Y73C 0.067039 FALSE FALSE FALSE

c.(2350-2352)ccC>ccGp.P784P 0.493274 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.075472 TRUE TRUE FALSE

c.(409-411)Caa>Aaap.Q137K 0.030912 TRUE FALSE FALSE

c.(3886-3888)aCg>aTgp.T1296M 0.488764 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.1 TRUE TRUE FALSE

c.(1993-1995)atG>atAp.M665I 0.642857 TRUE TRUE FALSE

c.(5014-5016)aaC>aaTp.N1672N 0.46049 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.428571 FALSE TRUE FALSE

c.(2080-2082)Gca>Acap.A694T 0.503788 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.457627 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 1 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.570552 FALSE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.647059 TRUE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.5 TRUE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.47619 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 1 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.468992 TRUE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.453441 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.478814 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.502463 TRUE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 0.612903 TRUE TRUE TRUE



c.(3514-3516)ttC>ttTp.F1172F 0.533333 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.675676 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.114583 TRUE TRUE FALSE

c.(676-678)acG>acAp.T226T 0.928571 FALSE TRUE FALSE

c.(1336-1338)tgT>tgCp.C446C 0.596154 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.527638 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.483333 TRUE TRUE TRUE

c.(4507-4509)tcC>tcTp.S1503S 0.462366 TRUE TRUE FALSE

c.(12934-12936)ccC>ccTp.P4312P 0.483051 TRUE TRUE TRUE

c.(2248-2250)Tac>Cacp.Y750H 0.450704 FALSE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.472803 TRUE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.625 TRUE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 0.515152 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.511111 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.510638 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.464865 TRUE TRUE TRUE

c.(3778-3780)ttC>ttTp.F1260F 0.455128 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.462555 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.518519 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.509804 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.487603 TRUE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.510345 TRUE TRUE TRUE

c.(7084-7086)gcA>gcTp.A2362A 0.515254 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.605263 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 1 TRUE TRUE TRUE

c.(5422-5424)gtA>gtGp.V1808V 0.52 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.495098 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.487047 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.422222 TRUE TRUE TRUE

c.(13-15)Gtc>Atcp.V5I 0.438596 TRUE TRUE FALSE

c.(943-945)Cgg>Tggp.R315W 0.474227 TRUE TRUE TRUE

c.(1783-1785)tCc>tTcp.S595F 0.460432 FALSE TRUE TRUE

c.(1396-1398)gCg>gGgp.A466G 0.375 TRUE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.983871 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.452555 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.331081 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.577778 TRUE TRUE FALSE

c.(250-252)gaC>gaTp.D84D 0.316832 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.992063 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.482906 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.467066 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 1 TRUE TRUE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.443182 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.409836 FALSE TRUE FALSE

c.(4864-4866)cGc>cAcp.R1622H 0.513158 FALSE FALSE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.483871 TRUE TRUE FALSE



c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.514107 TRUE TRUE TRUE

c.(1843-1845)ttT>ttCp.F615F 0.467742 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.470817 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.512048 TRUE TRUE TRUE

c.(6742-6744)ccG>ccAp.P2248P 0.490272 TRUE TRUE TRUE

c.(1051-1053)ctA>ctGp.L351L 0.967742 FALSE TRUE FALSE

c.(1495-1497)gaA>gaGp.E499E 0.487179 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.590062 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.490826 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.515152 TRUE TRUE FALSE

c.(4690-4692)Gct>Actp.A1564T 0.484848 TRUE TRUE TRUE

c.(8332-8334)caA>caGp.Q2778Q 0.128205 TRUE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.504065 TRUE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.469388 TRUE TRUE TRUE

c.(1414-1416)ctT>ctGp.L472L 0.352941 TRUE TRUE FALSE

c.(46-48)tgA>tgGp.*16W 1 FALSE TRUE FALSE

c.(5977-5979)acC>acTp.T1993T 0.483766 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE

c.(11497-11499)Aca>Gcap.T3833A 0.45614 FALSE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.121864 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.994737 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.5 TRUE TRUE TRUE

c.(4708-4710)acG>acAp.T1570T 0.5 TRUE TRUE TRUE

c.(169-171)atG>atAp.M57I 1 FALSE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.1875 TRUE TRUE FALSE

c.(583-585)aCc>aTcp.T195I 0.411184 FALSE FALSE FALSE

c.(7861-7863)tcC>tcAp.S2621S 0.5 TRUE TRUE FALSE

c.(1231-1233)aGc>aAcp.S411N 0.631579 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.491525 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.517647 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.527027 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.489164 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.116592 TRUE TRUE FALSE

c.(1267-1269)gGa>gAap.G423E 0.583333 TRUE TRUE FALSE

c.(859-861)aaA>aaGp.K287K 1 FALSE TRUE FALSE

c.(1201-1203)gcG>gcCp.A401A 0.523148 FALSE TRUE TRUE

c.(5002-5004)acA>acGp.T1668T 0.508 TRUE TRUE TRUE

c.(1402-1404)agC>agTp.S468S 0.428571 FALSE TRUE FALSE

c.(502-504)Ata>Ttap.I168L 0.319703 TRUE TRUE FALSE

c.(3109-3111)caG>caAp.Q1037Q 0.416667 TRUE TRUE TRUE

c.(448-450)Aac>Gacp.N150D 1 FALSE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.051095 TRUE TRUE FALSE

c.(280-282)aCg>aTgp.T94M 0.434921 FALSE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.514658 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.470588 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.471264 TRUE TRUE TRUE



c.(1357-1359)aaT>aaGp.N453K 0.580645 TRUE TRUE TRUE

c.(8152-8154)Att>Gttp.I2718V 0.492 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.523404 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.550239 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.480144 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.459302 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.634328 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.15035 TRUE TRUE FALSE

c.(1363-1365)cCa>cAap.P455Q 0.375 TRUE TRUE FALSE

c.(637-639)caG>caTp.Q213H 0.502092 TRUE FALSE FALSE

c.(13573-13575)gGg>gAgp.G4525E 0.443114 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(5785-5787)caG>caAp.Q1929Q 0.540323 FALSE TRUE TRUE

c.(7105-7107)Acg>Ccgp.T2369P 0.53125 TRUE TRUE TRUE

c.(13231-13233)ccC>ccTp.P4411P 0.493671 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.490654 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.992933 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.502242 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.465347 TRUE TRUE TRUE

c.(712-714)aCg>aTgp.T238M 0.447368 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.875 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.301527 TRUE TRUE FALSE

c.(1504-1506)Cgt>Tgtp.R502C 0.391304 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.491979 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.333333 FALSE TRUE FALSE

c.(22-24)Cat>Tatp.H8Y 0.425926 TRUE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.989474 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.989011 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.155844 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.326923 TRUE TRUE TRUE

c.(205-207)Caa>Aaap.Q69K 0.046584 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.54902 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.321168 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.452514 TRUE TRUE TRUE

c.(1531-1533)Gtg>Atgp.V511M 0.134921 FALSE TRUE FALSE

c.(796-798)Cga>Tgap.R266* 0.050633 TRUE FALSE FALSE

c.(6820-6822)gaC>gaGp.D2274E 0.512281 TRUE FALSE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.494208 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.294686 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.410788 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.082192 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.422018 TRUE TRUE TRUE

c.(439-441)gaT>gaCp.D147D 1 FALSE TRUE FALSE

c.(1492-1494)tGc>tTcp.C498F 0.518868 FALSE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.537975 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.040498 TRUE TRUE FALSE

c.(1555-1557)cAg>cCgp.Q519P 0.415094 TRUE TRUE TRUE



c.(391-393)aGa>aAap.R131K 0.539216 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.453532 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.32 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.393204 TRUE TRUE FALSE

c.(637-639)gaC>gaTp.D213D 0.468182 TRUE TRUE TRUE

c.(700-702)Aca>Tcap.T234S 0.297222 TRUE TRUE FALSE

c.(1411-1413)aaG>aaAp.K471K 0.633929 TRUE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 1 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.597403 TRUE TRUE FALSE

c.(667-669)ttC>ttTp.F223F 0.5 TRUE TRUE TRUE

c.(1030-1032)ggG>ggAp.G344G 1 FALSE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.515982 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.468468 TRUE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.496855 TRUE TRUE TRUE

c.(823-825)ccA>ccGp.P275P 0.448276 TRUE TRUE TRUE

c.(1507-1509)gcA>gcGp.A503A 0.666667 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(4525-4527)atC>atTp.I1509I 0.454106 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.995349 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.98913 TRUE TRUE TRUE

c.(3640-3642)caC>caTp.H1214H 0.467532 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.560284 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.043956 TRUE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 1 TRUE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.471572 TRUE TRUE TRUE

c.(11533-11535)acG>acAp.T3845T 0.497462 TRUE TRUE TRUE

c.(382-384)tTc>tCcp.F128S 1 FALSE FALSE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.994595 TRUE TRUE TRUE

c.(4240-4242)gaC>gaTp.D1414D 0.503704 TRUE TRUE FALSE

c.(706-708)Ctt>Attp.L236I 0.969697 FALSE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.520833 TRUE TRUE TRUE

c.(196-198)Tgc>Cgcp.C66R 0.213235 FALSE FALSE FALSE

c.(379-381)Gct>Actp.A127T 0.129921 TRUE TRUE TRUE

c.(157-159)atG>atAp.M53I 0.965517 FALSE TRUE FALSE

c.(961-963)gCg>gAgp.A321E 0.10084 TRUE TRUE FALSE

c.(634-636)Cag>Gagp.Q212E 0.785714 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.45098 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.538961 TRUE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.536585 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.63125 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.995146 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.118012 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.487179 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.056471 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.467811 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.509202 TRUE TRUE TRUE



c.(1120-1122)aCg>aTgp.T374M 0.52 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.104215 TRUE TRUE FALSE

c.(409-411)Caa>Aaap.Q137K 0.038121 TRUE FALSE FALSE

c.(6499-6501)Cgt>Tgtp.R2167C 0.107042 TRUE TRUE FALSE

c.(1204-1206)caC>caTp.H402H 0.309091 FALSE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.565217 TRUE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.434211 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(6319-6321)cCa>cTap.P2107L 0.526316 FALSE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.524752 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.5 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.485876 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.993528 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.486702 TRUE TRUE TRUE

c.(3835-3837)gAc>gCcp.D1279A 0.498876 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.518919 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.133903 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.433447 TRUE TRUE TRUE

c.(823-825)cGa>cTap.R275L 0.455172 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.195971 TRUE FALSE FALSE

c.(7621-7623)gcC>gcTp.A2541A 0.52 TRUE TRUE FALSE

c.(12934-12936)ccC>ccTp.P4312P 0.479554 TRUE TRUE TRUE

c.(2827-2829)gcC>gcTp.A943A 0.990338 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.413907 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.491582 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.461255 TRUE TRUE TRUE

c.(2314-2316)Cat>Aatp.H772N 0.497462 TRUE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.502703 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.493671 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.498382 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 1 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.996795 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.473552 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.400922 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.455399 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.504823 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.191176 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.476821 TRUE TRUE TRUE

c.(7084-7086)gcA>gcTp.A2362A 0.534591 TRUE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.439873 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.428571 TRUE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.987288 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 1 TRUE TRUE TRUE

c.(907-909)gcA>gcGp.A303A 0.510324 TRUE TRUE TRUE



c.(3067-3069)acA>acGp.T1023T 1 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.987342 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.115059 TRUE TRUE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.033159 TRUE TRUE FALSE

c.(3529-3531)Ctt>Attp.L1177I 0.5 FALSE TRUE TRUE

c.(1783-1785)tCc>tTcp.S595F 0.504464 FALSE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.490421 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.462094 TRUE TRUE TRUE

c.(1207-1209)ttC>ttTp.F403F 0.475862 FALSE FALSE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.263682 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.512422 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.512195 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.483957 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.439394 TRUE TRUE FALSE

c.(2689-2691)gcC>gcTp.A897A 0.55 FALSE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 0.659091 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.571429 TRUE TRUE TRUE

c.(6757-6759)gaT>gaCp.D2253D 0.514286 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.41196 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.467836 TRUE TRUE TRUE

c.(370-372)caC>caTp.H124H 0.502024 TRUE TRUE TRUE

c.(1843-1845)ttT>ttCp.F615F 0.99262 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.491429 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.527174 TRUE TRUE TRUE

c.(538-540)caG>caAp.Q180Q 0.210526 FALSE FALSE FALSE

c.(2743-2745)ggC>ggTp.G915G 0.548822 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.477516 TRUE TRUE TRUE

c.(1138-1140)taC>taTp.Y380Y 0.6 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.511364 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.502646 TRUE TRUE FALSE

c.(4690-4692)Gct>Actp.A1564T 0.5 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.561265 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.994709 TRUE TRUE FALSE

c.(772-774)Cgt>Tgtp.R258C 0.25 FALSE TRUE FALSE

c.(2737-2739)Cct>Actp.P913T 0.436975 TRUE TRUE TRUE

c.(1333-1335)gaT>gaCp.D445D 1 FALSE TRUE FALSE

c.(724-726)gaG>gaAp.E242E 0.509434 TRUE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.591093 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.471483 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.994565 TRUE TRUE FALSE

c.(5977-5979)acC>acTp.T1993T 0.475352 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.613636 TRUE TRUE TRUE

c.(5467-5469)tCt>tGtp.S1823C 0.50641 FALSE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.478481 TRUE TRUE TRUE

c.(22-24)aAc>aGcp.N8S 0.993377 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.987952 TRUE TRUE FALSE



c.(505-507)Tgc>Cgcp.C169R 0.215517 TRUE TRUE FALSE

c.(7861-7863)tcC>tcAp.S2621S 0.8 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.516393 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.078059 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.990698 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.50358 TRUE TRUE TRUE

c.(2119-2121)aaT>aaCp.N707N 0.489097 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.215686 TRUE TRUE FALSE

c.(12826-12828)Ctt>Gttp.L4276V 0.439655 FALSE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 0.540541 TRUE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.452991 TRUE TRUE FALSE

c.(5002-5004)acA>acGp.T1668T 0.52766 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.455331 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.123596 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.453258 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.512195 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.989437 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.490683 TRUE TRUE TRUE

c.(1141-1143)ctA>ctGp.L381L 0.238095 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.519737 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.546075 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.046135 TRUE TRUE FALSE

c.(889-891)ccC>ccAp.P297P 0.483568 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.488706 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.483516 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.207865 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.258189 TRUE TRUE FALSE

c.(1363-1365)cCa>cAap.P455Q 0.190476 TRUE TRUE FALSE

c.(6043-6045)Acc>Gccp.T2015A 0.117925 TRUE TRUE TRUE

c.(628-630)gCg>gTgp.A210V 0.528701 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(2062-2064)ttC>ttTp.F688F 0.545455 FALSE FALSE FALSE

c.(7105-7107)Acg>Ccgp.T2369P 0.526646 TRUE TRUE TRUE

c.(13231-13233)ccC>ccTp.P4411P 0.454839 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.463483 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.478571 TRUE TRUE TRUE

c.(4105-4107)acG>acAp.T1369T 0.466667 FALSE FALSE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.474178 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 1 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.482143 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.504785 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.994505 TRUE TRUE TRUE

c.(4972-4974)gcG>gcAp.A1658A 0.2 FALSE TRUE FALSE

c.(2077-2079)Gtc>Ctcp.V693L 0.272727 FALSE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 1 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.269978 TRUE TRUE FALSE



c.(2662-2664)caC>caTp.H888H 0.490566 FALSE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(6655-6657)Cgt>Tgtp.R2219C 0.512438 FALSE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.457317 TRUE TRUE TRUE

c.(7729-7731)ctC>ctTp.L2577L 0.532934 FALSE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.472303 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.539623 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.996805 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.102151 TRUE TRUE FALSE

c.(1867-1869)gaG>gaAp.E623E 0.504854 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.495298 TRUE TRUE TRUE

c.(5422-5424)gtA>gtGp.V1808V 0.56338 TRUE TRUE TRUE

c.(1456-1458)tGa>tAap.*486* 0.503226 TRUE TRUE FALSE

c.(1396-1398)gCg>gGgp.A466G 0.230769 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.496951 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.03252 TRUE FALSE FALSE

c.(6820-6822)gaC>gaGp.D2274E 0.462633 TRUE FALSE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.474138 TRUE TRUE TRUE

c.(139-141)gGa>gAap.G47E 0.254766 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.547009 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.440932 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.115431 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.042328 TRUE TRUE FALSE

c.(3430-3432)Aag>Gagp.K1144E 0.487013 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.177885 TRUE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.154812 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.996885 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.034728 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.509506 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.562753 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.045272 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.479532 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.485816 TRUE TRUE TRUE

c.(2056-2058)cgG>cgTp.R686R 0.472648 TRUE TRUE TRUE

c.(484-486)gtA>gtGp.V162V 0.065217 FALSE FALSE FALSE

c.(922-924)tgC>tgTp.C308C 0.518248 TRUE TRUE TRUE

c.(142-144)acG>acAp.T48T 0.032258 TRUE FALSE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.459459 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.490909 TRUE TRUE TRUE

c.(2914-2916)tCg>tTgp.S972L 0.520468 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.480469 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.54 TRUE TRUE FALSE

c.(3769-3771)aAt>aGtp.N1257S 0.475 FALSE TRUE TRUE

c.(1204-1206)cAc>cGcp.H402R 0.303571 FALSE TRUE FALSE

c.(235-237)Att>Gttp.I79V 0.526316 TRUE TRUE TRUE

c.(2092-2094)gaC>gaGp.D698E 0.505376 FALSE FALSE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.549342 TRUE TRUE TRUE



c.(2257-2259)Cct>Tctp.P753S 0.530075 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.587121 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.5 TRUE TRUE TRUE

c.(565-567)ccG>ccAp.P189P 0.511696 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.112179 TRUE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.505618 TRUE TRUE TRUE

c.(11533-11535)acG>acAp.T3845T 0.542601 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(859-861)gAa>gTap.E287V 0.454545 TRUE TRUE TRUE

c.(3460-3462)Cca>Tcap.P1154S 0.572816 FALSE TRUE FALSE

c.(2854-2856)caT>caCp.H952H 0.444882 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.542751 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.995305 TRUE TRUE TRUE

c.(1270-1272)gaC>gaTp.D424D 0.5 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.515358 TRUE TRUE TRUE

c.(1318-1320)Tgt>Agtp.C440S 0.136364 TRUE TRUE FALSE

c.(532-534)Cat>Gatp.H178D 0.185185 FALSE TRUE TRUE

c.(1771-1773)gcA>gcCp.A591A 0.472464 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.557143 TRUE TRUE TRUE

c.e2-1 0.14 FALSE FALSE FALSE

c.(334-336)cGa>cAap.R112Q 0.060897 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.98951 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.479263 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.472885 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 1 TRUE TRUE TRUE

c.(9622-9624)aAt>aTtp.N3208I 0.484848 FALSE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.994286 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.516605 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.133047 TRUE TRUE FALSE

c.(1381-1383)atC>atTp.I461I 0.488584 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.051181 TRUE TRUE FALSE

c.(2092-2094)Cct>Actp.P698T 0.5 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.978022 TRUE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.170455 TRUE TRUE TRUE

c.(2650-2652)tCa>tTap.S884L 0.517857 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.488987 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.42487 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.444444 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.875 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.505495 TRUE TRUE TRUE

c.(613-615)tcC>tcAp.S205S 0.928571 FALSE TRUE FALSE

c.(1807-1809)ccG>ccAp.P603P 0.565217 FALSE TRUE TRUE

c.(1468-1470)tCg>tTgp.S490L 0.52 FALSE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.133816 TRUE TRUE FALSE

c.(484-486)gcA>gcGp.A162A 1 FALSE TRUE FALSE



c.(1342-1344)Atc>Gtcp.I448V 1 TRUE TRUE TRUE

c.(598-600)tcC>tcGp.S200S 0.375 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.028139 TRUE TRUE FALSE

c.(1669-1671)Cag>Tagp.Q557* 0.538462 FALSE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.178344 TRUE TRUE FALSE

c.(2062-2064)Aac>Gacp.N688D 0.976744 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.464481 TRUE TRUE TRUE

c.(106-108)cCt>cTtp.P36L 1 FALSE TRUE FALSE

c.(5272-5274)tcT>tcAp.S1758S 0.495192 FALSE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.097199 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.594595 TRUE TRUE TRUE

c.(1171-1173)atA>atGp.I391M 0.524793 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.963636 TRUE TRUE TRUE

c.(1219-1221)gtC>gtTp.V407V 0.5 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.888889 TRUE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.984314 TRUE TRUE TRUE

c.(5188-5190)Aaa>Gaap.K1730E 0.468254 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.49505 TRUE TRUE TRUE

c.(3850-3852)cAc>cGcp.H1284R 0.072072 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.531707 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.473684 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.993902 TRUE TRUE TRUE

c.(622-624)cGg>cAgp.R208Q 0.571429 FALSE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.547297 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.892857 TRUE TRUE FALSE

c.(7624-7626)cgC>cgGp.R2542R 0.41206 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.379104 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.995169 TRUE TRUE TRUE

c.(1141-1143)ctA>ctGp.L381L 0.333333 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.312977 TRUE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.50641 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.1 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.431373 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.782609 TRUE TRUE TRUE

c.(3184-3186)Gcc>Accp.A1062T 0.35 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.492857 TRUE TRUE TRUE

c.(7171-7173)aCt>aGtp.T2391S 0.167939 TRUE TRUE FALSE

c.(55-57)caC>caTp.H19H 0.470339 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.511848 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.51938 TRUE TRUE TRUE

c.(571-573)aAa>aCap.K191T 0.52795 FALSE TRUE FALSE

c.(28-30)gCg>gAgp.A10E 0.596491 FALSE TRUE FALSE

c.(175-177)tGg>tCgp.W59S 0.409091 FALSE TRUE TRUE

c.(1300-1302)Gaa>Aaap.E434K 0.529101 TRUE TRUE TRUE

c.(1786-1788)caG>caCp.Q596H 0.535714 TRUE TRUE TRUE

c.(2050-2052)atC>atTp.I684I 0.386667 TRUE TRUE TRUE



c.(6046-6048)cCg>cTgp.P2016L 1 TRUE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 1 TRUE TRUE FALSE

c.(367-369)cGt>cAtp.R123H 0.437126 FALSE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.608696 TRUE TRUE TRUE

c.(58-60)ggG>ggAp.G20G 1 FALSE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.226744 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.276498 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.439024 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.458333 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.5 TRUE TRUE TRUE

c.(1321-1323)atG>atAp.M441I 0.532544 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.473684 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.450382 TRUE TRUE TRUE

c.(10234-10236)Gaa>Caap.E3412Q 0.486339 FALSE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.516129 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.40678 TRUE TRUE FALSE

c.(2746-2748)Atg>Ctgp.M916L 0.5 FALSE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.518519 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.513636 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.933333 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.901961 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.420635 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.046414 TRUE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.483333 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.388298 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.254237 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.395062 TRUE TRUE TRUE

c.(3580-3582)tcC>tcTp.S1194S 0.54902 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.088083 TRUE TRUE FALSE

c.(217-219)Ctt>Tttp.L73F 0.75 TRUE TRUE TRUE

c.(178-180)atT>atCp.I60I 1 FALSE TRUE FALSE

c.(2785-2787)Agg>Cggp.R929R 0.488506 FALSE TRUE TRUE

c.(1255-1257)aCc>aGcp.T419S 0.457317 FALSE TRUE TRUE

c.(163-165)atG>atAp.M55I 1 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.993865 TRUE TRUE TRUE

c.(2782-2784)Cgt>Tgtp.R928C 0.695652 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.625 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.925 TRUE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.5 TRUE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.975 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.513274 TRUE TRUE TRUE

c.(766-768)taT>taCp.Y256Y 0.9375 FALSE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.983806 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.458824 TRUE TRUE FALSE

c.(490-492)gCa>gTap.A164V 0.857143 FALSE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.50211 TRUE TRUE TRUE



c.(2458-2460)acA>acGp.T820T 0.982609 TRUE TRUE TRUE

c.(856-858)gCa>gAap.A286E 0.028758 TRUE FALSE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.981013 TRUE TRUE TRUE

c.(808-810)Cgc>Tgcp.R270C 0.956522 TRUE TRUE TRUE

c.(1558-1560)taT>taCp.Y520Y 0.545455 TRUE TRUE TRUE

c.(3682-3684)gaT>gaCp.D1228D 0.692308 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.515152 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.457143 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.197605 TRUE FALSE FALSE

c.(1693-1695)atT>atCp.I565I 0.435484 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.439024 TRUE TRUE TRUE

c.(2197-2199)gcG>gcAp.A733A 0.436364 FALSE FALSE FALSE

c.(673-675)Tgg>Cggp.W225R 0.493023 TRUE TRUE TRUE

c.(7894-7896)Aat>Gatp.N2632D 0.489362 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.445783 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(2341-2343)Gtc>Atcp.V781I 0.272727 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.297143 TRUE TRUE FALSE

c.(2488-2490)Gcc>Accp.A830T 0.584906 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.435897 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.509506 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.233333 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.986111 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.102439 TRUE TRUE TRUE

c.(1672-1674)gCa>gTap.A558V 0.53271 TRUE TRUE TRUE

c.(1804-1806)Gtg>Atgp.V602M 0.888889 TRUE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.096339 TRUE TRUE FALSE

c.(4864-4866)Aca>Gcap.T1622A 0.426357 TRUE TRUE TRUE

c.(127-129)ctC>ctTp.L43L 1 FALSE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.459459 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.509434 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.468599 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.053571 TRUE TRUE FALSE

c.(1462-1464)Tgc>Cgcp.C488R 0.25974 TRUE TRUE FALSE

c.(3529-3531)Att>Gttp.I1177V 0.529644 FALSE FALSE TRUE

c.(415-417)gaC>gaTp.D139D 0.461538 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.408333 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.491525 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.985222 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.428571 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.462069 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(502-504)tgC>tgAp.C168* 0.115385 FALSE TRUE FALSE

c.(1447-1449)caG>caCp.Q483H 1 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.48913 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.495868 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.385714 TRUE TRUE TRUE



c.(1063-1065)Gtg>Atgp.V355M 0.435897 TRUE TRUE TRUE

c.(8320-8322)tgC>tgTp.C2774C 0.52549 TRUE TRUE TRUE

c.(664-666)ggG>ggAp.G222G 1 FALSE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.5 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(310-312)Atg>Gtgp.M104V 1 FALSE TRUE FALSE

c.(385-387)atG>atAp.M129I 0.429719 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.272727 TRUE TRUE FALSE

c.(601-603)atA>atGp.I201M 0.769231 FALSE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.5 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.483516 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.2 TRUE TRUE FALSE

c.(1000-1002)acG>acAp.T334T 0.944444 FALSE TRUE FALSE

c.(262-264)tTt>tCtp.F88S 0.052632 TRUE TRUE FALSE

c.(808-810)agA>agGp.R270R 0.6 TRUE TRUE TRUE

c.(697-699)caA>caTp.Q233H 0.471429 TRUE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.055777 TRUE TRUE TRUE

c.(1237-1239)ccG>ccAp.P413P 0.695652 FALSE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.138554 TRUE TRUE FALSE

c.(322-324)ccC>ccTp.P108P 0.230769 TRUE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.48 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.484663 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.077778 TRUE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.490909 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.539474 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.253333 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.503521 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.347059 TRUE TRUE FALSE

c.(7501-7503)Ata>Gtap.I2501V 0.503937 TRUE TRUE TRUE

c.(751-753)Ttt>Cttp.F251L 1 FALSE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.992063 TRUE TRUE TRUE

c.(1966-1968)tcT>tcCp.S656S 0.522167 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.495098 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.632812 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.427386 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.477273 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.265306 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.348837 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.979487 TRUE TRUE TRUE

c.(2530-2532)Gag>Aagp.E844K 0.4 TRUE TRUE TRUE

c.(787-789)agG>agAp.R263R 0.060606 FALSE FALSE FALSE

c.(3019-3021)tcG>tcAp.S1007S 0.965517 FALSE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.095238 TRUE FALSE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.567901 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.451613 TRUE TRUE TRUE

c.(298-300)atC>atTp.I100I 0.979167 FALSE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.487805 TRUE TRUE FALSE



c.(1555-1557)cAg>cCgp.Q519P 0.583333 TRUE TRUE TRUE

c.(2206-2208)aaC>aaTp.N736N 0.433071 TRUE TRUE TRUE

c.(1597-1599)aCa>aTap.T533I 0.961538 FALSE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.044944 TRUE TRUE FALSE

c.(778-780)Aat>Catp.N260H 0.068773 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.315789 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.067114 TRUE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.485915 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.8 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.993333 TRUE TRUE TRUE

c.(724-726)tcG>tcAp.S242S 0.442623 FALSE TRUE TRUE

c.(1150-1152)ccC>ccTp.P384P 0.431373 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.485876 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.478022 FALSE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.477444 TRUE TRUE TRUE

c.(226-228)gcA>gcGp.A76A 0.09542 FALSE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 0.980769 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.493506 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.460317 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.987952 TRUE TRUE TRUE

c.(37-39)Acc>Gccp.T13A 1 FALSE TRUE FALSE

c.(637-639)gaC>gaTp.D213D 0.518519 TRUE TRUE TRUE

c.(4786-4788)Gtt>Cttp.V1596L 0.5 TRUE TRUE TRUE

c.(28-30)gCg>gAgp.A10E 0.777778 FALSE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.5 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.454545 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.126984 TRUE FALSE FALSE

c.(58-60)ggG>ggAp.G20G 1 FALSE TRUE FALSE

c.(157-159)agT>agCp.S53S 0.458333 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.425 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.045455 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.444444 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.5 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.985915 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.464567 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.472603 TRUE TRUE TRUE

c.(226-228)Tgt>Cgtp.C76R 0.272727 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.980769 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.424242 TRUE TRUE TRUE

c.(2734-2736)Cgg>Tggp.R912W 0.484848 FALSE TRUE FALSE

c.(736-738)atG>atAp.M246I 0.135802 FALSE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.416667 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.521739 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.272727 TRUE TRUE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.19802 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.381818 TRUE TRUE TRUE



c.(9481-9483)Ttc>Atcp.F3161I 0.509615 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.077739 FALSE FALSE FALSE

c.(493-495)gaC>gaTp.D165D 0.490566 TRUE TRUE FALSE

c.(232-234)aaT>aaCp.N78N 1 FALSE TRUE FALSE

c.(1390-1392)ccG>ccAp.P464P 0.25641 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.465116 TRUE TRUE TRUE

c.(613-615)ggC>ggTp.G205G 1 FALSE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.990291 TRUE TRUE TRUE

c.(1429-1431)cGg>cAgp.R477Q 0.076923 TRUE TRUE FALSE

c.(10462-10464)cTa>cCap.L3488P 0.474576 TRUE TRUE TRUE

c.(835-837)Gcc>Accp.A279T 0.454545 TRUE TRUE FALSE

c.(3391-3393)acC>acGp.T1131T 0.666667 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.428571 TRUE TRUE FALSE

c.(4984-4986)aAc>aGcp.N1662S 0.526316 TRUE TRUE TRUE

c.(1063-1065)tcG>tcAp.S355S 0.388889 FALSE FALSE FALSE

c.(9439-9441)gTg>gGgp.V3147G 0.47619 FALSE TRUE TRUE

c.(922-924)tgC>tgTp.C308C 0.409091 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.55 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.524138 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.589474 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.582822 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.459016 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.506329 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.433333 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.642857 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.533333 TRUE TRUE FALSE

c.(2029-2031)ggC>ggTp.G677G 0.55102 FALSE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.43617 TRUE TRUE TRUE

c.(13-15)Gtg>Ctgp.V5L 0.4 FALSE TRUE FALSE

c.(4153-4155)ctG>ctAp.L1385L 0.378378 TRUE TRUE FALSE

c.(604-606)gaG>gaAp.E202E 1 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.481013 TRUE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.439394 TRUE TRUE TRUE

c.(1357-1359)ctA>ctGp.L453L 0.958333 FALSE FALSE FALSE

c.(823-825)cGa>cTap.R275L 0.313253 TRUE TRUE TRUE

c.(8605-8607)ctC>ctAp.L2869L 0.456 TRUE TRUE TRUE

c.(838-840)caT>caCp.H280H 0.534483 FALSE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.125 TRUE FALSE FALSE

c.(3109-3111)caG>caAp.Q1037Q 0.982759 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.5 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.588235 TRUE TRUE FALSE

c.(3124-3126)Gac>Tacp.D1042Y 0.492187 FALSE TRUE TRUE

c.(4504-4506)Agt>Ggtp.S1502G 0.52518 TRUE TRUE TRUE

c.(706-708)ctT>ctCp.L236L 0.985507 FALSE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.472727 TRUE TRUE TRUE

c.(7363-7365)gCt>gGtp.A2455G 0.489474 FALSE FALSE FALSE

c.(2488-2490)Gcc>Accp.A830T 0.439252 TRUE TRUE TRUE



c.(3283-3285)acA>acGp.T1095T 0.428571 TRUE TRUE FALSE

c.(922-924)tcG>tcAp.S308S 0.75 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.505155 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.427632 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.421053 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.884615 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.488889 TRUE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.070175 FALSE FALSE FALSE

c.(8332-8334)caA>caGp.Q2778Q 0.230769 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.5 TRUE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.482759 TRUE TRUE TRUE

c.(820-822)Aga>Ggap.R274G 0.101266 FALSE FALSE FALSE

c.(79-81)cGg>cAgp.R27Q 0.986928 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.5 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.494118 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.243243 TRUE TRUE FALSE

c.(6607-6609)caC>caTp.H2203H 0.44898 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.636364 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.134752 TRUE TRUE FALSE

c.(8524-8526)taT>taCp.Y2842Y 0.99422 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.436782 TRUE TRUE TRUE

c.(79-81)Cgt>Tgtp.R27C 0.118421 FALSE TRUE TRUE

c.(733-735)ctA>ctGp.L245L 0.45679 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.984848 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.988636 TRUE TRUE TRUE

c.(7117-7119)agG>agAp.R2373R 0.070423 FALSE FALSE FALSE

c.(142-144)cAg>cGgp.Q48R 0.550725 TRUE TRUE TRUE

c.(1525-1527)Gtg>Atgp.V509M 1 FALSE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.347826 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.097826 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.466667 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.357143 TRUE TRUE FALSE

c.(775-777)ccC>ccTp.P259P 0.071429 TRUE TRUE TRUE

c.(739-741)aaC>aaAp.N247K 0.477612 FALSE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.313725 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.477387 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.655172 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 1 TRUE TRUE TRUE

c.(1801-1803)ctA>ctGp.L601L 0.976744 FALSE TRUE FALSE

c.(1102-1104)Aca>Gcap.T368A 0.05303 FALSE FALSE FALSE

c.(892-894)tGt>tCtp.C298S 0.483221 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.529412 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.483333 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.991525 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.354839 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.453704 TRUE TRUE FALSE



c.(1108-1110)taT>taCp.Y370Y 0.504587 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.165049 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.356436 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.633333 FALSE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.135678 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.42623 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.134146 TRUE TRUE FALSE

c.(1930-1932)Aat>Catp.N644H 0.469136 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.13986 TRUE TRUE FALSE

c.(226-228)gCg>gTgp.A76V 0.310345 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.5 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.375 TRUE TRUE FALSE

c.(16-18)Tgg>Cggp.W6R 0.210526 TRUE TRUE FALSE

c.(1120-1122)aCg>aTgp.T374M 0.5 TRUE TRUE TRUE

c.(1129-1131)cAg>cGgp.Q377R 0.484848 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.043741 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.506667 TRUE TRUE TRUE

c.(1444-1446)Atc>Gtcp.I482V 0.978261 FALSE TRUE FALSE

c.(1126-1128)ctG>ctCp.L376L 0.460526 TRUE TRUE TRUE

c.(1993-1995)atG>atAp.M665I 0.571429 TRUE TRUE FALSE

c.(5014-5016)aaC>aaTp.N1672N 0.413953 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.440476 FALSE TRUE FALSE

c.(865-867)Gat>Aatp.D289N 0.470588 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.457895 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.456621 TRUE TRUE TRUE

c.(49-51)Gag>Aagp.E17K 0.270588 FALSE FALSE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.611111 TRUE TRUE FALSE

c.(214-216)aCg>aGgp.T72R 0.75 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.531746 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.430108 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.5 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.129032 TRUE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.460581 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.479167 TRUE TRUE TRUE

c.(7033-7035)ttG>ttAp.L2345L 0.44898 FALSE FALSE FALSE

c.(3823-3825)ggC>ggTp.G1275G 0.053763 FALSE TRUE FALSE

c.(1138-1140)Ttt>Attp.F380I 0.5 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.075472 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.558442 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.55 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.313433 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.386076 TRUE TRUE TRUE

c.(4507-4509)tcC>tcTp.S1503S 0.461538 TRUE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.163462 TRUE FALSE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.230216 TRUE TRUE FALSE



c.(1240-1242)caG>caAp.Q414Q 0.55 TRUE TRUE TRUE

c.(7-9)Gac>Aacp.D3N 0.449612 FALSE TRUE TRUE

c.(622-624)Tta>Ctap.L208L 1 FALSE TRUE FALSE

c.(1156-1158)agA>agCp.R386S 1 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.46087 TRUE TRUE FALSE

c.(661-663)Tgt>Cgtp.C221R 0.475 TRUE TRUE TRUE

c.(1006-1008)acC>acAp.T336T 0.305085 TRUE TRUE FALSE

c.(1672-1674)aAg>aGgp.K558R 0.471591 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.475862 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.568182 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.580247 TRUE TRUE FALSE

c.(775-777)Ggt>Cgtp.G259R 0.571429 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.502618 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.990521 TRUE TRUE TRUE

c.(13687-13689)ccC>ccTp.P4563P 0.544 TRUE TRUE TRUE

c.(598-600)tcC>tcGp.S200S 0.285714 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.206731 TRUE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.506579 TRUE TRUE TRUE

c.(1150-1152)ccC>ccTp.P384P 0.506667 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.102767 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.47541 TRUE TRUE FALSE

c.(7573-7575)Ctc>Gtcp.L2525V 1 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.559524 TRUE TRUE TRUE

c.(1102-1104)ccC>ccTp.P368P 0.479167 FALSE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.611814 TRUE TRUE TRUE

c.(1000-1002)Cgc>Tgcp.R334C 0.6 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.520408 TRUE TRUE FALSE

c.(136-138)gaC>gaTp.D46D 0.220339 TRUE TRUE FALSE

c.(1474-1476)cGt>cAtp.R492H 0.454887 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.178808 TRUE TRUE FALSE

c.(5914-5916)cCt>cAtp.P1972H 0.429412 FALSE FALSE TRUE

c.(6769-6771)cGg>cAgp.R2257Q 0.514184 FALSE FALSE FALSE

c.e2+1 0.202532 FALSE FALSE FALSE

c.(163-165)atG>atAp.M55I 0.96875 FALSE TRUE FALSE

c.(526-528)cGt>cAtp.R176H 0.621622 TRUE TRUE FALSE

c.(3094-3096)ccC>ccGp.P1032P 0.522222 FALSE FALSE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.507042 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.4125 TRUE TRUE FALSE

c.(1138-1140)taC>taTp.Y380Y 0.571429 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.392157 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.173423 TRUE TRUE FALSE

c.(5053-5055)Gca>Tcap.A1685S 0.066225 TRUE FALSE TRUE

c.(11155-11157)Gtg>Atgp.V3719M 0.466667 FALSE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.368421 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.463687 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.474308 TRUE TRUE TRUE



c.(1684-1686)caA>caGp.Q562Q 0.553398 TRUE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.135 TRUE TRUE FALSE

c.(664-666)ggG>ggAp.G222G 1 FALSE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.944444 TRUE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.447619 TRUE TRUE FALSE

c.(112-114)agC>agTp.S38S 0.153846 TRUE TRUE TRUE

c.(1654-1656)Cgt>Tgtp.R552C 0.580645 FALSE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.540881 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.518868 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.978261 TRUE TRUE FALSE

c.(7861-7863)tcC>tcAp.S2621S 0.8 TRUE TRUE FALSE

c.(1468-1470)atG>atAp.M490I 0.382979 FALSE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.477273 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.506024 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.453125 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.100503 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 1 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.450704 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.478469 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.16092 TRUE TRUE FALSE

c.(2803-2805)tgC>tgTp.C935C 0.555556 TRUE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.429687 TRUE TRUE FALSE

c.(1111-1113)cGg>cCgp.R371P 0.25 FALSE FALSE FALSE

c.(919-921)aCg>aTgp.T307M 0.424658 TRUE TRUE TRUE

c.(1837-1839)ccC>ccTp.P613P 0.5 FALSE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.485915 TRUE TRUE TRUE

c.(3655-3657)cGc>cCcp.R1219P 0.465649 FALSE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.5 TRUE TRUE TRUE

c.(1333-1335)agG>agAp.R445R 0.416667 TRUE TRUE FALSE

c.(1141-1143)ctA>ctGp.L381L 0.222222 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.533937 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.034169 TRUE TRUE FALSE

c.(2557-2559)Ctt>Tttp.L853F 0.498221 FALSE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.485549 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.477273 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.188925 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.128713 TRUE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.584211 TRUE TRUE TRUE

c.(295-297)ggG>ggAp.G99G 0.941176 FALSE TRUE FALSE

c.(1375-1377)tAc>tGcp.Y459C 0.375 TRUE TRUE FALSE

c.(3025-3027)gGt>gAtp.G1009D 0.502994 FALSE FALSE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.966102 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.037618 TRUE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.552036 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.994792 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.521739 TRUE TRUE FALSE

c.(5023-5025)Gcc>Tccp.A1675S 0.297521 TRUE TRUE FALSE



c.(4978-4980)Atc>Gtcp.I1660V 0.098901 FALSE TRUE FALSE

c.(220-222)Cga>Tgap.R74* 0.126374 TRUE TRUE TRUE

c.(673-675)ttT>ttCp.F225F 1 FALSE TRUE FALSE

c.(2170-2172)aAc>aGcp.N724S 0.390977 FALSE FALSE FALSE

c.(1432-1434)acC>acTp.T478T 0.263158 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.513812 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.319838 TRUE TRUE FALSE

c.(58-60)ctA>ctGp.L20L 0.230769 TRUE TRUE FALSE

c.(1321-1323)atG>atAp.M441I 0.52907 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.970149 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.437768 TRUE TRUE TRUE

c.(547-549)aGt>aAtp.S183N 0.157534 FALSE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.482759 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.574713 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.305882 TRUE TRUE FALSE

c.(3676-3678)gGc>gTcp.G1226V 0.459893 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.490566 TRUE TRUE TRUE

c.(985-987)gaC>gaTp.D329D 0.306122 TRUE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.509804 TRUE TRUE TRUE

c.(145-147)ttC>ttGp.F49L 0.5 FALSE TRUE TRUE

c.(826-828)tAt>tCtp.Y276S 0.142857 TRUE TRUE TRUE

c.(580-582)gaG>gaAp.E194E 0.515152 FALSE TRUE TRUE

c.(1408-1410)Gaa>Taap.E470* 0.993506 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.482759 TRUE TRUE TRUE

c.(1912-1914)gCa>gTap.A638V 0.452381 FALSE TRUE TRUE

c.(2230-2232)gaT>gaAp.D744E 0.380531 FALSE FALSE FALSE

c.(115-117)Aaa>Gaap.K39E 0.170068 TRUE TRUE FALSE

c.(3430-3432)Aag>Gagp.K1144E 0.532751 TRUE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.098837 TRUE TRUE TRUE

c.(514-516)Gtc>Atcp.V172I 0.29661 TRUE TRUE TRUE

c.(7591-7593)Gaa>Aaap.E2531K 0.42236 FALSE TRUE TRUE

c.(2614-2616)gCa>gTap.A872V 0.53211 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.532468 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.519802 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.040367 TRUE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.507042 TRUE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 0.485714 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.573034 TRUE TRUE TRUE

c.(1993-1995)Ccc>Accp.P665T 0.5 FALSE TRUE TRUE

c.(1993-1995)atG>atAp.M665I 0.142857 TRUE TRUE FALSE

c.(2440-2442)acG>acTp.T814T 0.446009 TRUE TRUE FALSE

c.(97-99)agG>agTp.R33S 0.636364 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.509091 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.52381 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.468085 TRUE TRUE FALSE

c.(1411-1413)gtA>gtCp.V471V 0.493827 FALSE TRUE TRUE

c.(58-60)acA>acTp.T20T 1 FALSE TRUE FALSE



c.(1996-1998)atC>atTp.I666I 0.521277 TRUE TRUE FALSE

c.(3967-3969)gaT>gaCp.D1323D 0.435294 FALSE FALSE FALSE

c.(178-180)atT>atCp.I60I 0.964286 FALSE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.533333 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.991525 TRUE TRUE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.53125 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.471204 TRUE TRUE TRUE

c.(4240-4242)gaC>gaTp.D1414D 0.493976 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.526316 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.489583 TRUE TRUE TRUE

c.(199-201)gTa>gGap.V67G 0.769231 TRUE TRUE TRUE

c.(334-336)cCa>cAap.P112Q 0.147541 TRUE TRUE FALSE

c.(223-225)agC>agTp.S75S 0.213904 TRUE TRUE TRUE

c.(364-366)Ctg>Gtgp.L122V 0.333333 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.431193 TRUE TRUE TRUE

c.(373-375)atA>atGp.I125M 0.971014 FALSE TRUE FALSE

c.(1699-1701)ccA>ccCp.P567P 0.494898 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.40404 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.147059 TRUE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.457143 TRUE TRUE TRUE

c.(7171-7173)aCt>aGtp.T2391S 0.210145 FALSE TRUE FALSE

c.(2140-2142)gcG>gcTp.A714A 0.449541 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.492424 TRUE TRUE FALSE

c.(1699-1701)caC>caAp.H567Q 0.428571 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.39726 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.5 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.5 TRUE TRUE TRUE

c.(1120-1122)Ctg>Ttgp.L374L 0.375 FALSE TRUE FALSE

c.(1993-1995)aCa>aTap.T665I 0.6 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.96 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 1 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.25 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.705882 TRUE TRUE TRUE

c.(1054-1056)caT>caAp.H352Q 0.2 FALSE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 0.571429 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.054902 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.5 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.107143 TRUE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.40625 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.117391 FALSE FALSE FALSE

c.(2113-2115)acA>acGp.T705T 0.666667 TRUE TRUE TRUE

c.(1414-1416)Gca>Acap.A472T 0.259259 FALSE FALSE FALSE

c.(1456-1458)caG>caCp.Q486H 0.416667 TRUE FALSE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.65 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.475 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.590909 TRUE TRUE TRUE



c.(1078-1080)taC>taTp.Y360Y 0.25 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.5 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.144444 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.425532 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.190476 TRUE TRUE TRUE

c.(7183-7185)acT>acCp.T2395T 0.368421 FALSE TRUE TRUE

c.(925-927)aGt>aAtp.S309N 0.2 FALSE FALSE FALSE

c.(1741-1743)caA>caCp.Q581H 0.583333 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.25 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.444444 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.333333 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.166667 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.5 TRUE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 1 FALSE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.461538 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.588235 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.176 FALSE FALSE FALSE

c.(1801-1803)gaT>gaCp.D601D 0.28 FALSE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.863636 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.266667 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(1174-1176)ggA>ggCp.G392G 0.1 FALSE FALSE FALSE

c.(1846-1848)acG>acAp.T616T 0.973684 TRUE TRUE TRUE

c.(1099-1101)atT>atGp.I367M 0.133333 TRUE FALSE FALSE

c.(247-249)aAc>aGcp.N83S 0.473684 TRUE TRUE TRUE

c.(1057-1059)aTt>aAtp.I353N 0.190476 FALSE FALSE FALSE

c.(583-585)Gga>Agap.G195R 0.333333 FALSE TRUE FALSE

c.(1372-1374)Gca>Acap.A458T 0.975309 FALSE TRUE FALSE

c.(1057-1059)atT>atAp.I353I 0.190476 FALSE FALSE FALSE

c.(1051-1053)Aat>Catp.N351H 0.235294 FALSE FALSE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.54717 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.172414 TRUE TRUE FALSE

c.(1675-1677)ttA>ttCp.L559F 0.122807 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.135417 FALSE FALSE FALSE

c.(1522-1524)caT>caCp.H508H 1 TRUE TRUE TRUE

c.(139-141)gCa>gGap.A47G 0.642857 FALSE FALSE FALSE

c.(1507-1509)gcA>gcGp.A503A 0.6 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 1 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(571-573)tCc>tAcp.S191Y 0.375 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.75 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 1 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.307692 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.5 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.7 TRUE TRUE TRUE



c.(2695-2697)aAg>aGgp.K899R 0.636364 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.533333 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.545455 TRUE TRUE TRUE

c.(103-105)ttA>ttTp.L35F 0.123077 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.5 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.571429 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.75 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 1 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 1 TRUE TRUE TRUE

c.(1414-1416)ggT>ggCp.G472G 0.319149 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.580645 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(2023-2025)Ata>Gtap.I675V 0.642857 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.666667 TRUE TRUE TRUE

c.(1363-1365)aTg>aCgp.M455T 0.558824 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.545455 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.535714 TRUE TRUE TRUE

c.(1597-1599)caA>caGp.Q533Q 1 TRUE FALSE FALSE

c.(8533-8535)cGt>cAtp.R2845H 0.666667 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.3125 TRUE TRUE TRUE

c.(655-657)agC>agTp.S219S 0.957143 FALSE FALSE FALSE

c.(559-561)gCt>gTtp.A187V 0.333333 FALSE FALSE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.833333 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.5 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.538462 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.636364 TRUE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.133333 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.089069 FALSE FALSE FALSE

c.(1132-1134)cCg>cTgp.P378L 0.5 FALSE FALSE FALSE

c.(52-54)Ttc>Ctcp.F18L 0.969697 FALSE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.9375 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.481481 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.482759 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.466667 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.238095 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.75 TRUE TRUE TRUE

c.(3055-3057)Ctc>Gtcp.L1019V 0.352941 FALSE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.545455 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.8 TRUE TRUE TRUE

c.(394-396)taC>taGp.Y132* 0.857143 FALSE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.333333 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.466667 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.416667 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.409091 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.157895 FALSE FALSE FALSE



c.(166-168)caA>caGp.Q56Q 0.541667 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.275862 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 1 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.407407 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.333333 TRUE TRUE TRUE

c.(7009-7011)aCt>aAtp.T2337N 0.615385 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 1 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.444444 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.318182 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 1 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.363636 TRUE TRUE TRUE

c.(772-774)ttG>ttAp.L258L 0.357143 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.8 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.363636 TRUE TRUE TRUE

c.(4804-4806)gcC>gcTp.A1602A 0.468085 TRUE TRUE TRUE

c.(16-18)Tgg>Cggp.W6R 0.65 TRUE TRUE FALSE

c.(154-156)ggC>ggTp.G52G 0.214286 FALSE TRUE TRUE

c.(1099-1101)cGt>cAtp.R367H 0.446541 FALSE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.044978 TRUE TRUE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.494819 TRUE TRUE TRUE

c.(469-471)ggG>ggAp.G157G 0.966667 FALSE TRUE FALSE

c.(1843-1845)Gga>Agap.G615R 0.466667 FALSE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.54918 TRUE TRUE TRUE

c.(796-798)ctA>ctGp.L266L 0.875 FALSE TRUE FALSE

c.(5014-5016)aaC>aaTp.N1672N 0.425641 TRUE TRUE TRUE

c.(949-951)agC>agTp.S317S 1 FALSE TRUE TRUE

c.(787-789)cCa>cGap.P263R 0.486974 FALSE FALSE FALSE

c.(391-393)Gct>Actp.A131T 0.967391 FALSE TRUE FALSE

c.(1918-1920)gAa>gGap.E640G 0.786885 FALSE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.994083 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.527559 FALSE TRUE FALSE

c.(13-15)tcA>tcGp.S5S 0.991228 FALSE TRUE FALSE

c.(538-540)gTt>gCtp.V180A 0.241935 FALSE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.5 TRUE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 0.307692 TRUE TRUE FALSE

c.(235-237)ccT>ccAp.P79P 0.489627 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.994595 TRUE TRUE TRUE

c.(1066-1068)tTa>tCap.L356S 0.117117 FALSE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.545455 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.984127 TRUE TRUE TRUE

c.(1285-1287)Atg>Gtgp.M429V 0.6 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 0.981818 FALSE TRUE FALSE

c.(1051-1053)tTt>tCtp.F351S 0.592593 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.363359 TRUE TRUE TRUE

c.(364-366)Gca>Acap.A122T 0.989899 FALSE TRUE FALSE

c.(3670-3672)gaG>gaAp.E1224E 0.412791 TRUE TRUE TRUE

c.(499-501)Gac>Cacp.D167H 0.124498 FALSE TRUE TRUE



c.(862-864)Ctt>Attp.L288I 0.972222 FALSE TRUE FALSE

c.(1252-1254)ctG>ctAp.L418L 0.981481 FALSE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.348754 TRUE TRUE FALSE

c.(4519-4521)acG>acAp.T1507T 0.719298 FALSE TRUE TRUE

c.(106-108)Tct>Cctp.S36P 0.714286 TRUE TRUE TRUE

c.(1180-1182)aAa>aGap.K394R 0.082278 FALSE FALSE FALSE

c.(5119-5121)acC>acAp.T1707T 0.495726 FALSE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.183206 TRUE FALSE FALSE

c.(1693-1695)atT>atCp.I565I 0.450704 TRUE TRUE TRUE

c.(3148-3150)Gct>Actp.A1050T 0.375 FALSE TRUE TRUE

c.(661-663)gtG>gtTp.V221V 0.571429 FALSE TRUE TRUE

c.(1918-1920)cGc>cAcp.R640H 0.492308 FALSE FALSE FALSE

c.(5863-5865)caC>caTp.H1955H 0.44186 TRUE TRUE TRUE

c.(3526-3528)taT>taCp.Y1176Y 0.306667 FALSE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.409091 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 1 TRUE TRUE TRUE

c.(328-330)gcG>gcAp.A110A 1 FALSE TRUE FALSE

c.(5011-5013)Gtc>Atcp.V1671I 0.65 FALSE TRUE FALSE

c.(1249-1251)aCt>aTtp.T417I 0.645833 FALSE TRUE TRUE

c.(1018-1020)Gga>Agap.G340R 0.084211 FALSE FALSE FALSE

c.(1240-1242)caG>caAp.Q414Q 0.27907 TRUE TRUE TRUE

c.(3817-3819)taC>taTp.Y1273Y 0.504854 FALSE TRUE TRUE

c.(1591-1593)ccC>ccGp.P531P 0.669014 FALSE TRUE TRUE

c.(583-585)agC>agTp.S195S 0.410256 FALSE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.541353 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.44382 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.202899 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.388889 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.423823 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.407643 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.514124 TRUE TRUE TRUE

c.(1171-1173)atA>atGp.I391M 0.494432 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.535065 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.810078 TRUE TRUE TRUE

c.(925-927)aAg>aTgp.K309M 0.278761 FALSE TRUE TRUE

c.(133-135)aCc>aTcp.T45I 0.862069 FALSE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.5 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.514286 TRUE TRUE TRUE

c.(3754-3756)atC>atTp.I1252I 0.505405 FALSE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.267327 TRUE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.5 TRUE TRUE TRUE

c.(3442-3444)acC>acTp.T1148T 0.556291 FALSE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.388889 TRUE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.62963 TRUE TRUE TRUE

c.(481-483)Atg>Gtgp.M161V 0.050633 TRUE TRUE FALSE

c.(808-810)taC>taTp.Y270Y 0.963636 FALSE TRUE FALSE

c.(7783-7785)tgC>tgTp.C2595C 0.411765 FALSE TRUE FALSE



c.(154-156)Ctg>Atgp.L52M 0.230769 FALSE TRUE TRUE

c.(121-123)aGt>aCtp.S41T 0.447368 FALSE TRUE FALSE

c.(226-228)Ggc>Agcp.G76S 0.555556 FALSE TRUE TRUE

c.(13-15)Gtc>Atcp.V5I 0.327586 TRUE TRUE FALSE

c.(1450-1452)ccC>ccTp.P484P 0.437158 FALSE TRUE TRUE

c.(706-708)atA>atGp.I236M 0.290323 FALSE TRUE FALSE

c.(895-897)gAg>gCgp.E299A 0.395349 FALSE TRUE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.486772 TRUE TRUE TRUE

c.(121-123)Cca>Acap.P41T 0.175 FALSE TRUE FALSE

c.(7186-7188)tgT>tgCp.C2396C 0.456693 FALSE TRUE FALSE

c.(85-87)Gat>Aatp.D29N 0.994233 FALSE TRUE FALSE

c.(145-147)caC>caTp.H49H 0.581081 FALSE TRUE TRUE

c.(3826-3828)ccA>ccGp.P1276P 0.5175 FALSE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.526316 TRUE TRUE TRUE

c.(355-357)Cct>Actp.P119T 0.085443 FALSE FALSE FALSE

c.(1246-1248)gtG>gtAp.V416V 0.462687 FALSE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.569277 TRUE TRUE TRUE

c.(1183-1185)Ctt>Attp.L395I 0.992424 TRUE TRUE TRUE

c.(5689-5691)cAc>cCcp.H1897P 0.612132 FALSE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.484099 TRUE TRUE TRUE

c.(7252-7254)aaC>aaTp.N2418N 0.513699 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.260163 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.19171 TRUE TRUE FALSE

c.(187-189)ccA>ccGp.P63P 0.484305 FALSE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.507177 TRUE TRUE TRUE

c.(7573-7575)Ctc>Gtcp.L2525V 0.583333 TRUE TRUE FALSE

c.(6805-6807)tcC>tcTp.S2269S 0.422018 FALSE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.387931 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.259615 TRUE TRUE FALSE

c.(3751-3753)gaT>gaCp.D1251D 0.464789 FALSE FALSE FALSE

c.(2431-2433)gcG>gcAp.A811A 0.16895 FALSE TRUE TRUE

c.(67-69)atT>atCp.I23I 0.985714 FALSE TRUE FALSE

c.(1723-1725)Atc>Gtcp.I575V 1 FALSE TRUE FALSE

c.(334-336)Tta>Ctap.L112L 1 FALSE TRUE FALSE

c.(6247-6249)Aga>Cgap.R2083R 0.583333 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.984456 TRUE TRUE FALSE

c.(136-138)gaC>gaTp.D46D 0.190476 TRUE TRUE FALSE

c.(217-219)Ctt>Tttp.L73F 1 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.509091 TRUE TRUE TRUE

c.(1351-1353)aaC>aaTp.N451N 0.925926 FALSE TRUE FALSE

c.(112-114)ccT>ccCp.P38P 0.975 FALSE TRUE FALSE

c.(247-249)acT>acGp.T83T 0.483516 FALSE TRUE TRUE

c.(4588-4590)Ggc>Agcp.G1530S 0.586207 FALSE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.989474 TRUE TRUE TRUE

c.(556-558)caC>caTp.H186H 0.989362 FALSE TRUE FALSE

c.(2527-2529)caG>caAp.Q843Q 0.504918 TRUE TRUE TRUE



c.(3895-3897)gtG>gtAp.V1299V 0.491329 FALSE TRUE TRUE

c.(6742-6744)ccG>ccAp.P2248P 0.5 TRUE TRUE TRUE

c.(493-495)gtC>gtTp.V165V 0.97619 FALSE TRUE FALSE

c.(103-105)ttA>ttTp.L35F 0.111888 TRUE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.990909 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.586634 TRUE TRUE TRUE

c.(1009-1011)cgG>cgAp.R337R 0.365591 FALSE TRUE FALSE

c.(493-495)gaC>gaTp.D165D 0.953488 TRUE TRUE FALSE

c.(658-660)taC>taTp.Y220Y 1 TRUE TRUE FALSE

c.(4204-4206)Gta>Ctap.V1402L 0.325 FALSE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.431193 TRUE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.518152 TRUE TRUE TRUE

c.(1915-1917)ctG>ctAp.L639L 0.616519 FALSE TRUE TRUE

c.(3232-3234)tgC>tgTp.C1078C 0.975904 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.501992 TRUE TRUE TRUE

c.(286-288)gtC>gtTp.V96V 0.976471 FALSE TRUE FALSE

c.(1678-1680)gTg>gCgp.V560A 0.5 FALSE TRUE TRUE

c.(2242-2244)Cag>Aagp.Q748K 0.5 FALSE TRUE TRUE

c.(1120-1122)tgC>tgTp.C374C 0.47138 FALSE TRUE TRUE

c.(121-123)ctG>ctAp.L41L 0.987013 FALSE TRUE FALSE

c.(556-558)Gtc>Atcp.V186I 0.95 FALSE TRUE FALSE

c.(6994-6996)Ggg>Aggp.G2332R 0.175439 FALSE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.07776 TRUE TRUE FALSE

c.(1516-1518)Ctg>Ttgp.L506L 0.482972 FALSE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.127451 TRUE TRUE FALSE

c.(1183-1185)ctT>ctCp.L395L 0.981651 FALSE TRUE FALSE

c.(451-453)tcC>tcTp.S151S 0.048387 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.123468 TRUE TRUE TRUE

c.(1609-1611)Gtt>Attp.V537I 0.755102 FALSE TRUE TRUE

c.(7405-7407)gAt>gGtp.D2469G 0.52 FALSE TRUE TRUE

c.(7513-7515)ccT>ccGp.P2505P 0.463542 FALSE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.4 TRUE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.168539 TRUE TRUE FALSE

c.(3022-3024)aGc>aTcp.S1008I 0.318182 FALSE TRUE TRUE

c.(1858-1860)gCt>gTtp.A620V 0.595833 FALSE TRUE TRUE

c.(220-222)gGa>gCap.G74A 0.764706 FALSE TRUE TRUE

c.(2677-2679)Agt>Ggtp.S893G 0.512821 FALSE FALSE TRUE

c.(8968-8970)aAa>aGap.K2990R 0.529851 FALSE FALSE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.093333 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.502242 TRUE TRUE TRUE

c.(4495-4497)Atg>Ttgp.M1499L 0.451429 FALSE TRUE TRUE

c.(319-321)atC>atTp.I107I 0.478528 FALSE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.382353 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.992424 TRUE TRUE FALSE

c.(3745-3747)cAt>cGtp.H1249R 0.506329 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.527778 TRUE TRUE TRUE

c.e23-1 0.228346 FALSE TRUE TRUE



c.(172-174)ccG>ccAp.P58P 0.434483 FALSE TRUE TRUE

c.(874-876)gaA>gaGp.E292E 1 TRUE TRUE TRUE

c.(769-771)caA>caGp.Q257Q 0.108434 FALSE FALSE FALSE

c.(9106-9108)caA>caGp.Q3036Q 0.73913 FALSE TRUE TRUE

c.(2932-2934)Tat>Catp.Y978H 0.527638 FALSE TRUE TRUE

c.(5113-5115)aAc>aGcp.N1705S 0.297619 FALSE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 1 TRUE TRUE FALSE

c.(715-717)ccC>ccTp.P239P 0.188811 TRUE FALSE FALSE

c.(88-90)cAc>cCcp.H30P 0.384 TRUE TRUE FALSE

c.(1444-1446)cAc>cGcp.H482R 0.482143 FALSE TRUE FALSE

c.(2131-2133)ggG>ggAp.G711G 0.483871 TRUE TRUE TRUE

c.(691-693)Tgt>Cgtp.C231R 0.253425 FALSE TRUE FALSE

c.(778-780)Aat>Catp.N260H 0.051786 FALSE FALSE FALSE

c.(919-921)aCg>aTgp.T307M 0.40625 TRUE TRUE TRUE

c.(2248-2250)ccG>ccAp.P750P 0.088889 FALSE TRUE FALSE

c.(454-456)Gct>Actp.A152T 0.606965 FALSE TRUE TRUE

c.(2047-2049)Cac>Tacp.H683Y 0.492228 FALSE TRUE TRUE

c.(1246-1248)acC>acTp.T416T 0.046512 FALSE FALSE FALSE

c.(1312-1314)ccC>ccTp.P438P 0.989583 FALSE TRUE FALSE

c.(5071-5073)Aag>Gagp.K1691E 0.592105 TRUE TRUE TRUE

c.(8152-8154)Att>Gttp.I2718V 0.514905 TRUE TRUE TRUE

c.(64-66)Ccg>Tcgp.P22S 0.606061 FALSE TRUE FALSE

c.(1831-1833)cCt>cAtp.P611H 0.78626 FALSE TRUE TRUE

c.(619-621)atG>atAp.M207I 0.953125 FALSE TRUE FALSE

c.(520-522)gcC>gcGp.A174A 0.518868 FALSE FALSE FALSE

c.(553-555)ttG>ttAp.L185L 0.965116 FALSE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.119171 TRUE TRUE FALSE

c.(889-891)ccC>ccAp.P297P 0.38806 TRUE TRUE TRUE

c.(319-321)caA>caGp.Q107Q 0.395349 FALSE FALSE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.51506 TRUE TRUE TRUE

c.(847-849)ctC>ctTp.L283L 0.411765 FALSE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.522989 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.548387 TRUE TRUE TRUE

c.(37-39)acT>acAp.T13T 0.982759 FALSE TRUE FALSE

c.(382-384)Ctg>Ttgp.L128L 0.967742 FALSE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.352941 TRUE TRUE FALSE

c.(187-189)Ttg>Ctgp.L63L 0.145455 FALSE TRUE FALSE

c.(1474-1476)cGg>cAgp.R492Q 0.479339 FALSE TRUE TRUE

c.(2419-2421)gtC>gtTp.V807V 0.525478 FALSE TRUE TRUE

c.(2257-2259)ccG>ccAp.P753P 0.542857 FALSE FALSE FALSE

c.(298-300)Ata>Gtap.I100V 1 FALSE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.447826 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(5785-5787)caG>caAp.Q1929Q 0.47619 FALSE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.636364 TRUE TRUE TRUE

c.(460-462)tgC>tgTp.C154C 0.465347 FALSE TRUE TRUE

c.(4873-4875)acC>acTp.T1625T 0.491803 TRUE TRUE FALSE



c.(1120-1122)Gaa>Aaap.E374K 0.752294 FALSE TRUE TRUE

c.(844-846)atT>atCp.I282I 1 TRUE TRUE TRUE

c.(898-900)aaC>aaTp.N300N 0.565217 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.989655 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.454545 FALSE TRUE FALSE

c.(2227-2229)aaT>aaCp.N743N 0.970588 TRUE TRUE TRUE

c.(502-504)ttA>ttTp.L168F 0.456897 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.35 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.458861 TRUE TRUE TRUE

c.(3721-3723)taT>taCp.Y1241Y 0.444444 FALSE TRUE TRUE

c.(856-858)ctG>ctCp.L286L 0.472406 FALSE TRUE TRUE

c.(1045-1047)cAt>cGtp.H349R 0.054945 FALSE TRUE TRUE

c.(6100-6102)ccC>ccTp.P2034P 0.5 FALSE TRUE FALSE

c.(7474-7476)gtT>gtCp.V2492V 0.741935 FALSE TRUE TRUE

c.(55-57)atT>atCp.I19I 0.966667 FALSE TRUE FALSE

c.(6907-6909)ctG>ctAp.L2303L 1 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.421053 TRUE TRUE TRUE

c.(343-345)Gca>Acap.A115T 0.178451 FALSE TRUE TRUE

c.(880-882)ctG>ctAp.L294L 0.497696 FALSE TRUE TRUE

c.(5677-5679)ggC>ggTp.G1893G 0.52439 FALSE TRUE FALSE

c.(3421-3423)gCc>gTcp.A1141V 0.545455 FALSE TRUE TRUE

c.(1900-1902)ccA>ccGp.P634P 0.576923 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.336245 TRUE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.347368 TRUE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.2 TRUE TRUE FALSE

c.(22-24)Gta>Atap.V8I 0.986667 FALSE TRUE FALSE

c.(1495-1497)Ata>Gtap.I499V 0.469799 FALSE TRUE TRUE

c.(22-24)Cat>Tatp.H8Y 0.352941 TRUE TRUE FALSE

c.(7702-7704)ggA>ggGp.G2568G 0.657143 FALSE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.514493 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.410853 TRUE TRUE TRUE

c.(733-735)Atc>Gtcp.I245V 0.364486 FALSE TRUE TRUE

c.(1585-1587)ccC>ccTp.P529P 0.48125 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.112245 TRUE TRUE FALSE

c.(349-351)atC>atAp.I117I 0.897959 FALSE FALSE FALSE

c.(595-597)aCt>aGtp.T199S 0.509579 FALSE TRUE TRUE

c.(3913-3915)ccG>ccAp.P1305P 0.528736 FALSE TRUE TRUE

c.(550-552)ctG>ctTp.L184L 0.221498 FALSE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.479866 TRUE TRUE TRUE

c.(4846-4848)ttC>ttTp.F1616F 0.4 FALSE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.059835 TRUE TRUE FALSE

c.(1492-1494)atC>atTp.I498I 0.3 FALSE TRUE TRUE

c.(2770-2772)tTt>tGtp.F924C 0.425414 FALSE TRUE FALSE

c.(139-141)gGa>gAap.G47E 0.1893 TRUE TRUE TRUE

c.(871-873)Aaa>Gaap.K291E 0.432692 FALSE TRUE TRUE

c.(5272-5274)ctG>ctAp.L1758L 0.513514 FALSE TRUE TRUE

c.(1132-1134)tgC>tgAp.C378* 0.404624 FALSE TRUE TRUE



c.(1180-1182)ctG>ctAp.L394L 0.555556 FALSE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.137566 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.196787 TRUE TRUE FALSE

c.(523-525)agC>agTp.S175S 0.542373 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.521368 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.600313 TRUE TRUE TRUE

c.(568-570)Aat>Catp.N190H 0.492537 FALSE TRUE TRUE

c.(1330-1332)Agc>Ggcp.S444G 0.69697 TRUE TRUE FALSE

c.(1582-1584)Gtg>Atgp.V528M 0.333333 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.48 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.085227 TRUE FALSE FALSE

c.(217-219)Cga>Tgap.R73* 0.419048 FALSE TRUE TRUE

c.(3169-3171)tcG>tcAp.S1057S 0.520782 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.503937 TRUE TRUE TRUE

c.(733-735)ctA>ctTp.L245L 0.509434 FALSE TRUE FALSE

c.(1141-1143)ctA>ctGp.L381L 0.251656 TRUE TRUE FALSE

c.(835-837)acG>acAp.T279T 0.697561 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.84 TRUE TRUE TRUE

c.(1360-1362)caC>caTp.H454H 0.461538 TRUE TRUE TRUE

c.(6373-6375)acG>acAp.T2125T 0.597403 FALSE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.450331 TRUE TRUE TRUE

c.(2938-2940)tCt>tAtp.S980Y 0.344262 FALSE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.046875 TRUE TRUE FALSE

c.(508-510)cGt>cAtp.R170H 0.496894 FALSE TRUE TRUE

c.(4234-4236)aaC>aaTp.N1412N 0.46 TRUE TRUE TRUE

c.(4492-4494)Gcc>Accp.A1498T 0.529262 FALSE TRUE TRUE

c.(1849-1851)caA>caGp.Q617Q 0.351852 FALSE TRUE TRUE

c.(103-105)gGt>gAtp.G35D 0.290323 TRUE TRUE FALSE

c.(11608-11610)atG>atAp.M3870I 0.533333 FALSE TRUE FALSE

c.(565-567)gtC>gtTp.V189V 0.490741 FALSE TRUE TRUE

c.(454-456)Aag>Gagp.K152E 0.048649 TRUE TRUE FALSE

c.(1483-1485)Cgt>Tgtp.R495C 0.155172 TRUE TRUE FALSE

c.(1588-1590)Cct>Tctp.P530S 0.97479 FALSE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.975248 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.333333 TRUE TRUE FALSE

c.(3436-3438)cgA>cgGp.R1146R 0.111446 TRUE TRUE FALSE

c.(895-897)gcT>gcAp.A299A 0.201117 FALSE TRUE TRUE

c.(448-450)tCt>tGtp.S150C 0.041667 FALSE FALSE FALSE

c.(8176-8178)gGg>gCgp.G2726A 0.441624 FALSE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.26875 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.983333 TRUE TRUE FALSE

c.(5062-5064)gCa>gTap.A1688V 0.5 FALSE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.507519 TRUE TRUE TRUE

c.(610-612)ctA>ctGp.L204L 0.990291 FALSE TRUE FALSE

c.(2269-2271)ctG>ctAp.L757L 0.481818 FALSE TRUE TRUE

c.(967-969)Atc>Gtcp.I323V 0.098528 TRUE TRUE TRUE

c.(3820-3822)ccG>ccAp.P1274P 0.5 FALSE TRUE TRUE



c.(1864-1866)gtA>gtGp.V622V 0.278571 FALSE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.538462 TRUE TRUE TRUE

c.(175-177)Acc>Gccp.T59A 0.957746 FALSE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.534722 TRUE TRUE FALSE

c.(94-96)gaG>gaAp.E32E 0.183333 FALSE TRUE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(754-756)atC>atTp.I252I 0.511551 FALSE TRUE TRUE

c.(829-831)gaT>gaGp.D277E 0.697561 FALSE FALSE FALSE

c.(3388-3390)atC>atTp.I1130I 0.992 TRUE TRUE TRUE

c.(8356-8358)acG>acAp.T2786T 0.448276 TRUE TRUE TRUE

c.(2029-2031)ggC>ggTp.G677G 0.393162 FALSE TRUE FALSE

c.(1279-1281)tcA>tcGp.S427S 0.736842 FALSE TRUE TRUE

c.(2854-2856)Att>Gttp.I952V 0.34375 FALSE TRUE TRUE

c.(2197-2199)agC>agTp.S733S 0.669492 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.996269 TRUE TRUE TRUE

c.(418-420)atT>atCp.I140I 0.491979 FALSE TRUE TRUE

c.(3778-3780)gtG>gtCp.V1260V 0.464 FALSE TRUE TRUE

c.(850-852)caA>caGp.Q284Q 0.9 FALSE TRUE FALSE

c.(2917-2919)tAt>tGtp.Y973C 0.460317 FALSE TRUE TRUE

c.(1108-1110)gcA>gcGp.A370A 0.294118 FALSE TRUE TRUE

c.(961-963)gCg>gAgp.A321E 0.223881 TRUE TRUE FALSE

c.(1744-1746)gaA>gaGp.E582E 0.179567 FALSE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.590909 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.402036 TRUE TRUE FALSE

c.(505-507)Gtc>Atcp.V169I 0.64 FALSE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.50838 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.268519 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.46595 TRUE TRUE TRUE

c.(607-609)Ccc>Gccp.P203A 0.786517 TRUE TRUE TRUE

c.(472-474)gcA>gcGp.A158A 0.396226 TRUE TRUE TRUE

c.(4483-4485)gaT>gaCp.D1495D 0.583333 FALSE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.366972 TRUE TRUE TRUE

c.(382-384)cTg>cCgp.L128P 0.641791 FALSE TRUE TRUE

c.(1432-1434)cAa>cGap.Q478R 0.394495 FALSE TRUE FALSE

c.(148-150)cTt>cCtp.L50P 0.052798 TRUE TRUE FALSE

c.(1084-1086)cAt>cGtp.H362R 0.5 FALSE TRUE TRUE

c.(13-15)Ata>Gtap.I5V 0.038278 FALSE TRUE FALSE

c.(2152-2154)gtG>gtAp.V718V 0.541985 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.506494 TRUE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 1 TRUE TRUE FALSE

c.(1576-1578)cGt>cCtp.R526P 0.468944 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.606299 TRUE TRUE TRUE

c.(1681-1683)caG>caAp.Q561Q 0.805085 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.491525 TRUE TRUE TRUE

c.(6850-6852)tgC>tgTp.C2284C 0.507246 FALSE TRUE TRUE

c.(949-951)caG>caTp.Q317H 0.273148 FALSE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.481481 TRUE TRUE TRUE



c.(3067-3069)acA>acGp.T1023T 0.511111 TRUE TRUE TRUE

c.(2935-2937)Ggc>Agcp.G979S 0.4 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.457317 TRUE TRUE TRUE

c.(1045-1047)cAt>cGtp.H349R 0.385417 TRUE TRUE FALSE

c.(2980-2982)gaC>gaTp.D994D 0.527778 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.438272 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.56 TRUE TRUE TRUE

c.(1381-1383)atC>atTp.I461I 0.434109 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.065217 TRUE TRUE FALSE

c.(2092-2094)Cct>Actp.P698T 0.461538 TRUE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.123077 TRUE TRUE TRUE

c.(1582-1584)Gtg>Atgp.V528M 0.666667 FALSE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.5 TRUE TRUE TRUE

c.(253-255)gAc>gTcp.D85V 0.484536 FALSE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.514286 TRUE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.421053 TRUE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.357143 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.4 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.03632 TRUE TRUE FALSE

c.(892-894)Tgt>Cgtp.C298R 0.538462 FALSE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.034532 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.209821 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.545455 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.51 TRUE TRUE TRUE

c.(2851-2853)cGc>cAcp.R951H 0.438356 FALSE TRUE TRUE

c.(583-585)Gga>Agap.G195R 0.469945 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.426471 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.493976 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.420635 FALSE TRUE FALSE

c.(3850-3852)cAc>cGcp.H1284R 0.083333 TRUE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.490385 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.964286 TRUE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 0.375 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.35 TRUE TRUE FALSE

c.(2206-2208)aaC>aaTp.N736N 0.425373 TRUE TRUE TRUE

c.(46-48)tcC>tcTp.S16S 0.489362 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 0.488189 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.470588 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.504545 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.467836 TRUE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.221766 TRUE TRUE FALSE

c.(1333-1335)agG>agAp.R445R 0.52 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.368421 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.079585 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.550336 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.547619 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.112903 TRUE TRUE FALSE



c.(250-252)gaC>gaTp.D84D 0.390244 TRUE TRUE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.519608 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.532787 TRUE TRUE TRUE

c.(1417-1419)gaG>gaCp.E473D 0.666667 FALSE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.977778 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.486111 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.477778 TRUE TRUE TRUE

c.(7906-7908)cCa>cTap.P2636L 0.465909 FALSE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.590909 TRUE TRUE TRUE

c.(2050-2052)atC>atTp.I684I 0.375 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.496296 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(214-216)aCg>aGgp.T72R 1 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.155844 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.933333 TRUE TRUE FALSE

c.(805-807)Tgt>Cgtp.C269R 0.140351 TRUE TRUE FALSE

c.(1318-1320)agG>agTp.R440S 0.454545 FALSE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.507463 TRUE TRUE TRUE

c.(34-36)Gtc>Ctcp.V12L 0.444444 FALSE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.540816 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.461538 TRUE TRUE FALSE

c.(997-999)gaG>gaAp.E333E 0.368421 FALSE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.4 TRUE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.972222 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.508197 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.503937 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.428571 TRUE TRUE TRUE

c.(898-900)aCg>aTgp.T300M 0.54386 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.497006 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.470588 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.419753 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.482759 TRUE TRUE FALSE

c.(1375-1377)tAc>tGcp.Y459C 0.428571 TRUE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.463415 TRUE TRUE TRUE

c.(832-834)tcA>tcTp.S278S 0.458647 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.545455 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.517241 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.254545 TRUE TRUE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.23506 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.454545 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.568966 TRUE TRUE TRUE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(91-93)gTa>gCap.V31A 1 FALSE TRUE FALSE

c.(1138-1140)Ttt>Attp.F380I 0.433333 TRUE TRUE TRUE

c.(688-690)taC>taTp.Y230Y 0.466667 TRUE TRUE TRUE

c.(8104-8106)gAt>gGtp.D2702G 0.45679 TRUE TRUE TRUE

c.(334-336)tCt>tAtp.S112Y 0.541667 FALSE TRUE FALSE



c.(568-570)caC>caTp.H190H 0.380952 TRUE TRUE TRUE

c.(538-540)acT>acCp.T180T 0.933333 FALSE TRUE FALSE

c.(1675-1677)ttA>ttCp.L559F 0.060403 FALSE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.389831 TRUE TRUE TRUE

c.e18+1 0.454545 FALSE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.568182 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.056291 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 0.536232 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.487805 TRUE TRUE TRUE

c.(538-540)caG>caAp.Q180Q 0.25 FALSE FALSE FALSE

c.(922-924)tgC>tgTp.C308C 0.452381 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.96 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.264151 TRUE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.490446 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.363636 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.415094 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.481752 TRUE TRUE TRUE

c.(49-51)tgG>tgCp.W17C 0.337838 FALSE FALSE TRUE

c.(268-270)caA>caTp.Q90H 0.442105 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.53012 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.571429 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.491803 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.478261 TRUE TRUE FALSE

c.(1906-1908)Cgc>Tgcp.R636C 0.5 TRUE TRUE TRUE

c.(703-705)Ctt>Attp.L235I 0.615385 FALSE TRUE TRUE

c.(454-456)Aag>Gagp.K152E 0.093333 TRUE TRUE FALSE

c.(3988-3990)Ttg>Atgp.L1330M 0.421053 TRUE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.472527 TRUE TRUE TRUE

c.(817-819)caC>caAp.H273Q 0.074766 FALSE FALSE FALSE

c.(10174-10176)ggC>ggTp.G3392G 0.547009 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.971429 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.535714 TRUE TRUE FALSE

c.(658-660)taC>taTp.Y220Y 0.466667 TRUE TRUE FALSE

c.(13249-13251)gGc>gAcp.G4417D 0.453704 TRUE TRUE TRUE

c.(4507-4509)tcC>tcTp.S1503S 0.733333 TRUE TRUE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.54 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.545455 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.333333 TRUE TRUE FALSE

c.(172-174)aaA>aaGp.K58K 0.967742 FALSE TRUE FALSE

c.(529-531)Gcc>Accp.A177T 0.975 FALSE TRUE FALSE

c.(361-363)gcC>gcTp.A121A 0.25 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.967742 TRUE TRUE TRUE

c.(2212-2214)atC>atTp.I738I 0.454545 FALSE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.285714 TRUE TRUE FALSE

c.(922-924)tcG>tcAp.S308S 0.666667 TRUE TRUE TRUE

c.(550-552)acG>acAp.T184T 0.4 FALSE TRUE TRUE

c.(6421-6423)Ctg>Ttgp.L2141L 0.521277 TRUE TRUE TRUE



c.(8821-8823)gaC>gaTp.D2941D 0.489011 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.442748 TRUE TRUE TRUE

c.(262-264)agT>agAp.S88R 0.351351 FALSE TRUE TRUE

c.(1588-1590)cAg>cGgp.Q530R 0.5 FALSE TRUE FALSE

c.(490-492)ctT>ctCp.L164L 1 FALSE TRUE FALSE

c.(2803-2805)tgC>tgTp.C935C 0.451613 TRUE TRUE FALSE

c.(1681-1683)cgC>cgTp.R561R 0.4375 TRUE TRUE TRUE

c.(1804-1806)Gtg>Atgp.V602M 0.568627 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.5 TRUE TRUE TRUE

c.(199-201)gTa>gGap.V67G 1 TRUE TRUE TRUE

c.(1351-1353)Ggt>Agtp.G451S 0.09375 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.447853 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.166667 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.592593 TRUE TRUE TRUE

c.(790-792)ctC>ctTp.L264L 0.4875 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.528302 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.96 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.491124 TRUE TRUE FALSE

c.(571-573)tCc>tAcp.S191Y 0.448864 FALSE TRUE FALSE

c.(1390-1392)ccG>ccAp.P464P 0.392857 TRUE TRUE TRUE

c.(634-636)Gtt>Attp.V212I 0.576923 FALSE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.150685 TRUE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.086957 TRUE TRUE FALSE

c.(364-366)Ctg>Gtgp.L122V 0.25 TRUE TRUE TRUE

c.(451-453)tcC>tcTp.S151S 0.093333 TRUE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.390244 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.434783 TRUE TRUE TRUE

c.(4240-4242)gaC>gaTp.D1414D 0.652174 TRUE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.68 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.262712 TRUE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.606061 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.592105 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.438596 TRUE TRUE TRUE

c.(1699-1701)ccA>ccCp.P567P 0.52 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.9375 TRUE TRUE FALSE

c.(496-498)ttC>ttTp.F166F 0.294872 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.460317 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.080268 FALSE FALSE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.443038 TRUE TRUE TRUE

c.(508-510)ggT>ggCp.G170G 0.931034 FALSE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.432203 TRUE TRUE TRUE

c.(823-825)Aga>Cgap.R275R 0.460317 TRUE TRUE TRUE

c.(409-411)Ctg>Ttgp.L137L 0.307692 FALSE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.918919 TRUE TRUE TRUE

c.(1399-1401)aCa>aTap.T467I 0.042781 FALSE FALSE FALSE

c.e2-1 0.25 FALSE FALSE FALSE

c.(1933-1935)Gtg>Atgp.V645M 0.942029 FALSE TRUE FALSE



c.(538-540)Cgg>Tggp.R180W 0.460993 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.265823 TRUE TRUE FALSE

c.(796-798)Cga>Tgap.R266* 0.040584 TRUE FALSE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.25 TRUE TRUE FALSE

c.(304-306)Ttg>Ctgp.L102L 0.567568 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.48 FALSE TRUE FALSE

c.(304-306)gaC>gaAp.D102E 0.545455 FALSE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.969697 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.454545 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.952381 TRUE TRUE FALSE

c.(379-381)Gca>Ccap.A127P 0.355556 FALSE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.444444 TRUE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.082353 TRUE TRUE FALSE

c.(3949-3951)cgA>cgGp.R1317R 0.5 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.556818 TRUE TRUE TRUE

c.(10198-10200)ccC>ccTp.P3400P 0.488189 FALSE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.571429 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.384615 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.44186 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.990476 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.130435 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.380952 TRUE TRUE TRUE

c.(2365-2367)aaG>aaAp.K789K 0.042254 FALSE FALSE FALSE

c.(850-852)ccG>ccAp.P284P 0.444444 TRUE TRUE TRUE

c.(505-507)gaG>gaAp.E169E 1 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.975 TRUE TRUE TRUE

c.(187-189)acC>acGp.T63T 0.081633 FALSE FALSE FALSE

c.(106-108)agG>agAp.R36R 0.116883 TRUE TRUE FALSE

c.(1120-1122)aCg>aTgp.T374M 0.727273 TRUE TRUE TRUE

c.(1582-1584)Cac>Gacp.H528D 0.35122 FALSE FALSE FALSE

c.(1126-1128)ctG>ctCp.L376L 0.086957 FALSE TRUE TRUE

c.(1993-1995)atG>atAp.M665I 0.714286 TRUE TRUE FALSE

c.(2473-2475)Tcc>Cccp.S825P 0.047847 FALSE FALSE FALSE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.735714 TRUE TRUE TRUE

c.(1456-1458)caG>caCp.Q486H 0.425926 TRUE FALSE FALSE

c.(4510-4512)gcC>gcTp.A1504A 0.636364 FALSE TRUE FALSE

c.(7501-7503)Ata>Gtap.I2501V 0.574324 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.47191 FALSE TRUE FALSE

c.(1576-1578)agC>agTp.S526S 0.45 TRUE TRUE TRUE

c.(577-579)gaT>gaCp.D193D 0.75 FALSE TRUE FALSE

c.(1147-1149)Aac>Cacp.N383H 0.811594 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.52459 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.625767 TRUE TRUE TRUE

c.(1132-1134)aGt>aAtp.S378N 0.072414 TRUE TRUE FALSE



c.(3967-3969)gAt>gTtp.D1323V 0.074074 FALSE FALSE FALSE

c.(199-201)Aga>Tgap.R67* 0.035023 TRUE TRUE FALSE

c.(1447-1449)gCg>gGgp.A483G 0.071429 FALSE FALSE FALSE

c.(1894-1896)ccA>ccGp.P632P 0.535211 FALSE FALSE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.516129 TRUE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 1 TRUE TRUE FALSE

c.(52-54)Ttc>Ctcp.F18L 0.965116 FALSE TRUE FALSE

c.(1705-1707)Gct>Cctp.A569P 0.040293 FALSE FALSE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.608696 TRUE TRUE FALSE

c.(5629-5631)Aga>Ggap.R1877G 0.039711 FALSE FALSE FALSE

c.(2689-2691)cGg>cAgp.R897Q 0.04451 FALSE FALSE FALSE

c.(736-738)atG>atAp.M246I 0.4 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.418919 TRUE TRUE TRUE

c.(217-219)ggA>ggCp.G73G 0.111111 FALSE FALSE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.509294 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.448276 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.416058 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.529412 TRUE TRUE TRUE

c.(1138-1140)Ttt>Attp.F380I 0.085714 FALSE TRUE TRUE

c.(3247-3249)ccC>ccTp.P1083P 0.818182 TRUE TRUE FALSE

c.(538-540)acT>acCp.T180T 0.96 FALSE TRUE FALSE

c.(1675-1677)ttA>ttCp.L559F 0.050794 FALSE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 0.445455 TRUE TRUE TRUE

c.(835-837)tcG>tcAp.S279S 0.058333 FALSE FALSE TRUE

c.(412-414)Tac>Gacp.Y138D 0.042471 FALSE FALSE FALSE

c.(2458-2460)acA>acGp.T820T 0.496774 TRUE TRUE TRUE

c.(2527-2529)tcC>tcTp.S843S 0.051948 FALSE FALSE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.390244 TRUE TRUE TRUE

c.(2239-2241)aaT>aaGp.N747K 0.045307 FALSE FALSE FALSE

c.(1483-1485)caG>caAp.Q495Q 0.104396 FALSE TRUE FALSE

c.(2221-2223)gaC>gaTp.D741D 0.5 FALSE TRUE TRUE

c.(1687-1689)tcG>tcAp.S563S 0.710145 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.7 TRUE TRUE FALSE

c.(2092-2094)Gat>Catp.D698H 0.493976 FALSE FALSE FALSE

c.(646-648)aCg>aGgp.T216R 0.6875 TRUE TRUE TRUE

c.(3262-3264)gaA>gaGp.E1088E 0.060748 FALSE FALSE FALSE

c.(481-483)Gaa>Aaap.E161K 0.047297 FALSE FALSE FALSE

c.(1633-1635)agA>agGp.R545R 0.974026 TRUE TRUE TRUE

c.(1345-1347)tGc>tTcp.C449F 0.071429 FALSE FALSE FALSE

c.(997-999)aGc>aAcp.S333N 0.404255 FALSE TRUE FALSE

c.(1681-1683)cgC>cgTp.R561R 1 TRUE TRUE TRUE

c.(1285-1287)gAt>gTtp.D429V 0.511111 FALSE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.466102 TRUE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.116402 FALSE FALSE FALSE

c.(316-318)Ttg>Ctgp.L106L 0.057034 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.065392 FALSE FALSE FALSE

c.(2815-2817)tCt>tGtp.S939C 0.468571 TRUE TRUE TRUE



c.(3658-3660)gcA>gcGp.A1220A 0.515385 TRUE TRUE TRUE

c.(2233-2235)Gag>Aagp.E745K 0.425 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.495868 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.988166 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.428571 TRUE TRUE TRUE

c.(4306-4308)gAa>gGap.E1436G 0.05668 FALSE FALSE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.341176 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.993671 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.218182 TRUE TRUE TRUE

c.(709-711)gaA>gaGp.E237E 0.045802 FALSE FALSE FALSE

c.(9715-9717)gtT>gtGp.V3239V 0.485294 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.552632 TRUE TRUE TRUE

c.(1603-1605)aTg>aAgp.M535K 0.75 FALSE FALSE FALSE

c.(412-414)gaG>gaAp.E138E 0.080645 FALSE FALSE FALSE

c.(892-894)tGt>tCtp.C298S 0.992424 TRUE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.518797 TRUE TRUE TRUE

c.(1351-1353)Ggt>Agtp.G451S 0.080925 TRUE TRUE TRUE

c.(1609-1611)atA>atGp.I537M 0.540541 TRUE TRUE TRUE

c.(886-888)Gag>Cagp.E296Q 0.058824 FALSE FALSE FALSE

c.(931-933)Ggt>Tgtp.G311C 0.053125 FALSE FALSE FALSE

c.(1732-1734)Agt>Ggtp.S578G 0.077586 FALSE FALSE FALSE

c.(3067-3069)acA>acGp.T1023T 0.452174 TRUE TRUE TRUE

c.(1993-1995)aCa>aTap.T665I 0.445714 TRUE TRUE TRUE

c.(1144-1146)ttT>ttGp.F382L 0.085714 FALSE FALSE FALSE

c.(1471-1473)Cac>Tacp.H491Y 0.069444 FALSE FALSE FALSE

c.(76-78)aaG>aaAp.K26K 0.137615 TRUE TRUE FALSE

c.(688-690)Gct>Actp.A230T 0.04244 FALSE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.98895 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.540816 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(1534-1536)Agg>Tggp.R512W 0.036789 FALSE FALSE FALSE

c.(115-117)Atg>Ctgp.M39L 0.333333 FALSE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.464789 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.13468 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(430-432)tTa>tGap.L144* 0.047619 FALSE FALSE FALSE

c.(2332-2334)gaC>gaAp.D778E 0.342857 FALSE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 1 TRUE TRUE TRUE

c.(1102-1104)ccC>ccTp.P368P 0.503401 FALSE TRUE TRUE

c.(9613-9615)Aac>Gacp.N3205D 0.392638 FALSE TRUE TRUE

c.(1102-1104)Aca>Gcap.T368A 0.043307 FALSE FALSE FALSE

c.(250-252)gaA>gaGp.E84E 0.848485 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.5 TRUE TRUE FALSE

c.(2716-2718)taT>taCp.Y906Y 0.071429 FALSE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.363636 TRUE TRUE FALSE

c.(1099-1101)atT>atGp.I367M 0.062745 TRUE FALSE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.357143 TRUE TRUE TRUE



c.(538-540)ctA>ctCp.L180L 0.434783 TRUE TRUE TRUE

c.(3115-3117)gGa>gAap.G1039E 0.42029 FALSE TRUE TRUE

c.(349-351)Gtg>Atgp.V117M 0.047619 FALSE FALSE FALSE

c.(3859-3861)Gag>Aagp.E1287K 0.484979 TRUE TRUE TRUE

c.(307-309)tgC>tgTp.C103C 0.086957 FALSE FALSE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.253659 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.43299 TRUE TRUE TRUE

c.(13-15)Gtg>Ctgp.V5L 0.666667 FALSE TRUE FALSE

c.(3862-3864)gtT>gtCp.V1288V 0.508772 TRUE TRUE TRUE

c.(61-63)agA>agGp.R21R 0.070588 FALSE FALSE FALSE

c.(1849-1851)agT>agCp.S617S 0.041801 TRUE TRUE TRUE

c.(6892-6894)gAt>gTtp.D2298V 0.058252 FALSE FALSE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.543478 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.52 TRUE TRUE FALSE

c.(538-540)caG>caAp.Q180Q 0.1875 FALSE FALSE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.489796 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.48855 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.487342 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.450617 TRUE TRUE TRUE

c.(1297-1299)ctA>ctGp.L433L 0.693069 TRUE TRUE TRUE

c.(262-264)gGa>gAap.G88E 0.064935 FALSE FALSE FALSE

c.(1489-1491)gaG>gaCp.E497D 0.565217 TRUE TRUE TRUE

c.(3163-3165)atA>atTp.I1055I 0.508197 FALSE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.992481 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.545455 TRUE TRUE FALSE

c.(4204-4206)acT>acCp.T1402T 0.073171 FALSE FALSE FALSE

c.(4672-4674)Cac>Tacp.H1558Y 0.037671 FALSE FALSE FALSE

c.(1864-1866)ttT>ttGp.F622L 0.06422 FALSE TRUE FALSE

c.(1363-1365)cCa>cAap.P455Q 0.375 TRUE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.363636 TRUE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.490909 TRUE TRUE TRUE

c.(2374-2376)Ctt>Tttp.L792F 0.041995 FALSE FALSE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.533333 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.546512 TRUE TRUE TRUE

c.(730-732)Ctt>Attp.L244I 0.033854 FALSE FALSE FALSE

c.(712-714)agA>agGp.R238R 0.045455 FALSE FALSE FALSE

c.(2365-2367)aaG>aaAp.K789K 0.0625 FALSE FALSE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.512821 TRUE TRUE TRUE

c.(4708-4710)acG>acAp.T1570T 0.666667 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.372549 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.892857 TRUE TRUE FALSE

c.(106-108)agG>agAp.R36R 0.075758 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.359712 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.571429 TRUE TRUE TRUE

c.(3586-3588)tcA>tcCp.S1196S 0.40708 FALSE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.12766 FALSE FALSE FALSE

c.(262-264)cGa>cAap.R88Q 0.113208 TRUE TRUE FALSE



c.(3904-3906)cCa>cTap.P1302L 0.042969 FALSE FALSE FALSE

c.(715-717)ccC>ccTp.P239P 0.3 TRUE FALSE FALSE

c.(6193-6195)atT>atCp.I2065I 0.578035 TRUE TRUE TRUE

c.(1231-1233)ccA>ccTp.P411P 0.032922 FALSE FALSE FALSE

c.(3325-3327)Tta>Ctap.L1109L 0.052632 FALSE FALSE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.053068 TRUE TRUE FALSE

c.(778-780)Aat>Catp.N260H 0.099465 FALSE FALSE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.503876 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.425287 TRUE TRUE TRUE

c.(1993-1995)gaA>gaGp.E665E 0.046512 FALSE FALSE FALSE

c.(5071-5073)Aag>Gagp.K1691E 0.352941 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.126316 FALSE FALSE FALSE

c.(1333-1335)agG>agAp.R445R 0.219512 TRUE TRUE FALSE

c.(898-900)ttA>ttTp.L300F 0.049123 FALSE FALSE FALSE

c.(226-228)gcA>gcGp.A76A 0.118182 FALSE FALSE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.987342 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.25 TRUE TRUE FALSE

c.(907-909)aaG>aaAp.K303K 0.707746 TRUE TRUE TRUE

c.(715-717)Cat>Gatp.H239D 0.083333 FALSE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(2644-2646)tcT>tcCp.S882S 0.045936 FALSE FALSE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.040123 TRUE TRUE FALSE

c.(1102-1104)Gtc>Atcp.V368I 0.043103 FALSE FALSE FALSE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(2227-2229)aaT>aaCp.N743N 0.333333 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.962963 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.48 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.529412 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.4 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.436782 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.507463 TRUE TRUE FALSE

c.(409-411)aCa>aGap.T137R 0.093264 FALSE FALSE FALSE

c.(3610-3612)Ttg>Ctgp.L1204L 0.045614 FALSE FALSE FALSE

c.(448-450)tCt>tGtp.S150C 0.084071 FALSE FALSE FALSE

c.(808-810)Cgc>Tgcp.R270C 0.69697 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.468468 TRUE TRUE TRUE

c.(529-531)Gcc>Accp.A177T 0.990385 FALSE TRUE FALSE

c.(1342-1344)Atc>Gtcp.I448V 0.8 TRUE TRUE TRUE

c.(169-171)Gca>Acap.A57T 0.06968 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.493827 TRUE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.363636 TRUE TRUE FALSE

c.(742-744)ggA>ggGp.G248G 0.057416 FALSE FALSE FALSE

c.(12328-12330)ggC>ggTp.G4110G 0.51087 FALSE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.491018 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 1 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(571-573)tCc>tAcp.S191Y 0.472906 FALSE TRUE FALSE



c.(97-99)cTg>cGgp.L33R 0.25731 TRUE TRUE FALSE

c.(406-408)acA>acGp.T136T 0.080645 FALSE FALSE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.560976 TRUE TRUE TRUE

c.(3454-3456)gAa>gGap.E1152G 0.055375 FALSE FALSE FALSE

c.(3343-3345)aAt>aGtp.N1115S 0.044776 FALSE FALSE FALSE

c.(7789-7791)tTt>tCtp.F2597S 0.061688 FALSE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.443478 TRUE TRUE TRUE

c.(7474-7476)Act>Gctp.T2492A 0.036585 FALSE TRUE FALSE

c.(409-411)Ctg>Ttgp.L137L 1 FALSE TRUE FALSE

c.(28-30)Cgg>Tggp.R10W 0.07619 FALSE FALSE FALSE

c.(283-285)caA>caGp.Q95Q 0.423387 TRUE TRUE FALSE

c.(1327-1329)cTg>cCgp.L443P 0.5 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.177632 TRUE TRUE FALSE

c.(11641-11643)Atg>Gtgp.M3881V 0.4375 FALSE FALSE FALSE

c.(13045-13047)acG>acAp.T4349T 0.994475 TRUE TRUE TRUE

c.(2530-2532)Gag>Aagp.E844K 0.469388 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.180233 TRUE TRUE TRUE

c.(493-495)gGc>gTcp.G165V 0.5 TRUE TRUE TRUE

c.(313-315)gaC>gaAp.D105E 0.057034 FALSE FALSE FALSE

c.(235-237)aaC>aaTp.N79N 0.179775 TRUE TRUE TRUE

c.(1582-1584)Gtg>Atgp.V528M 0.555556 FALSE TRUE TRUE

c.(742-744)Cac>Tacp.H248Y 0.039216 FALSE FALSE FALSE

c.(487-489)Gac>Cacp.D163H 0.078947 TRUE FALSE FALSE

c.(2566-2568)tCt>tAtp.S856Y 0.034591 FALSE FALSE FALSE

c.(403-405)Aga>Tgap.R135* 0.040656 TRUE TRUE FALSE

c.(1555-1557)cAg>cCgp.Q519P 0.941176 TRUE TRUE TRUE

c.(2626-2628)tcT>tcCp.S876S 0.053571 FALSE FALSE FALSE

c.(1669-1671)ggC>ggTp.G557G 0.040678 FALSE TRUE FALSE

c.(2170-2172)ccG>ccAp.P724P 0.555556 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.528169 TRUE TRUE TRUE

c.(2155-2157)aTc>aCcp.I719T 0.05102 FALSE FALSE FALSE

c.(3859-3861)Ttc>Ctcp.F1287L 0.048387 FALSE FALSE FALSE

c.(2389-2391)acG>acAp.T797T 0.741379 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.616667 TRUE TRUE TRUE

c.(2701-2703)Ggg>Aggp.G901R 0.08642 FALSE TRUE FALSE

c.(2002-2004)tcA>tcGp.S668S 0.446429 TRUE TRUE TRUE

c.(922-924)tgC>tgTp.C308C 0.348837 TRUE TRUE TRUE

c.(1675-1677)Tat>Catp.Y559H 0.053691 FALSE FALSE FALSE

c.(3253-3255)Ctg>Gtgp.L1085V 0.075377 FALSE FALSE FALSE

c.(340-342)ggC>ggTp.G114G 0.864078 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.509434 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.433862 TRUE TRUE TRUE

c.(1297-1299)gtG>gtTp.V433V 0.072072 FALSE FALSE FALSE

c.(583-585)Gga>Agap.G195R 0.456311 FALSE TRUE FALSE

c.(10648-10650)gaG>gaAp.E3550E 0.471366 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.107143 FALSE FALSE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.505618 TRUE TRUE TRUE



c.(5278-5280)gcG>gcAp.A1760A 0.455882 TRUE TRUE TRUE

c.(2950-2952)gGg>gAgp.G984E 0.059701 FALSE FALSE FALSE

c.(1240-1242)cGt>cAtp.R414H 0.378049 FALSE TRUE TRUE

c.(2092-2094)tTt>tCtp.F698S 0.0401 FALSE FALSE FALSE

c.(4000-4002)Aca>Gcap.T1334A 0.52 FALSE TRUE TRUE

c.(3904-3906)cTa>cCap.L1302P 0.039604 FALSE FALSE FALSE

c.(463-465)Tct>Cctp.S155P 0.053571 FALSE FALSE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.426316 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.92 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.041742 TRUE TRUE FALSE

c.(340-342)Acc>Gccp.T114A 0.959184 FALSE TRUE FALSE

c.(1465-1467)tcC>tcTp.S489S 0.069444 FALSE FALSE FALSE

c.(1522-1524)caT>caCp.H508H 1 TRUE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 1 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.117647 TRUE TRUE TRUE

c.(196-198)Tgc>Cgcp.C66R 0.148148 TRUE FALSE FALSE

c.(490-492)ctT>ctCp.L164L 0.987342 FALSE TRUE FALSE

c.(3499-3501)tGc>tAcp.C1167Y 0.453237 FALSE FALSE FALSE

c.(733-735)aGt>aCtp.S245T 0.061905 FALSE FALSE FALSE

c.(961-963)gCg>gAgp.A321E 0.140625 TRUE TRUE FALSE

c.(634-636)Cag>Gagp.Q212E 0.5 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.457143 TRUE TRUE TRUE

c.(2494-2496)ggC>ggTp.G832G 0.042484 FALSE FALSE FALSE

c.(916-918)ttC>ttTp.F306F 0.66129 TRUE TRUE TRUE

c.(1234-1236)gcA>gcGp.A412A 0.516304 FALSE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 1 TRUE TRUE TRUE

c.(5026-5028)Gca>Acap.A1676T 0.053191 FALSE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.576923 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.121739 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.294118 TRUE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.456522 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.992806 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.439024 TRUE TRUE TRUE

c.(505-507)gaG>gaAp.E169E 0.989247 FALSE TRUE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.5 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.534483 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.5 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.564516 TRUE TRUE TRUE

c.(340-342)ccC>ccGp.P114P 0.5625 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.038168 TRUE TRUE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.777778 TRUE TRUE TRUE

c.(472-474)agA>agTp.R158S 0.045685 FALSE TRUE FALSE

c.(4528-4530)caC>caTp.H1510H 0.423077 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.487805 TRUE TRUE TRUE

c.(1012-1014)gcG>gcAp.A338A 0.45 FALSE FALSE FALSE



c.(7252-7254)aaC>aaTp.N2418N 0.432836 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.447368 TRUE TRUE TRUE

c.(526-528)ctG>ctAp.L176L 0.985507 FALSE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.921875 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.347826 TRUE TRUE FALSE

c.(496-498)atG>atTp.M166I 0.538462 TRUE TRUE TRUE

c.(1135-1137)gcG>gcAp.A379A 0.565217 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.588235 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.52381 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.583333 TRUE TRUE TRUE

c.(1720-1722)tcT>tcCp.S574S 0.52381 TRUE TRUE TRUE

c.(4957-4959)tcC>tcTp.S1653S 0.333333 FALSE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.519231 TRUE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.944444 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.590361 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.953488 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.516129 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.39726 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.564516 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.44 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.492537 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.53125 TRUE TRUE TRUE

c.(2503-2505)aaC>aaTp.N835N 0.515625 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.53125 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.21875 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(2329-2331)cAt>cGtp.H777R 0.491803 FALSE TRUE TRUE

c.(1357-1359)aaT>aaGp.N453K 1 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.520833 FALSE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.322581 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.458333 TRUE TRUE FALSE

c.(1399-1401)Aag>Gagp.K467E 0.48 FALSE TRUE FALSE

c.(6007-6009)taT>taCp.Y2003Y 0.511111 FALSE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.980769 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.385542 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.415584 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.460317 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.546512 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.375 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 1 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.508772 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.454545 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.5 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.458333 TRUE TRUE TRUE

c.(667-669)ctC>ctTp.L223L 0.5625 FALSE FALSE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.833333 TRUE TRUE FALSE

c.(6043-6045)Acc>Gccp.T2015A 0.212121 TRUE TRUE TRUE



c.(226-228)Tgt>Cgtp.C76R 0.625 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.983871 TRUE TRUE TRUE

c.(3595-3597)acG>acAp.T1199T 0.384615 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.474576 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.452381 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.556818 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.5 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.405797 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.5625 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.389831 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.5625 TRUE TRUE TRUE

c.(853-855)gaT>gaGp.D285E 0.523077 TRUE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 1 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.392157 TRUE TRUE FALSE

c.(3391-3393)acC>acGp.T1131T 1 TRUE TRUE TRUE

c.(523-525)cGt>cAtp.R175H 0.973684 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.492063 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.463415 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.257143 TRUE TRUE FALSE

c.(865-867)Gat>Aatp.D289N 0.413793 TRUE TRUE TRUE

c.(199-201)aTc>aCcp.I67T 0.104651 FALSE FALSE FALSE

c.(3247-3249)ccC>ccTp.P1083P 0.833333 TRUE TRUE FALSE

c.(832-834)tcA>tcTp.S278S 0.41791 TRUE TRUE TRUE

c.(11725-11727)ggC>ggTp.G3909G 0.603448 TRUE TRUE TRUE

c.(2890-2892)caT>caCp.H964H 0.6 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.630435 TRUE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.578947 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.974026 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.955556 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.243902 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.491525 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.513158 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.451613 TRUE TRUE TRUE

c.(4198-4200)Gta>Ttap.V1400L 0.514286 FALSE TRUE TRUE

c.(190-192)Atg>Gtgp.M64V 0.991736 FALSE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.478261 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 1 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.173077 TRUE TRUE FALSE

c.(1822-1824)cCa>cTap.P608L 0.541667 TRUE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.482143 TRUE TRUE TRUE

c.(16-18)aGt>aAtp.S6N 0.257143 FALSE TRUE FALSE

c.(2221-2223)gaC>gaTp.D741D 0.645161 FALSE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.14658 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.605634 TRUE TRUE TRUE

c.(3790-3792)gcC>gcTp.A1264A 0.438356 FALSE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.453125 TRUE TRUE TRUE

c.(1693-1695)atT>atCp.I565I 0.294118 TRUE TRUE TRUE



c.(1927-1929)gtG>gtAp.V643V 0.8 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.916667 TRUE TRUE TRUE

c.(2827-2829)gcC>gcTp.A943A 0.350649 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.3125 TRUE TRUE FALSE

c.(7897-7899)ctC>ctTp.L2633L 0.75 FALSE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.418605 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.583333 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.533333 TRUE TRUE FALSE

c.(487-489)gcG>gcTp.A163A 0.423077 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.510638 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.464286 TRUE TRUE TRUE

c.(5431-5433)cgC>cgTp.R1811R 0.411765 FALSE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.55 TRUE TRUE TRUE

c.(82-84)tcG>tcAp.S28S 0.375 FALSE FALSE TRUE

c.(3283-3285)acA>acGp.T1095T 0.55 TRUE TRUE FALSE

c.(922-924)tcG>tcAp.S308S 1 TRUE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.95 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.442308 TRUE TRUE FALSE

c.(1252-1254)aAc>aGcp.N418S 1 TRUE TRUE FALSE

c.(1336-1338)tgT>tgCp.C446C 1 TRUE TRUE TRUE

c.(772-774)tTc>tCcp.F258S 0.622222 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.769231 TRUE TRUE FALSE

c.(1681-1683)cgC>cgTp.R561R 0.516129 TRUE TRUE TRUE

c.(361-363)aaG>aaAp.K121K 0.47541 FALSE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.98 TRUE TRUE TRUE

c.(4282-4284)atA>atCp.I1428I 0.444444 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.602941 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.333333 TRUE TRUE FALSE

c.(1018-1020)cGt>cAtp.R340H 1 TRUE TRUE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.457143 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.54 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.465116 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.382353 TRUE TRUE FALSE

c.(5677-5679)ttA>ttGp.L1893L 0.520548 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.210526 TRUE TRUE FALSE

c.(451-453)gCc>gTcp.A151V 0.288889 TRUE TRUE FALSE

c.(2227-2229)aaT>aaCp.N743N 0.578947 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 1 TRUE TRUE FALSE

c.(610-612)Cgg>Tggp.R204W 0.322034 TRUE FALSE FALSE

c.(835-837)acG>acAp.T279T 0.45098 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.5625 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.647059 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.444444 TRUE TRUE TRUE

c.(2026-2028)ccG>ccAp.P676P 0.545455 FALSE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.510638 TRUE TRUE TRUE

c.(79-81)Cgt>Tgtp.R27C 0.576923 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.611111 TRUE TRUE FALSE



c.(2062-2064)Atg>Gtgp.M688V 0.534884 FALSE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 0.9875 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.561905 TRUE TRUE TRUE

c.(12331-12333)gcC>gcTp.A4111A 0.569444 FALSE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.8 TRUE TRUE FALSE

c.(739-741)aaC>aaAp.N247K 0.465517 FALSE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.445378 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.352941 TRUE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 1 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.188679 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.25 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.296296 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.608696 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.55 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.265625 TRUE TRUE TRUE

c.(169-171)Cga>Tgap.R57* 0.308824 FALSE FALSE FALSE

c.e2-1 0.238095 FALSE FALSE FALSE

c.(2518-2520)gaT>gaAp.D840E 0.928571 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.952381 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.444444 TRUE TRUE TRUE

c.(1474-1476)Gct>Tctp.A492S 0.454545 FALSE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.424242 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.446809 TRUE TRUE TRUE

c.(682-684)cAg>cCgp.Q228P 0.433962 TRUE TRUE FALSE

c.(358-360)gcC>gcTp.A120A 1 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.435897 TRUE TRUE TRUE

c.(6853-6855)Gtg>Atgp.V2285M 0.318182 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.40625 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.444444 TRUE TRUE TRUE

c.(3862-3864)gtT>gtCp.V1288V 0.458333 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.432432 TRUE TRUE TRUE

c.(850-852)ccG>ccAp.P284P 0.409091 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.5 TRUE TRUE TRUE

c.(2929-2931)aGt>aCtp.S977T 0.422222 TRUE FALSE TRUE

c.(1063-1065)aCa>aTap.T355I 0.453125 TRUE TRUE TRUE

c.(5650-5652)Cgc>Tgcp.R1884C 0.55 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.539326 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.496183 TRUE TRUE TRUE

c.(11092-11094)Gtg>Atgp.V3698M 0.455446 FALSE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.509091 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.523437 TRUE TRUE TRUE

c.(1798-1800)acG>acAp.T600T 0.55102 FALSE FALSE FALSE

c.(1120-1122)aCg>aTgp.T374M 0.7 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.058047 TRUE TRUE FALSE

c.(490-492)ctT>ctCp.L164L 0.966667 FALSE TRUE FALSE

c.(2362-2364)Aag>Gagp.K788E 0.391304 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.75 TRUE TRUE FALSE



c.(1177-1179)Cgg>Tggp.R393W 0.41844 FALSE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.792683 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.489362 TRUE TRUE TRUE

c.(2917-2919)Aag>Cagp.K973Q 0.5 FALSE TRUE FALSE

c.(1555-1557)cAg>cCgp.Q519P 0.533333 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.445545 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.615385 TRUE TRUE TRUE

c.(2614-2616)gCa>gTap.A872V 0.927536 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.044828 TRUE TRUE TRUE

c.(7906-7908)gcC>gcTp.A2636A 0.384615 FALSE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.490909 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.96 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.480769 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.492958 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.555556 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.976744 TRUE TRUE TRUE

c.(12790-12792)Gta>Ctap.V4264L 0.43617 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.479675 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.962264 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.496403 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.77193 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.530303 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.442623 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.903846 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.395833 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.5 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.5 TRUE TRUE TRUE

c.(1576-1578)agC>agTp.S526S 0.641026 TRUE TRUE TRUE

c.(5962-5964)cGc>cTcp.R1988L 0.517241 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.975207 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.789474 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.5 TRUE TRUE TRUE

c.(289-291)acG>acAp.T97T 0.421875 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.041096 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.465753 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 1 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.453901 TRUE TRUE TRUE

c.(235-237)tcG>tcAp.S79S 0.428571 FALSE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.942308 TRUE TRUE TRUE

c.(2293-2295)gAg>gGgp.E765G 0.053191 TRUE TRUE FALSE

c.(9598-9600)Ctg>Ttgp.L3200L 0.970149 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.985075 TRUE TRUE FALSE

c.(2287-2289)gcC>gcGp.A763A 0.467213 FALSE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.121212 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.454545 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.963636 TRUE TRUE TRUE



c.(277-279)ctC>ctGp.L93L 0.975 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.402439 TRUE TRUE TRUE

c.(1411-1413)aaG>aaAp.K471K 0.538462 TRUE TRUE FALSE

c.(523-525)agC>agTp.S175S 0.528736 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.965517 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.647059 TRUE TRUE FALSE

c.(7252-7254)aaC>aaTp.N2418N 0.643678 TRUE TRUE TRUE

c.(1699-1701)tcA>tcGp.S567S 0.977778 FALSE TRUE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.532895 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.493671 TRUE TRUE TRUE

c.(583-585)Gga>Agap.G195R 0.487395 FALSE TRUE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.447853 FALSE TRUE FALSE

c.(7501-7503)Ata>Gtap.I2501V 0.484848 TRUE TRUE TRUE

c.(1030-1032)cGg>cAgp.R344Q 0.5 TRUE TRUE FALSE

c.(3430-3432)Aag>Gagp.K1144E 0.883117 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.514851 TRUE TRUE TRUE

c.(2032-2034)caG>caCp.Q678H 0.520833 TRUE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.971014 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.99115 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.49635 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.540541 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.301887 TRUE TRUE FALSE

c.(3391-3393)acC>acGp.T1131T 0.8 TRUE TRUE TRUE

c.(79-81)atA>atGp.I27M 0.947368 FALSE TRUE FALSE

c.(604-606)ggC>ggTp.G202G 1 FALSE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 1 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.976923 TRUE TRUE TRUE

c.(10174-10176)ggC>ggTp.G3392G 0.464567 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.126016 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.54 TRUE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 1 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.525 TRUE TRUE TRUE

c.(1507-1509)gcA>gcGp.A503A 0.393939 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.509615 TRUE TRUE TRUE

c.(8104-8106)gAt>gGtp.D2702G 0.338028 TRUE TRUE TRUE

c.(832-834)tcA>tcTp.S278S 0.535088 TRUE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.596154 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.473684 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.50365 FALSE TRUE TRUE

c.(2890-2892)caT>caCp.H964H 0.381356 TRUE TRUE TRUE

c.(571-573)tCc>tAcp.S191Y 0.507937 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.398058 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.557143 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.40625 TRUE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.534884 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.93985 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.988889 TRUE TRUE FALSE



c.(2374-2376)gaT>gaCp.D792D 0.488889 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.912281 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.491525 TRUE TRUE TRUE

c.(1462-1464)Tgc>Cgcp.C488R 0.168831 TRUE TRUE FALSE

c.(403-405)aCa>aAap.T135K 0.517241 TRUE TRUE TRUE

c.(1507-1509)ggC>ggTp.G503G 0.422018 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.44186 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.958333 TRUE TRUE FALSE

c.(13-15)Gtg>Ctgp.V5L 0.553571 FALSE TRUE FALSE

c.(2572-2574)ggC>ggTp.G858G 0.981481 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.5 TRUE TRUE TRUE

c.(565-567)ccG>ccAp.P189P 0.487179 TRUE TRUE TRUE

c.(823-825)cGa>cTap.R275L 0.428571 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.52381 TRUE TRUE TRUE

c.(1651-1653)ggG>ggTp.G551G 0.469388 TRUE TRUE FALSE

c.(2827-2829)gcC>gcTp.A943A 0.474359 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.980198 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.47619 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.380952 TRUE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 0.984848 FALSE TRUE FALSE

c.(529-531)Gcc>Accp.A177T 1 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.977528 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.575758 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.638889 TRUE TRUE FALSE

c.(1474-1476)cCa>cAap.P492Q 0.453704 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.457831 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.433735 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.430769 TRUE TRUE TRUE

c.(4282-4284)atA>atCp.I1428I 0.522388 TRUE TRUE TRUE

c.(799-801)Gca>Acap.A267T 0.984848 FALSE TRUE FALSE

c.(1219-1221)Ttc>Gtcp.F407V 0.529412 FALSE TRUE TRUE

c.(667-669)ttC>ttTp.F223F 0.35 TRUE TRUE TRUE

c.(2314-2316)Cat>Aatp.H772N 0.594595 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.490566 TRUE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.433333 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.508929 TRUE TRUE TRUE

c.(1384-1386)ctA>ctGp.L462L 0.86 FALSE TRUE FALSE

c.(1156-1158)agA>agCp.R386S 1 TRUE TRUE FALSE

c.(370-372)Ctg>Gtgp.L124V 0.418182 FALSE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.648649 TRUE TRUE FALSE

c.(1108-1110)ccC>ccAp.P370P 1 FALSE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.491935 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.519084 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.949153 TRUE TRUE TRUE

c.(5677-5679)ttA>ttGp.L1893L 0.540984 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.5 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.089552 TRUE TRUE FALSE



c.(910-912)ccC>ccAp.P304P 0.514286 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 1 TRUE TRUE FALSE

c.(760-762)ctG>ctAp.L254L 1 FALSE TRUE FALSE

c.(2329-2331)gtC>gtTp.V777V 0.4 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.979592 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.5 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.577982 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.974026 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.517544 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.513158 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.424242 TRUE TRUE FALSE

c.(745-747)cTg>cCgp.L249P 0.176471 TRUE TRUE FALSE

c.(8851-8853)gtT>gtCp.V2951V 0.444444 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.516854 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.971429 TRUE TRUE TRUE

c.(535-537)ccG>ccAp.P179P 0.539062 FALSE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.981651 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.8 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.991935 TRUE TRUE TRUE

c.(508-510)ggT>ggCp.G170G 0.964286 FALSE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.402299 TRUE TRUE TRUE

c.e2-1 0.173913 FALSE FALSE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.615385 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.052239 TRUE TRUE TRUE

c.(1378-1380)ttC>ttTp.F460F 0.469136 FALSE TRUE TRUE

c.(1084-1086)ggG>ggTp.G362G 0.384615 TRUE TRUE TRUE

c.(8761-8763)cAc>cGcp.H2921R 0.509091 TRUE TRUE TRUE

c.(2458-2460)gtG>gtAp.V820V 0.438776 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.992126 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.494949 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.982759 TRUE TRUE TRUE

c.(538-540)acT>acCp.T180T 1 FALSE TRUE FALSE

c.(1825-1827)ccA>ccGp.P609P 0.4 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.454545 TRUE TRUE FALSE

c.(1681-1683)gtG>gtAp.V561V 0.230769 FALSE FALSE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.574468 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.486957 TRUE TRUE TRUE

c.(1753-1755)gaG>gaAp.E585E 0.533333 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.963415 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.459459 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.538462 TRUE TRUE TRUE

c.(10669-10671)ccA>ccGp.P3557P 0.52381 TRUE TRUE TRUE

c.(505-507)gaG>gaAp.E169E 0.982456 FALSE TRUE FALSE

c.(1699-1701)Ctg>Ttgp.L567L 0.375 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.486957 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.514706 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.989474 TRUE TRUE TRUE



c.(1345-1347)cTg>cCgp.L449P 0.818182 TRUE TRUE FALSE

c.(4813-4815)gtG>gtTp.V1605V 0.404255 TRUE TRUE TRUE

c.(2650-2652)tCa>tTap.S884L 0.463636 TRUE TRUE TRUE

c.(2362-2364)Aag>Gagp.K788E 0.525 TRUE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 1 TRUE TRUE FALSE

c.(487-489)Gac>Cacp.D163H 0.183673 TRUE FALSE FALSE

c.(1252-1254)aAc>aGcp.N418S 0.571429 TRUE TRUE FALSE

c.(715-717)ccC>ccTp.P239P 0.166667 TRUE FALSE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.945205 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.534091 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.503876 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.612245 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.375 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.169118 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.4 TRUE TRUE TRUE

c.(1375-1377)gaA>gaGp.E459E 0.5 TRUE TRUE TRUE

c.(1183-1185)ccC>ccTp.P395P 0.521368 TRUE TRUE TRUE

c.(3643-3645)gcG>gcAp.A1215A 0.486842 FALSE TRUE TRUE

c.(3139-3141)cAt>cGtp.H1047R 0.254902 FALSE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 0.979798 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.470588 TRUE TRUE TRUE

c.(2143-2145)tcC>tcTp.S715S 0.425287 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 1 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.431818 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.485714 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.539823 TRUE TRUE TRUE

c.(6820-6822)gCc>gTcp.A2274V 0.402174 FALSE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(871-873)caT>caCp.H291H 0.993939 FALSE TRUE FALSE

c.(1678-1680)gcG>gcAp.A560A 0.457143 FALSE FALSE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.468085 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.537736 FALSE TRUE FALSE

c.(8152-8154)Att>Gttp.I2718V 0.504348 TRUE TRUE TRUE

c.(2722-2724)aAa>aGap.K908R 0.409836 FALSE TRUE TRUE

c.(4942-4944)ccG>ccAp.P1648P 0.444444 FALSE FALSE FALSE

c.(307-309)Cta>Ttap.L103L 1 FALSE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.931818 TRUE TRUE TRUE

c.(85-87)gcG>gcAp.A29A 0.588608 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.507463 TRUE TRUE TRUE

c.(5098-5100)tcC>tcTp.S1700S 0.411765 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.980198 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.492754 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.965278 TRUE TRUE TRUE

c.(4786-4788)Gtt>Cttp.V1596L 0.375 TRUE TRUE TRUE

c.(247-249)ctG>ctCp.L83L 0.204545 FALSE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.365854 TRUE TRUE TRUE

c.(5188-5190)Aaa>Gaap.K1730E 0.481928 TRUE TRUE TRUE



c.(1222-1224)cgC>cgTp.R408R 0.459459 TRUE TRUE TRUE

c.(4198-4200)taT>taCp.Y1400Y 0.434783 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.461538 TRUE TRUE TRUE

c.(553-555)aaC>aaTp.N185N 0.996183 FALSE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.289474 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.528302 TRUE TRUE FALSE

c.(2440-2442)acG>acTp.T814T 0.518519 TRUE TRUE FALSE

c.(8557-8559)Ctg>Ttgp.L2853L 0.518519 FALSE TRUE TRUE

c.(1327-1329)tAc>tGcp.Y443C 0.217877 FALSE FALSE FALSE

c.(850-852)Gct>Actp.A284T 0.627451 FALSE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.428571 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.55 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.43299 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.572727 TRUE TRUE TRUE

c.(1960-1962)gtA>gtCp.V654V 0.443038 FALSE TRUE TRUE

c.(6043-6045)Acc>Gccp.T2015A 0.133858 TRUE TRUE TRUE

c.(9037-9039)cGc>cTcp.R3013L 0.58209 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 1 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.479592 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.25 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.466667 TRUE TRUE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.4 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.444444 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.560976 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.987805 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.544 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.556962 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.424242 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.5 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.575342 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.45 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.381818 TRUE TRUE TRUE

c.(3580-3582)tcC>tcTp.S1194S 0.470588 TRUE TRUE TRUE

c.(7735-7737)gAc>gTcp.D2579V 0.383929 TRUE TRUE TRUE

c.(8104-8106)gAt>gGtp.D2702G 0.428571 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.444444 TRUE TRUE TRUE

c.(832-834)tcA>tcTp.S278S 0.458824 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.5375 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.481481 TRUE TRUE TRUE

c.(2938-2940)ccC>ccTp.P980P 0.967213 TRUE TRUE TRUE

c.(6742-6744)ccG>ccAp.P2248P 0.589744 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.627907 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.457627 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.432432 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.483871 TRUE TRUE TRUE

c.(844-846)ggC>ggTp.G282G 0.407767 FALSE FALSE FALSE



c.(2458-2460)acA>acGp.T820T 0.526316 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.455446 TRUE TRUE TRUE

c.(7669-7671)cCg>cTgp.P2557L 0.546667 FALSE TRUE TRUE

c.(1141-1143)Cgt>Tgtp.R381C 0.421053 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.403846 TRUE TRUE FALSE

c.(148-150)gTt>gAtp.V50D 0.246753 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.040816 TRUE TRUE FALSE

c.(4507-4509)tcC>tcTp.S1503S 0.485714 TRUE TRUE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.542169 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.360465 TRUE TRUE TRUE

c.(10174-10176)ggC>ggTp.G3392G 0.571429 TRUE TRUE TRUE

c.(517-519)Cgt>Tgtp.R173C 0.282609 FALSE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.363636 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.435897 TRUE TRUE FALSE

c.(673-675)caG>caCp.Q225H 0.411765 FALSE FALSE FALSE

c.(2938-2940)gcC>gcTp.A980A 0.392857 FALSE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.471545 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.988636 TRUE TRUE TRUE

c.(52-54)gcA>gcGp.A18A 0.991266 FALSE TRUE FALSE

c.(4240-4242)gaC>gaTp.D1414D 0.527778 TRUE TRUE FALSE

c.(499-501)cGa>cAap.R167Q 0.425 TRUE TRUE TRUE

c.(418-420)atT>atCp.I140I 0.460937 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.245902 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.216216 TRUE TRUE FALSE

c.(11881-11883)cAa>cCap.Q3961P 0.402985 FALSE FALSE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.53913 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.53125 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.432836 TRUE TRUE FALSE

c.(682-684)cAg>cCgp.Q228P 0.382979 TRUE TRUE FALSE

c.(1432-1434)acC>acTp.T478T 0.714286 TRUE TRUE TRUE

c.(607-609)Tct>Actp.S203T 0.540541 FALSE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.436508 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.490566 TRUE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.125 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.534091 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.53211 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.328947 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.551724 TRUE TRUE TRUE

c.(5305-5307)caA>caGp.Q1769Q 0.461538 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.108434 TRUE FALSE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.41791 TRUE TRUE TRUE

c.(4234-4236)cgG>cgCp.R1412R 0.402597 TRUE TRUE TRUE

c.(247-249)aGt>aAtp.S83N 0.457143 FALSE TRUE TRUE

c.(316-318)gGa>gAap.G106E 0.588235 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.322581 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE



c.(1684-1686)caA>caGp.Q562Q 0.431373 TRUE TRUE FALSE

c.(3451-3453)cCt>cTtp.P1151L 0.511628 FALSE TRUE TRUE

c.(844-846)caG>caAp.Q282Q 0.560606 FALSE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.454545 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.540984 TRUE TRUE TRUE

c.(2329-2331)gtC>gtTp.V777V 0.447368 TRUE TRUE TRUE

c.(1873-1875)Ctc>Ttcp.L625F 0.096774 FALSE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.972973 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.991935 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.429825 TRUE TRUE TRUE

c.(1057-1059)tcG>tcAp.S353S 0.525773 FALSE FALSE FALSE

c.(391-393)aGa>aAap.R131K 0.525424 TRUE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.086207 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.521368 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.545455 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.452381 TRUE TRUE FALSE

c.(796-798)Aag>Gagp.K266E 0.425532 FALSE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.535714 TRUE TRUE TRUE

c.(1792-1794)Aca>Gcap.T598A 0.522059 FALSE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.979167 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.568807 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 1 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.381818 TRUE TRUE TRUE

c.(733-735)gTc>gCcp.V245A 0.044944 FALSE TRUE FALSE

c.(12379-12381)cGc>cAcp.R4127H 0.442308 FALSE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.186047 TRUE TRUE FALSE

c.(1516-1518)Ctg>Ttgp.L506L 0.454545 FALSE TRUE TRUE

c.(1045-1047)gaT>gaCp.D349D 0.518072 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.481013 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.494624 TRUE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.263158 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.439655 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.574074 TRUE TRUE TRUE

c.(859-861)gAa>gTap.E287V 0.875 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.571429 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.043353 TRUE TRUE FALSE

c.(235-237)aaC>aaTp.N79N 0.075472 TRUE TRUE FALSE

c.(4948-4950)gCg>gTgp.A1650V 0.477477 FALSE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.416667 TRUE TRUE FALSE

c.(1231-1233)aGc>aAcp.S411N 0.466667 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.307692 TRUE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.493671 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.37931 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.953846 TRUE TRUE TRUE

c.(7234-7236)Ccc>Accp.P2412T 0.59292 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.074627 TRUE TRUE FALSE



c.(1282-1284)Ccc>Gccp.P428A 0.5 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.15873 TRUE TRUE FALSE

c.(1129-1131)cAg>cGgp.Q377R 0.457143 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.980583 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.983051 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.583333 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.487654 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.416667 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.484848 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.095764 TRUE TRUE FALSE

c.(13-15)Gtc>Atcp.V5I 0.625 TRUE TRUE FALSE

c.(409-411)Caa>Aaap.Q137K 0.035794 TRUE FALSE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.986111 TRUE TRUE TRUE

c.(2494-2496)Cgg>Tggp.R832W 0.534653 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.984127 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.053125 TRUE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 1 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.480769 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.25641 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.992248 TRUE TRUE TRUE

c.(1342-1344)Atc>Gtcp.I448V 1 TRUE TRUE TRUE

c.(805-807)Gtg>Ttgp.V269L 0.485507 TRUE TRUE TRUE

c.(292-294)tgG>tgAp.W98* 1 FALSE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.475862 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.126761 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.535714 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.49505 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.990654 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.983516 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.363636 TRUE TRUE FALSE

c.(4813-4815)gtG>gtTp.V1605V 0.409836 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.456897 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.610169 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.482143 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.145161 TRUE TRUE FALSE

c.(1276-1278)cGc>cAcp.R426H 0.5 FALSE FALSE TRUE

c.(445-447)ccA>ccGp.P149P 0.538043 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.369565 TRUE TRUE FALSE

c.(1147-1149)Aac>Cacp.N383H 0.296296 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.474576 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.489362 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.264706 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.520408 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.488889 TRUE TRUE TRUE



c.(196-198)Ttg>Ctgp.L66L 0.415584 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 1 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.519231 FALSE TRUE FALSE

c.(481-483)Ttt>Cttp.F161L 0.98 FALSE TRUE FALSE

c.(28-30)gCg>gAgp.A10E 0.625 FALSE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 0.4 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.553719 TRUE TRUE TRUE

c.(1168-1170)Aag>Gagp.K390E 0.095745 FALSE FALSE FALSE

c.(3859-3861)Gag>Aagp.E1287K 0.496689 TRUE TRUE TRUE

c.(2047-2049)Ctg>Ttgp.L683L 0.509091 FALSE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.565217 TRUE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.454545 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.8125 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.442857 TRUE TRUE TRUE

c.(322-324)ccC>ccTp.P108P 0.866667 TRUE TRUE FALSE

c.(3949-3951)cgA>cgGp.R1317R 0.993865 TRUE TRUE TRUE

c.(3445-3447)aTg>aCgp.M1149T 0.545455 FALSE TRUE TRUE

c.(9037-9039)cGc>cTcp.R3013L 0.537736 TRUE TRUE TRUE

c.(1030-1032)cGg>cAgp.R344Q 0.461538 TRUE TRUE FALSE

c.(175-177)acG>acAp.T59T 0.563636 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.454545 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.454545 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.545455 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.526882 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.761905 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.493506 TRUE TRUE TRUE

c.(328-330)Gtc>Atcp.V110I 0.375 TRUE TRUE FALSE

c.(8380-8382)gcC>gcTp.A2794A 0.585366 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.213592 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 1 TRUE TRUE TRUE

c.(1675-1677)ttA>ttCp.L559F 0.051724 FALSE FALSE FALSE

c.(3670-3672)gaG>gaAp.E1224E 0.43 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.666667 TRUE TRUE TRUE

c.(14434-14436)ccC>ccTp.P4812P 0.404762 FALSE FALSE TRUE

c.(1522-1524)caT>caCp.H508H 0.428571 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.388889 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.467153 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.368421 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.444444 TRUE TRUE FALSE

c.(7735-7737)gAc>gTcp.D2579V 0.506329 TRUE TRUE TRUE

c.(3733-3735)aCc>aTcp.T1245I 0.466321 FALSE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.243902 TRUE TRUE FALSE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.971154 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.5625 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.529412 TRUE TRUE TRUE



c.(166-168)caA>caGp.Q56Q 1 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.444444 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 1 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.545455 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.5 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.434783 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.948454 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.503817 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.966667 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.43038 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.47482 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.530303 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.589041 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.04698 TRUE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.37931 TRUE TRUE TRUE

c.(808-810)Cgc>Tgcp.R270C 0.433333 TRUE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.428571 TRUE TRUE TRUE

c.(2896-2898)cAa>cGap.Q966R 0.606897 FALSE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.482143 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.452381 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.576471 TRUE TRUE TRUE

c.(3379-3381)tcT>tcAp.S1127S 0.293103 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 1 TRUE TRUE TRUE

c.(2935-2937)Ggc>Agcp.G979S 0.571429 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.490566 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.614286 TRUE TRUE TRUE

c.(301-303)gcG>gcAp.A101A 0.491228 TRUE FALSE TRUE

c.(7753-7755)Gag>Aagp.E2585K 0.625 FALSE FALSE FALSE

c.(1504-1506)Cgt>Tgtp.R502C 0.363636 TRUE TRUE FALSE

c.(1666-1668)tcA>tcCp.S556S 0.04918 FALSE FALSE FALSE

c.(379-381)Gct>Actp.A127T 0.14 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.392405 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.393939 TRUE TRUE TRUE

c.(1429-1431)cGg>cAgp.R477Q 0.0875 TRUE TRUE FALSE

c.(1489-1491)gaG>gaCp.E497D 0.395349 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.43299 TRUE TRUE TRUE

c.e2+1 0.194444 FALSE FALSE FALSE

c.(5977-5979)cGa>cAap.R1993Q 0.128205 FALSE TRUE FALSE

c.(3523-3525)Tcc>Cccp.S1175P 0.571429 TRUE TRUE FALSE

c.(961-963)gCg>gAgp.A321E 0.241379 TRUE TRUE FALSE

c.(823-825)Ctt>Gttp.L275V 0.060606 TRUE FALSE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.984252 TRUE TRUE TRUE

c.(2386-2388)ctC>ctTp.L796L 0.339286 FALSE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.544218 TRUE TRUE TRUE

c.(3370-3372)gGa>gAap.G1124E 0.23622 FALSE TRUE FALSE

c.(22-24)Cat>Tatp.H8Y 0.59375 TRUE TRUE FALSE

c.(514-516)Gtc>Atcp.V172I 0.2 TRUE TRUE TRUE



c.(3805-3807)gtT>gtCp.V1269V 0.542169 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.195652 TRUE TRUE FALSE

c.(205-207)Caa>Aaap.Q69K 0.054968 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.611111 TRUE TRUE TRUE

c.(1363-1365)atA>atGp.I455M 0.44 TRUE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.098901 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.989011 TRUE TRUE FALSE

c.(223-225)agC>agTp.S75S 0.181818 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 1 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.526718 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.5 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.503226 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.527559 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.56 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.619718 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(5935-5937)ccG>ccAp.P1979P 0.53125 TRUE TRUE FALSE

c.(745-747)cTg>cCgp.L249P 0.3125 TRUE TRUE FALSE

c.(2506-2508)cgC>cgTp.R836R 0.5 TRUE TRUE TRUE

c.(163-165)caC>caTp.H55H 0.433735 FALSE TRUE TRUE

c.(5182-5184)gaA>gaGp.E1728E 0.081081 FALSE FALSE FALSE

c.(82-84)aaG>aaAp.K28K 0.439024 FALSE TRUE TRUE

c.(1342-1344)Gag>Cagp.E448Q 0.333333 FALSE TRUE FALSE

c.(526-528)cGt>cAtp.R176H 0.128205 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.514706 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.384615 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.584615 TRUE TRUE TRUE

c.(715-717)gcC>gcTp.A239A 0.5 FALSE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.48 TRUE TRUE TRUE

c.e2-1 0.149254 FALSE FALSE FALSE

c.(2140-2142)gcG>gcTp.A714A 0.464286 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.378788 TRUE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.550725 TRUE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.486842 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.571429 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.1875 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.538462 TRUE TRUE TRUE

c.(409-411)Ctg>Ttgp.L137L 0.478261 FALSE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 1 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.55 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.47619 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.57377 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 1 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.094118 TRUE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.380952 TRUE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.480263 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.586207 TRUE TRUE TRUE



c.(1870-1872)gGc>gTcp.G624V 0.4 TRUE TRUE TRUE

c.(2362-2364)Aag>Gagp.K788E 0.368421 TRUE TRUE TRUE

c.(1993-1995)aCa>aTap.T665I 0.377358 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.526316 TRUE TRUE TRUE

c.(439-441)gaT>gaCp.D147D 0.97619 FALSE TRUE FALSE

c.(718-720)aGc>aTcp.S240I 0.428571 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.36 TRUE TRUE TRUE

c.(1330-1332)Agc>Ggcp.S444G 1 TRUE TRUE FALSE

c.(859-861)aaA>aaGp.K287K 1 FALSE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.633333 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.144366 TRUE TRUE FALSE

c.(79-81)cTc>cCcp.L27P 0.111111 FALSE FALSE FALSE

c.(448-450)Aac>Gacp.N150D 1 FALSE TRUE FALSE

c.(301-303)gcG>gcAp.A101A 0.4 TRUE FALSE TRUE

c.(772-774)tTc>tCcp.F258S 0.461538 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.087719 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.36 TRUE TRUE TRUE

c.(6292-6294)aGa>aCap.R2098T 0.111111 FALSE FALSE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.984127 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.059829 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.115789 FALSE FALSE FALSE

c.(7393-7395)tgC>tgTp.C2465C 0.375 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.266667 TRUE TRUE FALSE

c.(2170-2172)ccG>ccAp.P724P 0.909091 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.514286 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.468085 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.421053 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.8 TRUE TRUE TRUE

c.(790-792)caC>caTp.H264H 1 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.111111 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.253731 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.157233 FALSE FALSE FALSE

c.(949-951)gCt>gGtp.A317G 0.4 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.971014 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.048193 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.578947 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.482759 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.522727 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.979167 FALSE TRUE FALSE

c.(1981-1983)acG>acAp.T661T 0.44898 FALSE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.418605 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.571429 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.272727 TRUE TRUE FALSE

c.(1885-1887)acT>acAp.T629T 0.333333 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE



c.(3001-3003)caC>caGp.H1001Q 0.583333 TRUE TRUE TRUE

c.(1114-1116)Att>Gttp.I372V 1 FALSE TRUE FALSE

c.(919-921)caT>caCp.H307H 0.06367 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.471429 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.365854 TRUE TRUE TRUE

c.(1030-1032)ggG>ggAp.G344G 1 FALSE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 0.8 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.456522 TRUE TRUE TRUE

c.(328-330)Gtc>Atcp.V110I 0.4 TRUE TRUE FALSE

c.(136-138)gaC>gaTp.D46D 0.666667 TRUE TRUE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.276596 TRUE TRUE FALSE

c.(202-204)acA>acCp.T68T 0.14881 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 0.97619 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.645161 TRUE TRUE TRUE

c.(1996-1998)ttT>ttCp.F666F 0.490196 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.916667 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.6 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.536585 TRUE TRUE FALSE

c.(2338-2340)gaC>gaTp.D780D 0.6 FALSE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.533333 TRUE TRUE TRUE

c.(1051-1053)ctA>ctGp.L351L 0.947368 FALSE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.371429 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.455696 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.357143 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.064286 TRUE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.3 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.512821 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.390244 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.5 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.7 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.457143 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(1633-1635)agA>agGp.R545R 1 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.761905 TRUE TRUE FALSE

c.(2488-2490)Gcc>Accp.A830T 0.516129 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.352941 TRUE TRUE FALSE

c.(1513-1515)Ctt>Gttp.L505V 0.673077 FALSE FALSE FALSE

c.(1-3)atG>atAp.M1I 0.478261 FALSE FALSE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.422222 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.625 TRUE TRUE FALSE

c.(1291-1293)ccA>ccGp.P431P 1 TRUE TRUE TRUE

c.(1942-1944)Cgc>Tgcp.R648C 0.071429 FALSE FALSE FALSE

c.(493-495)gAc>gCcp.D165A 0.444444 FALSE TRUE FALSE

c.(1240-1242)caG>caAp.Q414Q 0.6 TRUE TRUE TRUE

c.(13192-13194)caA>caGp.Q4398Q 0.433333 TRUE TRUE TRUE



c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(3460-3462)Cca>Tcap.P1154S 0.37931 FALSE TRUE FALSE

c.(58-60)gcT>gcCp.A20A 0.1 FALSE FALSE FALSE

c.(157-159)atG>atAp.M53I 0.956522 FALSE TRUE FALSE

c.(11785-11787)tTt>tCtp.F3929S 0.37931 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.113924 FALSE FALSE FALSE

c.(142-144)cAg>cGgp.Q48R 0.404762 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.571429 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.534483 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.714286 TRUE TRUE FALSE

c.(910-912)ccC>ccAp.P304P 0.5 TRUE TRUE TRUE

c.(169-171)Gca>Acap.A57T 0.101911 FALSE FALSE FALSE

c.(973-975)Cgg>Tggp.R325W 0.181818 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.928571 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.766667 TRUE TRUE TRUE

c.(1075-1077)gtC>gtAp.V359V 0.583333 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 1 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.557143 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.594595 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.5 TRUE TRUE TRUE

c.(607-609)Ccc>Gccp.P203A 1 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.5 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.516129 TRUE TRUE TRUE

c.(1495-1497)Agg>Gggp.R499G 0.571429 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.8 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.695652 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.14881 FALSE FALSE FALSE

c.(2062-2064)Aac>Gacp.N688D 0.482759 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 1 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.851064 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.545455 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.58 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.5 TRUE TRUE TRUE

c.(169-171)atG>atAp.M57I 0.948718 FALSE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.8 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.75 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.923077 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.257353 FALSE FALSE FALSE

c.(208-210)aaG>aaAp.K70K 0.375 TRUE TRUE TRUE

c.(1609-1611)atA>atGp.I537M 0.444444 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(1357-1359)Gaa>Aaap.E453K 0.28125 FALSE FALSE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.615385 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.426573 TRUE TRUE TRUE

c.(1921-1923)Cgt>Tgtp.R641C 0.192308 FALSE FALSE FALSE

c.(3136-3138)ccA>ccGp.P1046P 1 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE



c.(1120-1122)aCg>aTgp.T374M 0.8 TRUE TRUE TRUE

c.(2998-3000)Gga>Agap.G1000R 0.391304 FALSE FALSE FALSE

c.(1960-1962)agA>agTp.R654S 0.4375 FALSE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.454545 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.080378 TRUE TRUE FALSE

c.(2875-2877)gcC>gcTp.A959A 0.483146 TRUE TRUE TRUE

c.(2341-2343)Gtc>Atcp.V781I 0.428571 FALSE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.037344 TRUE TRUE FALSE

c.(859-861)Cgg>Tggp.R287W 0.511111 FALSE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.059561 TRUE TRUE TRUE

c.(2872-2874)tcC>tcTp.S958S 0.48 TRUE TRUE TRUE

c.(1447-1449)Cac>Tacp.H483Y 0.5 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.650943 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.550562 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.645161 FALSE TRUE FALSE

c.(451-453)gCc>gTcp.A151V 0.134328 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.52 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(1654-1656)gaT>gaCp.D552D 0.528 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.546512 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.614035 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.515152 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 1 TRUE TRUE TRUE

c.(712-714)gcC>gcTp.A238A 0.347826 FALSE TRUE FALSE

c.(2572-2574)ggC>ggTp.G858G 0.58 TRUE TRUE TRUE

c.(850-852)gaT>gaAp.D284E 0.075758 FALSE FALSE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.517857 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.614458 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.063559 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.476744 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.606061 TRUE TRUE TRUE

c.(2701-2703)Ggg>Aggp.G901R 0.578947 FALSE TRUE FALSE

c.(1330-1332)Agc>Ggcp.S444G 0.47619 TRUE TRUE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.43 FALSE TRUE FALSE

c.(361-363)gTc>gCcp.V121A 1 TRUE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 1 TRUE TRUE TRUE

c.(1090-1092)caT>caCp.H364H 0.514286 TRUE TRUE TRUE

c.(757-759)gaC>gaAp.D253E 0.553571 TRUE TRUE TRUE

c.(622-624)tCt>tGtp.S208C 0.430108 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.104478 TRUE TRUE FALSE

c.(3085-3087)ttC>ttAp.F1029L 0.548387 FALSE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.416667 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(3565-3567)cAg>cGgp.Q1189R 0.558824 FALSE TRUE TRUE

c.(127-129)tcA>tcGp.S43S 0.093023 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.506494 TRUE TRUE TRUE



c.(1081-1083)Tgt>Agtp.C361S 0.357143 FALSE FALSE FALSE

c.(802-804)acG>acCp.T268T 0.666667 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.554455 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.857143 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.923077 TRUE TRUE FALSE

c.(628-630)gCg>gTgp.A210V 0.539683 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.518987 TRUE TRUE TRUE

c.(4258-4260)Gat>Tatp.D1420Y 0.458015 FALSE TRUE TRUE

c.(2503-2505)aaC>aaTp.N835N 0.5 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.512987 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.47619 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.51497 TRUE TRUE TRUE

c.(2032-2034)caG>caCp.Q678H 0.594595 TRUE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.5 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.533333 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.424779 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 1 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.975 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.5 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.376812 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.120172 TRUE TRUE TRUE

c.(3550-3552)Gag>Aagp.E1184K 0.36 FALSE TRUE FALSE

c.(865-867)Gat>Aatp.D289N 0.470588 TRUE TRUE TRUE

c.(2350-2352)cGc>cAcp.R784H 0.6 FALSE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.428571 FALSE TRUE FALSE

c.(3160-3162)Atc>Gtcp.I1054V 0.3125 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.47619 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.3125 TRUE FALSE FALSE

c.(3016-3018)taC>taTp.Y1006Y 0.517483 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.423077 TRUE TRUE TRUE

c.(1564-1566)gaA>gaGp.E522E 0.580952 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.424242 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.609195 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.43662 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.469136 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.969697 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.52 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.522124 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.990476 TRUE TRUE TRUE

c.(1789-1791)atA>atTp.I597I 0.533898 FALSE FALSE FALSE

c.(3001-3003)Cct>Actp.P1001T 0.371429 FALSE FALSE FALSE

c.(115-117)ggC>ggTp.G39G 0.523077 TRUE TRUE TRUE

c.(565-567)ccG>ccAp.P189P 0.5 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.039648 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.521739 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.554054 TRUE TRUE TRUE



c.(9418-9420)cAa>cGap.Q3140R 0.474227 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.474138 TRUE TRUE TRUE

c.(448-450)gCg>gTgp.A150V 0.5 FALSE FALSE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.472727 TRUE TRUE TRUE

c.(829-831)acA>acTp.T277T 0.1 FALSE FALSE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.488722 TRUE TRUE TRUE

c.(487-489)gcG>gcTp.A163A 0.523077 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.989796 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.5 TRUE TRUE TRUE

c.(127-129)ccC>ccTp.P43P 0.371429 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.552239 TRUE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 1 TRUE TRUE FALSE

c.(1474-1476)cCa>cAap.P492Q 0.5 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.990099 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.522388 FALSE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.487179 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.333333 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.558824 TRUE TRUE TRUE

c.(634-636)Cag>Gagp.Q212E 0.6 TRUE TRUE TRUE

c.(2506-2508)cgC>cgTp.R836R 0.607143 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.986486 TRUE TRUE TRUE

c.(9223-9225)ttA>ttGp.L3075L 0.46789 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.488636 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.971429 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.056604 TRUE TRUE FALSE

c.(2845-2847)Cct>Gctp.P949A 0.491935 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 1 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.986111 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.987342 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 1 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.533333 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(4696-4698)aaA>aaGp.K1566K 0.521739 TRUE TRUE TRUE

c.(2446-2448)tcA>tcCp.S816S 0.503268 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.511364 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.585106 TRUE TRUE TRUE

c.(607-609)Ccc>Gccp.P203A 0.479167 TRUE TRUE TRUE

c.(2251-2253)ttC>ttTp.F751F 0.512195 TRUE TRUE FALSE

c.(724-726)gaG>gaAp.E242E 0.722222 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.586777 TRUE TRUE TRUE

c.(3124-3126)gaC>gaTp.D1042D 0.450777 FALSE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.538462 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.475 TRUE TRUE TRUE

c.(1771-1773)gcA>gcCp.A591A 0.521277 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(526-528)cGt>cAtp.R176H 0.636364 TRUE TRUE FALSE



c.(1501-1503)gaT>gaCp.D501D 0.466667 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.46789 TRUE TRUE TRUE

c.(739-741)aaC>aaAp.N247K 0.517647 FALSE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.452381 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.176471 TRUE TRUE FALSE

c.(2038-2040)caC>caTp.H680H 0.483516 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.542857 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.438202 TRUE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.58 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.507246 TRUE TRUE TRUE

c.(1348-1350)aGt>aAtp.S450N 0.54 TRUE TRUE TRUE

c.(715-717)Cag>Tagp.Q239* 0.426667 FALSE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.513889 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.961538 TRUE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.615385 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.431373 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.928571 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.409449 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.626263 TRUE TRUE TRUE

c.(2863-2865)acC>acTp.T955T 0.495726 FALSE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 1 TRUE TRUE FALSE

c.(913-915)gaG>gaAp.E305E 0.526316 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.483871 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.539474 TRUE TRUE TRUE

c.(850-852)ccG>ccAp.P284P 0.307692 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.10989 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.705882 TRUE TRUE TRUE

c.(697-699)ggG>ggAp.G233G 0.611111 FALSE FALSE FALSE

c.(556-558)Ctg>Gtgp.L186V 0.117647 FALSE FALSE FALSE

c.(2782-2784)Cag>Gagp.Q928E 0.108696 FALSE TRUE FALSE

c.(1492-1494)caA>caGp.Q498Q 0.416667 FALSE TRUE FALSE

c.(1489-1491)caA>caGp.Q497Q 0.333333 FALSE TRUE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.391608 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.518519 TRUE TRUE TRUE

c.(4-6)Acg>Gcgp.T2A 0.25 FALSE FALSE FALSE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(2530-2532)Gag>Aagp.E844K 0.473684 TRUE TRUE TRUE

c.(520-522)aTa>aGap.I174R 0.075862 FALSE FALSE FALSE

c.(703-705)gaA>gaGp.E235E 0.08 FALSE FALSE FALSE

c.(787-789)agG>agAp.R263R 0.107143 FALSE FALSE FALSE

c.(2254-2256)aaA>aaTp.K752N 0.116071 FALSE FALSE FALSE

c.(2776-2778)tCa>tTap.S926L 0.111111 FALSE TRUE FALSE

c.(3646-3648)gaC>gaTp.D1216D 0.487805 FALSE FALSE FALSE

c.(1999-2001)tTa>tGap.L667* 0.056452 FALSE FALSE FALSE

c.(379-381)Gct>Actp.A127T 0.180556 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.6 TRUE TRUE TRUE



c.(3052-3054)acC>acAp.T1018T 0.52 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.636364 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.028432 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.096714 TRUE TRUE FALSE

c.(79-81)cTc>cCcp.L27P 0.2 FALSE FALSE FALSE

c.(2458-2460)acA>acGp.T820T 0.508772 TRUE TRUE TRUE

c.(1633-1635)caC>caTp.H545H 0.062992 FALSE FALSE FALSE

c.(433-435)Act>Cctp.T145P 0.525 TRUE TRUE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.444444 TRUE TRUE TRUE

c.(1231-1233)ccA>ccTp.P411P 0.044496 FALSE FALSE FALSE

c.(301-303)gcG>gcAp.A101A 0.472222 TRUE FALSE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.139785 TRUE TRUE FALSE

c.(445-447)Cgg>Tggp.R149W 0.074257 FALSE FALSE FALSE

c.(778-780)Aat>Catp.N260H 0.15684 FALSE FALSE FALSE

c.(1993-1995)atG>atAp.M665I 0.666667 TRUE TRUE FALSE

c.(2779-2781)ggC>ggTp.G927G 0.155556 FALSE TRUE TRUE

c.(1342-1344)ccC>ccTp.P448P 0.971429 FALSE TRUE FALSE

c.(2242-2244)tTg>tCgp.L748S 0.2 FALSE FALSE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.473684 TRUE TRUE TRUE

c.(1579-1581)ctG>ctTp.L527L 0.051852 FALSE FALSE FALSE

c.(808-810)agA>agGp.R270R 0.8 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.541667 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.969697 TRUE TRUE TRUE

c.e33-1 0.083333 FALSE FALSE FALSE

c.(5542-5544)acG>acAp.T1848T 0.981308 TRUE TRUE TRUE

c.(5002-5004)caC>caGp.H1668Q 0.102041 FALSE TRUE FALSE

c.(265-267)gaA>gaTp.E89D 0.096296 FALSE FALSE FALSE

c.(2752-2754)gaT>gaAp.D918E 0.142857 FALSE FALSE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.608696 TRUE TRUE TRUE

c.(433-435)Cga>Tgap.R145* 0.068627 FALSE FALSE FALSE

c.(1993-1995)gaA>gaGp.E665E 0.060241 FALSE FALSE FALSE

c.(1342-1344)aaG>aaAp.K448K 0.081967 FALSE FALSE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.564103 TRUE TRUE TRUE

c.(2155-2157)aTc>aCcp.I719T 0.091954 FALSE FALSE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.373832 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.375 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.138889 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.545455 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.990196 TRUE TRUE TRUE

c.(2056-2058)cgG>cgTp.R686R 0.494845 TRUE TRUE TRUE

c.(226-228)gcA>gcGp.A76A 0.18451 FALSE FALSE FALSE

c.(430-432)tTa>tGap.L144* 0.151163 FALSE FALSE FALSE

c.(1576-1578)agC>agTp.S526S 0.5 TRUE TRUE TRUE

c.(1657-1659)Cgg>Tggp.R553W 0.5 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.645161 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.060351 TRUE TRUE FALSE

c.(1399-1401)Aag>Gagp.K467E 0.409091 FALSE TRUE FALSE



c.(835-837)ggC>ggTp.G279G 0.169884 TRUE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.123832 TRUE TRUE FALSE

c.(487-489)Tac>Cacp.Y163H 0.105263 FALSE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.944444 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.3 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.542169 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.466667 TRUE TRUE TRUE

c.(1132-1134)aGt>aAtp.S378N 0.144231 TRUE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.518519 TRUE TRUE TRUE

c.(3967-3969)gAt>gTtp.D1323V 0.090909 FALSE FALSE FALSE

c.(6607-6609)gcG>gcAp.A2203A 0.109375 FALSE TRUE FALSE

c.(1921-1923)Agg>Gggp.R641G 1 FALSE TRUE FALSE

c.(6472-6474)Cgc>Agcp.R2158S 0.128 FALSE FALSE FALSE

c.e22+1 0.102857 FALSE FALSE FALSE

c.(2242-2244)ttG>ttAp.L748L 0.190476 FALSE FALSE FALSE

c.(2293-2295)gAg>gGgp.E765G 0.100962 TRUE TRUE FALSE

c.(1405-1407)Caa>Gaap.Q469E 0.416667 FALSE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.36 TRUE TRUE TRUE

c.(3676-3678)gaG>gaAp.E1226E 0.061538 FALSE FALSE FALSE

c.(208-210)aaG>aaAp.K70K 0.545455 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.454545 TRUE TRUE FALSE

c.(1390-1392)Atg>Gtgp.M464V 0.069767 FALSE FALSE FALSE

c.(1582-1584)Gtg>Atgp.V528M 0.058442 FALSE TRUE TRUE

c.(727-729)Ggt>Agtp.G243S 0.096774 FALSE FALSE FALSE

c.(700-702)Aca>Tcap.T234S 0.210909 TRUE TRUE FALSE

c.(1756-1758)gcA>gcGp.A586A 0.060606 FALSE FALSE FALSE

c.(2689-2691)cGg>cAgp.R897Q 0.101266 FALSE FALSE FALSE

c.(79-81)cTg>cGgp.L27R 0.134328 FALSE FALSE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.487179 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.578947 TRUE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.089431 TRUE TRUE TRUE

c.(1849-1851)Ttg>Ctgp.L617L 0.045545 FALSE TRUE FALSE

c.(1099-1101)atT>atGp.I367M 0.152174 TRUE FALSE FALSE

c.(409-411)Caa>Aaap.Q137K 0.0368 TRUE FALSE FALSE

c.(6043-6045)Acc>Gccp.T2015A 0.138462 TRUE TRUE TRUE

c.(685-687)Cgg>Aggp.R229R 0.170213 FALSE FALSE FALSE

c.(616-618)aaG>aaAp.K206K 0.116129 FALSE FALSE FALSE

c.(7057-7059)Ggt>Agtp.G2353S 0.060606 FALSE FALSE FALSE

c.(7093-7095)tcC>tcTp.S2365S 0.058824 FALSE FALSE FALSE

c.(115-117)Aaa>Gaap.K39E 0.134146 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.163043 TRUE TRUE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.428571 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.478873 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.2 FALSE FALSE FALSE

c.(1711-1713)Ctg>Ttgp.L571L 0.068493 FALSE FALSE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.452381 TRUE TRUE TRUE

c.(3454-3456)gAa>gGap.E1152G 0.081522 FALSE FALSE FALSE



c.(2053-2055)cgT>cgCp.R685R 0.47561 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.441379 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.073171 TRUE TRUE FALSE

c.(853-855)gaT>gaGp.D285E 0.6 TRUE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 0.8 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.472527 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.509434 TRUE TRUE TRUE

c.(1675-1677)ttA>ttCp.L559F 0.12549 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.160569 FALSE FALSE FALSE

c.(673-675)taT>taAp.Y225* 0.091463 FALSE FALSE FALSE

c.(277-279)tcT>tcGp.S93S 0.085526 TRUE FALSE FALSE

c.(6148-6150)agT>agGp.S2050R 0.053892 FALSE FALSE FALSE

c.(409-411)Tgg>Gggp.W137G 0.07109 FALSE FALSE FALSE

c.(307-309)tgC>tgTp.C103C 0.25 FALSE FALSE FALSE

c.(172-174)caG>caAp.Q58Q 0.405405 TRUE TRUE TRUE

c.(394-396)Gcc>Accp.A132T 0.154321 FALSE FALSE FALSE

c.(1429-1431)cGg>cAgp.R477Q 0.093458 TRUE TRUE FALSE

c.(1336-1338)tgT>tgCp.C446C 0.727273 TRUE TRUE TRUE

c.(3922-3924)gTg>gAgp.V1308E 0.084615 FALSE FALSE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.478261 TRUE TRUE TRUE

c.(6892-6894)gAt>gTtp.D2298V 0.116071 FALSE FALSE FALSE

c.(307-309)caT>caCp.H103H 0.069182 FALSE FALSE FALSE

c.(2950-2952)gGg>gAgp.G984E 0.086538 FALSE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.642857 TRUE TRUE TRUE

c.(2350-2352)aGa>aAap.R784K 0.055838 FALSE TRUE FALSE

c.(796-798)Cga>Tgap.R266* 0.035952 TRUE FALSE FALSE

c.(3388-3390)atC>atTp.I1130I 0.875 TRUE TRUE TRUE

c.(835-837)tcG>tcAp.S279S 0.138889 FALSE FALSE TRUE

c.(790-792)Act>Cctp.T264P 0.037879 FALSE FALSE FALSE

c.(361-363)caA>caGp.Q121Q 0.190476 FALSE FALSE FALSE

c.(2401-2403)Cat>Tatp.H801Y 0.516129 FALSE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.355932 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.425532 TRUE TRUE TRUE

c.(2161-2163)Agt>Ggtp.S721G 0.131579 FALSE TRUE TRUE

c.(676-678)aaA>aaGp.K226K 0.106383 FALSE FALSE FALSE

c.(16-18)Act>Gctp.T6A 1 FALSE TRUE FALSE

c.(412-414)Tac>Gacp.Y138D 0.125 FALSE FALSE FALSE

c.(292-294)Aat>Catp.N98H 0.123457 FALSE FALSE FALSE

c.(3904-3906)cTa>cCap.L1302P 0.069565 FALSE FALSE FALSE

c.(10999-11001)Gtt>Cttp.V3667L 0.52381 FALSE FALSE TRUE

c.(3640-3642)caC>caTp.H1214H 0.548387 TRUE TRUE TRUE

c.(1219-1221)gaG>gaAp.E407E 0.133333 FALSE FALSE FALSE

c.(409-411)aCa>aGap.T137R 0.140351 FALSE FALSE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.482759 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.306452 TRUE TRUE TRUE

c.(2239-2241)aaT>aaGp.N747K 0.074866 FALSE FALSE FALSE

c.(1120-1122)cTg>cCgp.L374P 0.103627 FALSE FALSE FALSE



c.(505-507)tAc>tGcp.Y169C 0.078125 FALSE FALSE FALSE

c.(454-456)Aag>Gagp.K152E 0.083333 TRUE TRUE FALSE

c.(4291-4293)Gca>Acap.A1431T 0.373832 FALSE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.133956 TRUE TRUE FALSE

c.e4+2 0.090909 FALSE FALSE FALSE

c.(9418-9420)cAa>cGap.Q3140R 0.545455 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.482759 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.863248 TRUE TRUE FALSE

c.(550-552)ggG>ggAp.G184G 0.188406 FALSE FALSE FALSE

c.(1414-1416)aaC>aaTp.N472N 0.048309 FALSE TRUE FALSE

c.(1516-1518)gcG>gcAp.A506A 1 TRUE TRUE FALSE

c.(1582-1584)tTg>tCgp.L528S 0.051471 FALSE FALSE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.571429 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.485294 TRUE TRUE TRUE

c.(3262-3264)gaA>gaGp.E1088E 0.085714 FALSE FALSE FALSE

c.(2716-2718)agG>agAp.R906R 0.466667 TRUE TRUE TRUE

c.(742-744)ggA>ggGp.G248G 0.114286 FALSE FALSE FALSE

c.(5068-5070)atT>atCp.I1690I 0.098592 FALSE FALSE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.509804 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.578947 TRUE TRUE TRUE

c.(481-483)Gaa>Aaap.E161K 0.078534 FALSE FALSE FALSE

c.(169-171)Gca>Acap.A57T 0.130337 FALSE FALSE FALSE

c.(4204-4206)acT>acCp.T1402T 0.14 FALSE FALSE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.532468 TRUE TRUE TRUE

c.(1765-1767)Caa>Taap.Q589* 0.05 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.425 TRUE TRUE FALSE

c.(1837-1839)caG>caAp.Q613Q 0.104167 FALSE FALSE FALSE

c.(3253-3255)Ctg>Gtgp.L1085V 0.111111 FALSE FALSE FALSE

c.(1474-1476)cCa>cAap.P492Q 0.266667 TRUE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.555556 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.666667 TRUE TRUE TRUE

c.(2092-2094)tTt>tCtp.F698S 0.097561 FALSE FALSE FALSE

c.(1666-1668)tcA>tcCp.S556S 0.079422 FALSE FALSE FALSE

c.(1-3)aTg>aGgp.M1R 0.1 FALSE FALSE FALSE

c.(451-453)Tta>Gtap.L151V 0.054726 FALSE FALSE FALSE

c.(7669-7671)Aat>Gatp.N2557D 0.061644 FALSE TRUE FALSE

c.e14-1 0.094595 FALSE FALSE FALSE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.37037 TRUE TRUE TRUE

c.(1762-1764)Aaa>Caap.K588Q 0.046083 FALSE FALSE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.52 TRUE TRUE FALSE

c.(2854-2856)caT>caCp.H952H 0.547619 TRUE TRUE TRUE

c.(1393-1395)Aat>Gatp.N465D 0.106383 FALSE FALSE FALSE

c.(1144-1146)ttT>ttGp.F382L 0.185567 FALSE FALSE FALSE

c.(316-318)Ttg>Ctgp.L106L 0.086331 FALSE FALSE FALSE

c.(5335-5337)gAg>gGgp.E1779G 0.533333 FALSE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.097238 FALSE FALSE FALSE



c.(2740-2742)aaA>aaGp.K914K 0.176471 FALSE FALSE FALSE

c.(6829-6831)cCa>cTap.P2277L 0.091549 FALSE FALSE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.09375 TRUE TRUE FALSE

c.(9223-9225)ttA>ttGp.L3075L 0.530864 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.4375 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.145133 TRUE TRUE TRUE

c.(7216-7218)Gca>Acap.A2406T 0.092251 FALSE FALSE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.083893 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 1 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.206522 TRUE TRUE FALSE

c.(79-81)Aga>Ggap.R27G 0.107143 FALSE FALSE FALSE

c.(205-207)Caa>Aaap.Q69K 0.036743 TRUE TRUE FALSE

c.(1249-1251)aAa>aCap.K417T 0.043033 FALSE FALSE FALSE

c.(1048-1050)aCa>aTap.T350I 0.092308 FALSE FALSE FALSE

c.(172-174)Gag>Aagp.E58K 0.235294 FALSE FALSE TRUE

c.(274-276)caA>caGp.Q92Q 0.947368 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.920245 TRUE TRUE FALSE

c.(79-81)agA>agTp.R27S 0.107143 FALSE FALSE FALSE

c.(1705-1707)Gct>Cctp.A569P 0.076923 FALSE FALSE FALSE

c.(451-453)tcC>tcTp.S151S 0.083333 TRUE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.466667 TRUE TRUE TRUE

c.(544-546)Tta>Gtap.L182V 0.094118 FALSE FALSE FALSE

c.(1849-1851)taC>taTp.Y617Y 0.139241 FALSE FALSE FALSE

c.(7072-7074)ggA>ggGp.G2358G 0.0625 FALSE FALSE FALSE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(1741-1743)aTc>aCcp.I581T 0.456522 FALSE TRUE TRUE

c.(700-702)Gtc>Ctcp.V234L 0.120879 FALSE TRUE FALSE

c.(4306-4308)gAa>gGap.E1436G 0.0625 FALSE FALSE FALSE

c.(616-618)atT>atCp.I206I 0.117647 FALSE FALSE FALSE

c.(223-225)agC>agTp.S75S 0.185185 TRUE TRUE TRUE

c.(1417-1419)cCa>cAap.P473Q 0.077922 FALSE FALSE FALSE

c.(391-393)aGa>aAap.R131K 0.622222 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.547619 TRUE TRUE TRUE

c.(5026-5028)Gca>Acap.A1676T 0.104762 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.440678 TRUE TRUE TRUE

c.(1495-1497)Agg>Gggp.R499G 0.5 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.6 TRUE TRUE TRUE

c.(427-429)Agt>Cgtp.S143R 0.123529 FALSE FALSE FALSE

c.(2092-2094)Cct>Actp.P698T 0.590909 TRUE TRUE TRUE

c.(2374-2376)Ctt>Tttp.L792F 0.047847 FALSE FALSE FALSE

c.(217-219)tAc>tGcp.Y73C 0.183369 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.571429 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.181818 TRUE TRUE FALSE

c.(124-126)atC>atTp.I42I 0.923077 FALSE TRUE FALSE

c.(1198-1200)Gaa>Aaap.E400K 0.050505 FALSE FALSE FALSE

c.(652-654)Atg>Gtgp.M218V 0.59375 TRUE TRUE TRUE

c.(2566-2568)agC>agTp.S856S 0.116883 FALSE FALSE FALSE



c.(1084-1086)Gaa>Aaap.E362K 0.061644 FALSE TRUE FALSE

c.(1993-1995)atG>atAp.M665I 0.295455 TRUE TRUE FALSE

c.(601-603)Cgc>Tgcp.R201C 0.285714 FALSE FALSE FALSE

c.(718-720)aGc>aTcp.S240I 0.636364 TRUE TRUE TRUE

c.(313-315)gaC>gaAp.D105E 0.072993 FALSE FALSE FALSE

c.(334-336)cGa>cAap.R112Q 0.111111 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.466667 TRUE TRUE TRUE

c.(1048-1050)acA>acGp.T350T 0.121212 FALSE FALSE FALSE

c.(247-249)caG>caAp.Q83Q 0.238095 FALSE FALSE FALSE

c.(625-627)caT>caCp.H209H 0.079545 FALSE FALSE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.956522 TRUE TRUE TRUE

c.(901-903)ctT>ctGp.L301L 0.052326 FALSE FALSE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.428571 TRUE TRUE TRUE

c.(1102-1104)Aca>Gcap.T368A 0.113514 FALSE FALSE FALSE

c.(2761-2763)cGa>cAap.R921Q 0.1 FALSE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.515152 TRUE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.980769 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.388889 TRUE TRUE TRUE

c.(793-795)atT>atCp.I265I 0.061033 FALSE FALSE FALSE

c.(4387-4389)gGg>gAgp.G1463E 0.119403 FALSE FALSE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.954545 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.555556 TRUE TRUE TRUE

c.(3190-3192)Ctt>Attp.L1064I 0.061321 FALSE FALSE FALSE

c.(118-120)gTc>gCcp.V40A 0.192982 FALSE FALSE FALSE

c.(6283-6285)tcA>tcCp.S2095S 0.116279 FALSE FALSE FALSE

c.(16-18)gAa>gGap.E6G 0.25 FALSE FALSE FALSE

c.(169-171)cAg>cCgp.Q57P 0.235294 FALSE FALSE FALSE

c.(1609-1611)atA>atGp.I537M 0.6 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.424242 TRUE TRUE TRUE

c.(886-888)Gag>Cagp.E296Q 0.075 FALSE FALSE FALSE

c.(2365-2367)aaG>aaAp.K789K 0.099502 FALSE FALSE FALSE

c.(2755-2757)gaT>gaCp.D919D 0.059783 FALSE FALSE FALSE

c.(850-852)ccG>ccAp.P284P 0.428571 TRUE TRUE TRUE

c.(1681-1683)gtG>gtAp.V561V 0.113208 FALSE FALSE FALSE

c.(643-645)gcG>gcAp.A215A 0.145833 FALSE FALSE FALSE

c.(7-9)cAc>cGcp.H3R 0.121212 FALSE FALSE FALSE

c.(682-684)ggA>ggGp.G228G 0.065041 FALSE FALSE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.526846 TRUE TRUE TRUE

c.(5023-5025)Gcc>Tccp.A1675S 0.179487 FALSE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.528926 TRUE TRUE TRUE

c.(4216-4218)ctT>ctCp.L1406L 0.4 FALSE FALSE FALSE

c.(385-387)atG>atAp.M129I 0.240642 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.8 TRUE TRUE FALSE

c.(478-480)Gtc>Atcp.V160I 0.477876 FALSE TRUE TRUE

c.(250-252)cGa>cAap.R84Q 0.727273 FALSE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.487013 TRUE TRUE TRUE

c.(106-108)Tct>Cctp.S36P 0.4 TRUE TRUE TRUE



c.(6193-6195)atT>atCp.I2065I 0.527508 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.539062 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.848485 TRUE TRUE TRUE

c.(3640-3642)caC>caTp.H1214H 0.729412 TRUE TRUE TRUE

c.(175-177)Gca>Acap.A59T 0.6 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.057143 TRUE TRUE FALSE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.480469 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 1 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.457576 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.48913 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.468421 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.46729 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.562791 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.829268 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.58042 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.52 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(2056-2058)cgG>cgTp.R686R 0.53629 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.692308 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.480392 TRUE TRUE FALSE

c.(2080-2082)Gca>Acap.A694T 0.420635 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.094891 TRUE TRUE FALSE

c.(3784-3786)tAt>tCtp.Y1262S 0.596154 FALSE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.508235 FALSE TRUE FALSE

c.(496-498)atG>atTp.M166I 0.409091 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.472868 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.5 TRUE TRUE TRUE

c.(7573-7575)Ctc>Gtcp.L2525V 1 TRUE TRUE FALSE

c.(835-837)ggC>ggTp.G279G 0.177489 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.486957 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.552381 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.507194 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.581522 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.413043 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.534413 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 1 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.51462 TRUE TRUE TRUE

c.(340-342)ggC>ggTp.G114G 0.746341 TRUE TRUE TRUE

c.(15796-15798)cGc>cAcp.R5266H 0.5 FALSE TRUE FALSE

c.(622-624)tCt>tGtp.S208C 0.522989 TRUE TRUE TRUE

c.(2026-2028)ccG>ccAp.P676P 0.716049 FALSE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.140741 TRUE TRUE FALSE

c.(2092-2094)Cct>Actp.P698T 0.487805 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.533333 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE



c.(1000-1002)Cgc>Tgcp.R334C 1 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.538462 TRUE TRUE TRUE

c.(6835-6837)Gct>Actp.A2279T 0.483721 FALSE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.495192 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.245033 TRUE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.44843 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.485437 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.394231 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.435897 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.578947 TRUE TRUE TRUE

c.(1474-1476)cGt>cAtp.R492H 0.546798 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.315789 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.515152 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.422018 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.444444 TRUE TRUE TRUE

c.(2020-2022)gAc>gTcp.D674V 0.5 FALSE FALSE FALSE

c.(334-336)cGa>cAap.R112Q 0.067073 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.512195 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.393162 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.513514 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.109347 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.516746 TRUE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 0.477612 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 1 TRUE TRUE TRUE

c.(3331-3333)gaC>gaTp.D1111D 0.5 FALSE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.5 TRUE TRUE TRUE

c.(4525-4527)atC>atTp.I1509I 0.504274 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.426752 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.503817 TRUE TRUE TRUE

c.(4141-4143)aGt>aAtp.S1381N 0.501873 FALSE FALSE FALSE

c.(4738-4740)aaC>aaTp.N1580N 1 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 1 TRUE TRUE FALSE

c.(3592-3594)agG>agAp.R1198R 0.8 FALSE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 1 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.157895 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.980488 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.470588 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.489879 TRUE TRUE TRUE

c.(1363-1365)atA>atGp.I455M 0.546012 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.595745 TRUE TRUE FALSE

c.(148-150)gTt>gAtp.V50D 0.267974 TRUE TRUE TRUE

c.(1672-1674)gCa>gTap.A558V 0.223301 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.444444 TRUE TRUE TRUE

c.(1372-1374)Gca>Acap.A458T 0.973684 FALSE TRUE FALSE

c.(1300-1302)Gaa>Aaap.E434K 0.270115 TRUE TRUE TRUE

c.(565-567)ccG>ccAp.P189P 0.532895 TRUE TRUE TRUE



c.(88-90)cAc>cCcp.H30P 0.372727 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 1 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.992366 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.129577 TRUE FALSE FALSE

c.(2458-2460)gtG>gtAp.V820V 0.473054 TRUE TRUE TRUE

c.(1105-1107)aTt>aCtp.I369T 0.337143 FALSE FALSE FALSE

c.(3388-3390)atC>atTp.I1130I 0.495413 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.482014 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.516129 TRUE TRUE TRUE

c.(2827-2829)gcC>gcTp.A943A 0.477912 TRUE TRUE TRUE

c.(481-483)Atg>Gtgp.M161V 0.074468 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.471111 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.518519 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.454955 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.363636 TRUE TRUE FALSE

c.(277-279)ccC>ccTp.P93P 0.533333 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.135204 TRUE TRUE FALSE

c.(220-222)Gtc>Atcp.V74I 1 FALSE TRUE FALSE

c.(4699-4701)Gtg>Ctgp.V1567L 0.485075 FALSE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.525 FALSE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.972973 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.479675 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.575 TRUE TRUE FALSE

c.(6247-6249)cCa>cTap.P2083L 0.478632 FALSE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.446154 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.529412 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.464052 TRUE TRUE TRUE

c.(3769-3771)gaG>gaAp.E1257E 0.857143 FALSE TRUE TRUE

c.(2446-2448)tcA>tcCp.S816S 0.427536 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.152542 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.514056 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.523077 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.741176 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.464151 TRUE TRUE FALSE

c.(8281-8283)caG>caAp.Q2761Q 0.185185 TRUE FALSE FALSE

c.(1036-1038)ccT>ccCp.P346P 1 FALSE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.514286 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.506757 TRUE TRUE FALSE

c.(1993-1995)atG>atAp.M665I 0.5 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.136111 TRUE TRUE FALSE

c.(6034-6036)aGa>aAap.R2012K 0.471545 TRUE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.547009 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.562162 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.488987 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.545455 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.372222 TRUE TRUE TRUE



c.(4912-4914)cgT>cgAp.R1638R 0.469072 TRUE TRUE TRUE

c.(4264-4266)Gag>Aagp.E1422K 0.214286 TRUE TRUE FALSE

c.(724-726)gaG>gaAp.E242E 0.592593 TRUE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.495575 TRUE TRUE TRUE

c.(70-72)gaG>gaAp.E24E 0.507538 FALSE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.456954 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.505051 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.268456 TRUE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.444444 TRUE TRUE TRUE

c.(715-717)ccG>ccAp.P239P 0.528796 TRUE TRUE FALSE

c.(526-528)cGt>cAtp.R176H 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.504167 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 1 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.138889 TRUE TRUE FALSE

c.(199-201)Acc>Gccp.T67A 1 FALSE TRUE FALSE

c.(718-720)aGc>aTcp.S240I 0.394495 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.610526 TRUE TRUE FALSE

c.(1093-1095)caA>caCp.Q365H 0.992063 FALSE TRUE TRUE

c.(1531-1533)Gtg>Atgp.V511M 0.117647 FALSE TRUE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.116883 TRUE TRUE FALSE

c.(892-894)tGt>tCtp.C298S 0.471503 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.507353 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.098485 TRUE TRUE FALSE

c.(1108-1110)taT>taCp.Y370Y 0.489051 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.451389 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.487805 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(103-105)tGc>tAcp.C35Y 0.944444 FALSE FALSE FALSE

c.(895-897)gaA>gaGp.E299E 0.445255 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.084652 TRUE TRUE FALSE

c.(1885-1887)acT>acAp.T629T 0.651685 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.4375 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.455357 TRUE TRUE TRUE

c.(1732-1734)Agt>Ggtp.S578G 0.064725 FALSE FALSE FALSE

c.(1306-1308)aTt>aAtp.I436N 0.261538 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.361702 TRUE TRUE TRUE

c.(5695-5697)gtG>gtAp.V1899V 0.47191 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.161017 FALSE FALSE FALSE

c.(13045-13047)acG>acAp.T4349T 0.459459 TRUE TRUE TRUE

c.(1099-1101)atT>atGp.I367M 0.071038 TRUE FALSE FALSE

c.(2092-2094)Cct>Actp.P698T 0.558333 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.595238 TRUE TRUE TRUE

c.(13-15)Gtc>Atcp.V5I 0.9 TRUE TRUE FALSE

c.(13687-13689)ccC>ccTp.P4563P 0.333333 TRUE TRUE TRUE



c.(4528-4530)caC>caTp.H1510H 0.484848 TRUE TRUE TRUE

c.(4219-4221)Tct>Actp.S1407T 0.518519 FALSE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.4 TRUE TRUE TRUE

c.(1831-1833)Cca>Acap.P611T 0.372549 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.476923 TRUE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.565217 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.04902 TRUE TRUE FALSE

c.(4678-4680)gaC>gaTp.D1560D 0.5 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.48 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.102459 FALSE FALSE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.8 TRUE TRUE FALSE

c.(2170-2172)ccG>ccAp.P724P 0.4 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.5 TRUE TRUE TRUE

c.(451-453)gCc>gTcp.A151V 0.157895 TRUE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.541667 TRUE TRUE TRUE

c.(3292-3294)gcT>gcCp.A1098A 0.514286 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.201183 TRUE TRUE FALSE

c.(85-87)Gat>Aatp.D29N 0.972678 FALSE TRUE FALSE

c.(76-78)tTc>tCcp.F26S 0.161017 FALSE FALSE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.451613 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.984615 TRUE TRUE TRUE

c.(871-873)caT>caCp.H291H 1 FALSE TRUE FALSE

c.(1357-1359)aaT>aaGp.N453K 0.846154 TRUE TRUE TRUE

c.(2056-2058)cgG>cgTp.R686R 0.458904 TRUE TRUE TRUE

c.(1333-1335)agG>agAp.R445R 0.170213 TRUE TRUE FALSE

c.(1141-1143)ctA>ctGp.L381L 0.236842 TRUE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.495146 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 1 TRUE TRUE TRUE

c.(10123-10125)tAt>tTtp.Y3375F 0.432836 FALSE FALSE FALSE

c.(835-837)ggC>ggTp.G279G 0.114391 TRUE TRUE FALSE

c.(865-867)Gat>Aatp.D289N 0.571429 TRUE TRUE TRUE

c.(337-339)gCc>gTcp.A113V 0.128205 TRUE TRUE FALSE

c.(487-489)cCa>cAap.P163Q 0.19403 TRUE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.441667 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.528302 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.396552 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.714286 TRUE TRUE TRUE

c.(340-342)ggC>ggTp.G114G 0.507042 TRUE TRUE TRUE

c.(16-18)aGt>aAtp.S6N 0.2 FALSE TRUE FALSE

c.(9379-9381)Tct>Cctp.S3127P 0.46 TRUE TRUE TRUE

c.(1102-1104)Aca>Gcap.T368A 0.086022 FALSE FALSE FALSE

c.(268-270)caA>caGp.Q90Q 0.291667 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.944444 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.559524 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.405405 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.6 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.485149 TRUE TRUE TRUE



c.(5890-5892)ggA>ggCp.G1964G 0.5 TRUE TRUE TRUE

c.(2239-2241)aaT>aaGp.N747K 0.092715 FALSE FALSE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.494382 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.982456 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.454545 TRUE TRUE TRUE

c.(2803-2805)Gat>Aatp.D935N 0.496503 FALSE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.444444 TRUE TRUE TRUE

c.(5632-5634)aCt>aTtp.T1878I 0.506173 TRUE TRUE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.518519 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.292683 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.492308 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.369565 TRUE TRUE TRUE

c.(853-855)gaT>gaGp.D285E 0.428571 TRUE TRUE TRUE

c.(949-951)tcC>tcTp.S317S 0.153846 FALSE TRUE FALSE

c.(1561-1563)aaG>aaAp.K521K 0.571429 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.26 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.4375 TRUE TRUE TRUE

c.(1675-1677)ttA>ttCp.L559F 0.081197 FALSE FALSE FALSE

c.(3670-3672)gaG>gaAp.E1224E 0.333333 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.13217 FALSE FALSE FALSE

c.(406-408)caA>caGp.Q136Q 0.571429 FALSE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.243243 TRUE TRUE FALSE

c.(1996-1998)ttT>ttCp.F666F 0.383929 TRUE TRUE TRUE

c.(1138-1140)Ttt>Attp.F380I 0.5 TRUE TRUE TRUE

c.(823-825)ccA>ccGp.P275P 0.222222 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.268293 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.3125 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.513761 TRUE TRUE TRUE

c.(1429-1431)cGg>cAgp.R477Q 0.104651 TRUE TRUE FALSE

c.(1360-1362)ttG>ttCp.L454F 0.233333 TRUE TRUE FALSE

c.(646-648)Gag>Cagp.E216Q 0.307692 FALSE TRUE FALSE

c.(6892-6894)gAt>gTtp.D2298V 0.073394 FALSE FALSE FALSE

c.(2890-2892)caT>caCp.H964H 0.578947 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.944444 TRUE TRUE TRUE

c.(2077-2079)gaC>gaAp.D693E 0.547368 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.294118 TRUE TRUE FALSE

c.(2938-2940)ccC>ccTp.P980P 0.571429 TRUE TRUE TRUE

c.e11-2 0.206349 FALSE FALSE FALSE

c.(748-750)gcA>gcGp.A250A 0.430769 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.5125 TRUE TRUE TRUE

c.(712-714)gtC>gtTp.V238V 1 FALSE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.481481 TRUE TRUE TRUE

c.(3319-3321)aaA>aaCp.K1107N 0.5 FALSE TRUE FALSE

c.(5023-5025)Gcc>Tccp.A1675S 0.6 TRUE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.5 TRUE TRUE TRUE



c.(4717-4719)Gat>Aatp.D1573N 0.583333 FALSE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.057803 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.44 TRUE TRUE TRUE

c.(229-231)tCt>tGtp.S77C 0.375 FALSE FALSE FALSE

c.(148-150)gTt>gAtp.V50D 0.216667 TRUE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.5 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.592593 TRUE TRUE TRUE

c.(1339-1341)aTg>aCgp.M447T 0.496183 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.555556 TRUE TRUE TRUE

c.(565-567)ccG>ccAp.P189P 0.294118 TRUE TRUE TRUE

c.(448-450)tCt>tGtp.S150C 0.058824 FALSE FALSE FALSE

c.(226-228)gcA>gcGp.A76A 0.162304 FALSE FALSE FALSE

c.(1522-1524)caT>caCp.H508H 0.439024 TRUE TRUE TRUE

c.(817-819)aTg>aCgp.M273T 0.590909 FALSE FALSE FALSE

c.(766-768)gGa>gCap.G256A 0.973684 TRUE TRUE TRUE

c.(7897-7899)ctC>ctTp.L2633L 0.583333 FALSE TRUE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.6 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.333333 TRUE TRUE FALSE

c.(169-171)Gca>Acap.A57T 0.081744 FALSE FALSE FALSE

c.(2458-2460)acA>acGp.T820T 0.470588 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.269231 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.136364 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.666667 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.5 TRUE TRUE TRUE

c.(3382-3384)Gca>Acap.A1128T 0.202703 FALSE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.426829 TRUE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.428571 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.913043 TRUE TRUE FALSE

c.(2389-2391)acG>acAp.T797T 0.454545 TRUE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 1 TRUE TRUE FALSE

c.(1666-1668)tcA>tcCp.S556S 0.056911 FALSE FALSE FALSE

c.(1588-1590)cAg>cGgp.Q530R 0.5 FALSE TRUE FALSE

c.(1297-1299)ctA>ctGp.L433L 0.458333 TRUE TRUE TRUE

c.(1225-1227)acA>acCp.T409T 0.080537 FALSE FALSE FALSE

c.(3346-3348)agG>agAp.R1116R 0.44 TRUE TRUE TRUE

c.(5305-5307)caA>caGp.Q1769Q 0.714286 FALSE FALSE FALSE

c.(238-240)ggT>ggAp.G80G 0.5 FALSE FALSE FALSE

c.(58-60)gcT>gcCp.A20A 0.154545 FALSE FALSE FALSE

c.(235-237)gcA>gcCp.A79A 0.5 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.209135 FALSE FALSE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(316-318)Ttg>Ctgp.L106L 0.068966 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.074906 FALSE FALSE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.060914 TRUE TRUE FALSE

c.(562-564)aTg>aCgp.M188T 0.375 FALSE TRUE FALSE

c.(3739-3741)caG>caAp.Q1247Q 0.416667 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.638298 TRUE TRUE TRUE



c.(790-792)ctC>ctTp.L264L 0.387097 TRUE TRUE TRUE

c.(916-918)gcG>gcAp.A306A 0.5 FALSE TRUE FALSE

c.(1684-1686)caA>caGp.Q562Q 0.9 TRUE TRUE FALSE

c.(22-24)Cat>Tatp.H8Y 0.777778 TRUE TRUE FALSE

c.(1012-1014)caC>caTp.H338H 0.484536 FALSE TRUE FALSE

c.(883-885)Ttg>Ctgp.L295L 0.5 FALSE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.757576 TRUE TRUE TRUE

c.(1375-1377)tAc>tGcp.Y459C 0.296296 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.425926 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.468354 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.193548 TRUE TRUE FALSE

c.(2737-2739)Cct>Actp.P913T 0.296296 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.433735 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.531915 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.396552 TRUE TRUE TRUE

c.(8320-8322)tgC>tgTp.C2774C 0.444444 TRUE TRUE TRUE

c.(562-564)atG>atCp.M188I 0.411765 FALSE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.571429 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(1645-1647)gaT>gaGp.D549E 0.051661 FALSE FALSE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.535714 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.833333 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.13486 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 1 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.994444 TRUE TRUE TRUE

c.(637-639)caG>caTp.Q213H 0.333333 TRUE FALSE FALSE

c.(310-312)Ctg>Ttgp.L104L 0.052326 FALSE TRUE FALSE

0.485714 FALSE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.538462 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.583333 TRUE TRUE TRUE

c.(1267-1269)Ggt>Agtp.G423S 0.269663 TRUE TRUE FALSE

c.(1636-1638)cTt>cCtp.L546P 0.043478 FALSE FALSE FALSE

c.(2176-2178)aCg>aAgp.T726K 0.557377 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.4 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.34375 FALSE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.222222 TRUE TRUE FALSE

c.(3778-3780)caA>caGp.Q1260Q 0.4 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.581081 TRUE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.232143 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.5 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.992806 TRUE TRUE TRUE

c.(1222-1224)aAa>aGap.K408R 0.083916 FALSE FALSE FALSE

c.(880-882)ccC>ccTp.P294P 0.5 FALSE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.514286 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.541176 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 1 TRUE TRUE TRUE



c.(646-648)gGa>gAap.G216E 0.460937 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.994709 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.114754 TRUE TRUE FALSE

c.(2092-2094)Cct>Actp.P698T 0.522613 TRUE TRUE TRUE

c.(943-945)Cgg>Tggp.R315W 0.415385 TRUE TRUE TRUE

c.(859-861)aaA>aaGp.K287K 1 FALSE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.044881 TRUE TRUE FALSE

c.(448-450)Aac>Gacp.N150D 0.969697 FALSE TRUE FALSE

c.(2341-2343)Gtc>Atcp.V781I 0.666667 FALSE TRUE TRUE

c.(8734-8736)Aat>Gatp.N2912D 0.983333 FALSE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.076404 TRUE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.979695 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.034 FALSE FALSE FALSE

c.(724-726)cGg>cAgp.R242Q 0.393939 TRUE TRUE FALSE

c.(1219-1221)gtC>gtTp.V407V 0.928571 TRUE TRUE TRUE

c.(2890-2892)Cga>Ggap.R964G 0.307692 FALSE FALSE FALSE

c.(8728-8730)gAg>gTgp.E2910V 0.982456 FALSE TRUE TRUE

c.(439-441)gaT>gaCp.D147D 0.973684 FALSE TRUE FALSE

c.(973-975)tgC>tgTp.C325C 0.25 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.426752 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.492958 TRUE TRUE TRUE

c.(1936-1938)agC>agTp.S646S 0.458716 FALSE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.506494 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.441176 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.505792 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.46875 TRUE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.988235 TRUE TRUE TRUE

c.(2239-2241)aaT>aaGp.N747K 0.046512 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.447205 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(2056-2058)cgG>cgTp.R686R 0.442529 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.528409 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.994012 TRUE TRUE TRUE

c.(4030-4032)ctG>ctTp.L1344L 0.45 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.471795 TRUE TRUE TRUE

c.(1117-1119)gtT>gtCp.V373V 0.923077 FALSE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.522388 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.473684 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.462264 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.512195 FALSE TRUE FALSE

c.(4786-4788)Gtt>Cttp.V1596L 0.545455 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.428571 TRUE TRUE TRUE

c.(1030-1032)ggG>ggAp.G344G 0.967742 FALSE TRUE FALSE

c.(2557-2559)Ctt>Tttp.L853F 0.462687 FALSE TRUE TRUE

c.(1231-1233)ctG>ctAp.L411L 0.833333 FALSE TRUE FALSE



c.(1222-1224)cgC>cgTp.R408R 0.518519 TRUE TRUE TRUE

c.(316-318)cAg>cGgp.Q106R 0.480769 FALSE FALSE FALSE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.5625 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.510638 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.333333 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.543689 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(3949-3951)cgA>cgGp.R1317R 0.453416 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.509091 TRUE TRUE TRUE

c.(616-618)cCa>cAap.P206Q 0.090909 TRUE FALSE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.575 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.989247 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.593939 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.995671 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.216667 TRUE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.407407 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.409091 TRUE TRUE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.071429 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 0.4 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.6 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.290909 TRUE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.450704 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.058608 FALSE FALSE FALSE

c.(1522-1524)caT>caCp.H508H 1 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.738095 TRUE TRUE TRUE

c.(1429-1431)cGg>cAgp.R477Q 0.054348 TRUE TRUE FALSE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(55-57)caC>caTp.H19H 0.48913 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(697-699)acC>acTp.T233T 0.486726 FALSE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.454545 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 1 TRUE TRUE TRUE

c.(2068-2070)cCa>cGap.P690R 0.133333 FALSE FALSE FALSE

c.(673-675)taT>taAp.Y225* 0.044304 FALSE FALSE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.993902 TRUE TRUE FALSE

c.(1051-1053)ctA>ctGp.L351L 1 FALSE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 1 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.541436 TRUE TRUE TRUE

c.(115-117)ggC>ggTp.G39G 0.542857 TRUE TRUE TRUE

c.(1627-1629)ctT>ctCp.L543L 1 FALSE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.352941 TRUE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.533333 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.309278 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.064516 TRUE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.6 TRUE TRUE TRUE

c.(1693-1695)atT>atCp.I565I 1 TRUE TRUE TRUE



c.(2311-2313)aAt>aGtp.N771S 0.455172 FALSE FALSE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.397727 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.543478 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.42623 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.978417 TRUE TRUE TRUE

c.(2719-2721)Cgt>Tgtp.R907C 0.464789 FALSE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.5 TRUE TRUE TRUE

c.(7894-7896)Aat>Gatp.N2632D 0.5625 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.993151 TRUE TRUE TRUE

c.(7252-7254)gAa>gGap.E2418G 0.441441 FALSE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.551724 TRUE TRUE TRUE

c.(9025-9027)caA>caGp.Q3009Q 0.5 FALSE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.992366 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.375 TRUE TRUE FALSE

c.(508-510)taC>taTp.Y170Y 0.471264 TRUE TRUE TRUE

c.(103-105)gGt>gAtp.G35D 0.123711 TRUE TRUE FALSE

c.(1189-1191)aCt>aTtp.T397I 0.396552 TRUE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.589041 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.363636 FALSE TRUE FALSE

c.(2254-2256)taC>taTp.Y752Y 0.515152 TRUE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.470199 TRUE TRUE TRUE

c.(157-159)atG>atAp.M53I 0.954545 FALSE TRUE FALSE

c.(823-825)Ctt>Gttp.L275V 0.116732 TRUE FALSE FALSE

c.(7624-7626)cgC>cgGp.R2542R 0.494949 TRUE TRUE TRUE

c.(4864-4866)Aca>Gcap.T1622A 0.964912 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.357143 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.5 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.5 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.223214 TRUE TRUE FALSE

c.(910-912)ccC>ccAp.P304P 0.483871 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.538462 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.97479 TRUE TRUE FALSE

c.(5866-5868)Gat>Aatp.D1956N 0.521368 FALSE FALSE FALSE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(397-399)cGc>cAcp.R133H 1 FALSE FALSE FALSE

c.(250-252)gaC>gaTp.D84D 0.4375 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.990476 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.994924 TRUE TRUE TRUE

c.(4639-4641)acC>acTp.T1547T 0.5 FALSE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.615385 TRUE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.527778 TRUE TRUE TRUE

c.(2935-2937)Ggc>Agcp.G979S 0.384615 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(1924-1926)cCg>cTgp.P642L 0.583333 FALSE TRUE FALSE

c.(814-816)ttG>ttCp.L272F 0.390977 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.611111 TRUE TRUE FALSE



c.(1705-1707)ggC>ggTp.G569G 0.473684 TRUE TRUE FALSE

c.(496-498)ttC>ttTp.F166F 0.3125 TRUE TRUE FALSE

c.(379-381)tcC>tcTp.S127S 0.461538 TRUE TRUE FALSE

c.(526-528)cGt>cAtp.R176H 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.557143 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.96 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.383333 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.493827 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.5 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.578947 TRUE TRUE TRUE

c.(700-702)cAt>cGtp.H234R 0.571429 FALSE TRUE FALSE

c.e2-1 0.264151 FALSE FALSE FALSE

c.(334-336)cGa>cAap.R112Q 0.125 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 1 TRUE TRUE TRUE

c.(1084-1086)ggG>ggTp.G362G 0.857143 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.485714 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.559633 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.4125 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.545455 TRUE TRUE TRUE

c.(1537-1539)agC>agTp.S513S 0.416667 FALSE FALSE FALSE

c.(1825-1827)ccA>ccGp.P609P 0.489362 TRUE TRUE TRUE

c.(169-171)atG>atAp.M57I 0.958333 FALSE TRUE FALSE

c.(3061-3063)ccG>ccAp.P1021P 0.7 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(805-807)atA>atGp.I269M 1 FALSE TRUE FALSE

c.(3772-3774)caG>caAp.Q1258Q 0.266667 FALSE FALSE TRUE

c.(895-897)gaA>gaGp.E299E 0.526786 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.532258 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.571429 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.170732 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.126126 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.521739 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.4 TRUE TRUE TRUE

c.(154-156)Cta>Ttap.L52L 0.958333 FALSE TRUE FALSE

c.(1732-1734)Agt>Ggtp.S578G 0.123596 FALSE FALSE FALSE

c.(682-684)tgT>tgCp.C228C 0.857143 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.586207 TRUE TRUE TRUE

c.(6343-6345)cGa>cAap.R2115Q 0.3 FALSE FALSE FALSE

c.(10141-10143)Agc>Ggcp.S3381G 0.464286 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.97619 TRUE TRUE TRUE

c.(382-384)cTg>cCgp.L128P 0.333333 FALSE TRUE TRUE

c.(1948-1950)acG>acAp.T650T 0.375 FALSE TRUE FALSE

c.(568-570)Aat>Catp.N190H 0.411765 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.091988 TRUE TRUE FALSE

c.(592-594)gCg>gTgp.A198V 0.470588 FALSE TRUE TRUE

c.(217-219)Cga>Tgap.R73* 0.444444 FALSE TRUE TRUE



c.(2650-2652)tCa>tTap.S884L 0.446809 TRUE TRUE TRUE

c.(409-411)Caa>Aaap.Q137K 0.074675 TRUE FALSE FALSE

c.(790-792)ctC>ctTp.L264L 0.333333 TRUE TRUE TRUE

c.(1633-1635)Caa>Gaap.Q545E 0.491803 FALSE TRUE TRUE

c.(523-525)cGt>cAtp.R175H 0.238095 TRUE TRUE TRUE

c.(232-234)Ata>Ctap.I78L 0.190476 FALSE TRUE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.383333 FALSE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 1 TRUE TRUE TRUE

c.(2842-2844)Gtt>Attp.V948I 0.465116 FALSE TRUE TRUE

c.(277-279)gGc>gAcp.G93D 0.517241 FALSE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.118644 FALSE FALSE FALSE

c.(6193-6195)atT>atCp.I2065I 0.558824 TRUE TRUE TRUE

c.(2005-2007)gGc>gAcp.G669D 0.566667 TRUE TRUE TRUE

c.(304-306)Ttg>Ctgp.L102L 0.692308 TRUE TRUE TRUE

c.(3364-3366)cGg>cAgp.R1122Q 0.482759 TRUE TRUE TRUE

c.(2326-2328)Aac>Gacp.N776D 0.384615 FALSE TRUE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.5 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.322581 TRUE TRUE TRUE

c.(8734-8736)Aat>Gatp.N2912D 0.647059 FALSE TRUE TRUE

c.(7894-7896)Aat>Gatp.N2632D 0.483871 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.064748 TRUE TRUE FALSE

c.(844-846)gcC>gcTp.A282A 0.577778 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.163017 FALSE FALSE FALSE

c.(919-921)aCg>aTgp.T307M 0.666667 TRUE TRUE TRUE

c.(835-837)acG>acAp.T279T 0.941176 TRUE TRUE TRUE

c.(445-447)ccC>ccTp.P149P 0.583333 FALSE TRUE TRUE

c.(481-483)ctC>ctGp.L161L 0.333333 FALSE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.448276 TRUE TRUE TRUE

c.(5188-5190)Aaa>Gaap.K1730E 0.5 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.75 TRUE TRUE TRUE

c.(10012-10014)cAc>cGcp.H3338R 0.441176 FALSE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.230769 TRUE TRUE TRUE

c.(1183-1185)Ctt>Attp.L395I 0.509091 TRUE TRUE TRUE

c.(451-453)gCc>gTcp.A151V 0.1875 TRUE TRUE FALSE

c.(6562-6564)gCc>gGcp.A2188G 0.605263 FALSE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.538462 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 1 TRUE TRUE TRUE

c.(6373-6375)acG>acAp.T2125T 0.6 FALSE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.462963 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.641509 TRUE TRUE TRUE

c.(13975-13977)Att>Gttp.I4659V 0.428571 FALSE TRUE TRUE

c.(5869-5871)gaA>gaGp.E1957E 0.405405 FALSE FALSE FALSE

c.(76-78)tTc>tCcp.F26S 0.114754 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 0.574468 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.483516 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.361111 TRUE TRUE TRUE



c.(1258-1260)aAt>aGtp.N420S 0.178571 TRUE TRUE FALSE

c.(1501-1503)taT>taCp.Y501Y 0.208333 FALSE TRUE TRUE

c.(226-228)gcA>gcGp.A76A 0.085526 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.576271 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.27027 TRUE TRUE TRUE

c.(6052-6054)aaC>aaAp.N2018K 0.444444 FALSE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.4 TRUE TRUE TRUE

c.(1879-1881)aCt>aTtp.T627I 0.461538 FALSE TRUE TRUE

c.(1351-1353)aaC>aaTp.N451N 0.4 FALSE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.954887 FALSE TRUE FALSE

c.(2419-2421)Cct>Tctp.P807S 0.536585 FALSE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.354839 TRUE TRUE TRUE

c.(2020-2022)agC>agTp.S674S 0.366197 FALSE TRUE TRUE

c.(2773-2775)cGt>cAtp.R925H 0.414894 FALSE TRUE TRUE

c.(688-690)taC>taTp.Y230Y 0.5 TRUE TRUE TRUE

c.(328-330)tcC>tcTp.S110S 0.527778 FALSE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.48 TRUE TRUE TRUE

c.(1102-1104)Aca>Gcap.T368A 0.098039 FALSE FALSE FALSE

c.(12946-12948)acC>acTp.T4316T 0.5 FALSE TRUE TRUE

c.(6949-6951)gcT>gcCp.A2317A 0.421053 FALSE TRUE TRUE

c.(1066-1068)tTa>tCap.L356S 0.083333 FALSE TRUE FALSE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(3199-3201)acG>acAp.T1067T 0.388889 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.552632 TRUE TRUE TRUE

c.(2776-2778)tcA>tcGp.S926S 0.472222 FALSE TRUE TRUE

c.(181-183)aAg>aGgp.K61R 0.466667 FALSE TRUE TRUE

c.(1099-1101)atT>atGp.I367M 0.098039 TRUE FALSE FALSE

c.(1969-1971)atG>atCp.M657I 0.434783 FALSE TRUE FALSE

c.(898-900)aCg>aTgp.T300M 0.368421 TRUE TRUE TRUE

c.(895-897)gcT>gcAp.A299A 0.363636 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.977778 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.448276 TRUE TRUE TRUE

c.(6511-6513)gCa>gTap.A2171V 0.324324 TRUE TRUE TRUE

c.(1159-1161)cGg>cAgp.R387Q 1 FALSE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.75 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.533333 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.545455 TRUE TRUE TRUE

c.(1675-1677)ttA>ttCp.L559F 0.072289 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.104294 FALSE FALSE FALSE

c.(3754-3756)atC>atTp.I1252I 0.4 FALSE TRUE TRUE

c.(3580-3582)tcC>tcTp.S1194S 0.354839 TRUE TRUE TRUE

c.(2542-2544)ggG>ggAp.G848G 0.473684 FALSE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.208333 TRUE TRUE TRUE

c.(1369-1371)Aga>Cgap.R457R 0.962264 FALSE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.965517 TRUE TRUE TRUE

c.(3169-3171)tcG>tcAp.S1057S 0.44 TRUE TRUE TRUE



c.(901-903)aaT>aaCp.N301N 0.5 FALSE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.375 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.574468 TRUE TRUE TRUE

c.(3730-3732)caA>caGp.Q1244Q 0.518519 FALSE TRUE TRUE

c.(3895-3897)gtG>gtAp.V1299V 0.315789 FALSE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.418605 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.527778 TRUE TRUE TRUE

c.(412-414)Tac>Gacp.Y138D 0.120482 FALSE FALSE FALSE

c.(5704-5706)Gaa>Aaap.E1902K 0.378378 FALSE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.481481 TRUE TRUE TRUE

c.(655-657)Tat>Catp.Y219H 0.214286 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.909091 TRUE TRUE TRUE

c.(103-105)ttA>ttTp.L35F 0.273504 TRUE TRUE FALSE

c.(1156-1158)gGg>gTgp.G386V 0.6 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.486486 TRUE TRUE TRUE

c.(2161-2163)Agt>Ggtp.S721G 0.714286 FALSE TRUE TRUE

c.(1576-1578)tgT>tgCp.C526C 0.5 FALSE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 1 TRUE TRUE TRUE

c.(3751-3753)gaC>gaTp.D1251D 0.416667 FALSE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.4 TRUE TRUE TRUE

c.(1351-1353)tgT>tgCp.C451C 0.896552 FALSE TRUE TRUE

c.(1516-1518)Ctg>Ttgp.L506L 0.428571 FALSE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.483871 TRUE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.363636 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.363636 TRUE TRUE TRUE

c.(538-540)gTt>gCtp.V180A 0.388889 FALSE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.363636 TRUE TRUE TRUE

c.(2023-2025)Ata>Gtap.I675V 0.423077 TRUE TRUE TRUE

c.(8455-8457)cAt>cGtp.H2819R 0.444444 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.96875 TRUE TRUE TRUE

c.(1885-1887)agA>agGp.R629R 0.06875 FALSE FALSE FALSE

c.(2314-2316)Cat>Aatp.H772N 0.424242 TRUE TRUE TRUE

c.(418-420)atT>atCp.I140I 0.478261 FALSE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.463415 TRUE TRUE TRUE

c.(4882-4884)Tta>Ctap.L1628L 0.341463 FALSE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.44 TRUE TRUE TRUE

c.(3232-3234)tgC>tgTp.C1078C 0.477273 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.5625 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.352941 TRUE TRUE TRUE

c.(4333-4335)taT>taCp.Y1445Y 0.55 FALSE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.444444 TRUE TRUE FALSE

c.(1387-1389)gtC>gtTp.V463V 0.95 FALSE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.541667 TRUE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 0.666667 TRUE TRUE TRUE

c.(1573-1575)tgT>tgGp.C525W 0.538462 FALSE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.363636 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.727273 TRUE TRUE TRUE



c.(1489-1491)gaG>gaCp.E497D 0.451613 TRUE TRUE TRUE

c.(3514-3516)ttC>ttTp.F1172F 0.294118 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.458333 TRUE TRUE TRUE

c.(583-585)agC>agTp.S195S 0.317073 FALSE TRUE TRUE

c.(4813-4815)Aat>Gatp.N1605D 0.272727 FALSE TRUE FALSE

c.(58-60)gcT>gcCp.A20A 0.142857 FALSE FALSE FALSE

c.(1351-1353)Ggt>Agtp.G451S 0.135593 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.538462 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.225 FALSE FALSE FALSE

c.(7624-7626)cgC>cgGp.R2542R 0.423077 TRUE TRUE TRUE

c.(3349-3351)ttA>ttGp.L1117L 0.357143 FALSE TRUE TRUE

c.(427-429)Agt>Cgtp.S143R 0.098592 FALSE FALSE FALSE

c.(616-618)gaG>gaCp.E206D 1 FALSE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.297297 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.5 TRUE TRUE FALSE

c.(205-207)Caa>Aaap.Q69K 0.064639 TRUE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.875 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.5 TRUE TRUE TRUE

c.(169-171)Gca>Acap.A57T 0.129252 FALSE FALSE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.961538 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.527778 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.54386 TRUE TRUE TRUE

c.(10-12)aTt>aCtp.I4T 0.5 FALSE TRUE TRUE

c.(6850-6852)tgC>tgTp.C2284C 0.4 FALSE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.387097 TRUE TRUE TRUE

c.(6439-6441)aTa>aCap.I2147T 0.380952 FALSE TRUE TRUE

c.(12331-12333)gcC>gcTp.A4111A 0.488889 FALSE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.964286 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.948276 TRUE TRUE TRUE

c.(1231-1233)ctG>ctAp.L411L 1 FALSE TRUE FALSE

c.(2905-2907)caG>caAp.Q969Q 0.101449 FALSE FALSE FALSE

c.(1495-1497)Agg>Gggp.R499G 0.45 TRUE TRUE TRUE

c.(10672-10674)ctT>ctCp.L3558L 0.472222 FALSE TRUE TRUE

c.(3283-3285)aAc>aTcp.N1095I 0.481481 FALSE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.094937 FALSE FALSE FALSE

c.(2329-2331)cAt>cGtp.H777R 0.415094 FALSE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.142212 FALSE FALSE FALSE

c.(109-111)gcG>gcAp.A37A 0.20202 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.462687 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.486486 TRUE TRUE TRUE

c.e4-1 0.181818 FALSE FALSE FALSE

c.(826-828)cGa>cAap.R276Q 0.289474 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.309091 TRUE TRUE FALSE

c.(2035-2037)Gtt>Attp.V679I 0.545455 FALSE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.529412 TRUE TRUE TRUE

c.(5920-5922)aTg>aCgp.M1974T 0.470588 FALSE TRUE TRUE



c.(304-306)gaC>gaAp.D102E 0.6 FALSE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.612903 TRUE TRUE TRUE

c.(3442-3444)acC>acTp.T1148T 0.538462 FALSE TRUE TRUE

c.(1996-1998)tCa>tTap.S666L 0.515152 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.529412 TRUE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.465116 TRUE TRUE TRUE

c.(8728-8730)gAg>gTgp.E2910V 0.647059 FALSE TRUE TRUE

c.(5434-5436)aCt>aAtp.T1812N 0.636364 FALSE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.444444 TRUE TRUE TRUE

c.(1192-1194)acT>acCp.T398T 0.666667 FALSE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.148936 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.571429 TRUE TRUE TRUE

c.(3820-3822)Gag>Aagp.E1274K 0.722222 FALSE TRUE TRUE

c.(1837-1839)ttA>ttCp.L613F 0.045455 FALSE FALSE FALSE

c.(79-81)cTc>cCcp.L27P 0.180328 FALSE FALSE FALSE

c.(1393-1395)Aat>Gatp.N465D 0.144928 FALSE FALSE FALSE

c.(520-522)aTa>aGap.I174R 0.104348 FALSE FALSE FALSE

c.(538-540)gCa>gAap.A180E 0.272727 FALSE FALSE FALSE

c.(793-795)atT>atCp.I265I 0.076923 FALSE FALSE FALSE

c.(127-129)gCa>gAap.A43E 0.056497 FALSE FALSE FALSE

c.(394-396)Gcc>Accp.A132T 0.177778 FALSE FALSE FALSE

c.(1807-1809)atA>atTp.I603I 0.109244 FALSE FALSE FALSE

c.(373-375)ttG>ttAp.L125L 0.097015 FALSE FALSE FALSE

c.(688-690)Gct>Actp.A230T 0.054945 FALSE TRUE TRUE

c.(3064-3066)aTg>aCgp.M1022T 0.082353 FALSE FALSE FALSE

c.(1975-1977)cGg>cAgp.R659Q 0.125 FALSE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.187773 FALSE FALSE FALSE

c.(4792-4794)Act>Gctp.T1598A 0.089286 FALSE FALSE FALSE

c.(535-537)Ctg>Ttgp.L179L 0.092308 FALSE FALSE FALSE

c.(1579-1581)ctG>ctTp.L527L 0.082192 FALSE FALSE FALSE

c.(1405-1407)aTg>aGgp.M469R 0.166667 TRUE FALSE FALSE

c.(3190-3192)Ctt>Attp.L1064I 0.062992 FALSE FALSE FALSE

c.(694-696)cAa>cCap.Q232P 0.098958 FALSE FALSE FALSE

c.(76-78)tTc>tCcp.F26S 0.172414 FALSE FALSE FALSE

c.(3121-3123)atG>atTp.M1041I 0.069767 FALSE FALSE FALSE

c.(1465-1467)tAt>tGtp.Y489C 0.080645 FALSE FALSE TRUE

c.(898-900)ttA>ttTp.L300F 0.152 FALSE FALSE FALSE

c.(226-228)gcA>gcGp.A76A 0.138655 FALSE FALSE FALSE

c.(430-432)tTa>tGap.L144* 0.125 FALSE FALSE FALSE

c.(409-411)Tgg>Gggp.W137G 0.081081 FALSE FALSE FALSE

c.(3559-3561)cTt>cCtp.L1187P 0.214286 FALSE FALSE FALSE

c.(1447-1449)gCg>gGgp.A483G 0.104167 FALSE FALSE FALSE

c.(550-552)ggG>ggAp.G184G 0.16129 FALSE FALSE FALSE

c.(1435-1437)cAg>cCgp.Q479P 0.173913 FALSE FALSE FALSE

c.(2884-2886)gaA>gaGp.E962E 0.108911 FALSE FALSE FALSE

c.(3412-3414)Ctg>Ttgp.L1138L 0.178571 FALSE FALSE FALSE

c.(3550-3552)acA>acGp.T1184T 0.230769 FALSE FALSE FALSE



c.(1705-1707)Gct>Cctp.A569P 0.104651 FALSE FALSE FALSE

c.(664-666)gTg>gCgp.V222A 0.087209 FALSE FALSE FALSE

c.(1492-1494)gGg>gAgp.G498E 0.086207 FALSE FALSE FALSE

c.(1297-1299)gtG>gtTp.V433V 0.240506 FALSE FALSE FALSE

c.(7513-7515)Cca>Acap.P2505T 0.094118 FALSE FALSE FALSE

c.(2230-2232)Gag>Cagp.E744Q 0.068182 FALSE TRUE FALSE

c.(1492-1494)Ggg>Cggp.G498R 0.094017 FALSE FALSE FALSE

c.(6058-6060)ccC>ccTp.P2020P 0.1 FALSE TRUE FALSE

c.(604-606)gaA>gaGp.E202E 0.142857 FALSE FALSE FALSE

c.(2644-2646)tcT>tcCp.S882S 0.119048 FALSE FALSE FALSE

c.(2842-2844)Caa>Taap.Q948* 0.094595 FALSE FALSE FALSE

c.(1102-1104)Gtc>Atcp.V368I 0.085995 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.149635 FALSE FALSE FALSE

c.(814-816)taC>taTp.Y272Y 0.050926 FALSE TRUE FALSE

c.(694-696)aTt>aCtp.I232T 0.826087 FALSE FALSE FALSE

c.(1120-1122)cTg>cCgp.L374P 0.151899 FALSE FALSE FALSE

c.(6892-6894)gAt>gTtp.D2298V 0.172414 FALSE FALSE FALSE

c.(1675-1677)ttA>ttCp.L559F 0.146893 FALSE FALSE FALSE

c.(2950-2952)gGg>gAgp.G984E 0.171429 FALSE FALSE FALSE

c.(2659-2661)gtA>gtGp.V887V 0.285714 FALSE FALSE FALSE

c.(790-792)Act>Cctp.T264P 0.045606 FALSE FALSE FALSE

c.(1261-1263)Gag>Aagp.E421K 0.220588 FALSE FALSE FALSE

c.(412-414)Tac>Gacp.Y138D 0.150538 FALSE FALSE FALSE

c.(292-294)Aat>Catp.N98H 0.092857 FALSE FALSE FALSE

c.(313-315)gaC>gaAp.D105E 0.130841 FALSE FALSE FALSE

c.(913-915)tTg>tCgp.L305S 0.117647 FALSE FALSE FALSE

c.(1591-1593)taT>taCp.Y531Y 0.125 FALSE FALSE FALSE

c.(409-411)aCa>aGap.T137R 0.122807 FALSE FALSE FALSE

c.(2392-2394)Aaa>Caap.K798Q 0.087719 FALSE FALSE FALSE

c.(2239-2241)aaT>aaGp.N747K 0.129412 FALSE FALSE FALSE

c.(2749-2751)gTt>gAtp.V917D 0.1 FALSE FALSE FALSE

c.(616-618)aaG>aaAp.K206K 0.144928 FALSE FALSE FALSE

c.(2326-2328)Gct>Actp.A776T 0.081395 FALSE FALSE FALSE

c.(1885-1887)agA>agGp.R629R 0.122449 FALSE FALSE FALSE

c.(481-483)Gaa>Aaap.E161K 0.1375 FALSE FALSE FALSE

c.(169-171)Gca>Acap.A57T 0.124031 FALSE FALSE FALSE

c.(1837-1839)caG>caAp.Q613Q 0.117647 FALSE FALSE FALSE

c.(1576-1578)agA>agGp.R526R 0.084746 FALSE FALSE FALSE

c.(1942-1944)Cgc>Tgcp.R648C 0.059259 FALSE FALSE FALSE

c.(1765-1767)Caa>Taap.Q589* 0.08871 FALSE FALSE FALSE

c.(451-453)Tta>Gtap.L151V 0.070513 FALSE FALSE FALSE

c.(2110-2112)tGt>tAtp.C704Y 0.235294 FALSE FALSE FALSE

c.(2755-2757)gaT>gaCp.D919D 0.138889 FALSE FALSE FALSE

c.(2431-2433)cTg>cGgp.L811R 0.116883 FALSE FALSE FALSE

c.(961-963)gCg>gAgp.A321E 0.444444 TRUE TRUE FALSE

c.(316-318)Ttg>Ctgp.L106L 0.121495 FALSE FALSE FALSE

c.(913-915)aGt>aAtp.S305N 0.086957 FALSE TRUE FALSE



c.(760-762)tTa>tGap.L254* 0.15519 FALSE FALSE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.166667 FALSE TRUE FALSE

c.(3550-3552)aCa>aTap.T1184I 0.230769 FALSE FALSE FALSE

c.(1906-1908)Aaa>Gaap.K636E 0.171429 FALSE TRUE FALSE

c.(10-12)cCg>cTgp.P4L 0.166667 FALSE FALSE FALSE

c.(1849-1851)taC>taTp.Y617Y 0.142857 FALSE FALSE FALSE

c.(868-870)ttC>ttTp.F290F 0.416667 FALSE TRUE FALSE

c.(1885-1887)ggG>ggAp.G629G 0.145161 FALSE FALSE FALSE

c.(3373-3375)gcG>gcAp.A1125A 0.194444 FALSE FALSE FALSE

c.(427-429)Agt>Cgtp.S143R 0.12987 FALSE FALSE FALSE

c.(1417-1419)cCa>cAap.P473Q 0.153846 FALSE FALSE FALSE

c.(1486-1488)tAc>tGcp.Y496C 0.074257 FALSE FALSE FALSE

c.(2374-2376)Ctt>Tttp.L792F 0.059829 FALSE FALSE FALSE

c.(217-219)tAc>tGcp.Y73C 0.146718 FALSE FALSE FALSE

c.(3550-3552)aTg>aAgp.M1184K 0.107143 FALSE FALSE FALSE

c.(1399-1401)aCa>aTap.T467I 0.149606 FALSE FALSE FALSE

c.(1801-1803)cGg>cAgp.R601Q 0.106557 FALSE FALSE FALSE

c.(1528-1530)tTt>tGtp.F510C 0.098039 FALSE FALSE FALSE

c.(730-732)Ctt>Attp.L244I 0.048701 FALSE FALSE FALSE

c.(901-903)ctT>ctGp.L301L 0.054124 FALSE FALSE FALSE

c.(1174-1176)ggA>ggCp.G392G 0.103175 FALSE FALSE FALSE

c.(844-846)gaA>gaGp.E282E 0.046832 FALSE FALSE FALSE

c.(1882-1884)taC>taTp.Y628Y 0.185714 FALSE FALSE FALSE

c.(2365-2367)aaG>aaAp.K789K 0.151786 FALSE FALSE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.454545 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.422535 TRUE TRUE TRUE

c.(1129-1131)cAg>cGgp.Q377R 0.431818 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.4375 TRUE TRUE TRUE

c.(1045-1047)cAt>cGtp.H349R 0.228571 TRUE TRUE FALSE

c.(475-477)gCc>gTcp.A159V 0.222222 FALSE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.992308 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.428571 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.568047 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.692308 TRUE TRUE TRUE

c.(3019-3021)tcG>tcAp.S1007S 0.513333 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.546667 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.604938 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.37037 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.585366 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.449275 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.426667 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.049412 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.105634 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.5 TRUE TRUE TRUE

c.(1525-1527)cGa>cAap.R509Q 0.477876 FALSE TRUE TRUE

c.(805-807)Gtg>Ttgp.V269L 0.52381 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.521739 TRUE TRUE TRUE



c.(442-444)gtC>gtTp.V148V 0.461538 FALSE FALSE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.043269 TRUE TRUE TRUE

c.(7906-7908)gcC>gcTp.A2636A 0.461538 FALSE TRUE FALSE

c.(14209-14211)ggG>ggTp.G4737G 0.54386 FALSE TRUE TRUE

c.(2896-2898)Cgg>Tggp.R966W 0.318182 FALSE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.652174 TRUE TRUE TRUE

c.(5632-5634)Gag>Cagp.E1878Q 0.520833 FALSE FALSE TRUE

c.(1111-1113)acC>acGp.T371T 0.407407 FALSE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.44 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.492308 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.975904 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.482143 TRUE TRUE TRUE

c.(472-474)Aca>Gcap.T158A 0.973684 FALSE TRUE FALSE

c.(271-273)Gtt>Attp.V91I 1 FALSE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.467742 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.988095 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(5962-5964)cGc>cTcp.R1988L 0.5625 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.993671 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.520833 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.994048 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.52 TRUE TRUE TRUE

c.(571-573)aAa>aCap.K191T 0.382353 FALSE TRUE FALSE

c.(4786-4788)Gtt>Cttp.V1596L 0.6 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.470588 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.45679 TRUE TRUE TRUE

c.(550-552)ggG>ggAp.G184G 0.076087 FALSE FALSE FALSE

c.(1786-1788)caG>caCp.Q596H 0.272727 TRUE TRUE TRUE

c.(4198-4200)taT>taCp.Y1400Y 0.604167 TRUE TRUE TRUE

c.(394-396)gaG>gaAp.E132E 0.8 FALSE TRUE TRUE

c.(2293-2295)gAg>gGgp.E765G 0.036036 TRUE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.463115 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.510204 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.1375 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.421053 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(1186-1188)aaC>aaTp.N396N 0.442177 FALSE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.666667 TRUE TRUE FALSE

c.(1030-1032)cGg>cAgp.R344Q 0.714286 TRUE TRUE FALSE

c.(6247-6249)Aga>Cgap.R2083R 0.435484 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.508772 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.583333 TRUE TRUE TRUE

c.(328-330)Gtc>Atcp.V110I 0.428571 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.25 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.527027 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.448718 TRUE TRUE TRUE

c.(3514-3516)ttC>ttTp.F1172F 0.603774 TRUE TRUE TRUE



c.(1522-1524)caT>caCp.H508H 0.970588 TRUE TRUE TRUE

c.(853-855)gaT>gaGp.D285E 0.410526 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.645833 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.479339 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.173077 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.75 TRUE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.424658 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.376543 TRUE TRUE TRUE

c.(1429-1431)cGg>cAgp.R477Q 0.082353 TRUE TRUE FALSE

c.(4525-4527)atC>atTp.I1509I 0.46789 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.247423 TRUE TRUE FALSE

c.(166-168)caA>caGp.Q56Q 0.520661 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.466667 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.652174 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.473684 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.5 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.401575 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.508197 TRUE TRUE TRUE

c.(34-36)aaG>aaTp.K12N 0.323529 FALSE TRUE TRUE

c.(5068-5070)Aga>Cgap.R1690R 0.06875 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.588608 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.470588 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.46789 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 1 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.923077 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.958904 TRUE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.318182 TRUE TRUE TRUE

c.(5584-5586)Ggt>Tgtp.G1862C 0.540984 FALSE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.454545 TRUE TRUE FALSE

c.(220-222)Cga>Tgap.R74* 0.210117 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.509615 TRUE TRUE TRUE

c.(1279-1281)atT>atCp.I427I 1 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.152941 TRUE FALSE FALSE

c.(673-675)Tgg>Cggp.W225R 0.488 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.510638 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.45 TRUE TRUE FALSE

c.(46-48)aaG>aaAp.K16K 0.407407 TRUE TRUE FALSE

c.(11032-11034)Cct>Gctp.P3678A 0.544304 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.519231 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.297872 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.514706 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.539474 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.55303 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.283582 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.496454 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.52809 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.952381 TRUE TRUE FALSE



c.(1507-1509)gcA>gcGp.A503A 0.425 TRUE TRUE TRUE

c.(1804-1806)Gtg>Atgp.V602M 1 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.481481 TRUE TRUE TRUE

c.(466-468)Cat>Tatp.H156Y 0.491803 TRUE TRUE TRUE

c.(5536-5538)Tca>Acap.S1846T 0.440678 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.573099 TRUE TRUE TRUE

c.(46-48)cAc>cGcp.H16R 0.97561 FALSE TRUE FALSE

c.(1684-1686)caA>caGp.Q562Q 0.928571 TRUE TRUE FALSE

c.(1417-1419)atC>atAp.I473I 0.555556 FALSE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.75 TRUE TRUE FALSE

c.(2956-2958)ggT>ggGp.G986G 0.481132 FALSE FALSE FALSE

c.(1345-1347)aGg>aAgp.R449K 0.608696 FALSE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.985075 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.484211 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.994536 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.518519 TRUE TRUE TRUE

c.(745-747)cTg>cCgp.L249P 0.375 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.986577 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.833333 TRUE TRUE FALSE

c.(1024-1026)ttT>ttCp.F342F 0.981132 FALSE TRUE FALSE

c.(1414-1416)ggT>ggCp.G472G 0.483254 TRUE TRUE TRUE

c.(1360-1362)caC>caTp.H454H 0.6 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.041667 FALSE FALSE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.97561 TRUE TRUE TRUE

c.(988-990)cTg>cCgp.L330P 0.5 TRUE TRUE TRUE

c.(1837-1839)caA>caGp.Q613Q 0.15 FALSE FALSE FALSE

c.e2-1 0.25641 FALSE FALSE FALSE

c.(9715-9717)gtT>gtGp.V3239V 0.565789 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.48913 TRUE TRUE TRUE

c.(1411-1413)aaG>aaAp.K471K 0.533333 TRUE TRUE FALSE

c.(2176-2178)aCg>aAgp.T726K 0.467153 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.505263 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.7 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.542373 TRUE TRUE FALSE

c.(1825-1827)ccA>ccGp.P609P 0.463918 TRUE TRUE TRUE

c.(10789-10791)Ctg>Ttgp.L3597L 0.553191 FALSE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.586957 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.465649 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.138298 TRUE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.189189 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.43662 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 1 TRUE TRUE TRUE

c.(5650-5652)Cgc>Tgcp.R1884C 0.447368 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.55 TRUE TRUE TRUE

c.(5695-5697)gtG>gtAp.V1899V 0.935484 TRUE TRUE TRUE



c.(2092-2094)Cct>Actp.P698T 0.946429 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.076923 FALSE FALSE FALSE

c.(1045-1047)cAt>cGtp.H349R 0.246575 TRUE TRUE FALSE

c.(2980-2982)gaC>gaTp.D994D 0.460317 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.469565 TRUE TRUE TRUE

c.(2530-2532)Gag>Aagp.E844K 0.411765 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.045403 TRUE TRUE FALSE

c.(7957-7959)Cta>Gtap.L2653V 0.353846 FALSE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.251012 TRUE TRUE FALSE

c.(3430-3432)Aag>Gagp.K1144E 0.559322 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.533333 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.974359 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.43617 TRUE TRUE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.45 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.54717 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.099379 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.48913 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.4 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.989362 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.056162 FALSE FALSE FALSE

c.(7489-7491)cgC>cgTp.R2497R 0.44186 FALSE TRUE TRUE

c.(1150-1152)gaC>gaTp.D384D 0.416667 FALSE TRUE TRUE

c.(1636-1638)tgC>tgTp.C546C 0.4 TRUE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.517647 TRUE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.375 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.487179 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.384615 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.451613 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.957447 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.503597 FALSE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(12613-12615)ccG>ccTp.P4205P 0.607843 FALSE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.368421 FALSE TRUE FALSE

c.(1141-1143)ctA>ctGp.L381L 0.239583 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.276316 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.990291 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.586957 TRUE TRUE TRUE

c.(3862-3864)gtT>gtCp.V1288V 0.555556 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.553846 TRUE TRUE TRUE

c.(2701-2703)Ggg>Aggp.G901R 0.2 FALSE TRUE FALSE

c.(637-639)gaC>gaTp.D213D 0.52 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.409639 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.627451 FALSE TRUE FALSE

c.(457-459)cCc>cTcp.P153L 0.484848 FALSE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.666667 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 1 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 1 TRUE TRUE TRUE



c.(340-342)ggC>ggTp.G114G 0.578947 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.582418 TRUE TRUE TRUE

c.(9379-9381)Tct>Cctp.S3127P 0.904762 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.206897 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.102041 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.625 TRUE TRUE FALSE

c.(727-729)Ggt>Agtp.G243S 0.131579 FALSE FALSE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.444444 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.511111 TRUE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.961538 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.073529 TRUE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.978571 TRUE TRUE TRUE

c.(1267-1269)Gac>Aacp.D423N 0.625 FALSE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.992481 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.351648 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.417582 TRUE TRUE TRUE

c.(5632-5634)aCt>aTtp.T1878I 0.957447 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.958333 TRUE TRUE TRUE

c.(1474-1476)cGt>cAtp.R492H 0.466667 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.20438 TRUE TRUE FALSE

c.(1675-1677)ttA>ttCp.L559F 0.068493 FALSE FALSE FALSE

c.(2494-2496)Cgg>Tggp.R832W 0.5 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.09507 FALSE FALSE FALSE

c.(544-546)tCt>tTtp.S182F 0.506024 FALSE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.4 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.466667 TRUE TRUE TRUE

c.(271-273)cGc>cAcp.R91H 0.769231 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.622222 TRUE TRUE TRUE

c.(2890-2892)caT>caCp.H964H 0.454545 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.866667 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.757576 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.590164 TRUE TRUE TRUE

c.(385-387)atA>atGp.I129M 1 FALSE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.972973 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.470588 TRUE TRUE TRUE

c.(3325-3327)tCa>tTap.S1109L 0.526882 TRUE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.526316 TRUE TRUE TRUE

c.(1417-1419)Ggt>Agtp.G473S 0.204545 FALSE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.52381 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 1 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.4 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.485714 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 1 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 1 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.059829 FALSE TRUE TRUE

c.(871-873)tcC>tcTp.S291S 0.4 TRUE TRUE TRUE

c.(1339-1341)aTg>aCgp.M447T 0.487179 TRUE TRUE TRUE



c.(1822-1824)cCa>cTap.P608L 0.45283 TRUE TRUE TRUE

c.(4999-5001)Gtc>Atcp.V1667I 0.314286 FALSE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.631579 TRUE TRUE FALSE

c.(358-360)taT>taCp.Y120Y 1 FALSE TRUE FALSE

c.(2008-2010)Cag>Gagp.Q670E 0.5625 FALSE FALSE TRUE

c.(226-228)gcA>gcGp.A76A 0.107884 FALSE FALSE FALSE

c.(2170-2172)aCg>aTgp.T724M 0.559322 FALSE TRUE TRUE

c.(802-804)caA>caGp.Q268Q 0.642857 FALSE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.477064 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 1 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.605634 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.518072 TRUE TRUE TRUE

c.(5890-5892)ggA>ggCp.G1964G 0.897436 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.578947 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.066667 FALSE TRUE TRUE

c.(316-318)aGg>aCgp.R106T 0.102941 FALSE FALSE TRUE

c.(37-39)cCa>cAap.P13Q 0.065421 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.24 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.4375 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.486486 TRUE TRUE TRUE

c.(1363-1365)atA>atGp.I455M 0.387097 TRUE TRUE TRUE

c.(25-27)ctC>ctTp.L9L 1 FALSE TRUE FALSE

c.(1219-1221)Ttc>Gtcp.F407V 0.44 FALSE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.75 TRUE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.088608 FALSE FALSE FALSE

c.(7624-7626)cgC>cgGp.R2542R 0.5 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.031884 FALSE FALSE FALSE

c.(3676-3678)gGc>gTcp.G1226V 0.511628 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.505747 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.3 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.980769 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.592593 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.714286 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.517857 TRUE TRUE FALSE

c.(2227-2229)aaT>aaCp.N743N 0.777778 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.482759 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.204545 TRUE TRUE TRUE

c.(280-282)ctC>ctGp.L94L 0.380952 FALSE TRUE TRUE

c.(1099-1101)aaA>aaTp.K367N 0.064748 FALSE FALSE FALSE

c.(208-210)Ggt>Tgtp.G70C 0.363636 FALSE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 0.968254 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.46789 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.93 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.416667 TRUE TRUE TRUE

c.(7-9)Gaa>Taap.E3* 0.23913 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.445783 TRUE TRUE TRUE

c.(13570-13572)Cgg>Tggp.R4524W0.454545 FALSE FALSE FALSE



c.(2077-2079)gaC>gaAp.D693E 1 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(880-882)gtC>gtGp.V294V 0.333333 FALSE FALSE TRUE

c.(172-174)caG>caAp.Q58Q 0.956522 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.409449 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.8 TRUE TRUE FALSE

c.(715-717)ccG>ccAp.P239P 0.423077 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.102941 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.571429 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.307692 TRUE TRUE FALSE

c.(262-264)tTt>tCtp.F88S 0.061786 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.965116 TRUE TRUE TRUE

c.(2173-2175)acC>acTp.T725T 0.361111 FALSE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.088889 TRUE TRUE TRUE

c.(886-888)Gag>Cagp.E296Q 0.074468 FALSE FALSE FALSE

c.(1753-1755)aGa>aAap.R585K 0.959184 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.59322 TRUE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.490196 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.388889 TRUE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.571429 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.777778 TRUE TRUE FALSE

c.(3778-3780)caA>caGp.Q1260Q 0.363636 TRUE TRUE TRUE

c.(1498-1500)caG>caAp.Q500Q 0.133333 TRUE TRUE FALSE

c.(823-825)Ctt>Gttp.L275V 0.147692 TRUE FALSE FALSE

c.(895-897)gaA>gaGp.E299E 0.506849 TRUE TRUE TRUE

c.(1966-1968)tcT>tcCp.S656S 0.444444 TRUE TRUE TRUE

c.(5185-5187)gCt>gTtp.A1729V 0.645161 FALSE TRUE TRUE

c.(1906-1908)Aaa>Gaap.K636E 0.148148 FALSE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.536585 TRUE TRUE TRUE

c.(2365-2367)aaG>aaAp.K789K 0.068182 FALSE FALSE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.357143 TRUE TRUE TRUE

c.(2722-2724)cGa>cAap.R908Q 0.2 FALSE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.307692 TRUE TRUE TRUE

c.(172-174)tgG>tgAp.W58* 1 FALSE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.436364 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.97561 TRUE TRUE TRUE

c.(859-861)aaA>aaGp.K287K 1 FALSE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.517241 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.992481 TRUE TRUE TRUE

c.(439-441)gaT>gaCp.D147D 1 FALSE TRUE FALSE

c.(523-525)agC>agTp.S175S 0.958333 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.5 TRUE TRUE FALSE

c.(1144-1146)ttT>ttGp.F382L 0.064103 FALSE FALSE FALSE

c.(262-264)cGa>cAap.R88Q 0.12 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.053305 TRUE TRUE FALSE

c.(3325-3327)tCa>tTap.S1109L 0.877193 TRUE TRUE TRUE

c.(2362-2364)Aag>Gagp.K788E 0.328767 TRUE TRUE TRUE



c.(3037-3039)caC>caTp.H1013H 0.5 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.409836 TRUE TRUE TRUE

c.(340-342)aAt>aGtp.N114S 0.081871 FALSE FALSE FALSE

c.(5002-5004)acA>acGp.T1668T 0.469027 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.333333 TRUE TRUE FALSE

c.(448-450)Aac>Gacp.N150D 0.96 FALSE TRUE FALSE

c.(1951-1953)aAt>aGtp.N651S 0.4 FALSE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 1 TRUE TRUE TRUE

c.(8557-8559)Ctg>Ttgp.L2853L 0.44 FALSE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.039735 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.522936 TRUE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.52381 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.169811 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.842105 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.8 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.466667 TRUE TRUE TRUE

c.(10789-10791)Ctg>Ttgp.L3597L 0.470588 FALSE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.540541 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.5 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.54321 TRUE TRUE TRUE

c.(4690-4692)Gct>Actp.A1564T 0.558442 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.263158 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.571429 TRUE TRUE FALSE

c.(1357-1359)aaT>aaGp.N453K 0.4 TRUE TRUE TRUE

c.(655-657)Tat>Catp.Y219H 0.45122 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.516854 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.052632 FALSE FALSE FALSE

c.(250-252)gaC>gaTp.D84D 0.52 TRUE TRUE FALSE

c.(2086-2088)atA>atGp.I696M 0.496063 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.431373 TRUE TRUE TRUE

c.(1849-1851)Att>Gttp.I617V 0.421053 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.536585 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 1 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.550847 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.46875 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.8125 FALSE TRUE FALSE

c.(2209-2211)gaT>gaCp.D737D 0.505155 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.4 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.6 TRUE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.8 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.554545 TRUE TRUE TRUE

c.(5977-5979)acC>acTp.T1993T 0.473684 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.357143 TRUE TRUE FALSE

c.(7468-7470)aTa>aCap.I2490T 0.59375 FALSE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.613636 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.317073 TRUE TRUE TRUE



c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(3229-3231)agC>agTp.S1077S 0.255814 FALSE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.6 TRUE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.532374 TRUE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.533333 TRUE TRUE TRUE

c.(1030-1032)ggG>ggAp.G344G 1 FALSE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.405063 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.445946 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.421053 TRUE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 0.5 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.204545 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 1 TRUE TRUE TRUE

c.(493-495)gaC>gaTp.D165D 0.434783 TRUE TRUE FALSE

c.(3862-3864)gtT>gtCp.V1288V 0.4375 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.3 TRUE TRUE FALSE

c.(7105-7107)Acg>Ccgp.T2369P 0.430108 TRUE TRUE TRUE

c.(13231-13233)ccC>ccTp.P4411P 0.468354 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.468354 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(2806-2808)aaT>aaCp.N936N 0.405797 FALSE FALSE FALSE

c.(2890-2892)caT>caCp.H964H 0.571429 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.933333 TRUE TRUE TRUE

c.(697-699)acC>acTp.T233T 0.547619 FALSE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.488095 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.526316 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.3 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.559633 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 1 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.409091 TRUE TRUE FALSE

c.(3370-3372)gGa>gAap.G1124E 0.209877 FALSE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.571429 TRUE TRUE FALSE

c.(1051-1053)ctA>ctGp.L351L 1 FALSE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.545455 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.43617 TRUE TRUE TRUE

c.(7084-7086)gcA>gcTp.A2362A 0.44898 TRUE TRUE TRUE

c.(3097-3099)Gcc>Accp.A1033T 0.777778 FALSE TRUE FALSE

c.(1861-1863)cGa>cAap.R621Q 0.56383 FALSE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.416667 TRUE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.666667 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.036232 TRUE TRUE FALSE

c.(2221-2223)gaC>gaTp.D741D 0.357143 FALSE TRUE TRUE

c.(1906-1908)Aaa>Gaap.K636E 0.228571 FALSE TRUE FALSE

c.(12784-12786)Agt>Ggtp.S4262G 0.493976 FALSE FALSE FALSE

c.(235-237)aaC>aaTp.N79N 0.666667 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.494737 TRUE TRUE TRUE

c.(12934-12936)ccC>ccTp.P4312P 0.490196 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.513514 TRUE TRUE TRUE



c.(11533-11535)acG>acAp.T3845T 0.5375 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.364486 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.528409 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.99 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.448276 TRUE TRUE TRUE

c.(931-933)Aca>Tcap.T311S 0.059603 TRUE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.367347 TRUE TRUE FALSE

c.(2488-2490)Gcc>Accp.A830T 0.487805 TRUE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.4 TRUE TRUE TRUE

c.(676-678)acG>acAp.T226T 1 FALSE TRUE FALSE

c.(997-999)aGc>aAcp.S333N 0.571429 FALSE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.785714 TRUE TRUE FALSE

c.(685-687)aCa>aTap.T229I 0.972973 FALSE TRUE FALSE

c.(508-510)taC>taTp.Y170Y 0.383459 TRUE TRUE TRUE

c.(817-819)tAt>tGtp.Y273C 0.410256 FALSE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.53125 TRUE TRUE TRUE

c.(1666-1668)tcA>tcCp.S556S 0.094737 FALSE FALSE FALSE

c.(1240-1242)caG>caAp.Q414Q 0.434783 TRUE TRUE TRUE

c.(388-390)ccT>ccCp.P130P 0.194444 FALSE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.757576 TRUE TRUE TRUE

c.(157-159)atG>atAp.M53I 0.980769 FALSE TRUE FALSE

c.(1606-1608)Ttt>Gttp.F536V 0.321429 FALSE TRUE FALSE

c.(11995-11997)gTt>gGtp.V3999G 0.488095 FALSE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(5818-5820)Cgg>Tggp.R1940W0.510638 FALSE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.467213 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.904762 TRUE TRUE TRUE

c.(1168-1170)Aag>Gagp.K390E 0.071429 FALSE FALSE FALSE

c.(97-99)cTg>cGgp.L33R 0.119403 TRUE TRUE FALSE

c.(823-825)Ctt>Gttp.L275V 0.064815 TRUE FALSE FALSE

c.(919-921)aCg>aTgp.T307M 0.6 TRUE TRUE TRUE

c.(1030-1032)Gtc>Ttcp.V344F 0.4 FALSE FALSE FALSE

c.(1342-1344)agC>agTp.S448S 0.7 TRUE TRUE FALSE

c.(1312-1314)tcT>tcCp.S438S 0.569892 FALSE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.380952 TRUE TRUE TRUE

c.(2329-2331)gtC>gtTp.V777V 0.383333 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.337662 TRUE TRUE TRUE

c.(610-612)Cgg>Tggp.R204W 0.24424 TRUE FALSE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.565574 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.482558 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.55814 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.588235 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.666667 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.428571 TRUE TRUE FALSE

c.(2527-2529)caG>caAp.Q843Q 0.505747 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.98913 TRUE TRUE TRUE

c.(5422-5424)gtA>gtGp.V1808V 0.459459 TRUE TRUE TRUE



c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(193-195)ggC>ggTp.G65G 0.222222 FALSE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.4 TRUE TRUE FALSE

c.(46-48)tgA>tgGp.*16W 1 FALSE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.051095 FALSE FALSE FALSE

c.(4630-4632)ccG>ccAp.P1544P 0.238095 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.432 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.448 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.333333 TRUE TRUE FALSE

c.(2497-2499)tcA>tcCp.S833S 0.496894 FALSE FALSE FALSE

c.(91-93)gTa>gCap.V31A 1 FALSE TRUE FALSE

c.(31-33)Gcc>Cccp.A11P 0.333333 FALSE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.037037 TRUE FALSE FALSE

c.(6820-6822)gaC>gaGp.D2274E 0.458824 TRUE FALSE TRUE

c.(1231-1233)gGt>gTtp.G411V 0.057692 FALSE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.611111 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.339623 TRUE TRUE TRUE

c.(436-438)aTt>aCtp.I146T 1 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.483871 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.716981 TRUE TRUE TRUE

c.(169-171)atG>atAp.M57I 0.980769 FALSE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.538462 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.549618 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.371429 TRUE TRUE TRUE

c.(586-588)Ggt>Cgtp.G196R 0.235294 FALSE TRUE FALSE

c.(6853-6855)Gtg>Atgp.V2285M 0.6 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.47 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 1 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.075758 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.4 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.048673 FALSE FALSE FALSE

c.(8332-8334)caA>caGp.Q2778Q 0.111111 TRUE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.315789 TRUE TRUE TRUE

c.(886-888)gcG>gcAp.A296A 0.269231 FALSE TRUE FALSE

c.(2080-2082)aTa>aCap.I694T 0.421053 FALSE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.5 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.428571 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.318182 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.558824 TRUE TRUE TRUE

c.(652-654)gtG>gtCp.V218V 0.4 FALSE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.375 TRUE TRUE TRUE

c.(3337-3339)acG>acAp.T1113T 0.6 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.4 TRUE TRUE TRUE

c.(1015-1017)gAt>gTtp.D339V 0.375 TRUE TRUE TRUE



c.(1354-1356)gcT>gcCp.A452A 1 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.526316 TRUE TRUE TRUE

c.(8557-8559)Ctg>Ttgp.L2853L 0.434783 FALSE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.275 TRUE TRUE TRUE

c.(181-183)Aac>Cacp.N61H 0.5 FALSE TRUE TRUE

c.(1243-1245)gCg>gTgp.A415V 0.272727 FALSE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.666667 TRUE TRUE TRUE

c.(8089-8091)cgC>cgTp.R2697R 0.5 FALSE TRUE FALSE

c.(481-483)aaC>aaTp.N161N 0.134615 FALSE FALSE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.068966 TRUE TRUE TRUE

c.(58-60)aaA>aaGp.K20K 1 FALSE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.285714 TRUE TRUE TRUE

c.(1219-1221)gtC>gtTp.V407V 0.352941 TRUE TRUE TRUE

c.e18+1 0.081633 FALSE FALSE FALSE

c.(4342-4344)Ctt>Tttp.L1448F 0.5 FALSE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.230769 TRUE TRUE FALSE

c.(808-810)agA>agGp.R270R 0.666667 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.403509 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.5 TRUE TRUE TRUE

c.(1510-1512)ctA>ctGp.L504L 0.465116 FALSE TRUE TRUE

c.(1951-1953)gaA>gaGp.E651E 0.5 FALSE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.952381 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.461538 TRUE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.481481 TRUE TRUE TRUE

c.(9229-9231)acC>acTp.T3077T 0.5 FALSE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.619048 TRUE TRUE TRUE

c.(2206-2208)aaC>aaTp.N736N 0.903226 TRUE TRUE TRUE

c.(1525-1527)aTt>aCtp.I509T 0.4 FALSE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.388889 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.416667 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.551724 TRUE TRUE TRUE

c.(121-123)ctG>ctAp.L41L 0.909091 FALSE TRUE FALSE

c.(835-837)gTg>gCgp.V279A 0.142857 TRUE TRUE FALSE

c.(1717-1719)gtA>gtGp.V573V 0.5 FALSE TRUE TRUE

c.(7624-7626)cgC>cgGp.R2542R 0.5 TRUE TRUE TRUE

c.(2140-2142)gaC>gaTp.D714D 0.421053 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.375 TRUE TRUE FALSE

c.(553-555)ttG>ttAp.L185L 1 FALSE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 1 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.454545 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.666667 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 1 FALSE TRUE FALSE

c.(5998-6000)Ggt>Agtp.G2000S 0.7 FALSE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.481481 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.95 TRUE TRUE TRUE

c.(1864-1866)tgC>tgTp.C622C 0.333333 FALSE TRUE FALSE

c.(715-717)gaA>gaGp.E239E 0.5 FALSE TRUE TRUE



c.(1222-1224)cgC>cgTp.R408R 0.571429 TRUE TRUE TRUE

c.(1786-1788)caG>caCp.Q596H 0.555556 TRUE TRUE TRUE

c.(49-51)ccG>ccCp.P17P 0.875 FALSE TRUE FALSE

c.(2293-2295)gAg>gGgp.E765G 0.088889 TRUE TRUE FALSE

c.(250-252)gaA>gaGp.E84E 0.8 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(3745-3747)aTg>aAgp.M1249K 0.846154 FALSE FALSE FALSE

c.(1588-1590)gcG>gcAp.A530A 1 TRUE TRUE TRUE

c.(5857-5859)tcC>tcTp.S1953S 1 FALSE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.409091 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.913043 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.971429 TRUE TRUE TRUE

c.(1237-1239)cGa>cAap.R413Q 0.333333 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(766-768)Ctg>Ttgp.L256L 0.777778 FALSE TRUE TRUE

c.(3703-3705)gcC>gcTp.A1235A 0.52381 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.95122 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.590909 TRUE TRUE TRUE

c.(2050-2052)cAg>cGgp.Q684R 0.5 FALSE TRUE FALSE

c.(1996-1998)atC>atTp.I666I 0.5 TRUE TRUE FALSE

c.(1681-1683)cgC>cgTp.R561R 0.357143 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.333333 TRUE TRUE FALSE

c.(832-834)tcA>tcTp.S278S 0.434783 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.588235 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.323529 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.571429 TRUE TRUE TRUE

c.(460-462)gtA>gtGp.V154V 1 FALSE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.552632 TRUE TRUE TRUE

c.(3862-3864)gtT>gtCp.V1288V 0.411765 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(10174-10176)ggC>ggTp.G3392G 0.541667 TRUE TRUE TRUE

c.(1156-1158)gtG>gtTp.V386V 0.62 FALSE TRUE TRUE

c.(112-114)ccT>ccCp.P38P 1 FALSE TRUE FALSE

c.(6463-6465)Cgg>Tggp.R2155W0.428571 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.930233 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.636364 TRUE TRUE TRUE

c.(2269-2271)ctG>ctAp.L757L 0.428571 FALSE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.8 TRUE TRUE TRUE

c.(5449-5451)aGa>aCap.R1817T 0.571429 FALSE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.080808 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.966667 TRUE TRUE TRUE

c.(2227-2229)aaT>aaCp.N743N 0.307692 TRUE TRUE TRUE

c.(760-762)gAt>gGtp.D254G 0.147541 FALSE TRUE TRUE

c.(4189-4191)caC>caTp.H1397H 0.413793 FALSE TRUE TRUE

c.(4804-4806)gcC>gcTp.A1602A 0.545455 TRUE TRUE TRUE

c.(697-699)caA>caTp.Q233H 0.4 TRUE TRUE FALSE

c.(334-336)Tta>Ctap.L112L 1 FALSE TRUE FALSE



c.(8278-8280)gAt>gGtp.D2760G 0.535714 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.277778 TRUE TRUE TRUE

c.(1471-1473)aGt>aAtp.S491N 0.521739 FALSE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.692308 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.307692 TRUE TRUE FALSE

c.(1954-1956)cGg>cAgp.R652Q 1 FALSE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.272727 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 1 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.411765 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.6 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.727273 TRUE TRUE FALSE

c.(1453-1455)Tgt>Agtp.C485S 0.423077 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.5625 TRUE TRUE TRUE

c.(175-177)Acc>Gccp.T59A 1 FALSE TRUE FALSE

c.(502-504)Ata>Ttap.I168L 0.214286 TRUE TRUE FALSE

c.(724-726)cgC>cgGp.R242R 0.6 FALSE FALSE FALSE

c.(898-900)taC>taTp.Y300Y 0.6 FALSE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.444444 TRUE TRUE TRUE

c.(2329-2331)gtG>gtAp.V777V 0.545455 FALSE TRUE TRUE

c.(1426-1428)Gca>Acap.A476T 0.6 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.4375 TRUE TRUE TRUE

c.(181-183)gAg>gCgp.E61A 0.6 FALSE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.6 TRUE TRUE TRUE

c.(10234-10236)Att>Gttp.I3412V 0.655172 FALSE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.269231 TRUE TRUE TRUE

c.(1348-1350)gCg>gTgp.A450V 0.52381 FALSE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 1 TRUE TRUE TRUE

c.(3712-3714)tcG>tcAp.S1238S 0.5 FALSE TRUE TRUE

c.(451-453)gCc>gTcp.A151V 0.291667 TRUE TRUE FALSE

c.(2893-2895)agT>agCp.S965S 0.047619 TRUE TRUE FALSE

c.(958-960)caA>caCp.Q320H 0.4 FALSE TRUE TRUE

c.(343-345)Gca>Acap.A115T 0.220339 FALSE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.45 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.9375 TRUE TRUE TRUE

c.(1054-1056)gaG>gaAp.E352E 0.5 FALSE TRUE TRUE

c.(931-933)Aca>Tcap.T311S 0.169014 TRUE TRUE FALSE

c.(5863-5865)caC>caTp.H1955H 0.307692 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.333333 TRUE TRUE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.625 TRUE TRUE TRUE

c.(520-522)Aga>Ggap.R174G 0.571429 FALSE TRUE FALSE

c.(4657-4659)caT>caCp.H1553H 0.541667 FALSE TRUE TRUE

c.(1000-1002)tTc>tGcp.F334C 0.169231 FALSE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.388889 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(676-678)gcG>gcAp.A226A 0.533333 FALSE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.363636 TRUE TRUE FALSE



c.(937-939)ggC>ggTp.G313G 0.47619 FALSE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 1 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.545455 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.166667 TRUE TRUE TRUE

c.(1573-1575)tgT>tgGp.C525W 0.821429 FALSE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.375 TRUE TRUE TRUE

c.(1372-1374)Gtc>Atcp.V458I 0.541667 FALSE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.421053 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.470588 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.709677 TRUE TRUE TRUE

c.(5326-5328)Ctg>Ttgp.L1776L 0.5 FALSE TRUE TRUE

c.(157-159)atG>atAp.M53I 0.916667 FALSE TRUE FALSE

c.(2221-2223)gaC>gaTp.D741D 0.666667 FALSE TRUE TRUE

c.(4864-4866)Aca>Gcap.T1622A 0.5 TRUE TRUE TRUE

c.(919-921)Cgt>Tgtp.R307C 0.625 FALSE TRUE TRUE

c.(838-840)gGa>gTap.G280V 0.512821 FALSE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.5 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.518519 TRUE TRUE TRUE

c.(46-48)cAc>cGcp.H16R 0.909091 FALSE TRUE FALSE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(508-510)aaT>aaCp.N170N 1 FALSE TRUE FALSE

c.(352-354)gtT>gtCp.V118V 1 FALSE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.5 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.575 TRUE TRUE FALSE

c.(4390-4392)cgA>cgGp.R1464R 0.433333 FALSE TRUE TRUE

c.(205-207)Caa>Aaap.Q69K 0.064815 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.588235 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.285714 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.464286 TRUE TRUE TRUE

c.(8260-8262)tTa>tCap.L2754S 0.666667 FALSE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.5 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.36 TRUE TRUE TRUE

c.(643-645)cCa>cGap.P215R 0.307692 FALSE TRUE FALSE

c.(835-837)acG>acAp.T279T 0.4 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.485714 TRUE TRUE TRUE

c.(5857-5859)cgA>cgGp.R1953R 0.416667 TRUE TRUE TRUE

c.(502-504)ttA>ttTp.L168F 0.571429 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.545455 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.391304 TRUE TRUE TRUE

c.(214-216)gCt>gTtp.A72V 0.193548 FALSE FALSE FALSE

c.(8710-8712)cAg>cGgp.Q2904R 0.666667 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.5 TRUE TRUE TRUE

c.(2983-2985)gTg>gCgp.V995A 0.541667 FALSE TRUE TRUE

c.(472-474)gcA>gcGp.A158A 0.578947 TRUE TRUE TRUE

c.(43-45)gcA>gcGp.A15A 0.5 FALSE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 0.535714 TRUE TRUE TRUE

c.(235-237)ccT>ccAp.P79P 0.483871 TRUE TRUE TRUE



c.(1945-1947)tcG>tcAp.S649S 0.375 TRUE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.407407 TRUE TRUE TRUE

c.(655-657)Tat>Catp.Y219H 0.294118 FALSE TRUE TRUE

c.(10672-10674)ctT>ctCp.L3558L 0.6 FALSE TRUE TRUE

c.(3739-3741)aCt>aTtp.T1247I 0.529412 TRUE TRUE TRUE

c.(1000-1002)tGc>tAcp.C334Y 0.75 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.533333 TRUE TRUE TRUE

c.(9682-9684)agG>agAp.R3228R 0.363636 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.441176 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.48 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.102041 TRUE TRUE FALSE

c.(769-771)Atc>Gtcp.I257V 1 FALSE TRUE FALSE

c.(2152-2154)gtG>gtAp.V718V 0.416667 FALSE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.064 TRUE TRUE FALSE

c.(8872-8874)aAg>aGgp.K2958R 0.541667 FALSE TRUE TRUE

c.(148-150)cTt>cCtp.L50P 0.078431 TRUE TRUE FALSE

c.(5545-5547)gGc>gTcp.G1849V 0.1875 FALSE TRUE TRUE

c.(544-546)agT>agCp.S182S 0.2 FALSE FALSE TRUE

c.(2035-2037)agA>agGp.R679R 0.421053 FALSE TRUE TRUE

c.(1828-1830)taC>taTp.Y610Y 0.538462 FALSE TRUE TRUE

c.(511-513)ggG>ggAp.G171G 0.857143 TRUE TRUE TRUE

c.(1786-1788)gaT>gaCp.D596D 0.444444 FALSE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.857143 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.4375 TRUE TRUE FALSE

c.(457-459)Atc>Gtcp.I153V 0.866667 FALSE TRUE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.461538 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.888889 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.461538 TRUE TRUE TRUE

c.(571-573)tgG>tgAp.W191* 0.5625 FALSE FALSE FALSE

c.(895-897)gaA>gaGp.E299E 0.444444 TRUE TRUE TRUE

c.(5215-5217)ggC>ggTp.G1739G 0.538462 FALSE TRUE TRUE

c.(4927-4929)tAt>tGtp.Y1643C 0.542857 FALSE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.636364 TRUE TRUE FALSE

c.(3745-3747)cAt>cGtp.H1249R 0.388889 TRUE TRUE TRUE

c.(1609-1611)atA>atGp.I537M 0.357143 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.368421 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.347826 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.944444 TRUE TRUE TRUE

c.(1732-1734)Agt>Ggtp.S578G 0.193548 FALSE FALSE FALSE

c.(3067-3069)acA>acGp.T1023T 0.368421 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.333333 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.378378 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.210526 FALSE FALSE FALSE

c.(13045-13047)acG>acAp.T4349T 0.5 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.416667 TRUE TRUE TRUE



c.(6856-6858)ttT>ttAp.F2286L 0.444444 FALSE TRUE TRUE

c.(4042-4044)acC>acAp.T1348T 0.705882 FALSE TRUE TRUE

c.(532-534)Cat>Gatp.H178D 0.176471 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.038306 TRUE TRUE FALSE

c.(1582-1584)Gtg>Atgp.V528M 1 FALSE TRUE TRUE

c.(943-945)Cgg>Tggp.R315W 0.592593 TRUE TRUE TRUE

c.(3901-3903)ccA>ccGp.P1301P 0.269231 FALSE TRUE TRUE

c.(2494-2496)Cgg>Tggp.R832W 0.518519 TRUE TRUE TRUE

c.(151-153)acT>acCp.T51T 0.151515 FALSE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.5 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.083969 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.615385 TRUE TRUE TRUE

c.(7747-7749)Gtg>Atgp.V2583M 0.333333 FALSE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.063492 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.156923 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.155797 FALSE FALSE FALSE

c.(919-921)aCg>aTgp.T307M 0.375 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.5 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.785714 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(220-222)Gat>Catp.D74H 0.125 FALSE FALSE FALSE

c.(1534-1536)Agg>Tggp.R512W 0.150943 TRUE FALSE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.473684 TRUE TRUE TRUE

c.(2056-2058)cgG>cgTp.R686R 0.277778 TRUE TRUE TRUE

c.(1993-1995)gaA>gaGp.E665E 0.117647 FALSE FALSE FALSE

c.(76-78)tTc>tCcp.F26S 0.210526 FALSE FALSE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1933-1935)Gtg>Atgp.V645M 0.318182 FALSE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.177419 FALSE FALSE FALSE

c.(496-498)atG>atTp.M166I 0.384615 TRUE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.162162 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.684211 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.421053 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.870968 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.2 FALSE TRUE FALSE

c.(202-204)gAg>gGgp.E68G 0.4 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.273333 FALSE FALSE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.05848 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 1 TRUE TRUE TRUE

c.(1756-1758)gcA>gcGp.A586A 0.145833 FALSE FALSE FALSE

c.(79-81)cTg>cGgp.L27R 0.209877 FALSE FALSE FALSE

c.(1885-1887)acT>acAp.T629T 0.615385 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.96 TRUE TRUE TRUE

c.(538-540)ctA>ctCp.L180L 0.625 TRUE TRUE TRUE

c.(583-585)Gga>Agap.G195R 0.611111 FALSE TRUE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.5 FALSE TRUE FALSE

c.(4258-4260)Gat>Tatp.D1420Y 0.542857 FALSE TRUE TRUE



c.(2926-2928)gtG>gtCp.V976V 0.454545 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.259259 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.535714 TRUE TRUE TRUE

c.(4054-4056)cAg>cGgp.Q1352R 0.421053 FALSE TRUE TRUE

c.(2029-2031)tcA>tcGp.S677S 0.428571 FALSE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.3125 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.538462 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.428571 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.371429 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.6 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.307692 TRUE TRUE TRUE

c.e4-1 0.170732 FALSE TRUE TRUE

c.(1102-1104)Gtc>Atcp.V368I 0.090909 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.123188 FALSE FALSE FALSE

c.(370-372)caC>caTp.H124H 0.666667 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.307692 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.138211 TRUE TRUE FALSE

c.(1297-1299)Tgg>Gggp.W433G 0.555556 FALSE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.6 TRUE TRUE TRUE

c.(1429-1431)cGg>cAgp.R477Q 0.121212 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.321429 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.380952 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.235294 TRUE TRUE TRUE

c.(259-261)cAt>cGtp.H87R 0.416667 FALSE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.181818 TRUE TRUE TRUE

c.(5851-5853)Cta>Atap.L1951I 0.470588 FALSE TRUE TRUE

c.(1672-1674)Acc>Gccp.T558A 0.4 TRUE TRUE TRUE

c.(11869-11871)cGt>cAtp.R3957H 0.470588 FALSE FALSE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.96875 TRUE TRUE FALSE

c.(1123-1125)gtA>gtGp.V375V 0.459459 FALSE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.44 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.470588 TRUE TRUE TRUE

c.(238-240)Cgt>Tgtp.R80C 0.565217 FALSE FALSE FALSE

c.(9304-9306)gAa>gGap.E3102G 0.517241 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.959184 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.542857 TRUE TRUE TRUE

c.(1576-1578)tgT>tgCp.C526C 0.285714 FALSE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 1 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.178571 TRUE FALSE FALSE

c.(1018-1020)ggA>ggCp.G340G 0.333333 FALSE FALSE FALSE

c.(3880-3882)aaG>aaAp.K1294K 0.388889 TRUE TRUE TRUE

c.(1429-1431)gAc>gGcp.D477G 0.0625 FALSE FALSE FALSE

c.(766-768)gGa>gCap.G256A 0.967742 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.538462 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.307692 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.371429 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.5 TRUE TRUE FALSE



c.(12280-12282)Aag>Gagp.K4094E 0.173913 TRUE TRUE TRUE

c.(316-318)aGg>aCgp.R106T 0.150685 FALSE FALSE TRUE

c.(1753-1755)aGa>aAap.R585K 0.565217 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.357143 TRUE TRUE FALSE

c.(2887-2889)agG>agAp.R963R 0.333333 FALSE FALSE FALSE

c.(6421-6423)Ctg>Ttgp.L2141L 0.363636 TRUE TRUE TRUE

c.(244-246)Aag>Cagp.K82Q 0.102941 FALSE FALSE FALSE

c.(508-510)gaA>gaGp.E170E 0.285714 TRUE TRUE FALSE

c.(6520-6522)Gtc>Ttcp.V2174F 0.44 FALSE FALSE FALSE

c.(916-918)ttC>ttTp.F306F 0.5 TRUE TRUE TRUE

c.(385-387)Gtg>Ctgp.V129L 0.464286 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.421053 TRUE TRUE TRUE

c.(427-429)gcT>gcCp.A143A 0.363636 FALSE TRUE TRUE

c.(346-348)aaC>aaGp.N116K 0.321429 FALSE TRUE FALSE

c.(1489-1491)gaG>gaCp.E497D 0.47619 TRUE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.346154 TRUE TRUE TRUE

c.(1762-1764)Aaa>Caap.K588Q 0.11828 FALSE FALSE FALSE

c.(466-468)Cat>Tatp.H156Y 0.578947 TRUE TRUE TRUE

c.(2755-2757)gaT>gaCp.D919D 0.079365 FALSE FALSE FALSE

c.(58-60)gcT>gcCp.A20A 0.145161 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.09058 FALSE FALSE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.6 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.736842 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.580645 TRUE TRUE FALSE

c.(571-573)tCc>tAcp.S191Y 0.540541 FALSE TRUE FALSE

c.(406-408)acA>acGp.T136T 0.209302 FALSE FALSE FALSE

c.(151-153)ttC>ttTp.F51F 0.875 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.441176 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.571429 TRUE TRUE TRUE

c.(1102-1104)Aca>Gcap.T368A 0.085714 FALSE FALSE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.466667 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.939394 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.47619 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.485714 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.403846 TRUE TRUE TRUE

c.(700-702)Gtc>Ctcp.V234L 0.108108 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.428571 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.333333 TRUE TRUE TRUE

c.(79-81)Cgt>Tgtp.R27C 0.47619 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.529412 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.428571 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.444444 TRUE TRUE TRUE

c.(1495-1497)Agg>Gggp.R499G 0.625 TRUE TRUE TRUE

c.(2374-2376)Ctt>Tttp.L792F 0.115385 FALSE FALSE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.6 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.125 FALSE FALSE FALSE



c.(1501-1503)gaT>gaCp.D501D 1 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.458333 TRUE TRUE TRUE

c.(1096-1098)caG>caAp.Q366Q 0.368421 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.526316 TRUE TRUE TRUE

c.(364-366)cGg>cAgp.R122Q 0.333333 FALSE FALSE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.448276 TRUE TRUE TRUE

c.(3454-3456)gAa>gGap.E1152G 0.096774 FALSE FALSE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.428571 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.545455 TRUE TRUE TRUE

c.(412-414)gaG>gaAp.E138E 0.209302 FALSE FALSE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.533333 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.578947 TRUE TRUE TRUE

c.(14251-14253)gtC>gtTp.V4751V 0.384615 FALSE FALSE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.4 TRUE TRUE TRUE

c.(3778-3780)caA>caGp.Q1260Q 0.5 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.421053 TRUE TRUE TRUE

c.(1498-1500)caG>caAp.Q500Q 0.235294 TRUE TRUE FALSE

c.(682-684)cAg>cCgp.Q228P 0.461538 TRUE TRUE FALSE

c.(1027-1029)Ctg>Ttgp.L343L 0.333333 FALSE FALSE FALSE

c.(208-210)aaG>aaAp.K70K 0.555556 TRUE TRUE TRUE

c.(1021-1023)Tca>Gcap.S341A 0.333333 FALSE FALSE FALSE

c.(6478-6480)Ttg>Ctgp.L2160L 0.475 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.925 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.545455 FALSE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.190476 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.5 TRUE TRUE TRUE

c.(466-468)ggC>ggTp.G156G 0.90625 FALSE TRUE FALSE

c.(1732-1734)Agt>Ggtp.S578G 0.069959 FALSE FALSE FALSE

c.(907-909)gcA>gcGp.A303A 0.465347 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.563636 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.061224 FALSE FALSE FALSE

c.(13045-13047)acG>acAp.T4349T 0.527132 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.538462 TRUE TRUE TRUE

c.(97-99)agG>agTp.R33S 1 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.05284 TRUE TRUE FALSE

c.(1630-1632)Acg>Gcgp.T544A 0.928571 FALSE TRUE FALSE

c.(586-588)gcT>gcCp.A196A 0.485714 FALSE TRUE TRUE

c.(241-243)Ccg>Tcgp.P81S 0.666667 FALSE TRUE FALSE

c.(1321-1323)atG>atAp.M441I 0.396226 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(61-63)Acc>Gccp.T21A 1 FALSE TRUE FALSE

c.(15976-15978)ctT>ctGp.L5326L 0.333333 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.081803 TRUE TRUE FALSE

c.(1126-1128)ctG>ctCp.L376L 0.681818 TRUE TRUE TRUE

c.(385-387)ttA>ttGp.L129L 0.884615 FALSE TRUE FALSE

c.(763-765)aAc>aGcp.N255S 0.5 TRUE TRUE TRUE

c.(3382-3384)Gca>Acap.A1128T 0.256098 FALSE TRUE FALSE



c.(2293-2295)gaT>gaCp.D765D 0.604762 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.056277 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.084229 FALSE FALSE FALSE

c.(2872-2874)tcC>tcTp.S958S 0.861111 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.5 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.453125 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.181818 TRUE TRUE FALSE

c.(5737-5739)Cgc>Tgcp.R1913C 0.52 FALSE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.276923 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.536585 TRUE TRUE TRUE

c.(2143-2145)tcC>tcTp.S715S 0.381818 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.423077 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.85 TRUE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 1 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.25 TRUE TRUE FALSE

c.(76-78)tTc>tCcp.F26S 0.070707 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 0.459016 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.4375 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.474286 TRUE TRUE TRUE

c.(2374-2376)gaT>gaCp.D792D 0.504132 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.147059 TRUE TRUE FALSE

c.(1333-1335)agG>agAp.R445R 1 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.102113 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.507812 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.307692 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.507937 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.216216 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.375 TRUE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.039326 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.428571 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.578947 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.422414 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.171053 FALSE TRUE FALSE

c.(316-318)ccT>ccCp.P106P 0.970588 FALSE TRUE FALSE

c.(1348-1350)aGt>aAtp.S450N 0.756757 TRUE TRUE TRUE

c.(1090-1092)caT>caCp.H364H 0.808511 TRUE TRUE TRUE

c.(757-759)gaC>gaAp.D253E 0.583333 TRUE TRUE TRUE

c.(1168-1170)Aag>Gagp.K390E 0.066667 FALSE FALSE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.571429 TRUE TRUE FALSE

c.(55-57)aTc>aCcp.I19T 0.1 FALSE FALSE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.534247 TRUE TRUE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.444444 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.526316 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 1 TRUE TRUE FALSE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(775-777)acT>acCp.T259T 1 FALSE TRUE FALSE



c.(445-447)ccA>ccGp.P149P 0.986667 TRUE TRUE TRUE

c.(526-528)ctG>ctAp.L176L 0.75 FALSE FALSE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.538922 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.478571 TRUE TRUE TRUE

c.(1375-1377)tAc>tGcp.Y459C 1 TRUE TRUE FALSE

c.(1264-1266)aGa>aAap.R422K 0.21875 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.833333 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.428571 TRUE TRUE TRUE

c.e4-1 0.079365 FALSE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.278351 TRUE TRUE FALSE

c.(202-204)acA>acCp.T68T 0.079208 FALSE FALSE FALSE

c.(1522-1524)caT>caCp.H508H 0.92 TRUE TRUE TRUE

c.(244-246)gcT>gcCp.A82A 1 FALSE TRUE FALSE

c.(8524-8526)taT>taCp.Y2842Y 0.373239 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.454545 TRUE TRUE TRUE

c.(3247-3249)ccC>ccTp.P1083P 1 TRUE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.45 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.923077 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.419355 TRUE TRUE TRUE

c.(5935-5937)ccG>ccAp.P1979P 0.6 TRUE TRUE FALSE

c.(3070-3072)gcC>gcAp.A1024A 0.454545 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.909091 TRUE TRUE FALSE

c.(1564-1566)gaA>gaGp.E522E 0.733333 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.941176 TRUE TRUE TRUE

c.(790-792)Act>Cctp.T264P 0.047801 FALSE FALSE FALSE

c.(2845-2847)Cct>Gctp.P949A 0.861111 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.333333 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.979798 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.333333 TRUE TRUE FALSE

c.(466-468)tcC>tcTp.S156S 0.909091 FALSE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.433333 TRUE TRUE TRUE

c.(55-57)acA>acGp.T19T 0.871795 FALSE FALSE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.982759 TRUE TRUE TRUE

c.(1396-1398)Ata>Gtap.I466V 0.961538 FALSE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.477273 TRUE TRUE TRUE

c.(11239-11241)aaC>aaTp.N3747N 0.407895 FALSE FALSE TRUE

c.(1351-1353)aGg>aAgp.R451K 0.109091 FALSE FALSE FALSE

c.(2239-2241)aaT>aaGp.N747K 0.070588 FALSE FALSE FALSE

c.(2572-2574)ggC>ggTp.G858G 0.75 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.2 TRUE TRUE FALSE

c.(94-96)Ctc>Gtcp.L32V 0.818182 FALSE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.916667 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.470588 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.5 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.406667 TRUE TRUE TRUE

c.(1138-1140)Ttt>Attp.F380I 0.636364 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.266667 TRUE TRUE TRUE



c.(448-450)tCt>tGtp.S150C 0.072917 FALSE FALSE FALSE

c.(1189-1191)aCt>aTtp.T397I 0.487179 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.571429 TRUE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.387755 TRUE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.072165 FALSE FALSE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.038917 FALSE FALSE FALSE

c.(367-369)Att>Gttp.I123V 0.56044 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.2 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.978261 TRUE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.571429 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.557692 TRUE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.559322 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(5857-5859)cgA>cgGp.R1953R 0.5 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.551724 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.25 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.351351 TRUE TRUE TRUE

c.(10642-10644)tgC>tgTp.C3548C 0.5 FALSE FALSE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.4 TRUE TRUE TRUE

c.(3493-3495)Caa>Aaap.Q1165K 0.293333 FALSE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 0.57377 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.509804 TRUE TRUE TRUE

c.(922-924)tgC>tgTp.C308C 0.588235 TRUE TRUE TRUE

c.(1408-1410)Gaa>Taap.E470* 0.571429 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.090909 FALSE FALSE FALSE

c.(823-825)cGa>cTap.R275L 0.368421 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.53125 TRUE TRUE TRUE

c.(988-990)cTg>cCgp.L330P 0.456522 TRUE TRUE TRUE

c.(2038-2040)caC>caTp.H680H 0.719298 TRUE TRUE TRUE

c.(247-249)cGg>cAgp.R83Q 0.5 TRUE TRUE FALSE

c.(202-204)ggA>ggGp.G68G 0.979592 FALSE TRUE FALSE

c.(97-99)gcC>gcTp.A33A 0.574257 FALSE TRUE TRUE

c.(3454-3456)gAa>gGap.E1152G 0.04698 FALSE FALSE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.75 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.206897 TRUE TRUE TRUE

c.(172-174)Att>Gttp.I58V 0.975 FALSE TRUE FALSE

c.(43-45)Cag>Tagp.Q15* 1 FALSE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.472868 TRUE TRUE TRUE

c.(12028-12030)Tct>Cctp.S4010P 0.285714 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.41 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.453125 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.955556 TRUE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.470588 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.4 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.452055 TRUE TRUE FALSE

c.(961-963)Agt>Ggtp.S321G 0.083333 FALSE FALSE FALSE



c.(538-540)ctA>ctCp.L180L 0.443038 TRUE TRUE TRUE

c.(88-90)Atc>Ttcp.I30F 0.905405 FALSE FALSE FALSE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.986842 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 1 TRUE TRUE FALSE

c.(1654-1656)gaT>gaCp.D552D 0.648649 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.916667 TRUE TRUE TRUE

c.(4696-4698)aaA>aaGp.K1566K 0.909091 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.469136 TRUE TRUE TRUE

c.(601-603)Gcc>Accp.A201T 0.325 FALSE FALSE FALSE

c.(3862-3864)gtT>gtCp.V1288V 0.5 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.75 TRUE TRUE TRUE

c.(5095-5097)gcG>gcAp.A1699A 0.46729 FALSE TRUE FALSE

c.(5134-5136)caC>caTp.H1712H 0.516667 FALSE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.714286 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.989691 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.5625 TRUE TRUE FALSE

c.(2980-2982)gaC>gaTp.D994D 0.467391 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.561644 TRUE TRUE TRUE

c.(1582-1584)Gtg>Atgp.V528M 1 FALSE TRUE TRUE

c.(2722-2724)Ggc>Tgcp.G908C 0.092025 TRUE TRUE TRUE

c.(5872-5874)cgC>cgTp.R1958R 0.571429 FALSE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 1 TRUE TRUE TRUE

c.(943-945)Cgg>Tggp.R315W 0.550562 TRUE TRUE TRUE

c.(3886-3888)aCg>aTgp.T1296M 0.503185 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.5 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.352941 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.038462 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.103113 TRUE TRUE FALSE

c.(1126-1128)ctG>ctCp.L376L 0.62 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(385-387)atG>atAp.M129I 0.268657 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.478261 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.590909 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.048023 TRUE TRUE FALSE

c.(1300-1302)tCg>tTgp.S434L 0.133891 FALSE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.530303 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.443299 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.06654 FALSE FALSE FALSE

c.(1684-1686)caA>caGp.Q562Q 0.434783 TRUE TRUE FALSE

c.(2314-2316)Cat>Aatp.H772N 0.619048 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 1 TRUE TRUE TRUE

c.(1588-1590)cAg>cGgp.Q530R 0.666667 FALSE TRUE FALSE

c.(322-324)atA>atGp.I108M 1 FALSE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.509091 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.366197 TRUE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 0.5 TRUE TRUE TRUE



c.(523-525)agC>agTp.S175S 0.714286 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.4 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.4 TRUE TRUE TRUE

c.(1333-1335)agG>agAp.R445R 0.538462 TRUE TRUE FALSE

c.(76-78)tTc>tCcp.F26S 0.106383 FALSE FALSE FALSE

c.(724-726)cGg>cAgp.R242Q 0.375 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.99422 TRUE TRUE TRUE

c.(2374-2376)gaT>gaCp.D792D 0.483871 TRUE TRUE TRUE

c.(226-228)gcA>gcGp.A76A 0.063636 FALSE FALSE FALSE

c.(7687-7689)tcA>tcGp.S2563S 0.470149 FALSE TRUE TRUE

c.(2140-2142)gaC>gaTp.D714D 0.564516 TRUE TRUE TRUE

c.(1885-1887)gcG>gcAp.A629A 0.428571 TRUE TRUE TRUE

c.(85-87)tcG>tcAp.S29S 0.506667 FALSE FALSE FALSE

c.(2458-2460)aAg>aGgp.K820R 0.684932 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.481481 TRUE TRUE TRUE

c.(5098-5100)tcC>tcTp.S1700S 0.5 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 1 TRUE TRUE TRUE

c.(28-30)gCg>gAgp.A10E 0.461538 FALSE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.715686 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.441176 TRUE TRUE TRUE

c.(2749-2751)aTa>aCap.I917T 0.488189 FALSE TRUE TRUE

c.(1363-1365)tcA>tcGp.S455S 0.477612 TRUE TRUE TRUE

c.(10207-10209)ccG>ccAp.P3403P 0.557143 FALSE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.6 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 1 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.586466 TRUE TRUE TRUE

c.(3229-3231)agC>agTp.S1077S 0.440299 FALSE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.5 TRUE TRUE FALSE

c.(7252-7254)aaC>aaTp.N2418N 0.527397 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.238095 TRUE TRUE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.472727 FALSE TRUE FALSE

c.(1372-1374)Gca>Acap.A458T 0.947368 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.488889 TRUE TRUE TRUE

c.(2590-2592)ctC>ctTp.L864L 0.490196 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.993976 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.543103 TRUE TRUE TRUE

c.(5218-5220)acC>acTp.T1740T 0.407407 FALSE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.545455 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.28125 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.515625 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.612069 TRUE TRUE TRUE

c.(7069-7071)acC>acTp.T2357T 0.479452 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.4 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.456897 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 1 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 1 TRUE TRUE TRUE



c.(202-204)acA>acCp.T68T 0.044444 FALSE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.573529 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.043732 TRUE TRUE FALSE

c.(1138-1140)Ttt>Attp.F380I 0.68 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.988889 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.54902 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.28125 TRUE FALSE FALSE

c.(2527-2529)caG>caAp.Q843Q 0.5 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 1 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.191011 TRUE TRUE FALSE

c.(1855-1857)gTg>gCgp.V619A 0.464286 FALSE FALSE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.97479 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.534884 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.417219 TRUE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 1 TRUE TRUE TRUE

c.(8251-8253)Gat>Aatp.D2751N 0.468468 FALSE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.357143 TRUE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.192 TRUE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.541667 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.587302 TRUE TRUE TRUE

c.(1300-1302)Gaa>Aaap.E434K 0.227273 TRUE TRUE TRUE

c.(1405-1407)gaG>gaAp.E469E 0.461538 FALSE FALSE FALSE

c.(2227-2229)caT>caCp.H743H 0.421875 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.033133 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.407407 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(3109-3111)caG>caAp.Q1037Q 0.979167 TRUE TRUE TRUE

c.(949-951)aAa>aCap.K317T 0.444444 TRUE TRUE TRUE

c.(436-438)aTt>aCtp.I146T 0.96875 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.991935 TRUE TRUE TRUE

c.(877-879)taC>taTp.Y293Y 1 FALSE TRUE FALSE

c.(1678-1680)Att>Gttp.I560V 0.428571 FALSE TRUE TRUE

c.(4504-4506)Agt>Ggtp.S1502G 0.426357 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.217391 TRUE TRUE TRUE

c.(712-714)aCg>aTgp.T238M 0.445455 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.553333 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.221239 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.625 TRUE TRUE TRUE

c.(301-303)gcG>gcAp.A101A 0.306818 TRUE FALSE TRUE

c.(508-510)gaA>gaGp.E170E 0.466667 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 1 TRUE TRUE TRUE

c.(2971-2973)Aac>Gacp.N991D 0.516484 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(361-363)aaG>aaAp.K121K 1 FALSE TRUE TRUE

c.(5536-5538)Tca>Acap.S1846T 0.426752 TRUE TRUE TRUE



c.(58-60)gcT>gcCp.A20A 0.081633 FALSE FALSE FALSE

c.(3121-3123)cAt>cGtp.H1041R 0.517857 FALSE TRUE FALSE

c.(4864-4866)Aca>Gcap.T1622A 0.457627 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.036649 FALSE FALSE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.535912 TRUE TRUE TRUE

c.(3892-3894)Atg>Ttgp.M1298L 0.458333 FALSE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.526316 TRUE TRUE TRUE

c.(1672-1674)gCa>gTap.A558V 0.309091 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.042234 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.383333 TRUE TRUE FALSE

c.(268-270)Gtc>Atcp.V90I 1 FALSE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.409091 TRUE TRUE TRUE

c.(865-867)Aat>Catp.N289H 0.5 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.666667 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.055319 TRUE TRUE TRUE

c.(1576-1578)tgT>tgCp.C526C 0.524194 FALSE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.4 TRUE TRUE FALSE

c.(1219-1221)gtC>gtTp.V407V 0.648649 TRUE TRUE TRUE

c.(1234-1236)gcA>gcGp.A412A 0.481481 FALSE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.539877 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.401316 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.464286 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.971698 TRUE TRUE TRUE

c.(1513-1515)tAt>tGtp.Y505C 0.380952 FALSE TRUE FALSE

c.(5152-5154)tGt>tTtp.C1718F 0.992 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.647059 TRUE TRUE FALSE

c.(985-987)gaC>gaTp.D329D 0.190476 TRUE TRUE FALSE

c.(2233-2235)gaA>gaGp.E745E 0.419643 FALSE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.666667 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.982759 TRUE TRUE TRUE

c.(580-582)gaC>gaTp.D194D 0.655172 FALSE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.540541 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.380952 TRUE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.587302 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.463768 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.561644 TRUE TRUE TRUE

c.(502-504)cGc>cAcp.R168H 0.6875 FALSE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.061947 FALSE FALSE FALSE

c.(988-990)cTg>cCgp.L330P 0.48 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.477876 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.466165 TRUE TRUE TRUE

c.(2131-2133)acA>acGp.T711T 0.390244 FALSE FALSE FALSE

c.(502-504)Ata>Ttap.I168L 0.463768 TRUE TRUE FALSE

c.(1324-1326)tcA>tcCp.S442S 0.493827 FALSE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 1 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE



c.(1144-1146)ggC>ggTp.G382G 0.419355 FALSE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 1 TRUE TRUE TRUE

c.(58-60)acC>acTp.T20T 0.354839 FALSE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(1453-1455)aTc>aCcp.I485T 0.833333 FALSE TRUE FALSE

c.(421-423)caG>caTp.Q141H 0.555556 FALSE FALSE FALSE

c.(7045-7047)Tgg>Gggp.W2349G0.130435 FALSE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.407407 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 1 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.25 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.126582 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.538462 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.105263 FALSE FALSE FALSE

c.(4060-4062)cCg>cTgp.P1354L 1 FALSE FALSE FALSE

c.(2092-2094)Cct>Actp.P698T 0.435 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.985915 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.990291 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.365217 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.994152 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.512195 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.058824 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 1 TRUE TRUE TRUE

c.(13-15)Gtc>Atcp.V5I 0.384615 TRUE TRUE FALSE

c.(1630-1632)Acg>Gcgp.T544A 0.982609 FALSE TRUE FALSE

c.(328-330)gGg>gAgp.G110E 0.625 TRUE TRUE FALSE

c.(2407-2409)cgC>cgTp.R803R 0.975 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.6 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.437037 TRUE TRUE FALSE

c.(1252-1254)aAc>aGcp.N418S 1 TRUE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.635514 TRUE TRUE TRUE

c.(61-63)Acc>Gccp.T21A 1 FALSE TRUE FALSE

c.(5002-5004)acA>acGp.T1668T 0.784753 TRUE TRUE TRUE

c.(3634-3636)cAa>cCap.Q1212P 0.533333 FALSE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.5 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.096774 FALSE FALSE FALSE

c.(385-387)ttA>ttGp.L129L 1 FALSE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.645022 TRUE TRUE TRUE

c.(7591-7593)Gaa>Aaap.E2531K 0.495868 FALSE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.515152 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.566667 TRUE TRUE TRUE

c.(316-318)ccT>ccCp.P106P 0.980392 FALSE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.077834 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.486726 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 1 TRUE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.543624 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.264706 TRUE TRUE TRUE



c.(2044-2046)ccA>ccCp.P682P 0.369565 TRUE TRUE TRUE

c.(5758-5760)gAt>gGtp.D1920G 0.541899 TRUE TRUE TRUE

c.(1657-1659)tCt>tTtp.S553F 0.307692 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.467213 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.448276 TRUE TRUE TRUE

c.(1327-1329)cTg>cCgp.L443P 0.75 TRUE TRUE FALSE

c.(1495-1497)gCg>gTgp.A499V 0.39 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.568182 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.306667 TRUE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.827957 TRUE TRUE TRUE

c.(1036-1038)Atc>Gtcp.I346V 1 FALSE FALSE FALSE

c.(4690-4692)Gct>Actp.A1564T 0.85 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.099174 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 0.478261 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.267857 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.82069 TRUE TRUE TRUE

c.(2140-2142)gaC>gaTp.D714D 0.506667 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.283951 TRUE TRUE FALSE

c.(2458-2460)aAg>aGgp.K820R 0.193798 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.448276 TRUE TRUE TRUE

c.(757-759)tcT>tcCp.S253S 0.526786 FALSE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.11413 TRUE TRUE FALSE

c.(4303-4305)cgG>cgAp.R1435R 0.540984 FALSE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.5 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.566667 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.457143 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.986842 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.564356 FALSE TRUE FALSE

c.(1966-1968)caC>caTp.H656H 0.333333 TRUE TRUE TRUE

c.(730-732)atT>atCp.I244I 1 FALSE TRUE FALSE

c.(142-144)acG>acAp.T48T 0.064706 TRUE FALSE FALSE

c.(2050-2052)atC>atTp.I684I 0.487805 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.508475 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.431818 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.451977 TRUE TRUE TRUE

c.(1168-1170)Aag>Gagp.K390E 0.125 FALSE FALSE FALSE

c.(1342-1344)agC>agTp.S448S 0.282609 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.207317 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.648649 TRUE TRUE FALSE

c.(5422-5424)gtA>gtGp.V1808V 0.8 TRUE TRUE TRUE

c.(172-174)Att>Gttp.I58V 1 FALSE TRUE FALSE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.675325 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(1345-1347)cTg>cCgp.L449P 0.785714 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.222222 TRUE TRUE FALSE



c.(8284-8286)gaC>gaTp.D2762D 0.393103 TRUE TRUE TRUE

c.(4330-4332)Cca>Tcap.P1444S 0.477941 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1597-1599)Gat>Aatp.D533N 0.297003 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.639073 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.507463 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.567839 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.457831 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.636364 TRUE TRUE TRUE

c.(1474-1476)cGt>cAtp.R492H 0.397849 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.365385 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.984127 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.308511 TRUE TRUE TRUE

c.(244-246)gcT>gcCp.A82A 1 FALSE TRUE FALSE

c.(7105-7107)Acg>Ccgp.T2369P 0.798611 TRUE TRUE TRUE

c.(1996-1998)ttT>ttCp.F666F 0.435644 TRUE TRUE TRUE

c.(529-531)aCg>aTgp.T177M 0.477778 FALSE TRUE TRUE

c.(1843-1845)ttT>ttCp.F615F 0.844156 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.239766 TRUE TRUE FALSE

c.(649-651)gtG>gtAp.V217V 0.5 FALSE TRUE TRUE

c.(8281-8283)caG>caAp.Q2761Q 0.2 TRUE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 0.980198 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.5 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.6 TRUE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.542857 TRUE TRUE TRUE

c.(6820-6822)gaC>gaGp.D2274E 0.78882 TRUE FALSE TRUE

c.(1213-1215)atT>atCp.I405I 0.596491 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.578125 TRUE TRUE TRUE

c.(9439-9441)gTg>gGgp.V3147G 0.121212 FALSE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.677419 TRUE TRUE TRUE

c.(340-342)acT>acCp.T114T 0.625 TRUE TRUE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.609524 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.238806 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.44697 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.633333 TRUE TRUE TRUE

c.(55-57)acA>acGp.T19T 1 FALSE FALSE FALSE

c.(5068-5070)Aga>Cgap.R1690R 0.102881 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.564593 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.985612 TRUE TRUE TRUE

c.(7084-7086)gcA>gcTp.A2362A 0.81295 TRUE TRUE TRUE

c.(115-117)ggC>ggTp.G39G 0.151786 FALSE TRUE TRUE

c.(871-873)tcC>tcTp.S291S 0.809524 TRUE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.200599 TRUE TRUE TRUE

c.(100-102)tgG>tgAp.W34* 0.096386 FALSE TRUE TRUE

c.(292-294)Tgg>Cggp.W98R 0.214286 TRUE TRUE FALSE

c.(604-606)gaG>gaAp.E202E 0.417582 FALSE TRUE TRUE



c.(895-897)gaA>gaGp.E299E 0.496063 TRUE TRUE TRUE

c.(2707-2709)caG>caAp.Q903Q 0.646154 FALSE FALSE FALSE

c.(565-567)ccG>ccAp.P189P 0.708333 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.066414 TRUE TRUE FALSE

c.(742-744)aGc>aTcp.S248I 0.071429 FALSE FALSE FALSE

c.(250-252)gGa>gTap.G84V 0.09434 FALSE FALSE FALSE

c.(3109-3111)caG>caAp.Q1037Q 0.5 TRUE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.372549 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.363636 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.548387 TRUE TRUE TRUE

c.(2893-2895)agT>agCp.S965S 0.114061 TRUE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.426136 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.8 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.623529 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.125 TRUE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.637931 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.577778 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.204082 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.47619 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.428571 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.992481 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.55814 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.786127 TRUE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.391304 TRUE TRUE FALSE

c.(1666-1668)tcA>tcCp.S556S 0.057778 FALSE FALSE FALSE

c.(379-381)Gct>Actp.A127T 0.653846 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.506757 TRUE TRUE TRUE

c.(817-819)cCc>cAcp.P273H 0.5 FALSE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.096491 FALSE FALSE FALSE

c.(379-381)tcC>tcTp.S127S 0.525 TRUE TRUE FALSE

c.(22-24)Cat>Tatp.H8Y 0.428571 TRUE TRUE FALSE

c.(961-963)gCg>gAgp.A321E 0.139535 TRUE TRUE FALSE

c.(8332-8334)caA>caGp.Q2778Q 0.15 TRUE TRUE FALSE

c.(4864-4866)Aca>Gcap.T1622A 0.43299 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.02969 FALSE FALSE FALSE

c.(3346-3348)agG>agAp.R1116R 0.361111 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.488372 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.5625 TRUE TRUE FALSE

c.(778-780)Aat>Catp.N260H 0.056818 FALSE FALSE FALSE

c.(97-99)cTg>cGgp.L33R 0.131429 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.376543 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.521277 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.513889 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.457746 TRUE TRUE TRUE

c.(1219-1221)gtC>gtTp.V407V 0.574468 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.626866 TRUE TRUE TRUE



c.(8851-8853)gtT>gtCp.V2951V 0.632353 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.992908 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.459677 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.536232 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.483871 TRUE TRUE FALSE

c.(2254-2256)ggG>ggAp.G752G 0.344595 TRUE TRUE TRUE

c.(2251-2253)ttC>ttTp.F751F 0.618182 TRUE TRUE FALSE

c.(2527-2529)caG>caAp.Q843Q 0.557143 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.525 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.933333 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.471429 TRUE TRUE TRUE

c.(1525-1527)Gtg>Atgp.V509M 0.454545 FALSE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.484848 TRUE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.162791 TRUE TRUE FALSE

c.(112-114)agC>agTp.S38S 0.115385 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.462687 TRUE TRUE TRUE

c.(466-468)tcC>tcTp.S156S 0.98 FALSE TRUE FALSE

c.(1708-1710)agC>agTp.S570S 0.666667 TRUE TRUE TRUE

c.(5977-5979)acC>acTp.T1993T 0.792593 TRUE TRUE TRUE

c.(202-204)ggA>ggGp.G68G 1 FALSE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.610119 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.375 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.5 TRUE TRUE FALSE

c.(724-726)gaG>gaAp.E242E 0.1875 TRUE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.07619 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.245509 TRUE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.784615 TRUE TRUE TRUE

c.(388-390)tTg>tCgp.L130S 0.568182 FALSE TRUE TRUE

c.(514-516)Gtc>Atcp.V172I 0.079365 FALSE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.478261 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.488889 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.632 TRUE TRUE TRUE

c.(850-852)ccG>ccAp.P284P 0.42 TRUE TRUE TRUE

c.(7501-7503)Ata>Gtap.I2501V 0.363184 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.993103 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.333333 TRUE TRUE FALSE

c.(367-369)Cca>Gcap.P123A 0.083333 FALSE FALSE FALSE

c.(169-171)Gca>Acap.A57T 0.045161 FALSE FALSE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.573913 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.625 TRUE TRUE TRUE

c.(3175-3177)gCa>gTap.A1059V 0.480769 FALSE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.721805 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.702128 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.071429 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.414634 TRUE TRUE TRUE

c.(1759-1761)gtG>gtAp.V587V 0.538462 FALSE FALSE FALSE

c.(2929-2931)aGt>aCtp.S977T 0.7 TRUE FALSE TRUE



c.(2785-2787)Cag>Gagp.Q929E 0.487654 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.413043 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.512821 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.133333 TRUE TRUE FALSE

c.(79-81)cTc>cCcp.L27P 0.076923 FALSE FALSE FALSE

c.(1045-1047)cAt>cGtp.H349R 0.37 TRUE TRUE FALSE

c.(1993-1995)aCa>aTap.T665I 0.17284 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.410256 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.46 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.7 TRUE TRUE TRUE

c.(679-681)caG>caAp.Q227Q 0.178571 FALSE TRUE FALSE

c.(4465-4467)aAt>aGtp.N1489S 0.474576 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.081184 TRUE TRUE FALSE

c.(2092-2094)Cct>Actp.P698T 0.538462 TRUE TRUE TRUE

c.(244-246)tcC>tcTp.S82S 1 FALSE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.979592 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.725 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.707792 TRUE TRUE TRUE

c.(409-411)Caa>Aaap.Q137K 0.041494 TRUE FALSE FALSE

c.(943-945)Cgg>Tggp.R315W 0.336364 TRUE TRUE TRUE

c.(592-594)ccG>ccAp.P198P 0.304348 FALSE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.605042 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.384615 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.535211 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.462963 TRUE TRUE TRUE

c.(577-579)Gtc>Atcp.V193I 0.510204 FALSE TRUE FALSE

c.(1591-1593)taT>taCp.Y531Y 0.049451 FALSE FALSE FALSE

c.(1846-1848)acG>acAp.T616T 0.42268 TRUE TRUE TRUE

c.(703-705)Cga>Tgap.R235* 0.043321 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.526786 TRUE TRUE TRUE

c.(8557-8559)Ctg>Ttgp.L2853L 0.504274 FALSE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.963415 TRUE TRUE TRUE

c.(772-774)tTc>tCcp.F258S 0.530303 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.442308 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.102871 TRUE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.980519 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.070603 FALSE FALSE FALSE

c.(916-918)ttC>ttTp.F306F 0.986111 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.471429 TRUE TRUE TRUE

c.(2389-2391)acG>acAp.T797T 0.382353 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.397436 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.98913 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.536232 TRUE TRUE TRUE

c.(577-579)Gtt>Attp.V193I 0.962264 FALSE TRUE FALSE

c.(139-141)Ttg>Atgp.L47M 0.692308 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.56 TRUE TRUE TRUE

c.(5209-5211)Ctc>Ttcp.L1737F 0.539474 FALSE TRUE TRUE



c.(5692-5694)Gaa>Aaap.E1898K 0.234568 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.086207 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 0.6 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.366812 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.470588 TRUE TRUE FALSE

c.(2374-2376)gaT>gaCp.D792D 0.547826 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.21267 TRUE TRUE FALSE

c.(5857-5859)cgA>cgGp.R1953R 0.485714 TRUE TRUE TRUE

c.(913-915)acC>acTp.T305T 0.982143 FALSE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.495798 TRUE TRUE TRUE

c.(1576-1578)agC>agTp.S526S 0.545455 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.979592 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.58209 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.479167 TRUE TRUE TRUE

c.(5098-5100)tcC>tcTp.S1700S 0.441176 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.469388 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.398496 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.651316 TRUE TRUE TRUE

c.(28-30)gCg>gAgp.A10E 0.75 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.588785 TRUE TRUE TRUE

c.(1300-1302)Gaa>Aaap.E434K 0.876404 TRUE TRUE TRUE

c.(550-552)ggG>ggAp.G184G 0.051852 FALSE FALSE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.666667 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.909091 TRUE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.109589 FALSE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.466667 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.4 TRUE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 0.708333 TRUE TRUE TRUE

c.(388-390)Agt>Ggtp.S130G 0.558442 FALSE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.5 TRUE TRUE FALSE

c.(1759-1761)cGt>cAtp.R587H 0.43871 FALSE FALSE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.506024 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.46875 TRUE TRUE TRUE

c.(199-201)Acc>Gccp.T67A 1 FALSE TRUE FALSE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.5625 TRUE TRUE TRUE

c.(538-540)ctA>ctCp.L180L 0.494382 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.888889 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.3375 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.125 TRUE TRUE TRUE

c.(460-462)cCg>cAgp.P154Q 0.5 FALSE FALSE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.528302 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.508772 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.514451 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.483333 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.5 TRUE TRUE TRUE



c.(2680-2682)cGg>cAgp.R894Q 0.041096 TRUE TRUE FALSE

c.(832-834)tcA>tcTp.S278S 0.560606 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.457143 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.26 TRUE TRUE TRUE

c.(853-855)gaT>gaGp.D285E 0.528736 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.340659 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.664 TRUE TRUE TRUE

c.(37-39)Gcc>Cccp.A13P 0.272727 TRUE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 0.45283 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.329114 TRUE TRUE FALSE

c.(865-867)Gat>Aatp.D289N 0.387097 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.55102 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.528302 TRUE TRUE TRUE

c.(2950-2952)gGg>gAgp.G984E 0.079602 FALSE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.166667 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.75 TRUE TRUE FALSE

c.(2002-2004)tcA>tcGp.S668S 0.979167 TRUE TRUE TRUE

c.(1144-1146)ttT>ttGp.F382L 0.108527 FALSE FALSE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.761194 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.588235 TRUE TRUE FALSE

c.(7321-7323)aTc>aGcp.I2441S 0.09901 FALSE FALSE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.548077 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.404255 TRUE TRUE TRUE

c.(1378-1380)Cga>Tgap.R460* 0.4 FALSE FALSE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.515873 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.466667 TRUE TRUE TRUE

c.(1138-1140)Gcc>Cccp.A380P 1 FALSE TRUE FALSE

c.(370-372)caC>caTp.H124H 0.603774 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.27551 TRUE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.764706 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.102151 TRUE TRUE FALSE

c.(466-468)gGc>gCcp.G156A 0.441176 FALSE FALSE FALSE

c.(1687-1689)tcG>tcAp.S563S 0.351351 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.627451 TRUE TRUE TRUE

c.(2908-2910)Cgc>Tgcp.R970C 0.835165 FALSE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.171429 TRUE TRUE TRUE

c.(115-117)Gtt>Attp.V39I 0.952381 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.466019 TRUE TRUE TRUE

c.(1516-1518)gcG>gcAp.A506A 0.5 TRUE TRUE FALSE

c.(2458-2460)gtG>gtAp.V820V 0.309735 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.081081 FALSE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.666667 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.790698 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(5455-5457)aTg>aCgp.M1819T 0.448276 FALSE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.5 TRUE TRUE TRUE



c.(256-258)Cat>Gatp.H86D 0.328947 TRUE TRUE FALSE

c.(4804-4806)ccC>ccAp.P1602P 0.5 FALSE TRUE FALSE

c.(391-393)aGa>aAap.R131K 0.552632 TRUE TRUE TRUE

c.(1786-1788)caG>caCp.Q596H 0.642857 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.458065 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.604651 TRUE TRUE TRUE

c.(1015-1017)gAt>gTtp.D339V 0.552632 TRUE TRUE TRUE

c.(1297-1299)ctA>ctGp.L433L 0.32 TRUE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.5 TRUE TRUE TRUE

c.(1672-1674)gCa>gTap.A558V 0.802632 TRUE TRUE TRUE

c.(541-543)Cct>Tctp.P181S 0.8 TRUE TRUE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.428571 TRUE TRUE FALSE

c.(3397-3399)acC>acTp.T1133T 0.857143 FALSE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.03432 FALSE FALSE FALSE

c.(925-927)caA>caGp.Q309Q 1 FALSE TRUE FALSE

c.e3+1 0.875 FALSE FALSE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.373563 TRUE TRUE FALSE

c.(1036-1038)ccT>ccCp.P346P 1 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.444444 TRUE TRUE FALSE

c.(73-75)acG>acAp.T25T 0.527273 FALSE TRUE FALSE

c.(58-60)gcT>gcCp.A20A 0.067961 FALSE FALSE FALSE

c.(268-270)caA>caGp.Q90Q 0.136364 TRUE TRUE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.6 TRUE TRUE TRUE

c.(1996-1998)ttT>ttCp.F666F 0.451923 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.44 TRUE TRUE TRUE

c.e13+1 0.8 FALSE FALSE FALSE

c.(6514-6516)caC>caTp.H2172H 0.348837 TRUE TRUE TRUE

c.(664-666)taC>taTp.Y222Y 0.25 FALSE FALSE FALSE

c.(664-666)ggG>ggAp.G222G 1 FALSE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.522727 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.390909 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(385-387)atG>atAp.M129I 0.766129 TRUE TRUE TRUE

c.(466-468)ctG>ctAp.L156L 0.955556 FALSE TRUE FALSE

c.(1186-1188)acA>acGp.T396T 1 FALSE TRUE FALSE

c.(1456-1458)tGa>tAap.*486* 0.568182 TRUE TRUE FALSE

c.(4015-4017)Gtt>Tttp.V1339F 0.477612 FALSE TRUE FALSE

c.(9622-9624)aAt>aTtp.N3208I 0.496599 FALSE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.363636 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.645038 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.958333 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.230769 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.117647 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.148936 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.6 TRUE TRUE TRUE

c.(3514-3516)tcG>tcAp.S1172S 0.445652 FALSE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.387097 TRUE TRUE TRUE



c.(1246-1248)atC>atTp.I416I 0.972973 FALSE FALSE FALSE

c.(991-993)Gcc>Accp.A331T 0.98 FALSE TRUE FALSE

c.(142-144)gcG>gcAp.A48A 0.098592 FALSE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.27551 TRUE TRUE TRUE

c.(1528-1530)tTt>tGtp.F510C 0.048193 FALSE FALSE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.545455 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.938776 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.610063 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.034848 TRUE FALSE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.54 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.968254 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.440559 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(76-78)ccT>ccCp.P26P 0.96875 FALSE TRUE FALSE

c.(139-141)gGa>gAap.G47E 0.209877 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.916667 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.482759 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(49-51)cGc>cAcp.R17H 0.75 FALSE TRUE TRUE

c.(2356-2358)cGa>cAap.R786Q 0.446154 FALSE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.301587 TRUE TRUE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.972973 TRUE TRUE FALSE

c.(1231-1233)aGc>aAcp.S411N 0.636364 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.43038 TRUE TRUE TRUE

c.(775-777)ggC>ggTp.G259G 0.898148 FALSE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.505618 TRUE TRUE FALSE

c.(1513-1515)aTa>aCap.I505T 0.513514 FALSE TRUE TRUE

c.(3262-3264)gaA>gaGp.E1088E 0.072917 FALSE FALSE FALSE

c.(778-780)Aat>Catp.N260H 0.048518 FALSE FALSE FALSE

c.(523-525)atT>atCp.I175I 0.333333 FALSE TRUE FALSE

c.(67-69)Ttt>Cttp.F23L 0.469136 FALSE FALSE FALSE

c.(8374-8376)gTt>gAtp.V2792D 0.04918 FALSE FALSE FALSE

c.(1549-1551)Ctt>Tttp.L517F 0.088889 TRUE TRUE FALSE

c.(619-621)taT>taAp.Y207* 0.574074 FALSE FALSE FALSE

c.(43-45)Ccc>Tccp.P15S 0.146078 TRUE TRUE FALSE

c.(12268-12270)ccG>ccAp.P4090P 0.989583 FALSE TRUE TRUE

c.(409-411)Caa>Aaap.Q137K 0.051813 TRUE FALSE FALSE

c.(6175-6177)caA>caGp.Q2059Q 0.559524 FALSE TRUE TRUE

c.(3886-3888)aCg>aTgp.T1296M 0.516484 TRUE TRUE TRUE

c.(499-501)Gac>Cacp.D167H 0.095541 FALSE TRUE TRUE

c.e8+1 0.627907 FALSE TRUE FALSE

c.(967-969)tCg>tTgp.S323L 0.55 FALSE TRUE FALSE

c.(844-846)gcC>gcTp.A282A 0.46888 TRUE TRUE TRUE

c.(1375-1377)gaA>gaGp.E459E 0.447964 TRUE TRUE TRUE

c.(796-798)ctA>ctGp.L266L 1 FALSE TRUE FALSE

c.(5758-5760)gAt>gGtp.D1920G 0.556485 TRUE TRUE TRUE

c.(2119-2121)gaG>gaCp.E707D 0.469965 FALSE TRUE TRUE



c.(808-810)agA>agGp.R270R 0.714286 TRUE TRUE TRUE

c.(142-144)aaC>aaTp.N48N 1 FALSE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.309091 TRUE TRUE TRUE

c.(298-300)cAa>cCap.Q100P 0.6875 TRUE FALSE FALSE

c.(1933-1935)Gtg>Atgp.V645M 0.438462 FALSE TRUE FALSE

c.(1084-1086)tgT>tgCp.C362C 0.363636 FALSE TRUE TRUE

c.(1420-1422)tCc>tAcp.S474Y 0.506667 FALSE FALSE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.565574 FALSE TRUE FALSE

c.(13-15)tcA>tcGp.S5S 1 FALSE TRUE FALSE

c.(610-612)aAt>aGtp.N204S 0.285714 FALSE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.666667 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.325 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.55303 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.470588 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 0.961538 FALSE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.988417 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.510417 TRUE TRUE TRUE

c.(2032-2034)caG>caCp.Q678H 0.589744 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.5 TRUE TRUE TRUE

c.(3160-3162)Aac>Cacp.N1054H 0.035714 FALSE TRUE FALSE

c.(9481-9483)Ttc>Atcp.F3161I 0.47486 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.459016 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.15051 TRUE TRUE TRUE

c.(3007-3009)Gtg>Ttgp.V1003L 0.48913 FALSE TRUE TRUE

c.(3580-3582)tcC>tcTp.S1194S 0.491525 TRUE TRUE TRUE

c.(1252-1254)ctG>ctAp.L418L 0.976744 FALSE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.491228 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.385246 TRUE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 0.549763 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.989744 TRUE TRUE TRUE

c.(1237-1239)agC>agTp.S413S 0.483092 FALSE TRUE TRUE

c.(796-798)ctA>ctCp.L266L 0.465909 FALSE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.274194 TRUE TRUE TRUE

c.(454-456)Aag>Gagp.K152E 0.06383 TRUE TRUE FALSE

c.(3025-3027)Gat>Aatp.D1009N 0.54023 FALSE TRUE TRUE

c.(472-474)agA>agTp.R158S 0.034653 FALSE TRUE FALSE

c.(1693-1695)atT>atCp.I565I 0.487179 TRUE TRUE TRUE

c.(7318-7320)cAt>cGtp.H2440R 0.598592 FALSE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.444444 TRUE TRUE TRUE

c.(2335-2337)Gca>Acap.A779T 0.045908 FALSE TRUE FALSE

c.(1465-1467)acA>acGp.T489T 1 FALSE TRUE FALSE

c.(499-501)cGa>cAap.R167Q 0.436782 TRUE TRUE TRUE

c.(5863-5865)caC>caTp.H1955H 0.574468 TRUE TRUE TRUE

c.(1414-1416)Gaa>Aaap.E472K 0.48913 FALSE TRUE FALSE

c.(8125-8127)aaA>aaCp.K2709N 0.491409 FALSE TRUE TRUE

c.(13-15)tcC>tcTp.S5S 0.47205 FALSE TRUE FALSE

c.(1333-1335)acT>acAp.T445T 0.520833 FALSE TRUE TRUE



c.(97-99)cTg>cGgp.L33R 0.296053 TRUE TRUE FALSE

c.(58-60)gcT>gcCp.A20A 0.046154 FALSE FALSE FALSE

c.(4864-4866)Aca>Gcap.T1622A 0.5 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.041537 FALSE FALSE FALSE

c.(85-87)gaC>gaTp.D29D 1 FALSE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.472222 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.414508 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.38 TRUE TRUE TRUE

c.(4753-4755)aCg>aTgp.T1585M 0.485714 FALSE TRUE TRUE

c.(3022-3024)caA>caGp.Q1008Q 0.285714 TRUE FALSE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.440945 TRUE TRUE TRUE

c.(7555-7557)acC>acTp.T2519T 0.51462 FALSE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.977778 TRUE TRUE TRUE

c.(46-48)Ctg>Gtgp.L16V 0.465517 FALSE TRUE TRUE

c.(241-243)Ggc>Agcp.G81S 0.433333 FALSE TRUE TRUE

c.(5188-5190)Aaa>Gaap.K1730E 0.5 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.501845 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.265823 TRUE TRUE TRUE

c.(1270-1272)acT>acCp.T424T 1 FALSE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.306122 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 1 TRUE TRUE TRUE

c.(9223-9225)ttA>ttGp.L3075L 0.481061 TRUE TRUE TRUE

c.(6202-6204)caC>caTp.H2068H 0.615385 FALSE TRUE FALSE

c.(1966-1968)tcT>tcCp.S656S 0.514706 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 1 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.488889 TRUE TRUE TRUE

c.(121-123)aGt>aCtp.S41T 0.469136 FALSE TRUE FALSE

c.(259-261)gaC>gaTp.D87D 0.166667 FALSE FALSE FALSE

c.(31-33)gTg>gCgp.V11A 0.346154 FALSE TRUE TRUE

c.(895-897)gAg>gCgp.E299A 0.45098 FALSE TRUE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.5 TRUE TRUE TRUE

c.(7186-7188)tgT>tgCp.C2396C 0.584615 FALSE TRUE FALSE

c.(1135-1137)gcG>gcAp.A379A 0.454545 TRUE TRUE TRUE

c.(364-366)caA>caGp.Q122Q 0.210526 TRUE FALSE TRUE

c.(2902-2904)gcA>gcGp.A968A 0.511211 FALSE TRUE TRUE

c.(1183-1185)ccC>ccTp.P395P 0.553191 TRUE TRUE TRUE

c.(2605-2607)gtC>gtTp.V869V 0.538462 TRUE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.420601 TRUE TRUE TRUE

c.(3823-3825)gGc>gTcp.G1275V 0.431373 FALSE FALSE FALSE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.52439 TRUE TRUE TRUE

c.(4906-4908)acG>acAp.T1636T 0.540284 FALSE TRUE TRUE

c.(841-843)ttC>ttGp.F281L 0.461538 FALSE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.388535 TRUE TRUE FALSE

c.(3289-3291)Gca>Ccap.A1097P 0.564103 FALSE TRUE TRUE



c.(1741-1743)caA>caCp.Q581H 0.5 TRUE TRUE TRUE

c.(7183-7185)gtG>gtAp.V2395V 0.413793 FALSE TRUE TRUE

c.(6805-6807)tcC>tcTp.S2269S 0.512195 FALSE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.517857 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.516854 TRUE TRUE TRUE

c.(5839-5841)Aag>Gagp.K1947E 0.596491 FALSE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.489209 TRUE TRUE TRUE

c.(1099-1101)atT>atGp.I367M 0.045977 TRUE FALSE FALSE

c.(1369-1371)ggC>ggTp.G457G 1 FALSE TRUE FALSE

c.(334-336)Tta>Ctap.L112L 1 FALSE TRUE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.422222 TRUE TRUE FALSE

c.(1171-1173)atA>atGp.I391M 0.554007 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.2 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.514925 TRUE TRUE TRUE

c.(1351-1353)aaC>aaTp.N451N 1 FALSE TRUE FALSE

c.(112-114)ccT>ccCp.P38P 1 FALSE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.403974 TRUE TRUE TRUE

c.(688-690)taC>taTp.Y230Y 0.701493 TRUE TRUE TRUE

c.(184-186)gaA>gaGp.E62E 1 FALSE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.410526 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.529412 TRUE TRUE TRUE

c.(8236-8238)ggG>ggAp.G2746G 0.556017 FALSE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 1 TRUE TRUE TRUE

c.(1891-1893)cGc>cAcp.R631H 0.333333 FALSE TRUE FALSE

c.(1906-1908)Cgc>Tgcp.R636C 1 TRUE TRUE TRUE

c.(1426-1428)Gca>Acap.A476T 0.486486 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.372727 TRUE TRUE TRUE

c.(9418-9420)cAa>cGap.Q3140R 0.516588 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.555556 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.485849 TRUE TRUE TRUE

c.(3187-3189)gGa>gAap.G1063E 0.514019 FALSE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.358289 TRUE TRUE TRUE

c.(3229-3231)tcA>tcCp.S1077S 0.476923 FALSE TRUE TRUE

c.(1153-1155)acG>acAp.T385T 0.975 FALSE TRUE FALSE

c.(3694-3696)Tat>Aatp.Y1232N 0.54 FALSE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.417391 TRUE TRUE TRUE

c.(6562-6564)gCc>gGcp.A2188G 0.397959 FALSE TRUE TRUE

c.(286-288)gtC>gtTp.V96V 1 FALSE TRUE FALSE

c.(619-621)atG>atAp.M207I 1 FALSE TRUE FALSE

c.(1909-1911)agT>agGp.S637R 0.342466 FALSE TRUE FALSE

c.(3739-3741)caG>caAp.Q1247Q 0.478261 TRUE TRUE TRUE

c.(4390-4392)cgA>cgGp.R1464R 0.586022 FALSE TRUE TRUE

c.(184-186)acC>acTp.T62T 0.485714 FALSE TRUE TRUE

c.(400-402)ccC>ccAp.P134P 0.542857 TRUE TRUE TRUE

c.(1516-1518)Ctg>Ttgp.L506L 0.56338 FALSE TRUE TRUE

c.(1183-1185)ctT>ctCp.L395L 1 FALSE TRUE FALSE

c.(451-453)tcC>tcTp.S151S 0.06383 TRUE TRUE FALSE



c.(1786-1788)Agc>Ggcp.S596G 0.613636 FALSE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.465116 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.2 TRUE TRUE FALSE

c.(811-813)Cat>Tatp.H271Y 0.372881 FALSE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(121-123)gAa>gTap.E41V 0.382353 FALSE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.990566 TRUE TRUE TRUE

c.(241-243)Ctt>Gttp.L81V 0.513619 TRUE TRUE TRUE

c.(1297-1299)caA>caGp.Q433Q 0.368421 FALSE TRUE TRUE

c.(7015-7017)aaG>aaCp.K2339N 0.544776 FALSE TRUE TRUE

c.(2752-2754)Cgc>Tgcp.R918C 0.513043 FALSE TRUE TRUE

c.(304-306)Ttg>Ctgp.L102L 0.77193 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.989474 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.471429 TRUE TRUE FALSE

c.(1129-1131)atC>atTp.I377I 0.475352 TRUE TRUE TRUE

c.(1336-1338)gtA>gtGp.V446V 0.534884 FALSE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.277778 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.478261 TRUE TRUE FALSE

c.(3745-3747)cAt>cGtp.H1249R 0.580838 TRUE TRUE TRUE

c.(487-489)tcC>tcTp.S163S 0.381215 FALSE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.160714 TRUE TRUE FALSE

c.(1297-1299)Gtt>Cttp.V433L 0.622951 FALSE TRUE TRUE

c.(3088-3090)atG>atAp.M1030I 0.552632 FALSE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.484375 TRUE TRUE TRUE

c.(553-555)Gcc>Accp.A185T 0.105263 TRUE TRUE FALSE

c.(2257-2259)tcC>tcAp.S753S 0.2 FALSE FALSE FALSE

c.(79-81)cTc>cCcp.L27P 0.053691 FALSE FALSE FALSE

c.(874-876)gaA>gaGp.E292E 0.555556 TRUE TRUE TRUE

c.(340-342)ccC>ccGp.P114P 0.619048 FALSE TRUE TRUE

c.(2887-2889)ccG>ccAp.P963P 0.991228 FALSE FALSE FALSE

c.(2722-2724)Ggc>Tgcp.G908C 0.0625 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.263158 TRUE TRUE FALSE

c.(3262-3264)ccT>ccCp.P1088P 0.493464 FALSE TRUE TRUE

c.(2035-2037)ggA>ggCp.G679G 0.463768 FALSE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.063193 FALSE FALSE FALSE

c.(919-921)aCg>aTgp.T307M 1 TRUE TRUE TRUE

c.(2047-2049)Cac>Tacp.H683Y 0.504673 FALSE TRUE TRUE

c.(61-63)gcC>gcTp.A21A 1 FALSE TRUE FALSE

c.(1489-1491)gaG>gaCp.E497D 0.308411 TRUE TRUE TRUE

c.(1312-1314)ccC>ccTp.P438P 1 FALSE TRUE FALSE

c.(85-87)Gat>Aatp.D29N 0.474227 FALSE TRUE FALSE

c.(76-78)tTc>tCcp.F26S 0.047619 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 0.528205 TRUE TRUE TRUE

c.(226-228)gcA>gcGp.A76A 0.083756 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.463115 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.089109 TRUE TRUE FALSE

c.(2887-2889)gGg>gAgp.G963E 0.5 TRUE TRUE TRUE



c.(436-438)Ccc>Tccp.P146S 0.504505 FALSE TRUE TRUE

c.(1390-1392)Atg>Gtgp.M464V 0.063291 FALSE FALSE FALSE

c.(553-555)ttG>ttAp.L185L 1 FALSE TRUE FALSE

c.(199-201)caC>caTp.H67H 0.492308 FALSE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.514493 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.991632 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.463576 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.460784 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.148148 TRUE TRUE FALSE

c.(1087-1089)atC>atAp.I363I 0.354839 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.503268 TRUE TRUE TRUE

c.(2650-2652)tCa>tTap.S884L 0.468354 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.45098 TRUE TRUE TRUE

c.(7660-7662)gcC>gcGp.A2554A 0.428571 FALSE TRUE FALSE

c.(898-900)aCg>aTgp.T300M 0.603448 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(601-603)atT>atCp.I201I 0.555556 TRUE TRUE FALSE

c.(5359-5361)caA>caGp.Q1787Q 0.512195 FALSE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 0.989691 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.992593 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.555556 FALSE TRUE FALSE

c.(502-504)ttA>ttTp.L168F 0.47973 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.443038 TRUE TRUE TRUE

c.(1108-1110)caG>caAp.Q370Q 0.447368 FALSE TRUE TRUE

c.(376-378)gaC>gaGp.D126E 0.507463 FALSE FALSE FALSE

c.(1036-1038)ccT>ccCp.P346P 1 FALSE TRUE FALSE

c.(55-57)atT>atCp.I19I 1 FALSE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.987179 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.983051 TRUE TRUE TRUE

c.(712-714)aCg>aTgp.T238M 0.497207 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.333333 TRUE TRUE TRUE

c.(343-345)Gca>Acap.A115T 0.135021 FALSE TRUE TRUE

c.(763-765)cCt>cTtp.P255L 0.539877 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.386207 TRUE TRUE FALSE

c.(7054-7056)gtC>gtGp.V2352V 0.484277 FALSE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.580645 TRUE TRUE FALSE

c.(13192-13194)caA>caGp.Q4398Q 0.469697 TRUE TRUE TRUE

c.(1528-1530)gcG>gcAp.A510A 0.472222 FALSE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.462687 TRUE TRUE TRUE

c.(754-756)Ttt>Attp.F252I 0.545455 FALSE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.525 TRUE TRUE TRUE

c.(760-762)Atc>Gtcp.I254V 0.961538 FALSE TRUE FALSE

c.(205-207)Caa>Aaap.Q69K 0.102871 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.513043 TRUE TRUE TRUE

c.(217-219)gtC>gtGp.V73V 0.029836 TRUE TRUE FALSE

c.(3802-3804)cGg>cAgp.R1268Q 0.54918 FALSE TRUE TRUE

c.(2251-2253)ttC>ttTp.F751F 0.619048 TRUE TRUE FALSE



c.(1063-1065)Gtg>Atgp.V355M 0.986301 TRUE TRUE TRUE

c.(358-360)Agt>Ggtp.S120G 0.520325 FALSE TRUE TRUE

c.(355-357)aaA>aaGp.K119K 0.961538 FALSE TRUE FALSE

c.(796-798)Cga>Tgap.R266* 0.0306 TRUE FALSE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.992537 TRUE TRUE TRUE

c.(1084-1086)cAt>cGtp.H362R 0.55814 FALSE TRUE TRUE

c.(2830-2832)Atg>Ctgp.M944L 0.444954 FALSE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.154341 TRUE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.642202 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.142857 TRUE TRUE FALSE

c.(763-765)caA>caGp.Q255Q 0.45098 FALSE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.252101 TRUE TRUE TRUE

c.(8062-8064)ggA>ggGp.G2688G 0.496644 FALSE TRUE TRUE

c.(12364-12366)gcG>gcAp.A4122A 0.467005 FALSE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.108434 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 1 TRUE TRUE FALSE

c.(3169-3171)tcG>tcAp.S1057S 0.481865 TRUE TRUE TRUE

c.(2557-2559)gaT>gaAp.D853E 0.252033 FALSE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.536364 TRUE TRUE TRUE

c.(772-774)tTc>tCcp.F258S 0.437908 TRUE TRUE FALSE

c.(7393-7395)tgC>tgTp.C2465C 0.560976 TRUE TRUE TRUE

c.(529-531)tcG>tcAp.S177S 0.445378 FALSE TRUE TRUE

c.(106-108)ggT>ggCp.G36G 1 FALSE TRUE FALSE

c.(889-891)tgC>tgTp.C297C 0.091641 FALSE FALSE FALSE

c.(919-921)cGt>cAtp.R307H 0.333333 TRUE TRUE TRUE

c.(6259-6261)acA>acGp.T2087T 0.454545 FALSE TRUE TRUE

c.(2776-2778)tcA>tcGp.S926S 0.506383 FALSE TRUE TRUE

c.(11608-11610)atG>atAp.M3870I 0.55102 FALSE TRUE FALSE

c.(10-12)cAt>cGtp.H4R 0.482558 FALSE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 1 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.086957 TRUE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.52518 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.982456 TRUE TRUE FALSE

c.(2590-2592)ctC>ctTp.L864L 0.473684 FALSE TRUE TRUE

c.(550-552)acG>acAp.T184T 0.54386 FALSE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 1 TRUE TRUE TRUE

c.(8764-8766)Atc>Gtcp.I2922V 0.521739 FALSE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.463415 TRUE TRUE FALSE

c.(8380-8382)gcC>gcTp.A2794A 0.385321 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.078759 FALSE FALSE FALSE

c.(2203-2205)aaC>aaTp.N735N 0.52 FALSE TRUE FALSE

c.(4804-4806)gcC>gcTp.A1602A 0.463855 TRUE TRUE TRUE

c.(1240-1242)cGt>cAtp.R414H 0.376344 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(175-177)Acc>Gccp.T59A 1 FALSE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 1 TRUE TRUE FALSE

c.(1339-1341)aTg>aCgp.M447T 0.498155 TRUE TRUE TRUE



c.(1966-1968)Gcc>Tccp.A656S 0.175439 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.982143 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 0.947368 FALSE TRUE FALSE

c.(754-756)atC>atTp.I252I 0.47093 FALSE TRUE TRUE

c.(2314-2316)Ttg>Ctgp.L772L 0.464646 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(259-261)gaC>gaTp.D87D 0.25 FALSE TRUE FALSE

c.(3850-3852)cAc>cGcp.H1284R 0.947368 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.436364 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.228013 TRUE TRUE TRUE

c.(9730-9732)Gtc>Atcp.V3244I 0.473214 FALSE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.12395 TRUE FALSE FALSE

c.(607-609)aaC>aaTp.N203N 0.444444 FALSE FALSE FALSE

c.(268-270)agA>agTp.R90S 0.034149 FALSE FALSE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(688-690)acG>acTp.T230T 0.513793 FALSE FALSE FALSE

c.(916-918)ttC>ttTp.F306F 1 TRUE TRUE TRUE

c.(619-621)Cgc>Tgcp.R207C 0.352381 FALSE TRUE FALSE

c.(3457-3459)gaG>gaAp.E1153E 0.445312 FALSE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.417391 TRUE TRUE TRUE

c.(3853-3855)gcC>gcTp.A1285A 0.444444 FALSE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.09291 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.375 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.52 TRUE TRUE TRUE

c.(1984-1986)Cta>Ttap.L662L 0.163265 FALSE FALSE FALSE

c.(841-843)caT>caCp.H281H 0.445946 FALSE TRUE FALSE

c.(14236-14238)cgG>cgAp.R4746R 0.508475 FALSE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.068182 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.543046 TRUE TRUE TRUE

c.(3712-3714)Tcc>Cccp.S1238P 0.541667 FALSE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.585586 TRUE TRUE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.995215 TRUE TRUE TRUE

c.(154-156)Cct>Tctp.P52S 0.537313 FALSE TRUE TRUE

c.(955-957)Ttg>Ctgp.L319L 1 FALSE TRUE TRUE

c.(5416-5418)gaA>gaGp.E1806E 0.44186 FALSE TRUE TRUE

c.(3778-3780)caA>caGp.Q1260Q 0.454545 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.549296 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 1 TRUE TRUE TRUE

c.(1045-1047)cAt>cGtp.H349R 0.309524 TRUE TRUE FALSE

c.(2980-2982)gaC>gaTp.D994D 0.5 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.990385 TRUE TRUE TRUE

c.(1432-1434)tcG>tcAp.S478S 1 FALSE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.403226 TRUE TRUE TRUE

c.(337-339)gCc>gTcp.A113V 0.053763 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.451613 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.653846 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.483871 TRUE TRUE TRUE



c.(7129-7131)tCa>tAap.S2377* 0.493976 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.514286 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.197674 TRUE TRUE FALSE

c.(4999-5001)aaC>aaTp.N1667N 1 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.110512 TRUE TRUE FALSE

c.(2917-2919)Aag>Cagp.K973Q 0.571429 FALSE TRUE FALSE

c.(2875-2877)gcC>gcTp.A959A 0.537634 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.44 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.607143 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.085911 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.060847 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.043307 FALSE FALSE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.520833 TRUE TRUE TRUE

c.(1570-1572)Ccc>Gccp.P524A 0.088608 FALSE FALSE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.489362 TRUE TRUE TRUE

c.(2389-2391)acG>acAp.T797T 0.277778 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.7 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.991304 TRUE TRUE TRUE

c.(6361-6363)aaG>aaCp.K2121N 0.47561 FALSE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.368421 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.514019 TRUE TRUE TRUE

c.(6259-6261)cAt>cGtp.H2087R 0.387755 FALSE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.62069 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.521429 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.481203 TRUE TRUE TRUE

c.(1849-1851)caA>caGp.Q617Q 0.285714 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(2431-2433)gcG>gcAp.A811A 0.283019 TRUE TRUE TRUE

c.(142-144)Ctc>Ttcp.L48F 0.564516 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.985714 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.521739 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.714286 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.04947 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.5 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.972222 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.585586 TRUE TRUE TRUE

c.(403-405)aCa>aAap.T135K 0.470085 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.088889 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.472222 TRUE TRUE TRUE

c.(1786-1788)caG>caCp.Q596H 0.277778 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.913333 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.065789 TRUE FALSE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.5 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.180851 TRUE TRUE FALSE



c.(6202-6204)taT>taCp.Y2068Y 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.527027 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.422222 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.442857 TRUE TRUE TRUE

c.(1141-1143)Cgt>Tgtp.R381C 0.4 TRUE TRUE TRUE

c.(7501-7503)Ata>Gtap.I2501V 0.142857 FALSE TRUE TRUE

c.(1030-1032)cGg>cAgp.R344Q 0.384615 TRUE TRUE FALSE

c.(1012-1014)Atc>Gtcp.I338V 1 FALSE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.514706 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.438596 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.462366 TRUE TRUE TRUE

c.(853-855)gaT>gaGp.D285E 0.872727 TRUE TRUE TRUE

c.(91-93)Aag>Gagp.K31E 0.104167 TRUE TRUE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.480519 TRUE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 1 TRUE TRUE TRUE

c.(271-273)gaT>gaCp.D91D 1 FALSE TRUE FALSE

c.(2758-2760)tcT>tcCp.S920S 0.309091 TRUE TRUE FALSE

c.(12877-12879)caC>caTp.H4293H 0.431579 FALSE FALSE FALSE

c.(4525-4527)atC>atTp.I1509I 0.441379 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.47619 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.151515 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.990654 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.585526 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.993103 TRUE TRUE TRUE

c.(3514-3516)ttC>ttTp.F1172F 0.480769 TRUE TRUE TRUE

c.(289-291)Gtg>Ctgp.V97L 0.069444 FALSE FALSE FALSE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(412-414)gAg>gGgp.E138G 0.952381 FALSE TRUE TRUE

c.(8899-8901)ccC>ccGp.P2967P 0.467742 FALSE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.636364 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.984375 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.059761 TRUE TRUE FALSE

c.(1687-1689)tcG>tcAp.S563S 0.431373 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.164835 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.7 TRUE TRUE FALSE

c.(766-768)gGa>gCap.G256A 0.43 TRUE TRUE TRUE

c.(784-786)gcG>gcAp.A262A 0.980392 FALSE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.823529 TRUE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.462963 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.391304 TRUE TRUE TRUE

c.(6526-6528)Ttg>Ctgp.L2176L 0.487952 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.421687 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.981481 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 1 TRUE TRUE TRUE

c.(196-198)Tgc>Cgcp.C66R 0.175 TRUE FALSE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.823529 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 0.6 TRUE TRUE TRUE



c.(2224-2226)gtC>gtGp.V742V 0.447059 TRUE TRUE TRUE

c.(1297-1299)ctA>ctGp.L433L 0.405797 TRUE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 1 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.971429 TRUE TRUE TRUE

c.(3277-3279)gaC>gaTp.D1093D 0.318182 FALSE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.416667 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.636364 TRUE TRUE FALSE

c.(1744-1746)gaA>gaGp.E582E 0.347305 TRUE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.038462 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.290323 TRUE TRUE FALSE

c.(6607-6609)caC>caTp.H2203H 0.453608 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.592593 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.166667 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 1 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.45679 TRUE TRUE TRUE

c.(1792-1794)ttC>ttTp.F598F 0.479167 FALSE FALSE FALSE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.467532 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 1 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.833333 TRUE TRUE FALSE

c.(10192-10194)Atg>Gtgp.M3398V 0.5 FALSE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.176471 TRUE TRUE TRUE

c.(700-702)Cgt>Tgtp.R234C 0.070423 TRUE FALSE FALSE

c.(3283-3285)acA>acGp.T1095T 0.285714 TRUE TRUE FALSE

c.(1495-1497)Agg>Gggp.R499G 0.568627 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.466667 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 1 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 1 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.478788 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.504854 TRUE TRUE TRUE

c.(5698-5700)caC>caTp.H1900H 0.340426 FALSE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.480769 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.214286 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.128205 TRUE TRUE FALSE

c.(103-105)ttT>ttCp.F35F 1 FALSE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 1 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.515152 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.06087 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.553191 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.137255 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.558824 TRUE TRUE TRUE

c.(745-747)cTg>cCgp.L249P 0.434783 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.445783 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 1 TRUE TRUE TRUE



c.(2140-2142)gcG>gcTp.A714A 0.428571 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.95 TRUE TRUE FALSE

c.(451-453)gCc>gTcp.A151V 0.257143 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.820513 TRUE TRUE TRUE

c.(469-471)ctC>ctGp.L157L 0.314815 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.47619 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.507246 TRUE TRUE TRUE

c.(337-339)Gtg>Atgp.V113M 1 FALSE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 0.495798 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.230088 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.45098 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.472727 TRUE TRUE TRUE

c.(1870-1872)gGc>gTcp.G624V 0.206349 FALSE TRUE TRUE

c.(6709-6711)ccC>ccTp.P2237P 0.4 FALSE TRUE FALSE

c.(2980-2982)gaC>gaTp.D994D 0.452555 TRUE TRUE TRUE

c.(9850-9852)ccG>ccAp.P3284P 0.76087 FALSE TRUE TRUE

c.(5758-5760)gAt>gGtp.D1920G 0.510903 TRUE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 0.791667 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.983193 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.989011 FALSE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.48913 TRUE TRUE FALSE

c.(2623-2625)acG>acAp.T875T 0.482609 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(1885-1887)acT>acAp.T629T 0.5 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(187-189)atC>atTp.I63I 0.042424 FALSE TRUE FALSE

c.(919-921)caT>caCp.H307H 0.054369 FALSE TRUE FALSE

c.(4039-4041)aTg>aCgp.M1347T 0.157895 FALSE TRUE FALSE

c.(2119-2121)ggC>ggTp.G707G 0.675 TRUE TRUE TRUE

c.(4237-4239)Gat>Tatp.D1413Y 0.482353 FALSE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(1726-1728)acG>acAp.T576T 0.76 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.983402 TRUE TRUE TRUE

c.(1351-1353)aGg>aAgp.R451K 0.043103 FALSE FALSE FALSE

c.(919-921)cGt>cAtp.R307H 0.76 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.368421 TRUE TRUE TRUE

c.(454-456)Aag>Gagp.K152E 0.052632 TRUE TRUE FALSE

c.(1687-1689)tcG>tcAp.S563S 0.156863 FALSE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.18254 TRUE FALSE FALSE

c.(154-156)Cga>Tgap.R52* 0.152778 FALSE TRUE TRUE

c.(2827-2829)gcC>gcTp.A943A 0.445887 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.503205 TRUE TRUE TRUE

c.(2245-2247)gaG>gaAp.E749E 0.513514 FALSE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.496124 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.814815 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.98374 TRUE TRUE TRUE

c.(5263-5265)gcG>gcAp.A1755A 0.498525 FALSE TRUE TRUE



c.(595-597)aCg>aTgp.T199M 0.8 FALSE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.04 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.038356 FALSE FALSE FALSE

c.(1672-1674)gCa>gTap.A558V 0.54023 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.459916 TRUE TRUE FALSE

c.(997-999)aGc>aAcp.S333N 0.534091 FALSE TRUE FALSE

c.(2485-2487)gaG>gaCp.E829D 0.227273 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.980198 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.491443 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.170635 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.355172 TRUE TRUE TRUE

c.(1906-1908)cGg>cAgp.R636Q 0.490305 FALSE TRUE TRUE

c.(1099-1101)caG>caAp.Q367Q 0.454545 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.463023 TRUE TRUE TRUE

c.(8998-9000)Gtt>Cttp.V3000L 0.736559 FALSE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.521127 TRUE TRUE TRUE

c.(697-699)caA>caTp.Q233H 0.447917 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.986667 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.778626 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.474453 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.163636 TRUE TRUE TRUE

c.(5305-5307)caA>caGp.Q1769Q 0.477663 FALSE FALSE FALSE

c.(1063-1065)gcC>gcGp.A355A 0.474359 TRUE TRUE TRUE

c.(274-276)Cgc>Tgcp.R92C 0.540541 FALSE FALSE FALSE

c.(3067-3069)acA>acGp.T1023T 1 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.084621 TRUE TRUE FALSE

c.(1936-1938)agC>agAp.S646R 0.441441 FALSE FALSE FALSE

c.(3382-3384)Gca>Acap.A1128T 0.299401 FALSE TRUE FALSE

c.(61-63)Tta>Ctap.L21L 1 FALSE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.243243 TRUE TRUE TRUE

c.(8941-8943)caT>caCp.H2981H 0.486239 FALSE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.996269 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.51004 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.537445 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.985782 TRUE TRUE TRUE

c.(1246-1248)tgG>tgAp.W416* 0.989071 FALSE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.978571 TRUE TRUE TRUE

c.(355-357)Acc>Gccp.T119A 0.986395 FALSE TRUE FALSE

c.(1300-1302)Gaa>Aaap.E434K 0.511111 TRUE TRUE TRUE

c.(3928-3930)acG>acAp.T1310T 0.684211 FALSE FALSE TRUE

c.(1168-1170)Aag>Gagp.K390E 0.042781 FALSE FALSE FALSE

c.(538-540)ctA>ctCp.L180L 0.452514 TRUE TRUE TRUE

c.(2638-2640)Gag>Aagp.E880K 0.497817 FALSE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.192661 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.225 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.467662 TRUE TRUE TRUE



c.(3178-3180)Gta>Atap.V1060I 0.571429 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.364583 TRUE TRUE TRUE

c.(538-540)caG>caAp.Q180Q 0.272727 FALSE FALSE FALSE

c.(3751-3753)gaC>gaTp.D1251D 0.475728 FALSE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.734694 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.47561 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.54 TRUE TRUE FALSE

c.(1297-1299)ctA>ctGp.L433L 0.218182 TRUE TRUE TRUE

c.(46-48)Ggc>Agcp.G16S 0.978873 FALSE TRUE FALSE

c.(8332-8334)caA>caGp.Q2778Q 0.108108 TRUE TRUE FALSE

c.(316-318)gGa>gAap.G106E 0.414894 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.977778 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.084848 TRUE TRUE FALSE

c.(451-453)tcC>tcTp.S151S 0.053191 TRUE TRUE FALSE

c.(2254-2256)ggG>ggAp.G752G 0.52551 TRUE TRUE TRUE

c.(5380-5382)tcG>tcAp.S1794S 1 FALSE TRUE FALSE

c.(385-387)atG>atAp.M129I 0.504237 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.539568 TRUE TRUE TRUE

c.(7468-7470)aTa>aCap.I2490T 0.751724 FALSE TRUE TRUE

c.(6505-6507)gGa>gAap.G2169E 0.507812 FALSE TRUE TRUE

c.(739-741)aaC>aaAp.N247K 0.216216 FALSE TRUE TRUE

c.(88-90)gaC>gaTp.D30D 0.490566 FALSE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.452632 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.995305 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.424242 TRUE TRUE FALSE

c.(3916-3918)tAt>tGtp.Y1306C 0.5 FALSE TRUE TRUE

c.(2155-2157)cCg>cTgp.P719L 0.484536 FALSE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 1 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.928571 TRUE TRUE TRUE

c.(3808-3810)Cca>Tcap.P1270S 0.35 FALSE TRUE FALSE

c.(262-264)cGa>cAap.R88Q 0.070922 TRUE TRUE FALSE

c.(1543-1545)Tcc>Cccp.S515P 0.995633 FALSE TRUE FALSE

c.(523-525)cGt>cAtp.R175H 0.444444 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.53211 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.235772 TRUE TRUE TRUE

c.(11575-11577)cGc>cTcp.R3859L 0.758893 FALSE FALSE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.042079 TRUE TRUE FALSE

c.(778-780)Aat>Catp.N260H 0.052067 FALSE FALSE FALSE

c.(919-921)aCg>aTgp.T307M 0.350877 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(1141-1143)ctA>ctGp.L381L 0.228571 TRUE TRUE FALSE

c.(2401-2403)gaG>gaCp.E801D 0.265957 FALSE TRUE TRUE

c.(226-228)gcA>gcGp.A76A 0.067204 FALSE FALSE FALSE

c.(2161-2163)aAc>aGcp.N721S 0.178862 FALSE FALSE FALSE

c.(496-498)atG>atTp.M166I 0.416667 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.53 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.087161 TRUE TRUE FALSE



c.(2623-2625)Acg>Ccgp.T875P 0.482456 TRUE TRUE TRUE

c.(364-366)gcG>gcAp.A122A 0.5 FALSE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.49187 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.203252 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.130435 TRUE TRUE FALSE

c.(886-888)gCg>gTgp.A296V 0.205882 FALSE TRUE FALSE

c.(1930-1932)Aat>Catp.N644H 0.465116 TRUE TRUE TRUE

c.(6043-6045)Acc>Gccp.T2015A 0.092784 TRUE TRUE TRUE

c.(3949-3951)Gaa>Caap.E1317Q 0.525926 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.993127 TRUE TRUE TRUE

c.(5020-5022)cAt>cCtp.H1674P 0.220588 FALSE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.985366 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(8281-8283)caG>caAp.Q2761Q 0.162162 TRUE FALSE FALSE

c.(3169-3171)tcG>tcAp.S1057S 0.445283 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.387387 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.459649 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.440678 TRUE TRUE FALSE

c.(2329-2331)gtG>gtAp.V777V 0.496855 FALSE TRUE TRUE

c.(136-138)cAc>cCcp.H46P 0.350877 FALSE TRUE FALSE

c.(3880-3882)aaG>aaAp.K1294K 0.792857 TRUE TRUE TRUE

c.(2893-2895)agT>agCp.S965S 0.074436 TRUE TRUE FALSE

c.(1432-1434)acC>acTp.T478T 1 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.496552 TRUE TRUE TRUE

c.e7+1 0.650602 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.316742 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.98324 TRUE TRUE TRUE

c.(940-942)atT>atCp.I314I 0.987342 FALSE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(442-444)Gcc>Accp.A148T 0.994681 FALSE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.182609 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.996324 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.092377 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.285714 TRUE TRUE FALSE

c.(73-75)acG>acAp.T25T 0.556017 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.984925 TRUE TRUE TRUE

c.(4621-4623)gCg>gTgp.A1541V 0.392157 TRUE FALSE FALSE

c.(3874-3876)Ctc>Ttcp.L1292F 0.103448 FALSE FALSE FALSE

c.(262-264)tTt>tCtp.F88S 0.071086 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.230216 TRUE TRUE TRUE

c.(5734-5736)Caa>Aaap.Q1912K 0.065359 FALSE FALSE FALSE

c.(796-798)Cga>Tgap.R266* 0.032872 TRUE FALSE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.574074 TRUE TRUE TRUE

c.(139-141)gGa>gAap.G47E 0.302521 TRUE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.034722 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.154472 TRUE TRUE FALSE



c.(313-315)tGt>tTtp.C105F 0.448 FALSE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.162162 TRUE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.095238 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.119048 TRUE TRUE TRUE

c.(772-774)tTc>tCcp.F258S 0.464516 TRUE TRUE FALSE

c.(730-732)cGt>cAtp.R244H 0.466667 FALSE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.974359 TRUE TRUE FALSE

c.(7393-7395)tgC>tgTp.C2465C 0.479167 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.5 TRUE TRUE TRUE

c.(2389-2391)acG>acAp.T797T 0.3 TRUE TRUE TRUE

c.(574-576)atC>atTp.I192I 0.993007 FALSE FALSE FALSE

c.(3460-3462)cgG>cgCp.R1154R 0.211382 FALSE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.211111 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.495 TRUE TRUE TRUE

c.(11215-11217)gCg>gTgp.A3739V 0.514151 FALSE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.222222 TRUE TRUE TRUE

c.(1006-1008)aCg>aTgp.T336M 0.530303 FALSE TRUE FALSE

c.(895-897)gcT>gcAp.A299A 0.478548 FALSE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.987705 TRUE TRUE TRUE

c.(5026-5028)gCa>gTap.A1676V 0.09589 FALSE FALSE FALSE

c.(1228-1230)acG>acTp.T410T 0.748603 FALSE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.044665 FALSE FALSE FALSE

c.(823-825)ccA>ccGp.P275P 0.280488 TRUE TRUE TRUE

c.(5467-5469)gcC>gcTp.A1823A 0.232558 FALSE TRUE TRUE

c.(3820-3822)ccG>ccAp.P1274P 0.433333 FALSE TRUE TRUE

c.(43-45)Gtg>Atgp.V15M 0.191489 FALSE FALSE FALSE

c.(922-924)tCg>tTgp.S308L 0.647059 FALSE TRUE TRUE

c.(2338-2340)gaC>gaTp.D780D 0.446429 FALSE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.866667 TRUE TRUE TRUE

c.(1276-1278)caA>caGp.Q426Q 0.495283 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.459821 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.040278 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.8 TRUE TRUE FALSE

c.(1936-1938)gaC>gaTp.D646D 0.591837 FALSE TRUE FALSE

c.(2314-2316)Ttg>Ctgp.L772L 0.48249 FALSE TRUE FALSE

c.(1933-1935)acA>acGp.T645T 0.54902 FALSE FALSE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(3838-3840)gaC>gaTp.D1280D 0.166667 FALSE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.218182 TRUE TRUE TRUE

c.(1825-1827)Cat>Aatp.H609N 0.234146 FALSE TRUE FALSE

c.(1297-1299)atT>atCp.I433I 0.427746 TRUE TRUE TRUE

c.(1018-1020)cGt>cAtp.R340H 0.555556 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.973154 TRUE TRUE TRUE

c.(2008-2010)Ggg>Aggp.G670R 0.40404 FALSE TRUE FALSE

c.(157-159)agT>agCp.S53S 0.802469 TRUE TRUE TRUE

c.(5026-5028)Gca>Acap.A1676T 0.108108 FALSE TRUE FALSE



c.(532-534)Cat>Gatp.H178D 0.122078 FALSE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.734694 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.056701 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.318182 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.263158 TRUE TRUE FALSE

c.(175-177)acG>acAp.T59T 0.597701 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.992424 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.459459 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.96748 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.467742 TRUE TRUE TRUE

c.(268-270)Cac>Tacp.H90Y 1 FALSE TRUE FALSE

c.(754-756)aGg>aCgp.R252T 0.368421 FALSE TRUE FALSE

c.(907-909)gcA>gcGp.A303A 0.527875 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.997549 TRUE TRUE TRUE

c.(673-675)tcG>tcAp.S225S 0.565217 FALSE TRUE FALSE

c.(484-486)Tgt>Ggtp.C162G 0.528256 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.501099 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 1 TRUE TRUE TRUE

c.(298-300)cAa>cCap.Q100P 0.217391 TRUE FALSE FALSE

c.(4042-4044)acC>acAp.T1348T 0.644172 FALSE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.378076 TRUE TRUE TRUE

c.(3292-3294)gcT>gcCp.A1098A 0.334034 TRUE TRUE TRUE

c.(13687-13689)ccC>ccTp.P4563P 0.485915 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.154286 TRUE FALSE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.997449 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.528708 TRUE TRUE TRUE

c.(664-666)gCg>gTgp.A222V 0.426471 FALSE TRUE FALSE

c.(715-717)ccC>ccTp.P239P 0.701754 TRUE FALSE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.606838 TRUE TRUE TRUE

c.(106-108)Tct>Cctp.S36P 0.529412 TRUE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.402778 TRUE TRUE TRUE

c.(763-765)aAc>aGcp.N255S 0.6294 TRUE TRUE TRUE

c.(1342-1344)Atc>Gtcp.I448V 0.852941 TRUE TRUE TRUE

c.(805-807)Gtg>Ttgp.V269L 0.532468 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.102506 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.549451 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.893082 TRUE TRUE TRUE

c.(601-603)Cgc>Tgcp.R201C 0.477778 FALSE TRUE FALSE

c.(487-489)gcG>gcTp.A163A 0.539568 FALSE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.997717 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.6 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 1 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.52451 TRUE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.481818 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.65053 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.148472 FALSE TRUE TRUE



c.(2338-2340)Cat>Aatp.H780N 0.648829 TRUE TRUE TRUE

c.(1096-1098)Aca>Ccap.T366P 0.49467 FALSE FALSE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.854545 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.086614 FALSE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.485222 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.094444 TRUE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.5 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.339623 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.677632 TRUE TRUE TRUE

c.(5098-5100)tcC>tcTp.S1700S 0.457516 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 1 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.076923 FALSE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.121107 FALSE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.491429 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.488017 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.464539 TRUE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.857143 TRUE TRUE TRUE

c.(3367-3369)Cca>Tcap.P1123S 0.15748 FALSE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.37931 TRUE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 0.666667 TRUE TRUE FALSE

c.(1435-1437)ttC>ttTp.F479F 0.333333 FALSE TRUE TRUE

c.(7624-7626)cgC>cgGp.R2542R 0.511392 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.262899 TRUE TRUE FALSE

c.(5857-5859)cgA>cgGp.R1953R 0.516014 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.490566 TRUE TRUE FALSE

c.(4675-4677)Gtg>Atgp.V1559M 0.857909 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.866953 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.494898 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.692308 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.538462 TRUE TRUE TRUE

c.(271-273)Gtt>Attp.V91I 1 FALSE TRUE FALSE

c.(2914-2916)tCg>tTgp.S972L 0.576471 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.878378 TRUE TRUE TRUE

c.(859-861)cTc>cCcp.L287P 0.996454 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.36 TRUE TRUE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.447964 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.134375 TRUE TRUE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.44856 FALSE TRUE FALSE

c.(898-900)aCg>aTgp.T300M 1 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.776224 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(2638-2640)Gag>Aagp.E880K 0.487129 FALSE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.497992 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 1 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.134247 FALSE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.507163 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.862069 TRUE TRUE TRUE



c.(2119-2121)ggC>ggTp.G707G 0.518293 TRUE TRUE TRUE

c.(217-219)Ctt>Tttp.L73F 0.8 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.51548 TRUE TRUE FALSE

c.(724-726)ggC>ggTp.G242G 0.431373 FALSE FALSE FALSE

c.(6733-6735)Ggt>Agtp.G2245S 0.49711 FALSE FALSE TRUE

c.(1147-1149)Cgg>Tggp.R383W 0.477273 FALSE FALSE FALSE

c.(334-336)cGa>cAap.R112Q 0.041736 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.470588 TRUE TRUE TRUE

c.(688-690)taC>taTp.Y230Y 0.996454 TRUE TRUE TRUE

c.(643-645)gaT>gaCp.D215D 0.232376 FALSE FALSE TRUE

c.(8281-8283)caG>caAp.Q2761Q 0.103896 TRUE FALSE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.514599 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.989418 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.673941 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.5 TRUE TRUE FALSE

c.(805-807)Tgt>Cgtp.C269R 0.090361 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.487298 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.5 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.505855 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.641026 TRUE TRUE TRUE

c.(595-597)ctG>ctAp.L199L 0.5625 TRUE TRUE TRUE

c.(5068-5070)Aga>Cgap.R1690R 0.114754 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.634586 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.851648 TRUE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.226714 TRUE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.470588 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.478778 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.884477 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.096525 TRUE TRUE FALSE

c.(583-585)gaC>gaTp.D195D 0.513841 FALSE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.118893 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.994898 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.509934 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.46594 TRUE TRUE TRUE

c.(7498-7500)aCa>aTap.T2500I 0.510242 FALSE TRUE TRUE

c.(1693-1695)atT>atCp.I565I 0.361702 TRUE TRUE TRUE

c.(808-810)Cgc>Tgcp.R270C 0.85 TRUE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.515957 TRUE TRUE TRUE

c.(2602-2604)aCt>aGtp.T868S 0.513986 FALSE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.346883 TRUE TRUE TRUE

c.(1279-1281)atT>atCp.I427I 0.952381 FALSE TRUE FALSE

c.(2893-2895)agT>agCp.S965S 0.085566 TRUE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.861496 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.5 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.867704 TRUE TRUE TRUE

c.(235-237)ccT>ccAp.P79P 0.82449 TRUE TRUE TRUE



c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(760-762)cGg>cAgp.R254Q 0.311111 FALSE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.642058 TRUE TRUE TRUE

c.(883-885)Gtg>Atgp.V295M 0.157895 FALSE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.994845 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.997462 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.520958 TRUE TRUE FALSE

c.(3178-3180)Gta>Atap.V1060I 0.555556 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.189243 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.891892 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.871528 TRUE TRUE TRUE

c.(3514-3516)ttC>ttTp.F1172F 0.320833 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.468966 TRUE TRUE TRUE

c.(316-318)aaC>aaTp.N106N 1 FALSE FALSE FALSE

c.(5299-5301)Cac>Tacp.H1767Y 0.851211 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.636833 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 1 TRUE TRUE TRUE

c.(46-48)cAc>cGcp.H16R 0.958333 FALSE TRUE FALSE

c.(1837-1839)gcC>gcTp.A613A 0.5 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.46281 TRUE TRUE FALSE

c.(844-846)caG>caAp.Q282Q 0.498728 FALSE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.126866 TRUE TRUE FALSE

c.(4831-4833)cGc>cAcp.R1611H 0.281818 FALSE FALSE FALSE

c.(7945-7947)cGt>cAtp.R2649H 0.822086 TRUE TRUE TRUE

c.(1363-1365)atA>atGp.I455M 0.495935 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.51 TRUE TRUE FALSE

c.(127-129)aTg>aCgp.M43T 0.233333 FALSE TRUE TRUE

c.(1621-1623)gcC>gcTp.A541A 0.4375 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.975904 TRUE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.307179 TRUE TRUE TRUE

c.(610-612)Cgg>Tggp.R204W 0.279539 TRUE FALSE FALSE

c.(745-747)gcC>gcTp.A249A 0.106796 TRUE FALSE FALSE

c.(4849-4851)Gac>Aacp.D1617N 0.41844 FALSE FALSE FALSE

c.(1867-1869)gaG>gaAp.E623E 0.479339 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.408602 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.848708 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.480519 TRUE TRUE FALSE

c.(2152-2154)cgA>cgGp.R718R 0.846715 FALSE FALSE FALSE

c.(1423-1425)gtT>gtGp.V475V 1 FALSE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.449123 TRUE TRUE TRUE

c.(136-138)Tat>Catp.Y46H 0.047359 TRUE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.390651 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.823333 TRUE TRUE TRUE

c.(8551-8553)gGt>gAtp.G2851D 0.480216 FALSE FALSE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.479339 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.497065 TRUE TRUE TRUE

c.(7129-7131)aAg>aGgp.K2377R 0.475983 FALSE TRUE TRUE



c.(1033-1035)gaG>gaAp.E345E 1 FALSE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.508571 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.538071 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.545272 TRUE TRUE TRUE

c.(5203-5205)gTa>gGap.V1735G 0.10089 FALSE FALSE TRUE

c.(304-306)Ttg>Ctgp.L102L 1 TRUE TRUE TRUE

c.(4231-4233)gaA>gaGp.E1411E 0.535593 FALSE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 1 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.862974 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.865979 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.989247 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.475166 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(4138-4140)caA>caGp.Q1380Q 0.803774 FALSE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.419355 TRUE TRUE FALSE

c.(2743-2745)ggC>ggTp.G915G 0.472767 TRUE TRUE TRUE

c.(172-174)aTc>aCcp.I58T 0.54386 FALSE TRUE TRUE

c.(2575-2577)agC>agTp.S859S 0.407895 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.541262 TRUE TRUE TRUE

c.(685-687)tGg>tAgp.W229* 0.478908 FALSE FALSE FALSE

c.(4711-4713)acG>acTp.T1571T 0.625 FALSE TRUE FALSE

c.(997-999)aGc>aAcp.S333N 1 FALSE TRUE FALSE

c.(1231-1233)aGc>aAcp.S411N 0.383333 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.113821 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.476298 TRUE TRUE TRUE

c.(9682-9684)agG>agAp.R3228R 0.876033 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.877551 TRUE TRUE TRUE

c.(508-510)taC>taTp.Y170Y 0.4875 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.077889 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.403101 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.550296 TRUE TRUE TRUE

c.(1150-1152)cCt>cGtp.P384R 0.517647 FALSE FALSE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.515068 TRUE TRUE TRUE

c.(1120-1122)Ctg>Ttgp.L374L 0.571429 FALSE TRUE FALSE

c.(1993-1995)aCa>aTap.T665I 1 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.996078 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.509259 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.145833 TRUE TRUE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.985507 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.489297 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.272358 TRUE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 0.923077 TRUE TRUE FALSE

c.(487-489)Gac>Cacp.D163H 0.111111 TRUE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.441176 TRUE TRUE TRUE

c.(2494-2496)Cgg>Tggp.R832W 0.117925 FALSE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 1 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE



c.(514-516)Cat>Tatp.H172Y 0.118012 FALSE TRUE FALSE

c.(715-717)ccC>ccTp.P239P 0.197917 TRUE FALSE FALSE

c.(403-405)Aga>Tgap.R135* 0.043693 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.488599 TRUE TRUE TRUE

c.(1342-1344)Atc>Gtcp.I448V 0.133333 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.490463 FALSE TRUE FALSE

c.(559-561)gCt>gTtp.A187V 0.437995 FALSE FALSE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.051322 TRUE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.442708 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.326316 TRUE TRUE FALSE

c.(2605-2607)gtC>gtTp.V869V 0.322581 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.630769 TRUE TRUE TRUE

c.(583-585)Gga>Agap.G195R 0.466231 FALSE TRUE FALSE

c.(1516-1518)cgG>cgAp.R506R 0.21408 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.496732 TRUE TRUE TRUE

c.(1414-1416)Gca>Acap.A472T 0.542308 FALSE FALSE FALSE

c.(2143-2145)tcC>tcTp.S715S 0.46789 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.572954 TRUE TRUE TRUE

c.(6619-6621)caA>caGp.Q2207Q 0.4 FALSE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.455285 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.488889 TRUE TRUE FALSE

c.(2251-2253)agC>agTp.S751S 0.37037 FALSE TRUE TRUE

c.(7183-7185)acT>acCp.T2395T 0.487437 FALSE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.938424 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.505085 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.503759 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.084337 FALSE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.473684 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.525862 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.518248 TRUE TRUE TRUE

c.(1093-1095)Gcg>Acgp.A365T 0.88 FALSE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.137615 FALSE TRUE TRUE

c.(4786-4788)Gtt>Cttp.V1596L 0.346154 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.520295 TRUE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 1 FALSE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.5 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.559748 TRUE TRUE TRUE

c.(340-342)ggC>ggTp.G114G 0.87538 TRUE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 1 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.100694 TRUE TRUE FALSE

c.(1801-1803)gaT>gaCp.D601D 0.535503 FALSE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.56 TRUE TRUE FALSE

c.(1993-1995)atG>atAp.M665I 0.151899 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 1 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.6 TRUE TRUE TRUE

c.(7-9)gCc>gTcp.A3V 0.078125 FALSE TRUE FALSE



c.(1885-1887)acT>acAp.T629T 0.453608 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 0.974359 FALSE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 1 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.555556 TRUE TRUE FALSE

c.(1372-1374)Gca>Acap.A458T 1 FALSE TRUE FALSE

c.(2458-2460)aAg>aGgp.K820R 0.486111 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.49115 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.279412 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.159763 FALSE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.039146 TRUE TRUE FALSE

c.(670-672)Ata>Gtap.I224V 0.571429 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.485019 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.530945 TRUE TRUE TRUE

c.(1474-1476)cGt>cAtp.R492H 0.525926 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.851429 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.144033 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.457143 TRUE TRUE TRUE

c.(820-822)Cct>Tctp.P274S 0.830275 TRUE TRUE TRUE

c.(2242-2244)aaG>aaTp.K748N 0.170909 FALSE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.485246 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.990654 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.194915 TRUE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.421365 TRUE TRUE TRUE

c.(139-141)gCa>gGap.A47G 0.516556 FALSE FALSE FALSE

c.(205-207)caA>caGp.Q69Q 0.152542 TRUE TRUE FALSE

c.(1507-1509)gcA>gcGp.A503A 0.509434 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.996575 TRUE TRUE TRUE

c.(808-810)Cgc>Tgcp.R270C 0.096774 FALSE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.475806 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.5 TRUE TRUE TRUE

c.(2038-2040)ttA>ttGp.L680L 0.578125 FALSE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.050847 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.461538 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.935065 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.475285 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.840376 TRUE TRUE TRUE

c.(9304-9306)gAa>gGap.E3102G 0.826733 TRUE TRUE TRUE

c.(103-105)ttA>ttTp.L35F 0.107143 TRUE TRUE FALSE

c.(5626-5628)cGg>cAgp.R1876Q 0.912621 TRUE TRUE TRUE

c.(961-963)tgC>tgTp.C321C 0.12 FALSE TRUE FALSE

c.(1369-1371)gCa>gTap.A457V 0.829268 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.997191 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.125 FALSE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 1 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.042882 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.909605 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.91791 TRUE TRUE TRUE



c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1537-1539)tCa>tGap.S513* 0.034965 FALSE FALSE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.388889 TRUE TRUE FALSE

c.(1816-1818)cGg>cAgp.R606Q 0.666667 FALSE TRUE FALSE

c.(7-9)Gcc>Tccp.A3S 0.078125 FALSE TRUE FALSE

c.(7621-7623)gcC>gcTp.A2541A 0.560976 TRUE TRUE FALSE

c.(1414-1416)ggT>ggCp.G472G 0.489209 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.51567 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.902834 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.852071 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 0.964286 FALSE TRUE FALSE

c.(5665-5667)Acc>Gccp.T1889A 0.347222 TRUE TRUE FALSE

c.(2023-2025)Ata>Gtap.I675V 0.443966 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.501182 TRUE TRUE TRUE

c.(3055-3057)Ctc>Gtcp.L1019V 0.488889 FALSE TRUE TRUE

c.(2314-2316)Cat>Aatp.H772N 0.166667 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.502762 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.058824 FALSE TRUE FALSE

c.(922-924)tcG>tcAp.S308S 0.791667 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.530435 TRUE TRUE FALSE

c.(5053-5055)Gca>Tcap.A1685S 0.060317 TRUE FALSE TRUE

c.(1597-1599)caA>caGp.Q533Q 0.9 TRUE FALSE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.965909 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.471074 TRUE TRUE TRUE

c.(8533-8535)cGt>cAtp.R2845H 0.875556 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.193701 TRUE TRUE TRUE

c.(655-657)agC>agTp.S219S 1 FALSE FALSE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.483821 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.82243 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.841121 TRUE TRUE TRUE

c.(3277-3279)gaC>gaTp.D1093D 0.5 FALSE TRUE FALSE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(1363-1365)aTg>aCgp.M455T 0.473684 FALSE TRUE TRUE

c.(925-927)aGt>aAtp.S309N 0.273243 FALSE FALSE FALSE

c.(1156-1158)agA>agCp.R386S 1 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.462141 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.890688 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.4848 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.425 TRUE TRUE FALSE

c.(835-837)Gcc>Accp.A279T 0.436364 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.550976 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.119469 TRUE TRUE FALSE

c.(1657-1659)Cgg>Tggp.R553W 0.516035 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.448718 TRUE TRUE TRUE



c.(1342-1344)agC>agTp.S448S 0.436782 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.157534 TRUE TRUE FALSE

c.(1270-1272)gaC>gaTp.D424D 0.75 FALSE TRUE FALSE

c.(1507-1509)tcC>tcTp.S503S 0.495 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.473118 TRUE TRUE TRUE

c.(571-573)tCc>tAcp.S191Y 0.467391 FALSE TRUE FALSE

c.(394-396)taC>taGp.Y132* 0.70297 FALSE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.522642 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.864583 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.472622 TRUE TRUE TRUE

c.(4447-4449)gaC>gaTp.D1483D 0.443396 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.527972 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.833333 TRUE TRUE FALSE

c.(6514-6516)caC>caTp.H2172H 0.39726 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.501845 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.48731 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.496835 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.35 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.511111 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.861111 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.425 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 0.636364 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.422222 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.391753 TRUE TRUE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.471154 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.476684 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.49848 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.486842 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.137931 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.986547 TRUE TRUE TRUE

c.(2029-2031)ggC>ggTp.G677G 0.55814 FALSE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.863636 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.483412 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.521505 TRUE TRUE TRUE

c.(7009-7011)aCt>aAtp.T2337N 0.822115 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.083333 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.521978 TRUE TRUE TRUE

c.(1411-1413)aaG>aaAp.K471K 0.470588 TRUE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.51875 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.06278 TRUE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.53527 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.99359 TRUE TRUE FALSE

c.(2212-2214)aCg>aTgp.T738M 0.502392 FALSE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.322917 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.487239 TRUE TRUE TRUE



c.(358-360)gcC>gcTp.A120A 0.6 TRUE TRUE FALSE

c.(913-915)gaG>gaAp.E305E 1 FALSE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.489691 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.107692 FALSE TRUE TRUE

c.(976-978)taC>taTp.Y326Y 0.5 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.391608 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.545455 TRUE TRUE TRUE

c.(2929-2931)aGt>aCtp.S977T 0.12234 FALSE FALSE TRUE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.453333 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.741935 TRUE TRUE TRUE

c.(7-9)cAa>cTap.Q3L 0.952381 FALSE FALSE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.518817 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.209302 FALSE TRUE FALSE

c.(1576-1578)agC>agTp.S526S 0.457627 TRUE TRUE TRUE

c.(1117-1119)gtT>gtCp.V373V 0.222222 FALSE TRUE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.783784 FALSE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.6 TRUE TRUE FALSE

c.(4324-4326)ccT>ccAp.P1442P 0.554217 FALSE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(235-237)ccT>ccAp.P79P 0.564607 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.45 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.508929 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.519231 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.891892 TRUE TRUE TRUE

c.(100-102)tgG>tgAp.W34* 0.08 FALSE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.45977 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.080153 TRUE TRUE FALSE

c.(1171-1173)ccC>ccTp.P391P 1 TRUE TRUE TRUE

c.(697-699)acC>acTp.T233T 0.650943 FALSE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.304348 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.501718 TRUE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 0.49734 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.544828 TRUE TRUE TRUE

c.(823-825)cGa>cTap.R275L 0.448718 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.360656 TRUE FALSE FALSE

c.(7621-7623)gcC>gcTp.A2541A 0.533333 TRUE TRUE FALSE

c.(4504-4506)Agt>Ggtp.S1502G 0.488491 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.458763 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.527273 TRUE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.459574 TRUE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.447059 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.117021 FALSE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.459119 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.995652 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.479846 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.865979 TRUE TRUE TRUE



c.(6514-6516)caC>caTp.H2172H 0.201613 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.998168 TRUE TRUE TRUE

c.(1495-1497)Agg>Gggp.R499G 0.12963 FALSE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.206642 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.695055 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.511111 TRUE TRUE TRUE

c.(820-822)aCg>aTgp.T274M 0.448276 TRUE TRUE TRUE

c.(3139-3141)gAa>gGap.E1047G 0.50519 FALSE TRUE TRUE

c.(1084-1086)ggG>ggTp.G362G 0.714286 TRUE TRUE TRUE

c.(652-654)Atg>Gtgp.M218V 0.854839 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.444444 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.175573 TRUE TRUE FALSE

c.(9682-9684)agG>agAp.R3228R 0.444015 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.483607 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.539474 TRUE TRUE TRUE

c.(1993-1995)aCa>aTap.T665I 0.464286 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.745098 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.156944 TRUE TRUE FALSE

c.(76-78)aaG>aaAp.K26K 0.368421 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.995951 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.465625 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.484594 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.533113 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.506849 TRUE TRUE FALSE

c.(835-837)ggC>ggTp.G279G 0.130045 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.985612 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.487365 TRUE TRUE TRUE

c.(1786-1788)caG>caCp.Q596H 0.490909 TRUE TRUE TRUE

c.(4675-4677)Gtg>Atgp.V1559M 0.425455 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.4801 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.610236 FALSE TRUE FALSE

c.(6247-6249)Aga>Cgap.R2083R 0.149254 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.174312 TRUE TRUE TRUE

c.(1564-1566)gaG>gaCp.E522D 0.11236 FALSE FALSE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.42963 TRUE TRUE FALSE

c.(2758-2760)tcT>tcCp.S920S 0.422131 TRUE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.64497 TRUE TRUE TRUE

c.(2557-2559)aAc>aGcp.N853S 0.39375 FALSE FALSE FALSE

c.(166-168)caA>caGp.Q56Q 0.473469 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.462025 TRUE TRUE TRUE

c.(1861-1863)cGa>cAap.R621Q 0.503906 FALSE TRUE TRUE

c.(82-84)aTa>aCap.I28T 0.947368 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.501818 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.918367 TRUE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.472313 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.908397 TRUE TRUE FALSE

c.(3547-3549)ggC>ggTp.G1183G 0.684397 FALSE FALSE FALSE



c.(3322-3324)ccG>ccAp.P1108P 0.333333 TRUE TRUE FALSE

c.(682-684)cAg>cCgp.Q228P 0.084746 FALSE TRUE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.691589 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.412371 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.479853 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.979167 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.52 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.39749 TRUE TRUE FALSE

c.(2254-2256)ggG>ggAp.G752G 0.976636 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.469136 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.507853 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.978261 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.498233 TRUE TRUE TRUE

c.(1423-1425)Gca>Acap.A475T 1 FALSE TRUE FALSE

c.(1375-1377)Ttc>Ctcp.F459L 1 FALSE TRUE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.075 TRUE TRUE FALSE

c.(2176-2178)aCg>aAgp.T726K 1 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.516393 TRUE TRUE TRUE

c.(736-738)Ggc>Agcp.G246S 0.309859 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.993333 TRUE TRUE FALSE

c.(1018-1020)Gcc>Tccp.A340S 0.504132 FALSE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.486891 TRUE TRUE TRUE

c.(850-852)ccG>ccAp.P284P 0.509804 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.164751 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.983607 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.109215 TRUE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.862385 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.486874 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.079417 TRUE TRUE FALSE

c.(640-642)atT>atCp.I214I 1 FALSE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.426426 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.525641 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.454082 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(1141-1143)ctA>ctGp.L381L 0.680851 TRUE TRUE FALSE

c.(8152-8154)Att>Gttp.I2718V 0.479487 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.994366 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.90678 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.107087 TRUE TRUE FALSE

c.(106-108)ccG>ccAp.P36P 0.333333 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.498728 TRUE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.459375 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.678019 TRUE TRUE TRUE

c.(649-651)cGg>cAgp.R217Q 0.433962 FALSE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.506667 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.18894 TRUE TRUE FALSE

c.(12541-12543)tgC>tgTp.C4181C 0.554217 FALSE FALSE FALSE



c.(1261-1263)caG>caAp.Q421Q 0.356164 TRUE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.27957 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.454545 TRUE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 0.496154 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.073413 TRUE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.987805 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.53125 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.439024 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.461224 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.497076 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.523297 TRUE TRUE TRUE

c.(1051-1053)ggT>ggCp.G351G 0.863636 FALSE TRUE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.444898 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.050691 FALSE TRUE FALSE

c.(6421-6423)Ctg>Ttgp.L2141L 0.475248 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(13192-13194)caA>caGp.Q4398Q 0.479167 TRUE TRUE TRUE

c.(520-522)Ggc>Tgcp.G174C 0.75 FALSE FALSE FALSE

c.(391-393)gCg>gTgp.A131V 0.516129 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.988848 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.115099 TRUE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.54 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.16129 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.59375 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.530435 TRUE TRUE TRUE

c.(610-612)Cgg>Tggp.R204W 0.447248 TRUE FALSE FALSE

c.(8320-8322)tgC>tgTp.C2774C 0.439216 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.466077 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.455253 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.467213 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.843972 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.994382 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.06993 TRUE TRUE FALSE

c.(1891-1893)Atc>Ctcp.I631L 0.395639 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.7 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.714286 TRUE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.475728 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.524528 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.845455 TRUE TRUE TRUE

c.(2143-2145)tcC>tcTp.S715S 0.510949 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.545455 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.47619 TRUE TRUE TRUE

c.(10-12)Gcc>Accp.A4T 0.5 FALSE FALSE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.555556 TRUE TRUE FALSE



c.(1222-1224)cgC>cgTp.R408R 0.526316 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.476562 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.489177 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.25 TRUE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.483444 TRUE TRUE TRUE

c.(235-237)Att>Gttp.I79V 0.230769 FALSE TRUE TRUE

c.(271-273)cGc>cAcp.R91H 0.273859 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.448 TRUE TRUE TRUE

c.(1282-1284)Ggt>Agtp.G428S 0.480836 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.789916 TRUE TRUE TRUE

c.(823-825)ccA>ccGp.P275P 0.275362 TRUE TRUE TRUE

c.(6805-6807)Cga>Tgap.R2269* 0.149533 FALSE FALSE FALSE

c.(2890-2892)caT>caCp.H964H 0.5 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.873239 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.527919 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.063636 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.492806 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(3460-3462)Cca>Tcap.P1154S 0.495763 FALSE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.3125 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.52551 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.468927 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.996183 TRUE TRUE TRUE

c.e7+2 0.676923 FALSE FALSE FALSE

c.(8710-8712)cAg>cGgp.Q2904R 0.481328 TRUE TRUE TRUE

c.(79-81)Cgt>Tgtp.R27C 0.525994 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.627907 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.981343 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.083333 TRUE TRUE FALSE

c.e2-1 0.276596 FALSE FALSE FALSE

c.(334-336)cGa>cAap.R112Q 0.049057 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.671772 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.992647 TRUE TRUE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.452915 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.691429 TRUE TRUE TRUE

c.(10258-10260)agA>agGp.R3420R 0.474026 FALSE TRUE TRUE

c.(715-717)gGc>gAcp.G239D 0.058824 FALSE FALSE FALSE

c.(85-87)Ctg>Ttgp.L29L 0.392857 FALSE FALSE FALSE

c.(958-960)Cag>Tagp.Q320* 0.569892 FALSE FALSE FALSE

c.(1969-1971)cAt>cGtp.H657R 0.390164 FALSE FALSE FALSE

c.(1063-1065)aCa>aTap.T355I 0.4 TRUE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.466667 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.705882 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.826087 TRUE TRUE TRUE

c.(2056-2058)tcA>tcCp.S686S 0.222222 FALSE FALSE FALSE

c.(718-720)aGc>aTcp.S240I 0.363636 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.27451 TRUE TRUE FALSE



c.(2161-2163)aCg>aTgp.T721M 0.714286 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.8 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.545455 TRUE TRUE TRUE

c.(2269-2271)cgG>cgAp.R757R 0.529412 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.681818 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.234375 FALSE FALSE FALSE

c.(6193-6195)atT>atCp.I2065I 0.434783 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.533333 TRUE TRUE TRUE

c.(2614-2616)gCa>gTap.A872V 0.257143 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.84 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.11811 FALSE FALSE FALSE

c.(6499-6501)Cgt>Tgtp.R2167C 0.25 TRUE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.333333 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.478261 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.52 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.5 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.4 TRUE TRUE TRUE

c.(472-474)Aca>Gcap.T158A 0.982456 FALSE TRUE FALSE

c.(2206-2208)aaC>aaTp.N736N 0.361111 TRUE TRUE TRUE

c.(271-273)Gtt>Attp.V91I 1 FALSE TRUE FALSE

c.(76-78)tTc>tCcp.F26S 0.238095 FALSE FALSE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.392857 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.481481 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.5 TRUE TRUE FALSE

c.(1144-1146)ttT>ttGp.F382L 0.125 FALSE FALSE FALSE

c.(226-228)gcA>gcGp.A76A 0.165644 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.5 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.5 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.461538 TRUE TRUE TRUE

c.(5083-5085)aCa>aTap.T1695I 0.318182 TRUE TRUE TRUE

c.(385-387)atA>atGp.I129M 0.974359 FALSE TRUE FALSE

c.(1132-1134)aGt>aAtp.S378N 0.145631 TRUE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.363636 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.676056 FALSE TRUE FALSE

c.(1447-1449)gCg>gGgp.A483G 0.142857 FALSE FALSE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.75 TRUE TRUE TRUE

c.(1786-1788)caG>caCp.Q596H 0.714286 TRUE TRUE TRUE

c.(340-342)ggC>ggTp.G114G 0.714286 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.444444 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.333333 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.88 TRUE TRUE TRUE

c.(823-825)Aga>Cgap.R275R 0.444444 TRUE TRUE TRUE

c.(1756-1758)gcA>gcGp.A586A 0.074627 FALSE FALSE FALSE

c.(1885-1887)acT>acAp.T629T 0.7 TRUE TRUE TRUE

c.(664-666)gTg>gCgp.V222A 0.093023 FALSE FALSE FALSE

c.(1930-1932)Aat>Catp.N644H 0.923077 TRUE TRUE TRUE

c.(850-852)gaC>gaTp.D284D 0.210526 FALSE TRUE TRUE



c.(1846-1848)acG>acAp.T616T 0.973684 TRUE TRUE TRUE

c.(1099-1101)atT>atGp.I367M 0.090909 TRUE FALSE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.388889 TRUE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.48 TRUE TRUE TRUE

c.(349-351)Gtg>Atgp.V117M 0.363636 FALSE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 0.621622 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.447368 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.363636 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.266667 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.488372 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.333333 TRUE TRUE FALSE

c.(1675-1677)ttA>ttCp.L559F 0.1 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.172775 FALSE FALSE FALSE

c.(1522-1524)caT>caCp.H508H 0.518519 TRUE TRUE TRUE

c.(1120-1122)cTg>cCgp.L374P 0.090909 FALSE FALSE FALSE

c.(3949-3951)caT>caCp.H1317H 0.235294 TRUE TRUE TRUE

c.(82-84)ttT>ttCp.F28F 1 FALSE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.384615 TRUE TRUE TRUE

c.(1342-1344)caA>caGp.Q448Q 0.611111 FALSE TRUE TRUE

c.(2731-2733)gcG>gcAp.A911A 0.5 FALSE TRUE TRUE

c.(643-645)cAa>cGap.Q215R 0.411765 FALSE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.235294 TRUE TRUE TRUE

c.(955-957)gaG>gaAp.E319E 0.055118 FALSE FALSE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.481481 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.785714 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.947368 TRUE TRUE TRUE

c.(412-414)Tac>Gacp.Y138D 0.133333 FALSE FALSE FALSE

c.(5068-5070)Aga>Cgap.R1690R 0.166667 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.472222 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.291667 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.36 TRUE TRUE TRUE

c.(5941-5943)Tca>Acap.S1981T 0.5 FALSE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.625 TRUE TRUE TRUE

c.(2419-2421)Cct>Tctp.P807S 0.466667 FALSE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.333333 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.434783 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.478261 TRUE TRUE TRUE

c.(790-792)Act>Cctp.T264P 0.036111 FALSE FALSE FALSE

c.(1279-1281)atT>atCp.I427I 0.977528 FALSE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.363636 TRUE TRUE TRUE

c.(1885-1887)agA>agGp.R629R 0.07767 FALSE FALSE FALSE

c.(169-171)Gca>Acap.A57T 0.112426 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.263158 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 1 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.590909 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.875 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.222222 TRUE TRUE TRUE



c.(1189-1191)aCt>aTtp.T397I 0.333333 TRUE TRUE TRUE

c.(2314-2316)Cat>Aatp.H772N 0.235294 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.666667 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.4375 TRUE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.266667 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.180488 FALSE FALSE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.888889 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.081481 FALSE FALSE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.131313 TRUE TRUE FALSE

c.(5692-5694)acC>acTp.T1898T 0.384615 FALSE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.458333 TRUE TRUE TRUE

c.(46-48)cAc>cGcp.H16R 1 FALSE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.533333 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.310345 TRUE TRUE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.114286 TRUE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.5 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.552632 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.458333 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.3125 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.333333 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.62069 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.4 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.555556 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.615385 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.5625 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.363636 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.470588 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.25 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.428571 TRUE TRUE FALSE

c.(3220-3222)Gta>Atap.V1074I 0.122807 FALSE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(5026-5028)Gca>Acap.A1676T 0.181818 FALSE TRUE FALSE

c.(1780-1782)gcC>gcTp.A594A 0.421053 FALSE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.184358 FALSE FALSE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.371429 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.857143 TRUE TRUE TRUE

c.(460-462)aAc>aGcp.N154S 1 FALSE TRUE FALSE

c.(2062-2064)Aac>Gacp.N688D 0.9 TRUE TRUE TRUE

c.(12652-12654)gAc>gGcp.D4218G 0.368421 FALSE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.44 TRUE TRUE TRUE

c.(148-150)cTt>cCtp.L50P 0.074866 TRUE TRUE FALSE

c.(4330-4332)Gcc>Accp.A1444T 0.34375 FALSE FALSE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.555556 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.37037 TRUE TRUE FALSE

c.(1825-1827)ccA>ccGp.P609P 0.4375 TRUE TRUE TRUE

c.(1141-1143)tGt>tAtp.C381Y 0.4 FALSE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.5 TRUE TRUE TRUE



c.(4069-4071)Ctt>Attp.L1357I 0.53125 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.531915 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.588235 TRUE TRUE TRUE

c.(1609-1611)atA>atGp.I537M 0.333333 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.28 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.490566 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(1135-1137)tgG>tgAp.W379* 1 FALSE TRUE FALSE

c.(1732-1734)Agt>Ggtp.S578G 0.084444 FALSE FALSE FALSE

c.(1063-1065)aCa>aTap.T355I 0.428571 TRUE TRUE TRUE

c.(1492-1494)caA>caGp.Q498Q 0.363636 FALSE TRUE FALSE

c.(79-81)cTc>cCcp.L27P 0.222222 FALSE FALSE FALSE

c.(5575-5577)Att>Gttp.I1859V 0.704545 FALSE FALSE FALSE

c.(13045-13047)acG>acAp.T4349T 0.408163 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.8 TRUE TRUE FALSE

c.(3325-3327)tCa>tTap.S1109L 0.7 TRUE TRUE TRUE

c.(844-846)Gtt>Attp.V282I 0.135135 FALSE TRUE TRUE

c.(409-411)Caa>Aaap.Q137K 0.031339 TRUE FALSE FALSE

c.(3904-3906)cCa>cTap.P1302L 0.07 FALSE FALSE FALSE

c.(2791-2793)ccA>ccGp.P931P 0.068182 FALSE FALSE FALSE

c.(6193-6195)atT>atCp.I2065I 0.577778 TRUE TRUE TRUE

c.(868-870)taC>taTp.Y290Y 0.070588 FALSE TRUE FALSE

c.(3064-3066)aTg>aCgp.M1022T 0.074627 FALSE FALSE FALSE

c.(778-780)Aat>Catp.N260H 0.149752 FALSE FALSE FALSE

c.(556-558)gaG>gaAp.E186E 0.411765 TRUE TRUE TRUE

c.(1579-1581)ctG>ctTp.L527L 0.130952 FALSE FALSE FALSE

c.(76-78)tTc>tCcp.F26S 0.240741 FALSE FALSE FALSE

c.(5014-5016)aaC>aaTp.N1672N 0.833333 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.188571 FALSE FALSE FALSE

c.(5542-5544)acG>acAp.T1848T 0.557377 TRUE TRUE TRUE

c.(4813-4815)gtG>gtTp.V1605V 0.564103 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.181818 TRUE TRUE FALSE

c.(6247-6249)Aga>Cgap.R2083R 0.416667 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.5 TRUE TRUE FALSE

c.(1144-1146)ttT>ttGp.F382L 0.096552 FALSE FALSE FALSE

c.e33-1 0.089286 FALSE FALSE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.134078 TRUE TRUE FALSE

c.(8152-8154)Att>Gttp.I2718V 0.772727 TRUE TRUE TRUE

c.(898-900)ttA>ttTp.L300F 0.08 FALSE FALSE FALSE

c.(226-228)gcA>gcGp.A76A 0.199377 FALSE FALSE FALSE

c.(1390-1392)Atg>Gtgp.M464V 0.090909 FALSE FALSE FALSE

c.(4951-4953)acT>acCp.T1651T 0.240741 TRUE TRUE FALSE

c.(496-498)atG>atTp.M166I 0.470588 TRUE TRUE TRUE

c.(1324-1326)tcA>tcCp.S442S 0.5 FALSE TRUE TRUE

c.(1399-1401)Aag>Gagp.K467E 0.14 FALSE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.833333 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.358209 TRUE TRUE TRUE



c.(1132-1134)aGt>aAtp.S378N 0.09697 TRUE TRUE FALSE

c.(2002-2004)tcA>tcGp.S668S 0.65 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.963415 TRUE TRUE TRUE

c.(6607-6609)gcG>gcAp.A2203A 0.159091 FALSE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.857143 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.252525 FALSE TRUE FALSE

c.(31-33)Tct>Cctp.S11P 0.192308 FALSE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.545455 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.424242 TRUE TRUE TRUE

c.(1102-1104)Aca>Gcap.T368A 0.08 FALSE FALSE FALSE

c.(901-903)Cag>Gagp.Q301E 0.666667 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(1582-1584)Gtg>Atgp.V528M 0.571429 FALSE TRUE TRUE

c.(2863-2865)tcC>tcTp.S955S 0.222222 FALSE FALSE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.891892 TRUE TRUE TRUE

c.(1756-1758)gcA>gcGp.A586A 0.066176 FALSE FALSE FALSE

c.(2173-2175)Agt>Ggtp.S725G 0.073171 FALSE TRUE TRUE

c.(4825-4827)gTt>gCtp.V1609A 0.087912 FALSE FALSE FALSE

c.(3184-3186)caG>caAp.Q1062Q 0.113208 FALSE FALSE FALSE

c.(1099-1101)atT>atGp.I367M 0.162162 TRUE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.5 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.6 TRUE TRUE TRUE

c.(6472-6474)Cgc>Agcp.R2158S 0.230769 FALSE FALSE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.692308 TRUE TRUE TRUE

c.(5926-5928)Acc>Gccp.T1976A 0.3125 FALSE FALSE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.560976 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.6 TRUE TRUE TRUE

c.(1675-1677)ttA>ttCp.L559F 0.074074 FALSE FALSE FALSE

c.(1633-1635)Atg>Gtgp.M545V 0.092105 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.187166 FALSE FALSE FALSE

c.(835-837)caG>caAp.Q279Q 0.833333 TRUE TRUE FALSE

c.(3514-3516)ttC>ttTp.F1172F 0.882353 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.5 TRUE TRUE TRUE

c.(214-216)Aaa>Gaap.K72E 0.075949 FALSE FALSE FALSE

c.(172-174)caG>caAp.Q58Q 0.710526 TRUE TRUE TRUE

c.(3088-3090)tCa>tTap.S1030L 0.064516 FALSE FALSE FALSE

c.(5278-5280)gcG>gcAp.A1760A 0.395349 TRUE TRUE TRUE

c.(1507-1509)gcA>gcGp.A503A 0.543478 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.487805 TRUE TRUE TRUE

c.(5983-5985)gaG>gaAp.E1995E 0.6875 FALSE TRUE TRUE

c.(6892-6894)gAt>gTtp.D2298V 0.183673 FALSE FALSE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.5 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.421053 TRUE TRUE TRUE

c.(7861-7863)tcT>tcAp.S2621S 0.507246 FALSE FALSE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.568966 TRUE TRUE TRUE

c.(292-294)Aat>Catp.N98H 0.07 FALSE FALSE FALSE

c.(730-732)cGt>cAtp.R244H 0.210526 FALSE TRUE FALSE



c.(1120-1122)cTg>cCgp.L374P 0.064516 FALSE FALSE FALSE

c.(1867-1869)tGt>tAtp.C623Y 0.484848 TRUE TRUE TRUE

c.(97-99)caA>caGp.Q33Q 0.666667 FALSE FALSE FALSE

c.(109-111)atG>atAp.M37I 1 FALSE TRUE FALSE

c.(3550-3552)aTg>aAgp.M1184K 0.084507 FALSE FALSE FALSE

c.(1414-1416)aaC>aaTp.N472N 0.090909 FALSE TRUE FALSE

c.(1429-1431)gAc>gGcp.D477G 0.114943 FALSE FALSE FALSE

c.(3262-3264)gaA>gaGp.E1088E 0.095238 FALSE FALSE FALSE

c.(46-48)aaG>aaAp.K16K 0.4 TRUE TRUE FALSE

c.(493-495)gaC>gaTp.D165D 0.954545 TRUE TRUE FALSE

c.(3544-3546)aCc>aTcp.T1182I 0.86 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.3 TRUE TRUE TRUE

c.(169-171)Gca>Acap.A57T 0.125364 FALSE FALSE FALSE

c.(4-6)Acc>Gccp.T2A 0.982759 FALSE TRUE FALSE

c.(2791-2793)cCa>cTap.P931L 0.067416 FALSE FALSE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.305085 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.425 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(682-684)cAg>cCgp.Q228P 0.294118 TRUE TRUE FALSE

c.(1666-1668)tcA>tcCp.S556S 0.073446 FALSE FALSE FALSE

c.(4180-4182)cGg>cAgp.R1394Q 0.45283 FALSE FALSE TRUE

c.(379-381)Gct>Actp.A127T 0.135135 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.727273 TRUE TRUE TRUE

c.(1762-1764)Aaa>Caap.K588Q 0.064286 FALSE FALSE FALSE

c.(634-636)aaC>aaTp.N212N 0.258065 FALSE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.237624 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.24356 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.091324 FALSE FALSE FALSE

c.(2080-2082)cAc>cTcp.H694L 0.6 FALSE FALSE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.104575 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.655172 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.732143 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.75 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.276596 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.048267 TRUE TRUE FALSE

c.(3952-3954)Gca>Ccap.A1318P 0.313725 FALSE FALSE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.44 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.585366 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 1 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.615385 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.217391 TRUE TRUE FALSE

c.(769-771)Atc>Gtcp.I257V 0.987805 FALSE TRUE FALSE

c.(8524-8526)taT>taCp.Y2842Y 0.318182 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.574468 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.309735 TRUE TRUE TRUE

c.(1531-1533)Gaa>Aaap.E511K 0.07483 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.195122 TRUE TRUE FALSE



c.(277-279)ctC>ctGp.L93L 0.657895 TRUE TRUE TRUE

c.(1525-1527)Gtg>Atgp.V509M 0.5 FALSE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.8 TRUE TRUE FALSE

c.(1666-1668)Gtc>Atcp.V556I 0.6 FALSE TRUE FALSE

c.(85-87)ccA>ccGp.P29P 0.235849 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.354839 TRUE TRUE TRUE

c.(5284-5286)ggA>ggGp.G1762G 0.128205 FALSE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.609756 TRUE TRUE TRUE

c.(1528-1530)tTt>tGtp.F510C 0.08 FALSE FALSE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.25 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.607143 TRUE TRUE TRUE

c.(4792-4794)Act>Gctp.T1598A 0.096154 FALSE FALSE FALSE

c.(625-627)caT>caCp.H209H 0.137931 FALSE FALSE FALSE

c.(2866-2868)Agc>Ggcp.S956G 0.222222 FALSE FALSE FALSE

c.(1108-1110)taT>taCp.Y370Y 0.387097 TRUE TRUE TRUE

c.(2224-2226)gtC>gtGp.V742V 0.5 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(6742-6744)ccG>ccAp.P2248P 0.722222 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.942857 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.190476 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.081081 FALSE TRUE TRUE

c.(577-579)aaG>aaTp.K193N 0.25 FALSE FALSE FALSE

c.(433-435)Act>Cctp.T145P 0.603015 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.888889 TRUE TRUE TRUE

c.(1732-1734)Agt>Ggtp.S578G 0.134021 FALSE FALSE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.415385 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.185567 FALSE FALSE FALSE

c.(13045-13047)acG>acAp.T4349T 0.974359 TRUE TRUE TRUE

c.(916-918)Tcc>Cccp.S306P 0.111842 FALSE FALSE FALSE

c.(523-525)agC>agTp.S175S 0.25 TRUE TRUE TRUE

c.(2005-2007)Ata>Gtap.I669V 0.428571 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.405405 TRUE TRUE TRUE

c.(244-246)Gct>Actp.A82T 0.352941 FALSE FALSE FALSE

c.(2971-2973)Aac>Gacp.N991D 0.446809 TRUE TRUE TRUE

c.(385-387)atG>atAp.M129I 0.454545 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.666667 TRUE TRUE TRUE

c.(2494-2496)Cgg>Tggp.R832W 0.702703 TRUE TRUE TRUE

c.(394-396)Gcc>Accp.A132T 0.1 FALSE FALSE FALSE

c.(2200-2202)gaA>gaGp.E734E 0.6 FALSE FALSE FALSE

c.(3118-3120)cGg>cAgp.R1040Q 0.527778 FALSE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.448276 TRUE TRUE TRUE

c.(2155-2157)aTc>aCcp.I719T 0.142857 FALSE FALSE FALSE

c.(280-282)ctG>ctCp.L94L 0.444444 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.113095 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.5 TRUE TRUE TRUE

c.(535-537)Tta>Ctap.L179L 1 FALSE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.431818 TRUE TRUE TRUE



c.(307-309)Tat>Catp.Y103H 0.054852 FALSE FALSE FALSE

c.(778-780)Aat>Catp.N260H 0.15198 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.614035 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.388889 TRUE TRUE TRUE

c.(7063-7065)aCt>aGtp.T2355S 0.08046 FALSE FALSE FALSE

c.(2113-2115)acA>acGp.T705T 0.451613 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.526316 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.6 TRUE TRUE TRUE

c.(1993-1995)gaA>gaGp.E665E 0.145161 FALSE FALSE FALSE

c.(85-87)Gat>Aatp.D29N 0.575 FALSE TRUE FALSE

c.(76-78)tTc>tCcp.F26S 0.183673 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 0.653846 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.8 TRUE TRUE FALSE

c.e33-1 0.113636 FALSE FALSE FALSE

c.(1933-1935)Gtg>Atgp.V645M 0.409326 FALSE TRUE FALSE

c.(8152-8154)Att>Gttp.I2718V 0.4 TRUE TRUE TRUE

c.(226-228)gcA>gcGp.A76A 0.166078 FALSE FALSE FALSE

c.(208-210)Gct>Actp.A70T 0.857143 FALSE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.395833 TRUE TRUE TRUE

c.(430-432)tTa>tGap.L144* 0.095745 FALSE FALSE FALSE

c.(187-189)ccA>ccGp.P63P 0.5 FALSE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.28 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.55 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.455882 TRUE TRUE TRUE

c.(1132-1134)aGt>aAtp.S378N 0.175676 FALSE TRUE FALSE

c.(2002-2004)tcA>tcGp.S668S 0.434783 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.236364 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.411765 TRUE TRUE TRUE

c.(826-828)gtC>gtTp.V276V 0.166667 FALSE FALSE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.933333 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.962264 TRUE TRUE TRUE

c.(340-342)ggC>ggTp.G114G 0.472222 TRUE TRUE TRUE

c.(1168-1170)Aag>Gagp.K390E 0.071429 FALSE FALSE FALSE

c.(622-624)tCt>tGtp.S208C 0.486486 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.28 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.082759 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.909091 TRUE TRUE FALSE

c.(1756-1758)gcA>gcGp.A586A 0.095041 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.113909 FALSE FALSE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.416667 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.380952 TRUE TRUE TRUE

c.(1099-1101)atT>atGp.I367M 0.081481 TRUE FALSE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.078947 TRUE TRUE FALSE

c.(907-909)aaG>aaAp.K303K 0.509804 TRUE TRUE TRUE

c.(1948-1950)Cgg>Tggp.R650W 0.04878 FALSE FALSE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.333333 FALSE TRUE FALSE

c.(2887-2889)gGg>gAgp.G963E 0.6 TRUE TRUE TRUE



c.(715-717)Cat>Gatp.H239D 0.101266 FALSE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.5 TRUE TRUE TRUE

c.(2959-2961)atC>atTp.I987I 0.5625 FALSE FALSE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.535714 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.39759 TRUE TRUE TRUE

c.(1753-1755)gaG>gaAp.E585E 0.75 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.571429 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.5 TRUE TRUE TRUE

c.(1849-1851)Att>Gttp.I617V 0.470588 TRUE TRUE TRUE

c.(595-597)ctG>ctAp.L199L 0.994169 FALSE TRUE FALSE

c.(136-138)gaC>gaTp.D46D 0.3 TRUE TRUE FALSE

c.(2197-2199)Cgg>Aggp.R733R 0.6 FALSE FALSE FALSE

c.e4-1 0.162162 FALSE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.575758 TRUE TRUE TRUE

c.(1675-1677)ttA>ttCp.L559F 0.1 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.122581 FALSE FALSE FALSE

c.(283-285)caA>caGp.Q95Q 0.082353 TRUE TRUE FALSE

c.(91-93)gTa>gCap.V31A 0.996552 FALSE TRUE FALSE

c.(1120-1122)cTg>cCgp.L374P 0.131034 FALSE FALSE FALSE

c.(202-204)Tgc>Cgcp.C68R 0.272727 FALSE FALSE FALSE

c.(3037-3039)tgC>tgTp.C1013C 0.611111 FALSE FALSE FALSE

c.(103-105)agC>agTp.S35S 0.996429 FALSE TRUE FALSE

c.(1429-1431)cGg>cAgp.R477Q 0.181818 TRUE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.545455 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.459459 TRUE TRUE TRUE

c.(643-645)tTg>tGgp.L215W 0.071895 FALSE FALSE FALSE

c.e1+2 0.093567 FALSE FALSE FALSE

c.(2320-2322)Ctg>Ttgp.L774L 0.615385 FALSE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.542857 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 1 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.481481 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.394737 TRUE TRUE TRUE

c.(292-294)Aat>Catp.N98H 0.083333 FALSE FALSE FALSE

c.(5551-5553)agC>agTp.S1851S 0.5 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.52381 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.363636 TRUE TRUE FALSE

c.(1138-1140)Gcc>Accp.A380T 0.995851 FALSE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.28125 TRUE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.411765 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.45 TRUE TRUE TRUE

c.(1300-1302)Gaa>Aaap.E434K 0.489796 TRUE TRUE TRUE

c.(2227-2229)caT>caCp.H743H 0.477273 TRUE TRUE TRUE

c.e4+2 0.1 FALSE FALSE FALSE

c.(3988-3990)Ttg>Atgp.L1330M 0.461538 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.521739 TRUE TRUE TRUE

c.(616-618)aaG>aaAp.K206K 0.075 FALSE FALSE FALSE



c.(6907-6909)ctG>ctAp.L2303L 0.777778 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.488372 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.333333 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(169-171)Gca>Acap.A57T 0.122677 FALSE FALSE FALSE

c.(316-318)aGg>aCgp.R106T 0.127119 FALSE FALSE TRUE

c.(865-867)Aat>Catp.N289H 0.351351 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.166667 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.433962 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.310345 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.869565 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.833333 TRUE TRUE TRUE

c.(4330-4332)Gcc>Accp.A1444T 0.290323 FALSE FALSE FALSE

c.(307-309)gtG>gtAp.V103V 0.997167 FALSE TRUE FALSE

c.(685-687)aCa>aTap.T229I 1 FALSE TRUE FALSE

c.(508-510)taC>taTp.Y170Y 0.56 TRUE TRUE TRUE

c.(304-306)gaA>gaGp.E102E 0.996154 FALSE TRUE FALSE

c.(1666-1668)tcA>tcCp.S556S 0.077465 FALSE FALSE FALSE

c.(379-381)Gct>Actp.A127T 0.138889 TRUE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.8 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.526316 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.588235 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.603774 TRUE TRUE TRUE

c.(2755-2757)gaT>gaCp.D919D 0.073171 FALSE FALSE FALSE

c.(58-60)gcT>gcCp.A20A 0.21978 FALSE FALSE FALSE

c.(682-684)taG>taAp.*228* 0.993548 FALSE FALSE FALSE

c.(961-963)gCg>gAgp.A321E 0.162162 TRUE TRUE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.126761 TRUE TRUE FALSE

c.(3739-3741)caG>caAp.Q1247Q 0.692308 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.45 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.571429 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.475 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.297872 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.985075 TRUE TRUE TRUE

c.(481-483)Gaa>Aaap.E161K 0.096386 FALSE FALSE FALSE

c.(1363-1365)atA>atGp.I455M 0.515152 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.192308 TRUE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.230769 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.863014 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.333333 TRUE TRUE TRUE

c.(2446-2448)tcA>tcCp.S816S 0.527778 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.47619 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.568966 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.909091 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.45 TRUE TRUE TRUE

c.(427-429)Agt>Cgtp.S143R 0.090909 FALSE FALSE FALSE



c.(1708-1710)agC>agTp.S570S 0.416667 TRUE TRUE TRUE

c.(1363-1365)tcA>tcGp.S455S 0.365385 TRUE TRUE TRUE

c.(238-240)Gtg>Atgp.V80M 0.277778 FALSE FALSE TRUE

c.(277-279)ctC>ctGp.L93L 0.333333 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(325-327)Cga>Tgap.R109* 0.172414 FALSE TRUE FALSE

c.(2170-2172)ccG>ccAp.P724P 0.5 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.714286 TRUE TRUE FALSE

c.(1171-1173)atA>atGp.I391M 0.456522 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.5 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.333333 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.167808 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.538462 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.923077 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.5 TRUE TRUE TRUE

c.(601-603)Gtc>Atcp.V201I 0.125 FALSE FALSE FALSE

c.(1180-1182)gaT>gaAp.D394E 0.75 FALSE FALSE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.4 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.541667 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.206897 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.461538 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.909091 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.555556 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.56 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.897436 TRUE TRUE TRUE

c.(718-720)Aca>Gcap.T240A 0.992754 FALSE TRUE FALSE

c.(712-714)gcT>gcAp.A238A 0.089888 FALSE FALSE FALSE

c.(2059-2061)ttC>ttTp.F687F 0.333333 FALSE TRUE TRUE

c.(5413-5415)Tca>Ccap.S1805P 0.30303 FALSE FALSE FALSE

c.(538-540)Cgg>Tggp.R180W 0.466667 TRUE TRUE TRUE

c.(10669-10671)ccA>ccGp.P3557P 0.363636 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.148936 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.857143 TRUE TRUE TRUE

c.(1732-1734)Agt>Ggtp.S578G 0.090517 FALSE FALSE FALSE

c.(463-465)tTa>tGap.L155* 0.109756 FALSE FALSE FALSE

c.(79-81)cTc>cCcp.L27P 0.189474 FALSE FALSE FALSE

c.(1993-1995)aCa>aTap.T665I 0.493151 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.984848 TRUE TRUE TRUE

c.(439-441)gaT>gaCp.D147D 0.976744 FALSE TRUE FALSE

c.(718-720)aGc>aTcp.S240I 0.535714 TRUE TRUE TRUE

c.(859-861)aaA>aaGp.K287K 1 FALSE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.384615 TRUE TRUE TRUE

c.(5803-5805)cCt>cGtp.P1935R 0.410256 FALSE FALSE FALSE

c.(6622-6624)ctT>ctCp.L2208L 0.606061 FALSE TRUE TRUE

c.(1582-1584)Gtg>Atgp.V528M 0.166667 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.384615 TRUE TRUE TRUE

c.(394-396)Gcc>Accp.A132T 0.095238 FALSE FALSE FALSE



c.(2281-2283)ggC>ggTp.G761G 1 TRUE TRUE TRUE

c.(1591-1593)taT>taCp.Y531Y 0.067568 FALSE FALSE FALSE

c.(448-450)Aac>Gacp.N150D 0.980769 FALSE TRUE FALSE

c.(1243-1245)gCg>gTgp.A415V 0.538462 FALSE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.046632 TRUE TRUE FALSE

c.(778-780)Aat>Catp.N260H 0.129514 FALSE FALSE FALSE

c.(514-516)gcG>gcAp.A172A 0.188406 TRUE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.587302 TRUE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.457627 TRUE TRUE TRUE

c.e5-1 0.037182 FALSE FALSE FALSE

c.(5542-5544)acG>acAp.T1848T 0.546875 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.375 TRUE TRUE TRUE

c.(5203-5205)cCg>cTgp.P1735L 0.440678 FALSE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 1 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.19 FALSE FALSE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.461538 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(397-399)Gtg>Ctgp.V133L 0.444444 TRUE TRUE TRUE

c.(8152-8154)Att>Gttp.I2718V 0.557692 TRUE TRUE TRUE

c.(226-228)gcA>gcGp.A76A 0.197772 FALSE FALSE FALSE

c.(430-432)tTa>tGap.L144* 0.157895 FALSE FALSE FALSE

c.(1390-1392)Atg>Gtgp.M464V 0.082569 FALSE FALSE FALSE

c.(31-33)tcT>tcCp.S11S 1 FALSE TRUE FALSE

c.(55-57)ccC>ccTp.P19P 0.063291 FALSE FALSE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.591837 TRUE TRUE TRUE

c.(142-144)gCg>gTgp.A48V 0.444444 FALSE FALSE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.581818 TRUE TRUE TRUE

c.(3967-3969)gAt>gTtp.D1323V 0.072289 FALSE FALSE FALSE

c.(58-60)gcT>gcCp.A20A 0.184783 FALSE FALSE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.488372 FALSE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 1 TRUE TRUE TRUE

c.(202-204)gAg>gGgp.E68G 0.25 FALSE FALSE FALSE

c.(325-327)gaT>gaCp.D109D 0.354167 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.583333 TRUE TRUE FALSE

c.(4-6)aTt>aGtp.I2S 0.129032 FALSE FALSE FALSE

c.(79-81)cTg>cGgp.L27R 0.141026 FALSE FALSE FALSE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.452381 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.555556 TRUE TRUE TRUE

c.(6043-6045)Acc>Gccp.T2015A 0.263158 TRUE TRUE TRUE

c.(454-456)ctA>ctGp.L152L 1 FALSE TRUE FALSE

c.(538-540)ctA>ctCp.L180L 0.62069 TRUE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.509434 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.440678 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(1030-1032)ggG>ggAp.G344G 0.981818 FALSE TRUE FALSE

c.(3070-3072)gcC>gcAp.A1024A 0.434783 TRUE TRUE TRUE



c.(3739-3741)caG>caAp.Q1247Q 0.25 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.468354 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 1 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.6 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.564103 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.236842 TRUE TRUE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.210227 TRUE TRUE FALSE

c.(202-204)acA>acCp.T68T 0.162234 FALSE FALSE FALSE

c.(673-675)taT>taAp.Y225* 0.113402 FALSE FALSE FALSE

c.(277-279)tcT>tcGp.S93S 0.09375 TRUE FALSE FALSE

c.(13-15)Gtg>Ctgp.V5L 0.75 FALSE TRUE FALSE

c.(8038-8040)caG>caAp.Q2680Q 0.44 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.459459 TRUE TRUE TRUE

c.(1558-1560)ttT>ttCp.F520F 1 FALSE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.535211 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(2656-2658)aaT>aaAp.N886K 0.140351 FALSE FALSE FALSE

c.(6892-6894)gAt>gTtp.D2298V 0.084507 FALSE FALSE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.647059 TRUE TRUE TRUE

c.(2950-2952)gGg>gAgp.G984E 0.063636 FALSE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.380952 TRUE TRUE TRUE

c.(1132-1134)aGt>aAtp.S378N 0.102273 TRUE TRUE FALSE

c.(652-654)acC>acTp.T218T 0.955882 FALSE TRUE FALSE

c.(6742-6744)ccG>ccAp.P2248P 0.5 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.509091 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.44 TRUE TRUE TRUE

c.(1051-1053)ctA>ctGp.L351L 1 FALSE TRUE FALSE

c.(412-414)Tac>Gacp.Y138D 0.097087 FALSE FALSE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.59375 TRUE TRUE TRUE

c.(7249-7251)gaC>gaTp.D2417D 0.625 FALSE TRUE TRUE

c.(211-213)Aga>Ggap.R71G 0.575 FALSE FALSE FALSE

c.(31-33)aTg>aCgp.M11T 0.030669 FALSE FALSE FALSE

c.(2239-2241)aaT>aaGp.N747K 0.067568 FALSE FALSE FALSE

c.(1120-1122)cTg>cCgp.L374P 0.083333 FALSE FALSE FALSE

c.(1561-1563)Ata>Ctap.I521L 0.066667 FALSE FALSE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.054645 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.5 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.563636 TRUE TRUE TRUE

c.(718-720)Ttg>Ctgp.L240L 0.380952 FALSE FALSE FALSE

c.(2170-2172)aCg>aTgp.T724M 0.422222 FALSE TRUE TRUE

c.(535-537)tgC>tgAp.C179* 0.875 FALSE FALSE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.491525 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.361111 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.529412 TRUE TRUE TRUE

c.(1678-1680)Att>Gttp.I560V 0.565217 FALSE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.4 TRUE TRUE TRUE



c.(6907-6909)ctG>ctAp.L2303L 0.5 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.467532 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.960784 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.458333 TRUE TRUE TRUE

c.(169-171)Gca>Acap.A57T 0.078488 FALSE FALSE FALSE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(2488-2490)Gcc>Accp.A830T 0.472727 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.6 TRUE TRUE TRUE

c.(1576-1578)agA>agGp.R526R 0.081218 FALSE FALSE FALSE

c.(301-303)gcG>gcAp.A101A 0.533333 TRUE FALSE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.545455 TRUE TRUE FALSE

c.(1189-1191)aCt>aTtp.T397I 0.392857 TRUE TRUE TRUE

c.(754-756)ctC>ctTp.L252L 0.583333 FALSE FALSE FALSE

c.(1261-1263)Gtt>Attp.V421I 0.05618 FALSE FALSE FALSE

c.(7420-7422)Ggc>Agcp.G2474S 0.5 FALSE TRUE TRUE

c.(1561-1563)aTa>aAap.I521K 0.065089 FALSE FALSE FALSE

c.(157-159)atG>atAp.M53I 1 FALSE TRUE FALSE

c.(760-762)tTa>tGap.L254* 0.10496 FALSE FALSE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.071006 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.511628 TRUE TRUE TRUE

c.(820-822)Aga>Ggap.R274G 0.192308 FALSE FALSE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.44186 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.614286 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.416667 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.22 TRUE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.210526 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.413043 TRUE TRUE TRUE

c.(1102-1104)Aca>Gcap.T368A 0.050633 FALSE FALSE FALSE

c.(268-270)caA>caGp.Q90Q 0.235294 TRUE TRUE FALSE

c.(610-612)Cgg>Tggp.R204W 0.314286 TRUE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 0.461538 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.27907 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.419355 TRUE TRUE TRUE

c.(427-429)Agt>Cgtp.S143R 0.132653 FALSE FALSE FALSE

c.(10132-10134)aaC>aaTp.N3378N 0.529412 FALSE FALSE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.454545 TRUE TRUE TRUE

c.(1099-1101)atT>atGp.I367M 0.0875 TRUE FALSE FALSE

c.(8851-8853)gtT>gtCp.V2951V 0.618182 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(46-48)Ctg>Gtgp.L16V 0.428571 FALSE TRUE TRUE

c.(181-183)Aac>Cacp.N61H 0.621622 FALSE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.181818 FALSE FALSE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.628866 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.571429 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.714286 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.415094 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.48 TRUE TRUE TRUE



c.(283-285)caA>caGp.Q95Q 0.189189 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.55 TRUE TRUE TRUE

c.(1399-1401)aCa>aTap.T467I 0.102041 FALSE FALSE FALSE

c.(142-144)gcG>gcAp.A48A 0.5625 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.882353 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.5 TRUE TRUE TRUE

c.(3454-3456)gAa>gGap.E1152G 0.069767 FALSE FALSE FALSE

c.(214-216)aCa>aAap.T72K 0.285714 FALSE FALSE FALSE

c.(1753-1755)aGa>aAap.R585K 0.567568 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.297297 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.416667 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.38806 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.375 TRUE TRUE TRUE

c.(169-171)atG>atAp.M57I 0.979167 FALSE TRUE FALSE

c.(1681-1683)gtG>gtAp.V561V 0.266667 FALSE FALSE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.447368 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.487179 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.416667 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.128205 TRUE TRUE FALSE

c.(490-492)ctA>ctGp.L164L 0.980392 FALSE TRUE FALSE

c.(1063-1065)gcC>gcGp.A355A 0.6 TRUE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 0.606061 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.455882 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(2050-2052)ctC>ctGp.L684L 0.428571 FALSE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.12 TRUE TRUE FALSE

c.(2500-2502)aCt>aTtp.T834I 0.416667 FALSE FALSE FALSE

c.(6115-6117)Cgg>Gggp.R2039G 0.070175 FALSE FALSE FALSE

c.(367-369)Att>Gttp.I123V 0.482143 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.969697 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.458824 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.446809 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.487654 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.522727 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.479167 TRUE TRUE TRUE

c.(2971-2973)Aac>Gacp.N991D 0.426087 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.442623 TRUE TRUE FALSE

c.(3886-3888)aCg>aTgp.T1296M 0.435484 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.086022 TRUE FALSE FALSE

c.(169-171)aTc>aCcp.I57T 1 FALSE TRUE FALSE

c.(4219-4221)Tct>Actp.S1407T 0.565517 FALSE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.4625 TRUE TRUE TRUE

c.(6628-6630)cGg>cAgp.R2210Q 0.458716 TRUE TRUE TRUE

c.(514-516)Gtc>Atcp.V172I 0.540541 TRUE TRUE TRUE

c.(538-540)ctA>ctCp.L180L 0.428571 TRUE TRUE TRUE



c.(2968-2970)Agt>Ggtp.S990G 0.087719 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.496296 TRUE TRUE TRUE

c.(1342-1344)Atc>Gtcp.I448V 1 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.489712 FALSE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.055319 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.412281 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.574468 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.08 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.046263 FALSE FALSE FALSE

c.(6499-6501)Cgt>Tgtp.R2167C 0.160494 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.176471 TRUE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.104478 FALSE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.4375 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.464286 TRUE TRUE TRUE

c.(8320-8322)tgC>tgTp.C2774C 0.508333 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.472222 TRUE TRUE TRUE

c.(4351-4353)Gtc>Ttcp.V1451F 0.533333 FALSE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.650307 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.567797 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.516129 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.517241 TRUE TRUE FALSE

c.(1498-1500)acC>acTp.T500T 0.565217 FALSE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.67033 TRUE TRUE TRUE

c.(1576-1578)agC>agTp.S526S 0.525 TRUE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.516854 TRUE TRUE TRUE

c.(1900-1902)tcC>tcTp.S634S 0.492958 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.55102 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.403226 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.072327 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.22807 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.490566 TRUE TRUE TRUE

c.(883-885)Ttg>Ctgp.L295L 0.421053 FALSE TRUE FALSE

c.(460-462)ggT>ggCp.G154G 1 FALSE TRUE FALSE

c.(2002-2004)tcA>tcGp.S668S 0.5 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.458599 TRUE TRUE TRUE

c.(6607-6609)gcG>gcAp.A2203A 0.466667 FALSE TRUE FALSE

c.(892-894)tGt>tCtp.C298S 0.393617 TRUE TRUE TRUE

c.(1093-1095)Atc>Ttcp.I365F 0.442623 FALSE TRUE TRUE

c.(94-96)Ctc>Gtcp.L32V 0.410714 FALSE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.541667 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.381356 TRUE TRUE TRUE

c.(2221-2223)gaC>gaTp.D741D 0.266667 FALSE TRUE TRUE

c.(7501-7503)Ata>Gtap.I2501V 0.433962 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.222222 TRUE TRUE FALSE

c.(1924-1926)cCg>cTgp.P642L 0.3 FALSE TRUE FALSE

c.(700-702)Aca>Tcap.T234S 0.197674 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.565789 TRUE TRUE TRUE



c.(5071-5073)Aag>Gagp.K1691E 0.509804 TRUE TRUE TRUE

c.(3496-3498)cTa>cCap.L1166P 0.423913 TRUE TRUE TRUE

c.(1648-1650)taC>taTp.Y550Y 0.482759 FALSE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.504587 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.578947 TRUE TRUE FALSE

c.(3286-3288)Ccc>Accp.P1096T 0.619048 FALSE TRUE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.451613 TRUE TRUE TRUE

c.(85-87)gcG>gcAp.A29A 0.434109 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.232143 TRUE TRUE FALSE

c.(607-609)Ctc>Atcp.L203I 0.443478 FALSE TRUE TRUE

c.(1411-1413)gtA>gtCp.V471V 0.50495 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.983471 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.465517 TRUE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.516854 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.488372 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.442105 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.229508 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.333333 TRUE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.45045 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.644737 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.333333 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 0.555556 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.4375 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.659091 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.056962 FALSE FALSE FALSE

c.(3862-3864)gtT>gtCp.V1288V 0.527778 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.464286 TRUE TRUE FALSE

c.(4507-4509)tcC>tcTp.S1503S 0.532258 TRUE TRUE FALSE

c.(3331-3333)gaC>gaTp.D1111D 0.393939 FALSE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.394231 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.048128 TRUE TRUE FALSE

c.(8605-8607)ctC>ctAp.L2869L 0.425287 TRUE TRUE TRUE

c.(808-810)Cgc>Tgcp.R270C 0.517241 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.588235 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.515464 TRUE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.349206 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 1 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 1 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.444444 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.976471 TRUE TRUE TRUE

c.(5068-5070)Aga>Cgap.R1690R 0.194444 TRUE TRUE FALSE

c.(103-105)ttA>ttTp.L35F 0.115854 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.555556 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.408451 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.43662 TRUE TRUE TRUE

c.(715-717)ccG>ccAp.P239P 0.45 TRUE TRUE FALSE

c.(2227-2229)caT>caCp.H743H 0.473684 TRUE TRUE TRUE



c.(1882-1884)atG>atCp.M628I 0.482759 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.047393 TRUE TRUE FALSE

c.(220-222)Cga>Tgap.R74* 0.144366 TRUE TRUE TRUE

c.(232-234)atG>atAp.M78I 1 FALSE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.054422 FALSE FALSE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.545455 TRUE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.987654 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.565217 TRUE TRUE FALSE

c.(658-660)taC>taTp.Y220Y 0.472222 TRUE TRUE FALSE

c.(7339-7341)ggT>ggAp.G2447G 0.403846 TRUE TRUE TRUE

c.(1123-1125)tGc>tAcp.C375Y 0.571429 TRUE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.455556 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.603448 TRUE TRUE TRUE

c.(3247-3249)ccC>ccTp.P1083P 0.666667 TRUE TRUE FALSE

c.(712-714)aCg>aTgp.T238M 0.468966 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.25 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.777778 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.546667 TRUE TRUE TRUE

c.(301-303)gcG>gcAp.A101A 0.46729 TRUE FALSE TRUE

c.(3322-3324)ccG>ccAp.P1108P 0.439024 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.461538 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.46875 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.516667 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.5 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.540541 TRUE TRUE TRUE

c.(562-564)aTg>aCgp.M188T 0.575 FALSE TRUE FALSE

c.(2254-2256)taC>taTp.Y752Y 0.44 TRUE TRUE TRUE

c.(49-51)cAa>cTap.Q17L 0.426087 FALSE TRUE TRUE

c.(6247-6249)cCa>cTap.P2083L 0.47619 FALSE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.521739 TRUE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.459459 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.246575 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.988506 TRUE TRUE TRUE

c.(6607-6609)caC>caTp.H2203H 0.528846 TRUE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.565217 TRUE TRUE TRUE

c.(2227-2229)aaT>aaCp.N743N 0.482759 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.5 TRUE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.152941 TRUE TRUE FALSE

c.(223-225)agC>agTp.S75S 0.255319 FALSE TRUE TRUE

c.(865-867)Aat>Catp.N289H 0.452632 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.533333 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.484375 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.489796 TRUE TRUE TRUE

c.(10978-10980)tCg>tTgp.S3660L 0.495575 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.454545 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.53 TRUE TRUE TRUE



c.(367-369)Att>Gttp.I123V 0.52381 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.536082 TRUE TRUE TRUE

c.(4639-4641)Gct>Tctp.A1547S 0.638554 FALSE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.573333 TRUE TRUE TRUE

c.(4240-4242)gaC>gaTp.D1414D 0.483871 TRUE TRUE FALSE

c.(562-564)atG>atCp.M188I 0.585366 FALSE TRUE FALSE

c.(8851-8853)gtT>gtCp.V2951V 0.415094 TRUE TRUE TRUE

c.(1363-1365)tcA>tcGp.S455S 0.424528 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 1 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.155172 TRUE TRUE TRUE

c.(4-6)caC>caTp.H2H 0.515152 FALSE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.666667 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.064103 FALSE FALSE FALSE

c.(823-825)cGa>cTap.R275L 0.351852 TRUE TRUE TRUE

c.(112-114)agC>agTp.S38S 0.070175 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.263158 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.992424 TRUE TRUE TRUE

c.(112-114)agC>agTp.S38S 0.5 FALSE TRUE TRUE

c.(3889-3891)gaG>gaAp.E1297E 0.5 FALSE TRUE FALSE

c.(880-882)ccC>ccTp.P294P 0.421053 FALSE TRUE FALSE

c.(262-264)tTt>tCtp.F88S 0.075829 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.47541 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.576923 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.135417 TRUE TRUE TRUE

c.(1636-1638)tgC>tgTp.C546C 0.609756 TRUE TRUE FALSE

c.(2176-2178)aCg>aAgp.T726K 0.494505 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.211538 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.525 FALSE TRUE FALSE

c.(1108-1110)taT>taCp.Y370Y 0.479452 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.255319 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.495327 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.428571 TRUE TRUE FALSE

c.(520-522)aTt>aCtp.I174T 0.05042 FALSE FALSE FALSE

c.(790-792)ctC>ctTp.L264L 0.466019 TRUE TRUE TRUE

c.(322-324)ccC>ccTp.P108P 0.394737 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 1 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.392857 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.4375 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.36 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.194444 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.140845 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.24359 TRUE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.548387 TRUE TRUE TRUE

c.(5695-5697)gtG>gtAp.V1899V 0.489796 TRUE TRUE TRUE



c.(865-867)Gat>Aatp.D289N 1 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.605263 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.567568 TRUE TRUE TRUE

c.(2119-2121)aaT>aaCp.N707N 0.644444 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.454545 TRUE TRUE TRUE

c.(499-501)gcG>gcAp.A167A 0.722222 FALSE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.68 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.05972 TRUE TRUE FALSE

c.(1582-1584)Gtg>Atgp.V528M 0.093023 FALSE TRUE TRUE

c.(7-9)gCc>gGcp.A3G 0.443038 FALSE FALSE FALSE

c.(943-945)Cgg>Tggp.R315W 0.477612 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.538462 TRUE TRUE TRUE

c.(1024-1026)ctA>ctGp.L342L 0.954545 FALSE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.533333 TRUE TRUE TRUE

c.(5002-5004)acA>acGp.T1668T 0.396226 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.470588 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.479167 TRUE TRUE TRUE

c.(2584-2586)aaC>aaGp.N862K 0.415094 FALSE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.727273 TRUE TRUE TRUE

c.(805-807)Gtg>Ttgp.V269L 0.982143 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.045082 TRUE TRUE FALSE

c.(5626-5628)cGg>cAgp.R1876Q 0.550725 TRUE TRUE TRUE

c.(2743-2745)Cgg>Tggp.R915W 0.2 FALSE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.066092 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.099237 FALSE FALSE FALSE

c.(1171-1173)atA>atGp.I391M 0.515789 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.330435 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.6 TRUE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.935484 TRUE TRUE TRUE

c.(538-540)acT>acCp.T180T 0.983333 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.550725 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.467742 TRUE TRUE TRUE

c.(9091-9093)gtC>gtTp.V3031V 0.966667 FALSE FALSE TRUE

c.(523-525)agC>agTp.S175S 0.55 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.357143 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.441176 TRUE TRUE TRUE

c.(4690-4692)Gct>Actp.A1564T 0.384615 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(655-657)Tat>Catp.Y219H 0.426829 TRUE TRUE TRUE

c.(3877-3879)taT>taCp.Y1293Y 0.525641 FALSE TRUE TRUE

c.(2617-2619)Gga>Agap.G873R 0.5 FALSE FALSE FALSE

c.(583-585)aCc>aTcp.T195I 0.586207 FALSE FALSE FALSE

c.(2458-2460)aAg>aGgp.K820R 0.5 TRUE TRUE TRUE

c.(289-291)acG>acAp.T97T 0.586207 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.065455 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.468085 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.469697 TRUE TRUE TRUE



c.(2002-2004)tcA>tcGp.S668S 0.428571 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.151515 FALSE TRUE FALSE

c.(346-348)Ctg>Ttgp.L116L 0.733333 FALSE TRUE TRUE

c.(550-552)ggG>ggAp.G184G 0.092308 FALSE FALSE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.409091 TRUE TRUE TRUE

c.(2293-2295)gAg>gGgp.E765G 0.057143 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.65 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 0.969231 FALSE TRUE FALSE

c.(9379-9381)Tct>Cctp.S3127P 0.52381 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.208333 TRUE TRUE FALSE

c.(250-252)gaA>gaGp.E84E 0.315789 TRUE TRUE TRUE

c.(2440-2442)acG>acTp.T814T 0.45 TRUE TRUE FALSE

c.(1885-1887)acT>acAp.T629T 0.317073 TRUE TRUE TRUE

c.(664-666)gTg>gCgp.V222A 0.071942 FALSE FALSE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.425 TRUE TRUE TRUE

c.(538-540)ctA>ctCp.L180L 0.391304 TRUE TRUE TRUE

c.(1324-1326)tcC>tcTp.S442S 0.985507 FALSE FALSE FALSE

c.(9037-9039)cGc>cTcp.R3013L 0.522727 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.4 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.987654 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.542169 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 1 TRUE TRUE TRUE

c.(5632-5634)aCt>aTtp.T1878I 0.543478 TRUE TRUE FALSE

c.(1996-1998)atC>atTp.I666I 0.291667 TRUE TRUE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.051852 TRUE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.471429 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.35 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.6 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.421053 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.4 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.34127 TRUE TRUE FALSE

c.(202-204)acA>acCp.T68T 0.06338 FALSE FALSE FALSE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(5233-5235)aaG>aaAp.K1745K 0.375 FALSE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.415094 TRUE TRUE TRUE

c.(394-396)Gcc>Accp.A132T 0.058394 FALSE FALSE FALSE

c.(7105-7107)Acg>Ccgp.T2369P 0.478261 TRUE TRUE TRUE

c.(2350-2352)aGa>aAap.R784K 0.055118 FALSE TRUE FALSE

c.(7735-7737)gAc>gTcp.D2579V 0.454545 TRUE TRUE TRUE

c.(13231-13233)ccC>ccTp.P4411P 0.44898 TRUE TRUE TRUE

c.(2623-2625)acG>acAp.T875T 0.442623 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 1 TRUE TRUE TRUE

c.(3265-3267)gtC>gtTp.V1089V 0.388889 FALSE FALSE FALSE

c.(1810-1812)Act>Gctp.T604A 0.473684 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.481481 TRUE TRUE TRUE



c.(427-429)Tct>Gctp.S143A 0.484848 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.603175 TRUE TRUE TRUE

c.(2077-2079)gaC>gaAp.D693E 0.490196 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.529412 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.55102 TRUE TRUE TRUE

c.(3457-3459)Gtt>Tttp.V1153F 0.14 FALSE FALSE FALSE

c.(532-534)agC>agTp.S178S 0.428571 TRUE TRUE TRUE

c.(1471-1473)aGt>aAtp.S491N 0.418182 FALSE TRUE TRUE

c.(886-888)Cag>Gagp.Q296E 0.040609 FALSE FALSE FALSE

c.(2743-2745)ggC>ggTp.G915G 0.35 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.461538 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.659574 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.448276 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.409091 TRUE TRUE TRUE

c.(712-714)Cta>Ttap.L238L 0.982456 FALSE FALSE FALSE

c.(13-15)Gtg>Ctgp.V5L 0.857143 FALSE TRUE FALSE

c.(919-921)cGt>cAtp.R307H 0.833333 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.411765 TRUE TRUE TRUE

c.(2239-2241)aaT>aaGp.N747K 0.064516 FALSE FALSE FALSE

c.(2572-2574)ggC>ggTp.G858G 0.935484 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.049107 TRUE TRUE FALSE

c.(4507-4509)tcC>tcTp.S1503S 0.357143 TRUE TRUE FALSE

c.(2230-2232)ggG>ggCp.G744G 0.55 FALSE FALSE FALSE

c.(220-222)Cga>Tgap.R74* 0.121429 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.235294 TRUE FALSE FALSE

c.(3364-3366)cGg>cAgp.R1122Q 0.468085 TRUE TRUE TRUE

c.(874-876)tcA>tcCp.S292S 0.090909 FALSE FALSE FALSE

c.(12934-12936)ccC>ccTp.P4312P 0.5 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.3 TRUE TRUE FALSE

c.(11533-11535)acG>acAp.T3845T 0.492063 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.444444 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.454545 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.418182 TRUE TRUE TRUE

c.(5890-5892)ggA>ggCp.G1964G 0.3125 TRUE TRUE TRUE

c.(1489-1491)cAa>cCap.Q497P 0.543478 FALSE FALSE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.472973 TRUE TRUE TRUE

c.(3262-3264)gaA>gaGp.E1088E 0.085366 FALSE FALSE FALSE

c.(172-174)aaA>aaGp.K58K 0.970588 FALSE TRUE FALSE

c.(5977-5979)acC>acTp.T1993T 0.410714 TRUE TRUE TRUE

c.(529-531)Gcc>Accp.A177T 1 FALSE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.441558 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.5625 TRUE TRUE TRUE

c.(169-171)Gca>Acap.A57T 0.04878 FALSE FALSE FALSE

c.(499-501)cGa>cAap.R167Q 0.5 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.95122 TRUE TRUE TRUE

c.(4699-4701)Gtg>Ctgp.V1567L 0.586207 FALSE TRUE TRUE

c.(1873-1875)Gct>Tctp.A625S 0.375 FALSE TRUE FALSE



c.(265-267)Gac>Aacp.D89N 0.382979 FALSE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.439024 TRUE TRUE TRUE

c.(1153-1155)acG>acAp.T385T 0.985915 FALSE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.965517 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.35 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(11200-11202)Caa>Aaap.Q3734K 0.423077 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.666667 TRUE TRUE FALSE

c.(490-492)ctT>ctCp.L164L 0.966102 FALSE TRUE FALSE

c.(2803-2805)tgC>tgTp.C935C 0.470588 TRUE TRUE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.395833 TRUE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.545455 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.5 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.391304 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.473684 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.258065 TRUE TRUE FALSE

c.(58-60)gcT>gcCp.A20A 0.090909 FALSE FALSE FALSE

c.(8332-8334)caA>caGp.Q2778Q 0.235294 TRUE TRUE FALSE

c.(823-825)Ctt>Gttp.L275V 0.209003 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.079225 FALSE FALSE FALSE

c.(142-144)cAg>cGgp.Q48R 0.409091 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.527027 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.5 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.5 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.059113 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.453488 TRUE TRUE FALSE

c.(5179-5181)ccC>ccTp.P1727P 0.384615 FALSE TRUE TRUE

c.(9577-9579)gcT>gcCp.A3193A 0.214286 FALSE FALSE FALSE

c.(856-858)ccC>ccTp.P286P 0.105263 FALSE FALSE FALSE

c.(214-216)tGc>tAcp.C72Y 0.333333 TRUE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.5 TRUE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.578947 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.387755 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.516484 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.410448 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.535211 TRUE TRUE TRUE

c.(79-81)Cgt>Tgtp.R27C 0.517241 TRUE TRUE TRUE

c.(2251-2253)ttC>ttTp.F751F 0.285714 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(4240-4242)gaC>gaTp.D1414D 0.6 TRUE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.375 TRUE TRUE TRUE

c.(12046-12048)cCc>cTcp.P4016L 0.489796 FALSE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.4 TRUE TRUE TRUE

c.(5422-5424)gtA>gtGp.V1808V 0.451613 TRUE TRUE TRUE

c.(643-645)tTg>tGgp.L215W 0.070513 FALSE FALSE FALSE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE



c.(856-858)Tca>Ccap.S286P 0.508475 FALSE FALSE TRUE

c.(715-717)ccG>ccAp.P239P 0.692308 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.084871 FALSE FALSE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.984375 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.537037 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.526316 TRUE TRUE TRUE

c.(8320-8322)tgC>tgTp.C2774C 0.473684 TRUE TRUE TRUE

c.(2845-2847)Gag>Aagp.E949K 0.096154 FALSE FALSE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.375 TRUE TRUE TRUE

c.(6820-6822)gaC>gaGp.D2274E 0.521739 TRUE FALSE TRUE

c.(892-894)tGt>tCtp.C298S 0.408163 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.40625 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.492537 TRUE TRUE FALSE

c.(7084-7086)gcA>gcTp.A2362A 0.509434 TRUE TRUE TRUE

c.(1156-1158)gtG>gtTp.V386V 0.509434 FALSE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 1 TRUE TRUE TRUE

c.(6637-6639)agG>agAp.R2213R 0.5 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.969697 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.5 FALSE TRUE FALSE

c.(1231-1233)aGc>aAcp.S411N 0.7 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.5 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.532258 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.982456 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1609-1611)atA>atGp.I537M 0.366667 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.536585 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.473684 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.486486 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.108108 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.172414 TRUE TRUE FALSE

c.(505-507)gaG>gaAp.E169E 0.972973 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(121-123)aGt>aCtp.S41T 0.518519 FALSE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.7 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.47619 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.625 TRUE TRUE TRUE

c.(3643-3645)gcG>gcAp.A1215A 0.352941 FALSE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.666667 TRUE TRUE TRUE

c.(769-771)caT>caCp.H257H 0.166667 FALSE FALSE FALSE

c.(3652-3654)Atc>Gtcp.I1218V 0.421053 FALSE TRUE TRUE

c.(769-771)Atc>Gtcp.I257V 1 FALSE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.039548 TRUE TRUE FALSE

c.(2167-2169)Gag>Aagp.E723K 0.461538 TRUE TRUE TRUE

c.(2479-2481)Cgg>Tggp.R827W 0.4 FALSE FALSE FALSE

c.(2650-2652)tCa>tTap.S884L 0.357143 TRUE TRUE TRUE

c.(2959-2961)cgC>cgTp.R987R 0.5 FALSE TRUE TRUE



c.(7252-7254)aaC>aaTp.N2418N 0.6 TRUE TRUE TRUE

c.(1615-1617)Atc>Gtcp.I539V 0.409091 FALSE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.625 TRUE TRUE TRUE

c.(277-279)gGc>gAcp.G93D 0.375 FALSE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.7 TRUE TRUE TRUE

c.(3676-3678)gaG>gaAp.E1226E 0.109091 FALSE FALSE FALSE

c.(79-81)cTc>cCcp.L27P 0.212766 FALSE FALSE FALSE

c.(1330-1332)Agc>Ggcp.S444G 0.9 TRUE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.5 TRUE TRUE TRUE

c.(604-606)Ctg>Ttgp.L202L 0.428571 FALSE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.571429 TRUE TRUE TRUE

c.(12595-12597)ccA>ccGp.P4199P 0.555556 FALSE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.086667 TRUE TRUE FALSE

c.(343-345)caA>caGp.Q115Q 0.210526 FALSE TRUE TRUE

c.e23-1 0.166667 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.163717 TRUE TRUE TRUE

c.(1120-1122)Gaa>Aaap.E374K 0.384615 FALSE TRUE TRUE

c.(58-60)aaA>aaGp.K20K 1 FALSE TRUE FALSE

c.(151-153)Act>Tctp.T51S 0.606061 FALSE TRUE FALSE

c.(835-837)acG>acAp.T279T 0.75 TRUE TRUE TRUE

c.(5608-5610)Tcc>Cccp.S1870P 0.333333 FALSE TRUE TRUE

c.(481-483)ctC>ctGp.L161L 0.3 FALSE TRUE TRUE

c.(1378-1380)cCa>cTap.P460L 0.6 FALSE TRUE TRUE

c.(985-987)gaA>gaGp.E329E 0.045918 FALSE FALSE FALSE

c.(5245-5247)Tct>Cctp.S1749P 0.448276 FALSE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.387755 TRUE TRUE TRUE

c.(1183-1185)Ctt>Attp.L395I 0.296296 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.571429 TRUE TRUE TRUE

c.(841-843)caT>caCp.H281H 0.207792 FALSE TRUE FALSE

c.(2374-2376)gaT>gaCp.D792D 0.227273 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.2 TRUE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.483871 TRUE TRUE TRUE

c.(2155-2157)aTc>aCcp.I719T 0.121951 FALSE FALSE FALSE

c.(85-87)Gat>Aatp.D29N 0.411765 FALSE TRUE FALSE

c.(718-720)aGc>aTcp.S240I 1 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.229167 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 0.263158 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.4 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(2449-2451)Caa>Gaap.Q817E 0.116279 FALSE FALSE FALSE

c.(2401-2403)gaG>gaCp.E801D 0.25 FALSE TRUE TRUE

c.(121-123)ctG>ctAp.L41L 1 FALSE TRUE FALSE

c.(601-603)Acc>Gccp.T201A 0.363636 FALSE FALSE FALSE

c.(4951-4953)acT>acCp.T1651T 0.294118 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.179687 FALSE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 0.5 TRUE TRUE TRUE

c.(2521-2523)cAt>cGtp.H841R 0.192308 FALSE FALSE FALSE



c.(568-570)aCa>aTap.T190I 0.384615 FALSE FALSE FALSE

c.(1849-1851)caA>caGp.Q617Q 0.538462 FALSE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.384615 TRUE TRUE TRUE

c.(6610-6612)Cca>Gcap.P2204A 0.592593 FALSE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.193939 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.666667 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.410256 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.538462 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.473684 TRUE TRUE TRUE

c.(2638-2640)ggA>ggGp.G880G 0.5 FALSE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.473684 FALSE TRUE FALSE

c.(10-12)cAt>cGtp.H4R 0.285714 FALSE TRUE TRUE

c.(607-609)Ttc>Ctcp.F203L 0.27907 FALSE TRUE FALSE

c.(1966-1968)caC>caTp.H656H 0.444444 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 1 TRUE TRUE TRUE

c.(5188-5190)Aaa>Gaap.K1730E 0.5 TRUE TRUE TRUE

c.(460-462)gtA>gtGp.V154V 1 FALSE TRUE FALSE

c.(1405-1407)Caa>Gaap.Q469E 0.25 FALSE TRUE FALSE

c.(1168-1170)Aag>Gagp.K390E 0.131148 FALSE FALSE FALSE

c.(1342-1344)agC>agTp.S448S 1 TRUE TRUE FALSE

c.(2152-2154)Cag>Aagp.Q718K 0.384615 FALSE TRUE TRUE

c.(1066-1068)tTa>tCap.L356S 0.225 FALSE TRUE FALSE

c.(3151-3153)Ggt>Agtp.G1051S 0.333333 FALSE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.5625 TRUE TRUE TRUE

c.(475-477)gaC>gaTp.D159D 1 FALSE TRUE FALSE

c.(1756-1758)gcA>gcGp.A586A 0.133333 FALSE FALSE FALSE

c.(2515-2517)gcT>gcCp.A839A 0.625 FALSE TRUE TRUE

c.(385-387)ttA>ttGp.L129L 0.423077 FALSE TRUE TRUE

c.(2206-2208)aaC>aaTp.N736N 0.387097 TRUE TRUE TRUE

c.(139-141)gGa>gAap.G47E 0.357143 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.470588 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 1 TRUE TRUE FALSE

c.(1969-1971)atG>atCp.M657I 0.375 FALSE TRUE FALSE

c.(553-555)ttG>ttAp.L185L 0.992754 FALSE TRUE FALSE

c.(907-909)aaG>aaAp.K303K 0.36 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.423077 TRUE TRUE TRUE

c.(3595-3597)acG>acAp.T1199T 0.578947 FALSE TRUE TRUE

c.(709-711)ggA>ggGp.G237G 0.142857 FALSE TRUE FALSE

c.(6247-6249)Aga>Cgap.R2083R 0.5 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.555556 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.464286 TRUE TRUE TRUE

c.(2644-2646)tcT>tcCp.S882S 0.125 FALSE FALSE FALSE

c.(1996-1998)atC>atTp.I666I 1 TRUE TRUE FALSE

c.(2017-2019)agT>agCp.S673S 0.615385 FALSE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 1 TRUE TRUE FALSE

c.(10648-10650)gaG>gaAp.E3550E 0.5 TRUE TRUE TRUE



c.(8380-8382)gcC>gcTp.A2794A 0.5 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.75 TRUE TRUE TRUE

c.(1633-1635)Atg>Gtgp.M545V 0.142857 FALSE FALSE FALSE

c.(1573-1575)Cgc>Tgcp.R525C 0.333333 FALSE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.160305 FALSE FALSE FALSE

c.(2527-2529)tcC>tcTp.S843S 0.185185 FALSE FALSE TRUE

c.(2716-2718)agG>agAp.R906R 0.4 TRUE TRUE TRUE

c.(1120-1122)cTg>cCgp.L374P 0.155844 FALSE FALSE FALSE

c.(1129-1131)atC>atTp.I377I 0.590909 TRUE TRUE TRUE

c.(112-114)ccT>ccCp.P38P 1 FALSE TRUE FALSE

c.(7735-7737)gAc>gTcp.D2579V 0.466667 TRUE TRUE TRUE

c.(3229-3231)Ggg>Aggp.G1077R 0.692308 FALSE FALSE FALSE

c.(3949-3951)caT>caCp.H1317H 0.3125 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.8 TRUE TRUE TRUE

c.(244-246)Cga>Tgap.R82* 0.9375 FALSE TRUE FALSE

c.(1648-1650)ccG>ccAp.P550P 0.571429 FALSE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 1 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.091667 TRUE TRUE FALSE

c.(967-969)Atc>Gtcp.I323V 0.060533 TRUE TRUE TRUE

c.(11725-11727)ggC>ggTp.G3909G 0.434783 TRUE TRUE TRUE

c.(7165-7167)aCa>aGap.T2389R 0.47619 FALSE TRUE TRUE

c.(2764-2766)Acc>Gccp.T922A 0.5 FALSE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.5 TRUE TRUE TRUE

c.(2284-2286)aAg>aGgp.K762R 0.363636 FALSE TRUE TRUE

c.(448-450)ctC>ctTp.L150L 0.173913 FALSE FALSE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.642857 TRUE TRUE TRUE

c.(3685-3687)aAt>aGtp.N1229S 0.151515 FALSE FALSE TRUE

c.(1954-1956)cGg>cAgp.R652Q 1 FALSE TRUE FALSE

c.(2743-2745)gcG>gcAp.A915A 0.625 FALSE TRUE TRUE

c.(298-300)agG>agAp.R100R 0.296296 FALSE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.333333 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.421053 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.464286 TRUE TRUE TRUE

c.(796-798)ctA>ctCp.L266L 0.28125 FALSE TRUE TRUE

c.(409-411)aCa>aGap.T137R 0.16 FALSE FALSE FALSE

c.(4981-4983)gaT>gaCp.D1661D 1 TRUE TRUE FALSE

c.(274-276)Ttt>Gttp.F92V 0.183673 FALSE TRUE FALSE

c.(1381-1383)Aag>Gagp.K461E 0.555556 FALSE TRUE TRUE

c.(292-294)Tgg>Cggp.W98R 0.307692 TRUE TRUE FALSE

c.(7339-7341)ggT>ggAp.G2447G 0.666667 TRUE TRUE TRUE

c.(1426-1428)Gca>Acap.A476T 1 TRUE TRUE TRUE

c.(3754-3756)ggC>ggTp.G1252G 0.483871 FALSE TRUE TRUE

c.(973-975)agC>agTp.S325S 0.4 FALSE TRUE TRUE

c.(187-189)aAg>aGgp.K63R 0.5 FALSE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(3658-3660)gaA>gaGp.E1220E 0.146341 FALSE FALSE FALSE

c.(10819-10821)atC>atAp.I3607I 0.538462 FALSE TRUE TRUE



c.(10174-10176)ggC>ggTp.G3392G 0.5 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(3676-3678)caT>caCp.H1226H 0.5 FALSE TRUE TRUE

c.(3754-3756)atC>atTp.I1252I 0.296296 FALSE TRUE TRUE

c.(262-264)tcG>tcAp.S88S 0.636364 FALSE TRUE TRUE

c.(175-177)Acc>Gccp.T59A 0.992481 FALSE TRUE FALSE

c.(2047-2049)gtA>gtGp.V683V 0.653846 FALSE TRUE TRUE

c.(3712-3714)tcG>tcAp.S1238S 0.40625 FALSE TRUE TRUE

c.(418-420)Ctg>Ttgp.L140L 0.384615 FALSE TRUE TRUE

c.(112-114)Gcg>Acgp.A38T 0.217391 FALSE TRUE TRUE

c.(316-318)ttC>ttTp.F106F 0.333333 FALSE FALSE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.545455 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.511111 TRUE TRUE TRUE

c.(1399-1401)aCa>aTap.T467I 0.133333 FALSE FALSE FALSE

c.(355-357)agT>agCp.S119S 0.285714 FALSE TRUE FALSE

c.(2044-2046)Acc>Gccp.T682A 0.52381 FALSE FALSE TRUE

c.(5170-5172)aaG>aaAp.K1724K 0.129032 FALSE TRUE FALSE

c.(1201-1203)agC>agTp.S401S 0.555556 FALSE TRUE TRUE

c.(2116-2118)Act>Tctp.T706S 0.571429 FALSE TRUE TRUE

c.(3169-3171)tcG>tcAp.S1057S 0.636364 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.333333 TRUE TRUE TRUE

c.(691-693)tcG>tcAp.S231S 0.173913 FALSE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.727273 TRUE TRUE TRUE

c.(277-279)aaC>aaTp.N93N 0.666667 FALSE TRUE TRUE

c.(2887-2889)gGg>gAgp.G963E 0.545455 TRUE TRUE TRUE

c.(742-744)ggA>ggGp.G248G 0.133333 FALSE FALSE FALSE

c.(1573-1575)tgT>tgGp.C525W 0.384615 FALSE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.65 TRUE TRUE TRUE

c.(4318-4320)gtG>gtTp.V1440V 0.586207 FALSE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.857143 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.428571 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.5 TRUE TRUE TRUE

c.(1762-1764)Aaa>Caap.K588Q 0.090909 FALSE FALSE FALSE

c.(391-393)gCg>gTgp.A131V 0.785714 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.52381 TRUE TRUE TRUE

c.(157-159)atG>atAp.M53I 1 FALSE TRUE FALSE

c.(334-336)Tta>Ctap.L112L 1 FALSE TRUE FALSE

c.(961-963)gCg>gAgp.A321E 1 TRUE TRUE FALSE

c.(823-825)Ctt>Gttp.L275V 0.242291 FALSE FALSE FALSE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(760-762)tTa>tGap.L254* 0.10989 FALSE FALSE FALSE

c.(811-813)aAt>aGtp.N271S 0.4 FALSE TRUE TRUE

c.(1114-1116)aaC>aaTp.N372N 0.12 TRUE TRUE FALSE

c.(2803-2805)tgC>tgTp.C935C 1 TRUE TRUE FALSE

c.(508-510)aaT>aaCp.N170N 0.993007 FALSE TRUE FALSE

c.(778-780)Aat>Catp.N260H 0.161215 FALSE FALSE FALSE

c.(1258-1260)caC>caTp.H420H 0.454545 FALSE TRUE TRUE



c.(352-354)gtT>gtCp.V118V 0.990741 FALSE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.228571 TRUE TRUE FALSE

c.(3529-3531)acG>acAp.T1177T 0.55 FALSE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.6 TRUE TRUE TRUE

c.(409-411)gGa>gAap.G137E 0.473684 TRUE TRUE TRUE

c.(169-171)Gca>Acap.A57T 0.115702 FALSE FALSE FALSE

c.(5857-5859)cgA>cgGp.R1953R 0.307692 TRUE TRUE TRUE

c.(1516-1518)Ctg>Ttgp.L506L 0.454545 FALSE TRUE TRUE

c.(13801-13803)atG>atAp.M4601I 0.5625 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.14 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.45 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.8 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.947368 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.894737 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.5 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.578947 TRUE TRUE TRUE

c.(388-390)ctC>ctTp.L130L 0.411765 FALSE TRUE TRUE

c.(1378-1380)ggT>ggCp.G460G 0.113208 TRUE FALSE FALSE

c.(2254-2256)ggG>ggAp.G752G 0.6 TRUE TRUE TRUE

c.(2506-2508)gAa>gCap.E836A 0.128205 FALSE FALSE FALSE

c.(2209-2211)Gct>Cctp.A737P 0.5 FALSE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.4 TRUE TRUE TRUE

c.(1528-1530)tTt>tGtp.F510C 0.104478 FALSE FALSE FALSE

c.(2527-2529)caG>caAp.Q843Q 0.777778 TRUE TRUE TRUE

c.(4390-4392)cgA>cgGp.R1464R 0.285714 FALSE TRUE TRUE

c.(472-474)gcA>gcGp.A158A 1 TRUE TRUE TRUE

c.(76-78)gAg>gGgp.E26G 0.642857 FALSE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.5 TRUE TRUE TRUE

c.(6466-6468)gaA>gaGp.E2156E 0.777778 FALSE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.352941 TRUE TRUE TRUE

c.(1084-1086)aTg>aCgp.M362T 0.470588 FALSE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.5 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.533333 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.4 TRUE TRUE TRUE

c.(1171-1173)atA>atGp.I391M 0.40625 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.164062 FALSE FALSE FALSE

c.(1240-1242)cGt>cAtp.R414H 0.428571 FALSE TRUE TRUE

c.(4039-4041)ttA>ttGp.L1347L 0.421053 FALSE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.5 TRUE TRUE TRUE

c.(790-792)Act>Cctp.T264P 0.06357 FALSE FALSE FALSE

c.(823-825)Aga>Cgap.R275R 0.368421 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.473684 TRUE TRUE TRUE

c.(1162-1164)tcG>tcAp.S388S 0.6 FALSE TRUE TRUE

c.(8005-8007)Cct>Tctp.P2669S 0.235294 FALSE TRUE TRUE

c.(1324-1326)tcA>tcCp.S442S 0.571429 FALSE TRUE TRUE

c.(1993-1995)caT>caGp.H665Q 0.666667 FALSE TRUE TRUE



c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(154-156)Atc>Gtcp.I52V 0.384615 FALSE FALSE TRUE

c.(1012-1014)gCg>gTgp.A338V 0.222222 FALSE TRUE FALSE

c.(8356-8358)acG>acAp.T2786T 1 TRUE TRUE TRUE

c.(1738-1740)Gca>Tcap.A580S 0.272727 FALSE TRUE FALSE

c.(358-360)gcC>gcTp.A120A 0.75 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.235294 TRUE TRUE FALSE

c.(7045-7047)Tgg>Gggp.W2349G0.235294 FALSE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.285714 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.545455 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.75 FALSE TRUE FALSE

c.(1138-1140)agC>agTp.S380S 0.529412 FALSE TRUE TRUE

c.(874-876)tcG>tcAp.S292S 0.583333 FALSE TRUE TRUE

c.(2365-2367)aaG>aaAp.K789K 0.206897 FALSE FALSE FALSE

c.(5902-5904)gaG>gaCp.E1968D 0.464286 FALSE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.588235 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.5 TRUE TRUE TRUE

c.(790-792)ccC>ccAp.P264P 0.4 FALSE TRUE FALSE

c.(2362-2364)Aag>Gagp.K788E 0.666667 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.4375 TRUE TRUE TRUE

c.(1993-1995)aCa>aTap.T665I 0.558824 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.487179 TRUE TRUE TRUE

c.(2530-2532)Gag>Aagp.E844K 0.4 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.5 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.045455 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.352941 TRUE TRUE TRUE

c.(3325-3327)tCa>tTap.S1109L 0.3 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.363636 FALSE FALSE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.342857 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.571429 TRUE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.625 TRUE TRUE TRUE

c.(691-693)Tgt>Cgtp.C231R 0.235294 TRUE TRUE FALSE

c.(391-393)aGa>aAap.R131K 0.555556 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.055556 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.84375 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.45098 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.119403 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.3375 TRUE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.857143 TRUE TRUE TRUE

c.(451-453)gCc>gTcp.A151V 0.368421 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.413793 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.96 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.846154 TRUE TRUE TRUE

c.(4813-4815)gtG>gtTp.V1605V 0.892857 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.28125 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.446809 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.571429 TRUE TRUE FALSE



c.(226-228)gcA>gcGp.A76A 0.143885 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.423729 TRUE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.483871 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.5 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.7 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.4 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.410256 TRUE TRUE TRUE

c.(3967-3969)gAt>gTtp.D1323V 0.102564 FALSE FALSE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.826087 FALSE TRUE FALSE

c.(1966-1968)caC>caTp.H656H 0.7 TRUE TRUE TRUE

c.(457-459)cCc>cTcp.P153L 0.333333 FALSE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 0.973333 FALSE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.45 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(700-702)Aca>Tcap.T234S 0.25 TRUE TRUE FALSE

c.(760-762)tTa>tGap.L254* 0.077103 FALSE FALSE FALSE

c.(802-804)acG>acCp.T268T 0.5 TRUE TRUE TRUE

c.(403-405)ttC>ttTp.F135F 1 FALSE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.35 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.555556 TRUE TRUE TRUE

c.(6655-6657)cGt>cAtp.R2219H 0.568182 FALSE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.533333 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.323529 FALSE TRUE FALSE

c.(1372-1374)Gca>Acap.A458T 0.971429 FALSE TRUE FALSE

c.(7501-7503)Ata>Gtap.I2501V 0.481481 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(685-687)gaT>gaCp.D229D 0.057143 FALSE FALSE FALSE

c.(1072-1074)acC>acTp.T358T 0.315789 FALSE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.307692 TRUE TRUE FALSE

c.(202-204)acA>acCp.T68T 0.098684 FALSE FALSE FALSE

c.(3514-3516)ttC>ttTp.F1172F 0.235294 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(832-834)tcA>tcTp.S278S 0.428571 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.526316 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(643-645)tTg>tGgp.L215W 0.114943 FALSE FALSE FALSE

c.(166-168)caA>caGp.Q56Q 0.441176 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.5625 TRUE TRUE TRUE

c.(790-792)Act>Cctp.T264P 0.038168 FALSE FALSE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.428571 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.5625 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.928571 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.352941 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 1 TRUE TRUE TRUE

c.(6928-6930)ctT>ctCp.L2310L 0.344828 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE



c.(409-411)Tgg>Gggp.W137G 0.082192 FALSE FALSE FALSE

c.(2458-2460)acA>acGp.T820T 0.4 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.266667 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 1 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.7 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.894737 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1495-1497)gaA>gaGp.E499E 0.5 TRUE TRUE TRUE

c.(1651-1653)ggG>ggTp.G551G 1 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.388889 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.441176 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.25 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(1597-1599)aCa>aTap.T533I 0.992187 FALSE TRUE FALSE

c.(277-279)ggC>ggGp.G93G 0.28 FALSE FALSE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.956522 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.5 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.375 TRUE TRUE TRUE

c.(1015-1017)gAt>gTtp.D339V 0.642857 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.125 TRUE TRUE TRUE

c.(2440-2442)ttC>ttTp.F814F 0.473684 FALSE TRUE TRUE

c.(1804-1806)Gtg>Atgp.V602M 0.75 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.5 TRUE TRUE FALSE

c.(58-60)gcT>gcCp.A20A 0.114286 FALSE FALSE FALSE

c.(901-903)Cag>Gagp.Q301E 0.75 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.540541 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.807692 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.956522 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.4 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.294118 TRUE TRUE FALSE

c.(3097-3099)cAa>cGap.Q1033R 0.065789 FALSE FALSE FALSE

c.(1342-1344)agC>agTp.S448S 0.5 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.769231 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 0.991667 FALSE TRUE FALSE

c.(2329-2331)gtC>gtTp.V777V 0.619048 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.259259 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.377778 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.432432 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.361111 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.727273 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.894737 TRUE TRUE TRUE

c.(3472-3474)gAt>gTtp.D1158V 0.3 FALSE TRUE TRUE

c.(1672-1674)aAg>aGgp.K558R 0.487805 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(12331-12333)gcC>gcTp.A4111A 0.538462 FALSE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.6 TRUE TRUE FALSE



c.(715-717)ccG>ccAp.P239P 0.368421 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.142857 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.8 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.5 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.490566 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.5 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.485714 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.333333 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.56 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.368421 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.6875 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 1 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.53125 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.384615 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.218884 FALSE FALSE FALSE

c.(895-897)gaA>gaGp.E299E 0.531915 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.615385 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.419355 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.416667 TRUE TRUE TRUE

c.(1018-1020)Gcc>Tccp.A340S 0.307692 FALSE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.43038 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.368421 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.092784 FALSE FALSE FALSE

c.(4147-4149)Ggg>Aggp.G1383R 0.416667 FALSE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.510204 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.408163 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.169231 TRUE TRUE FALSE

c.(484-486)Agt>Ggtp.S162G 0.5 FALSE TRUE TRUE

c.(478-480)Gtc>Atcp.V160I 0.410714 FALSE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.584906 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.465753 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.492063 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.041667 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.418919 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.494949 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.111864 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.103734 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.295082 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.335165 TRUE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.5 TRUE TRUE TRUE

c.(12790-12792)Gta>Ctap.V4264L 0.568627 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.531646 TRUE TRUE TRUE

c.(2887-2889)gGg>gAgp.G963E 0.520548 TRUE TRUE TRUE



c.(1150-1152)ccC>ccTp.P384P 0.552381 TRUE TRUE TRUE

c.(1327-1329)cTg>cCgp.L443P 0.5 TRUE TRUE FALSE

c.(1177-1179)agC>agGp.S393R 0.085366 FALSE FALSE FALSE

c.(1993-1995)gaA>gaGp.E665E 0.09375 FALSE FALSE FALSE

c.(76-78)tTc>tCcp.F26S 0.094737 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1933-1935)Gtg>Atgp.V645M 0.52657 FALSE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.137795 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.979592 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.087719 TRUE TRUE FALSE

c.(1516-1518)cgG>cgAp.R506R 0.213793 TRUE TRUE TRUE

c.(1390-1392)Atg>Gtgp.M464V 0.1 FALSE FALSE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.43662 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.107551 TRUE TRUE FALSE

c.(103-105)gGt>gAtp.G35D 0.146067 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.508772 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.468354 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.441176 TRUE TRUE TRUE

c.(1132-1134)aGt>aAtp.S378N 0.097561 TRUE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.433962 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.37931 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.455446 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.485876 FALSE TRUE FALSE

c.(526-528)gaT>gaAp.D176E 0.5 FALSE TRUE TRUE

c.(1030-1032)ggG>ggAp.G344G 0.981013 FALSE TRUE FALSE

c.(361-363)gTc>gCcp.V121A 0.714286 TRUE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.384615 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.48062 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.411765 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.971429 TRUE TRUE FALSE

c.(1363-1365)tcA>tcGp.S455S 0.458333 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.487805 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.6 TRUE TRUE TRUE

c.(2971-2973)Aac>Gacp.N991D 0.457627 TRUE TRUE TRUE

c.(1012-1014)ttC>ttTp.F338F 0.56 FALSE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.333333 TRUE TRUE FALSE

c.(6043-6045)Acc>Gccp.T2015A 0.1 TRUE TRUE TRUE

c.(628-630)gCg>gTgp.A210V 0.315217 TRUE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.557252 TRUE TRUE TRUE

c.(2884-2886)ccC>ccGp.P962P 0.515873 FALSE TRUE TRUE

c.(820-822)Aga>Ggap.R274G 0.089744 FALSE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 0.980392 TRUE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.408163 TRUE TRUE TRUE

c.(6472-6474)Cgc>Agcp.R2158S 0.060976 FALSE FALSE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.385965 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.574074 TRUE TRUE TRUE



c.(2053-2055)cgT>cgCp.R685R 0.479592 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.899329 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.460317 TRUE TRUE TRUE

c.(2017-2019)agT>agCp.S673S 0.493976 FALSE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.978261 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.5 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.550847 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.457143 TRUE TRUE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.227273 TRUE TRUE FALSE

c.(1675-1677)ttA>ttCp.L559F 0.091892 FALSE FALSE FALSE

c.(3670-3672)gaG>gaAp.E1224E 0.414634 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.125461 FALSE FALSE FALSE

c.(1522-1524)caT>caCp.H508H 0.469697 TRUE TRUE TRUE

c.(394-396)Gcc>Accp.A132T 0.071429 FALSE FALSE FALSE

c.(3949-3951)caT>caCp.H1317H 0.410959 TRUE TRUE TRUE

c.(1843-1845)ttT>ttCp.F615F 0.435897 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.991228 TRUE TRUE TRUE

c.(124-126)ttT>ttCp.F42F 0.074257 FALSE FALSE FALSE

c.(1063-1065)aCa>aTap.T355I 0.5 TRUE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.375 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.981481 TRUE TRUE TRUE

c.(6628-6630)cGg>cAgp.R2210Q 0.514706 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.582418 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.625 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.554545 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 1 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.507937 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.534884 TRUE TRUE TRUE

c.(5434-5436)ttA>ttGp.L1812L 0.51634 FALSE FALSE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.477064 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.472441 TRUE TRUE TRUE

c.(409-411)aCa>aGap.T137R 0.076923 FALSE FALSE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.558824 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.333333 TRUE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.5 TRUE TRUE TRUE

c.(1624-1626)Acc>Cccp.T542P 0.145161 FALSE FALSE FALSE

c.(2227-2229)caT>caCp.H743H 0.46988 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.041009 TRUE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.457627 TRUE TRUE FALSE

c.(448-450)tCt>tGtp.S150C 0.12 FALSE FALSE FALSE

c.(196-198)cAc>cGcp.H66R 0.158273 TRUE FALSE FALSE

c.(1693-1695)atT>atCp.I565I 0.411765 TRUE TRUE TRUE

c.(493-495)gaC>gaTp.D165D 0.323529 TRUE TRUE FALSE

c.(2833-2835)aCt>aGtp.T945S 0.092308 FALSE FALSE FALSE

c.(355-357)Act>Gctp.T119A 0.454545 FALSE FALSE FALSE

c.(673-675)Tgg>Cggp.W225R 0.971831 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.427083 TRUE TRUE TRUE



c.(1414-1416)ggT>ggCp.G472G 0.466981 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.555556 TRUE TRUE FALSE

c.(46-48)aaG>aaAp.K16K 0.431373 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.413333 TRUE TRUE TRUE

c.(1885-1887)agA>agGp.R629R 0.06087 FALSE FALSE FALSE

c.(3283-3285)acA>acGp.T1095T 0.647059 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.571429 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.5 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.607143 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.975 TRUE TRUE FALSE

c.(2869-2871)caT>caCp.H957H 0.586667 FALSE FALSE FALSE

c.(1666-1668)tcA>tcCp.S556S 0.122271 FALSE FALSE FALSE

c.(3724-3726)Cac>Tacp.H1242Y 0.545455 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.494253 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.366667 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.451923 TRUE TRUE TRUE

c.(634-636)Cag>Gagp.Q212E 0.6 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.083123 FALSE FALSE FALSE

c.(6829-6831)cCa>cTap.P2277L 0.055118 FALSE FALSE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.086207 TRUE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.508475 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.098305 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.155963 TRUE TRUE FALSE

c.(823-825)Ctt>Gttp.L275V 0.236152 FALSE FALSE FALSE

c.(919-921)aCg>aTgp.T307M 0.368421 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.478261 TRUE TRUE FALSE

c.(169-171)Gca>Acap.A57T 0.089431 FALSE FALSE FALSE

c.(973-975)Cgg>Tggp.R325W 0.276596 FALSE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.440678 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.575758 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.157143 TRUE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.596154 TRUE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.44898 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.489362 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.972222 TRUE TRUE TRUE

c.(2011-2013)gcG>gcAp.A671A 0.444444 FALSE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.378882 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.557522 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.519231 TRUE TRUE TRUE

c.(865-867)Aat>Catp.N289H 0.43617 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.211382 TRUE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.38 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.65 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.109804 FALSE FALSE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.973913 TRUE TRUE TRUE



c.(973-975)taC>taTp.Y325Y 0.375 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.19375 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.410256 TRUE TRUE TRUE

c.(1771-1773)gcA>gcCp.A591A 0.493151 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.527778 TRUE TRUE TRUE

c.(1528-1530)tTt>tGtp.F510C 0.078818 FALSE FALSE FALSE

c.(334-336)cGa>cAap.R112Q 0.083799 TRUE TRUE TRUE

c.(403-405)aCa>aAap.T135K 0.482456 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.560976 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.493333 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.454545 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.467105 TRUE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.375 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.56044 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.333333 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.189189 TRUE TRUE FALSE

c.(7045-7047)Tgg>Gggp.W2349G0.033639 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.980198 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.061737 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.125 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.463768 TRUE TRUE TRUE

c.(1609-1611)atA>atGp.I537M 0.493333 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.574468 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.546667 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.093458 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.92 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 1 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.564103 TRUE TRUE TRUE

c.(1129-1131)cAg>cGgp.Q377R 0.625 TRUE TRUE TRUE

c.(2362-2364)Aag>Gagp.K788E 0.454545 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.170455 FALSE FALSE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.35 TRUE TRUE TRUE

c.(514-516)Tct>Cctp.S172P 0.276316 FALSE FALSE FALSE

c.(13045-13047)acG>acAp.T4349T 0.921569 TRUE TRUE TRUE

c.(874-876)gaA>gaGp.E292E 0.571429 TRUE TRUE TRUE

c.(859-861)Gcg>Tcgp.A287S 0.384615 FALSE TRUE TRUE

c.(943-945)Cgg>Tggp.R315W 0.346154 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.448276 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.464286 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.079772 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.396226 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.695652 TRUE TRUE TRUE

c.(9850-9852)ccG>ccAp.P3284P 0.454545 FALSE TRUE TRUE

c.(2614-2616)gCa>gTap.A872V 0.555556 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.097345 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.108108 TRUE TRUE FALSE

c.(58-60)aaA>aaGp.K20K 0.967742 FALSE TRUE FALSE



c.(3499-3501)ccA>ccTp.P1167P 0.413793 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.5 TRUE TRUE TRUE

c.(1948-1950)ctC>ctTp.L650L 0.083333 FALSE FALSE FALSE

c.(2113-2115)acA>acGp.T705T 0.321429 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.266667 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.684211 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.4 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.188889 FALSE FALSE FALSE

c.(8152-8154)Att>Gttp.I2718V 0.486486 TRUE TRUE TRUE

c.(226-228)gcA>gcGp.A76A 0.173709 FALSE FALSE FALSE

c.(835-837)gTg>gCgp.V279A 0.162162 TRUE TRUE FALSE

c.(1516-1518)cgG>cgAp.R506R 0.224719 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.095238 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.511111 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.3 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.421687 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.40678 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.441379 FALSE TRUE FALSE

c.(4162-4164)gTc>gCcp.V1388A 0.409091 TRUE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 1 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.393939 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.186667 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.408163 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(3496-3498)cTa>cCap.L1166P 0.324324 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 0.944444 FALSE TRUE FALSE

c.(997-999)gaG>gaAp.E333E 0.411765 FALSE TRUE TRUE

c.(1543-1545)tAc>tCcp.Y515S 0.068966 FALSE FALSE FALSE

c.(1444-1446)Atc>Gtcp.I482V 0.991803 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.566667 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.444444 TRUE TRUE TRUE

c.(295-297)ggG>ggAp.G99G 0.962264 FALSE TRUE FALSE

c.(58-60)acA>acTp.T20T 0.925926 FALSE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.298246 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.4 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.333333 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.928571 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.521127 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.328125 TRUE TRUE FALSE

c.(5680-5682)tCc>tGcp.S1894C 0.077922 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 0.458333 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.458333 TRUE TRUE FALSE

c.(421-423)Acc>Gccp.T141A 0.409091 FALSE FALSE FALSE

c.(112-114)Gaa>Aaap.E38K 0.12766 FALSE FALSE FALSE

c.(220-222)Cga>Tgap.R74* 0.119658 TRUE TRUE TRUE

c.(1315-1317)gcA>gcGp.A439A 0.259259 FALSE TRUE TRUE

c.(103-105)gGt>gAtp.G35D 0.146341 TRUE TRUE FALSE



c.(2785-2787)Cag>Gagp.Q929E 0.916667 TRUE TRUE TRUE

c.(1108-1110)gcG>gcAp.A370A 0.357143 FALSE TRUE TRUE

c.(178-180)atT>atCp.I60I 1 FALSE TRUE FALSE

c.(163-165)atG>atAp.M55I 1 FALSE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.978723 TRUE TRUE TRUE

c.(1342-1344)caA>caGp.Q448Q 0.425 FALSE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.571429 TRUE TRUE TRUE

c.(1732-1734)Gag>Aagp.E578K 0.333333 FALSE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.6 TRUE TRUE FALSE

c.(175-177)Gca>Acap.A59T 0.578947 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.475 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.869565 TRUE TRUE FALSE

c.(790-792)Act>Cctp.T264P 0.047187 FALSE FALSE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.471698 TRUE TRUE TRUE

c.(1672-1674)Acc>Gccp.T558A 0.459459 TRUE TRUE TRUE

c.(1738-1740)Cga>Tgap.R580* 0.538462 FALSE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.466667 TRUE TRUE TRUE

c.(6742-6744)ccG>ccAp.P2248P 0.28125 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.428571 TRUE TRUE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.079365 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.469388 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.518519 TRUE TRUE TRUE

c.(673-675)Agg>Gggp.R225G 0.144279 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.425926 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.222222 TRUE TRUE TRUE

c.(859-861)gCg>gTgp.A287V 0.384615 FALSE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.666667 TRUE TRUE TRUE

c.(10234-10236)Att>Gttp.I3412V 0.355556 FALSE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.223301 TRUE TRUE TRUE

c.(3190-3192)Ccc>Tccp.P1064S 0.347826 FALSE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.583333 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 0.96875 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.214286 TRUE FALSE FALSE

c.(3073-3075)acC>acTp.T1025T 0.4375 FALSE TRUE TRUE

c.(892-894)Gta>Atap.V298I 0.226891 FALSE TRUE FALSE

c.(1414-1416)aaC>aaTp.N472N 0.069767 FALSE TRUE FALSE

c.(4234-4236)cgG>cgCp.R1412R 0.487179 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.98 TRUE TRUE TRUE

c.e4-1 0.454545 FALSE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.526316 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.714286 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.40625 TRUE TRUE FALSE

c.(343-345)Gca>Acap.A115T 0.135417 FALSE TRUE TRUE

c.(2410-2412)Ctt>Gttp.L804V 0.102151 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.916667 TRUE TRUE TRUE

c.(1630-1632)ggT>ggCp.G544G 0.269231 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE



c.(499-501)cGa>cAap.R167Q 0.580645 TRUE TRUE TRUE

c.(1132-1134)aGt>aAtp.S378N 0.073394 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.5 TRUE TRUE TRUE

c.(1597-1599)caA>caGp.Q533Q 0.466667 TRUE FALSE FALSE

c.(3430-3432)Aag>Gagp.K1144E 0.6 TRUE TRUE TRUE

c.(1222-1224)aAa>aGap.K408R 0.066667 FALSE FALSE FALSE

c.(3178-3180)Gta>Atap.V1060I 0.75 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.253521 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.2125 TRUE TRUE TRUE

c.(1786-1788)ccG>ccAp.P596P 0.4 FALSE TRUE TRUE

c.(277-279)ccC>ccTp.P93P 0.285714 TRUE TRUE FALSE

c.(5761-5763)gaC>gaTp.D1921D 0.2 FALSE FALSE TRUE

c.(154-156)Gaa>Aaap.E52K 0.992126 FALSE TRUE FALSE

c.(9598-9600)Ctg>Ttgp.L3200L 0.5 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.319444 TRUE TRUE FALSE

c.(58-60)gcT>gcCp.A20A 0.193182 FALSE FALSE FALSE

c.(706-708)Act>Gctp.T236A 0.46 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.182432 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.09062 FALSE FALSE FALSE

c.(850-852)cCa>cAap.P284Q 0.954545 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.463415 TRUE TRUE TRUE

c.(136-138)agT>agAp.S46R 0.130435 FALSE FALSE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.6 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.428571 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.106897 FALSE FALSE FALSE

c.(3451-3453)cCt>cTtp.P1151L 0.552632 FALSE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.192308 TRUE TRUE TRUE

c.(415-417)gaC>gaTp.D139D 1 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.564103 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.555556 TRUE TRUE FALSE

c.(2329-2331)gtC>gtTp.V777V 0.555556 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.565217 TRUE TRUE TRUE

c.(610-612)Cgg>Tggp.R204W 0.159574 TRUE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 0.964912 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.677419 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.469388 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.525 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.574468 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.363636 TRUE TRUE TRUE

c.(2128-2130)Cgg>Tggp.R710W 0.705882 FALSE TRUE FALSE

c.(271-273)caT>caCp.H91H 0.964706 FALSE FALSE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.388889 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.3125 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.421053 TRUE TRUE FALSE

c.(664-666)ggG>ggAp.G222G 0.982456 FALSE TRUE FALSE

c.(8998-9000)Gtt>Cttp.V3000L 0.4 FALSE TRUE TRUE

c.(1018-1020)ctC>ctTp.L340L 0.576923 FALSE TRUE TRUE



c.(4873-4875)tgT>tgCp.C1625C 0.931818 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.490566 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.172566 FALSE FALSE FALSE

c.(46-48)tgA>tgGp.*16W 0.702703 FALSE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.571429 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.155251 FALSE FALSE FALSE

c.(526-528)cGt>cAtp.R176H 0.928571 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.464286 TRUE TRUE TRUE

c.(1096-1098)caG>caAp.Q366Q 0.510638 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.255556 TRUE TRUE TRUE

c.(7681-7683)ccG>ccAp.P2561P 0.461538 FALSE TRUE TRUE

c.(1576-1578)agA>agGp.R526R 0.069565 FALSE FALSE FALSE

c.(511-513)ggG>ggAp.G171G 0.409836 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.344828 TRUE TRUE FALSE

c.(3955-3957)gcC>gcTp.A1319A 0.444444 FALSE TRUE FALSE

c.(1825-1827)ccA>ccGp.P609P 0.486486 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.941176 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.916667 TRUE TRUE TRUE

c.(760-762)cCc>cTcp.P254L 0.395349 FALSE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.403846 TRUE TRUE TRUE

c.(4639-4641)acC>acTp.T1547T 0.518519 FALSE TRUE TRUE

c.(1561-1563)aTa>aAap.I521K 0.081818 FALSE FALSE FALSE

c.(895-897)gaA>gaGp.E299E 0.5 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.923077 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.185185 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.441176 TRUE TRUE TRUE

c.(136-138)Tat>Catp.Y46H 0.052478 TRUE TRUE FALSE

c.(1717-1719)Cct>Tctp.P573S 0.565217 FALSE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.213115 TRUE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 1 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.512821 TRUE TRUE TRUE

c.(646-648)gGa>gAap.G216E 0.509317 FALSE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.115044 FALSE FALSE FALSE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(340-342)ccC>ccGp.P114P 1 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.028217 TRUE TRUE FALSE

c.(3019-3021)tcG>tcAp.S1007S 0.455172 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.455696 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.139159 TRUE TRUE FALSE

c.(3064-3066)aTg>aCgp.M1022T 0.060086 FALSE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.4375 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 1 TRUE TRUE FALSE

c.(403-405)Aga>Tgap.R135* 0.04797 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.170597 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.52795 TRUE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.4 TRUE TRUE TRUE

c.(805-807)Gtg>Ttgp.V269L 1 TRUE TRUE TRUE



c.(1048-1050)ccG>ccAp.P350P 0.043253 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.131707 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.092593 FALSE FALSE FALSE

c.(454-456)Gct>Actp.A152T 0.539683 FALSE TRUE TRUE

c.(8941-8943)caT>caCp.H2981H 0.489362 FALSE TRUE TRUE

c.(193-195)Tgt>Cgtp.C65R 0.365385 FALSE FALSE FALSE

c.(544-546)Ggg>Aggp.G182R 0.454545 FALSE TRUE FALSE

c.(5299-5301)Cac>Tacp.H1767Y 0.474227 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 1 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.538462 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.537037 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.448276 TRUE TRUE FALSE

c.(3655-3657)cGc>cCcp.R1219P 0.428571 FALSE TRUE TRUE

c.(1993-1995)gaA>gaGp.E665E 0.052632 FALSE FALSE FALSE

c.(844-846)gcC>gcTp.A282A 0.5 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.546667 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.115044 FALSE FALSE FALSE

c.(6301-6303)aTa>aCap.I2101T 1 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(2056-2058)cgG>cgTp.R686R 0.992806 TRUE TRUE TRUE

c.(2113-2115)ggG>ggAp.G705G 0.538462 FALSE TRUE TRUE

c.(898-900)ttA>ttTp.L300F 0.046296 FALSE FALSE FALSE

c.(226-228)gcA>gcGp.A76A 0.127072 FALSE FALSE FALSE

c.(2062-2064)gGg>gCgp.G688A 0.653846 FALSE FALSE FALSE

c.(187-189)ccA>ccGp.P63P 0.509091 FALSE TRUE TRUE

c.(1576-1578)agC>agTp.S526S 0.466667 TRUE TRUE TRUE

c.(1849-1851)caA>caGp.Q617Q 0.45 FALSE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.482759 TRUE TRUE FALSE

c.(994-996)gGc>gCcp.G332A 0.564103 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.129179 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.492537 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.516129 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.992908 TRUE TRUE TRUE

c.(3967-3969)gAt>gTtp.D1323V 0.044586 FALSE FALSE FALSE

c.(1966-1968)caC>caTp.H656H 0.490196 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.555556 TRUE TRUE TRUE

c.(2557-2559)Ctt>Tttp.L853F 0.56129 FALSE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.529412 TRUE TRUE TRUE

c.(5665-5667)Ata>Gtap.I1889V 0.568627 FALSE FALSE FALSE

c.(91-93)agC>agAp.S31R 0.391304 TRUE TRUE TRUE

c.(13687-13689)ccC>ccTp.P4563P 0.44 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.1875 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.538462 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(1015-1017)Cgg>Tggp.R339W 0.543478 FALSE FALSE FALSE

c.(1588-1590)gcG>gcAp.A530A 1 TRUE TRUE TRUE

c.(79-81)cTg>cGgp.L27R 0.063492 FALSE FALSE FALSE



c.(4246-4248)Aaa>Caap.K1416Q 0.408696 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(664-666)gTg>gCgp.V222A 0.058577 FALSE FALSE FALSE

c.(1846-1848)acG>acAp.T616T 1 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.666667 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.583333 TRUE TRUE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.356164 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.568627 FALSE TRUE FALSE

c.(7501-7503)Ata>Gtap.I2501V 0.578313 TRUE TRUE TRUE

c.(820-822)Aga>Ggap.R274G 0.1 FALSE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 0.5 TRUE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 0.428571 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.444444 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.515306 TRUE TRUE TRUE

c.(4642-4644)Ccc>Tccp.P1548S 1 TRUE TRUE FALSE

c.(3859-3861)Gag>Aagp.E1287K 0.461957 TRUE TRUE TRUE

c.(142-144)gcG>gcAp.A48A 0.519685 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.443038 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.166667 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.051282 TRUE TRUE FALSE

c.(1264-1266)aGa>aAap.R422K 0.535433 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(1474-1476)cGt>cAtp.R492H 0.478261 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.221453 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.458333 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.571429 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.096535 FALSE FALSE FALSE

c.(1522-1524)caT>caCp.H508H 0.466667 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.275362 TRUE TRUE FALSE

c.(1996-1998)ttT>ttCp.F666F 0.467742 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.5 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.333333 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.326531 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.384615 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.235294 TRUE FALSE FALSE

c.(10402-10404)cCc>cTcp.P3468L 0.494253 FALSE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.566038 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.448598 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.453846 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.263158 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.538462 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.461538 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.549618 TRUE TRUE TRUE

c.(103-105)ttA>ttTp.L35F 0.187135 TRUE TRUE FALSE

c.(205-207)Caa>Aaap.Q69K 0.035247 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.611111 TRUE TRUE TRUE



c.(4981-4983)gaT>gaCp.D1661D 0.3125 TRUE TRUE FALSE

c.(2239-2241)aaT>aaGp.N747K 0.060185 FALSE FALSE FALSE

c.(2572-2574)ggC>ggTp.G858G 0.480769 TRUE TRUE TRUE

c.(58-60)Ggg>Aggp.G20R 0.484375 FALSE FALSE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.457627 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.042226 TRUE TRUE FALSE

c.(3988-3990)Ttg>Atgp.L1330M 0.4 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.492754 TRUE TRUE TRUE

c.(1693-1695)atT>atCp.I565I 0.75 TRUE TRUE TRUE

c.(2458-2460)gtG>gtAp.V820V 0.438596 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(1168-1170)Gtg>Atgp.V390M 0.058824 FALSE FALSE FALSE

c.(3880-3882)aaG>aaAp.K1294K 0.53 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.514563 TRUE TRUE TRUE

c.(2827-2829)gcC>gcTp.A943A 0.575221 TRUE TRUE TRUE

c.(1234-1236)Ctc>Ttcp.L412F 0.357143 FALSE FALSE FALSE

c.e3+1 0.5 FALSE TRUE TRUE

c.(2350-2352)tCc>tAcp.S784Y 0.069196 FALSE TRUE FALSE

c.(1582-1584)Gtg>Atgp.V528M 0.078652 FALSE TRUE TRUE

c.(169-171)Gca>Acap.A57T 0.066845 FALSE FALSE FALSE

c.(127-129)ccC>ccTp.P43P 0.5 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.3 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.444444 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.625 TRUE TRUE TRUE

c.(478-480)gGc>gTcp.G160V 0.2 FALSE FALSE FALSE

c.(991-993)Gcc>Accp.A331T 0.993421 FALSE TRUE FALSE

c.(1240-1242)caG>caAp.Q414Q 0.411765 TRUE TRUE TRUE

c.(1015-1017)gAt>gTtp.D339V 0.365854 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.182927 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(466-468)Cat>Tatp.H156Y 0.517949 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.3 TRUE TRUE FALSE

c.(58-60)gcT>gcCp.A20A 0.101852 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.218593 FALSE FALSE FALSE

c.(7624-7626)cgC>cgGp.R2542R 0.990196 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.490385 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(760-762)tTa>tGap.L254* 0.063197 FALSE FALSE FALSE

c.(142-144)cAg>cGgp.Q48R 0.577778 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.977011 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.452229 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.433962 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.088172 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.201613 TRUE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.5 TRUE TRUE FALSE



c.(5857-5859)cgA>cgGp.R1953R 0.440678 TRUE TRUE TRUE

c.(13801-13803)atG>atAp.M4601I 0.489583 FALSE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.45122 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.57 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 1 TRUE TRUE TRUE

c.(316-318)aGg>aCgp.R106T 0.086957 FALSE FALSE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.43871 TRUE TRUE TRUE

c.(4639-4641)acC>acTp.T1547T 0.444444 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.985401 TRUE TRUE TRUE

c.(6436-6438)Gtt>Tttp.V2146F 0.533981 FALSE TRUE TRUE

c.(3283-3285)aAt>aGtp.N1095S 0.077586 FALSE FALSE FALSE

c.(745-747)cTg>cCgp.L249P 0.666667 TRUE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.513889 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.432836 TRUE TRUE TRUE

c.(1414-1416)ggT>ggCp.G472G 0.431718 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.480769 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.217391 TRUE TRUE FALSE

c.(5188-5190)Aaa>Gaap.K1730E 0.458824 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.105541 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.583333 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 1 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.517857 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.3125 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.458824 TRUE TRUE TRUE

c.(4621-4623)gCg>gGgp.A1541G 1 TRUE TRUE FALSE

c.(4162-4164)gTc>gCcp.V1388A 0.272727 TRUE TRUE FALSE

c.(262-264)tTt>tCtp.F88S 0.057414 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.470199 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.513514 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.479167 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 1 TRUE TRUE FALSE

c.(826-828)cGa>cAap.R276Q 0.466019 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.217391 TRUE TRUE FALSE

c.(1297-1299)ctA>ctGp.L433L 1 FALSE TRUE FALSE

c.(2587-2589)acA>acGp.T863T 0.56 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.027859 TRUE FALSE FALSE

c.(547-549)aGt>aAtp.S183N 0.210084 FALSE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.43662 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.54 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.518182 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.991597 TRUE TRUE FALSE

c.(1966-1968)tcT>tcCp.S656S 0.473684 TRUE TRUE TRUE

c.(4321-4323)Atg>Gtgp.M1441V 0.52459 FALSE TRUE TRUE

c.(3835-3837)Ctt>Gttp.L1279V 0.509091 FALSE TRUE TRUE

c.(313-315)Cga>Tgap.R105* 0.6 FALSE TRUE FALSE



c.(2365-2367)aaG>aaAp.K789K 0.052885 FALSE FALSE FALSE

c.(115-117)Aaa>Gaap.K39E 0.135593 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.509434 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.5 TRUE TRUE TRUE

c.(1306-1308)aTt>aAtp.I436N 0.349206 TRUE TRUE TRUE

c.(1153-1155)caC>caTp.H385H 0.666667 TRUE TRUE TRUE

c.(157-159)aCa>aAap.T53K 0.625 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.948718 TRUE TRUE TRUE

c.(1183-1185)aaC>aaGp.N395K 0.384615 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.969925 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.75 TRUE TRUE TRUE

c.(1432-1434)tcG>tcAp.S478S 1 FALSE TRUE FALSE

c.(520-522)aTa>aGap.I174R 0.041667 FALSE FALSE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.428571 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.556818 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.34375 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.504202 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.492754 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.947368 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.958333 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.057692 FALSE FALSE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.050633 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.458333 TRUE TRUE TRUE

c.e23-1 0.185 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.454545 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.462025 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.054092 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.091317 FALSE FALSE FALSE

c.(7393-7395)tgC>tgTp.C2465C 0.351852 TRUE TRUE TRUE

c.(295-297)gcT>gcAp.A99A 0.046875 TRUE TRUE FALSE

c.(6499-6501)Cgt>Tgtp.R2167C 0.141304 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.206897 TRUE TRUE FALSE

c.(1993-1995)atG>atAp.M665I 0.4 TRUE TRUE FALSE

c.(1759-1761)Gct>Actp.A587T 0.597015 FALSE FALSE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.419753 TRUE TRUE TRUE

c.(2389-2391)acG>acAp.T797T 0.514286 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.857143 TRUE TRUE TRUE

c.(718-720)Atc>Ttcp.I240F 0.504854 FALSE FALSE FALSE

c.(2113-2115)acA>acGp.T705T 0.965217 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.534483 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.495726 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.373626 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.489796 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.988636 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.985612 TRUE TRUE TRUE



c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(2374-2376)gaT>gaCp.D792D 0.619048 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.375 FALSE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.347222 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.111782 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.978261 TRUE TRUE TRUE

c.(3784-3786)tAt>tCtp.Y1262S 0.45 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.136364 TRUE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 0.571429 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.945455 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.049734 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.4375 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.982143 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.395062 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.53211 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.396694 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.673913 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.492958 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.254902 TRUE TRUE TRUE

c.(3253-3255)Ctg>Gtgp.L1085V 0.055046 FALSE FALSE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.34188 TRUE TRUE FALSE

c.(991-993)Gcc>Accp.A331T 0.125749 FALSE TRUE FALSE

c.(1144-1146)ggC>ggTp.G382G 0.511628 FALSE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.542373 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.652174 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.310345 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.515152 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.989899 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.1875 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.975 TRUE TRUE TRUE

c.(322-324)ccC>ccTp.P108P 0.95 TRUE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.971698 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.946429 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.061033 TRUE TRUE FALSE

c.(715-717)Cat>Gatp.H239D 0.10989 FALSE FALSE FALSE

c.(1030-1032)cGg>cAgp.R344Q 0.666667 TRUE TRUE FALSE

c.(1195-1197)Cgc>Tgcp.R399C 0.833333 TRUE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.474138 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.4 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.328947 TRUE TRUE TRUE

c.(697-699)caA>caTp.Q233H 0.493827 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.494505 TRUE TRUE TRUE

c.(1996-1998)gaA>gaCp.E666D 0.451128 FALSE TRUE TRUE

c.(5785-5787)caG>caAp.Q1929Q 0.592593 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE



c.(9481-9483)Ttc>Atcp.F3161I 0.5 TRUE TRUE TRUE

c.(583-585)atC>atTp.I195I 0.411765 FALSE FALSE TRUE

c.(136-138)gaC>gaTp.D46D 0.264368 TRUE TRUE FALSE

c.e4-1 0.1 FALSE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.207547 TRUE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.985612 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.4375 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.082857 FALSE FALSE FALSE

c.(835-837)caG>caAp.Q279Q 1 TRUE TRUE FALSE

c.(9466-9468)Ttg>Ctgp.L3156L 0.431193 FALSE FALSE FALSE

c.(409-411)Tgg>Gggp.W137G 0.052632 FALSE FALSE FALSE

c.(1522-1524)caT>caCp.H508H 0.948718 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(148-150)Gag>Aagp.E50K 0.5 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.293103 TRUE TRUE FALSE

c.(8524-8526)taT>taCp.Y2842Y 0.952 TRUE TRUE TRUE

c.(151-153)cGt>cAtp.R51H 0.090909 FALSE FALSE FALSE

c.(1849-1851)agT>agCp.S617S 0.333333 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.897059 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.936508 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.480519 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.476923 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.416667 TRUE TRUE TRUE

c.(1297-1299)ctA>ctGp.L433L 0.512821 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.545455 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.452991 TRUE TRUE TRUE

c.(550-552)ctG>ctTp.L184L 0.141463 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.492754 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.378788 TRUE TRUE TRUE

c.(1462-1464)Tgc>Cgcp.C488R 0.59322 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.408 TRUE TRUE TRUE

c.(469-471)Aga>Ggap.R157G 0.557377 FALSE FALSE FALSE

c.(2458-2460)acA>acGp.T820T 0.980198 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.369565 TRUE TRUE TRUE

c.(6655-6657)cGt>cAtp.R2219H 0.480315 FALSE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.52381 TRUE TRUE TRUE

c.(370-372)caC>caTp.H124H 0.375 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.583333 TRUE TRUE TRUE

c.(733-735)aGt>aCtp.S245T 0.05618 FALSE FALSE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.045673 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.495327 TRUE TRUE TRUE

c.(1687-1689)tcG>tcAp.S563S 0.4375 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.237288 TRUE FALSE FALSE

c.(1297-1299)tTt>tGtp.F433C 0.125 TRUE TRUE FALSE

c.(76-78)aaG>aaAp.K26K 0.149254 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.568182 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.604651 TRUE TRUE TRUE



c.(376-378)agC>agTp.S126S 0.188034 FALSE TRUE TRUE

c.(4498-4500)aAg>aCgp.K1500T 0.477273 FALSE FALSE FALSE

c.(2413-2415)Cac>Tacp.H805Y 0.512195 FALSE FALSE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.41 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.272727 TRUE TRUE FALSE

c.(487-489)gcG>gcTp.A163A 0.362963 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.4 TRUE TRUE TRUE

c.(931-933)Aca>Tcap.T311S 0.067857 TRUE TRUE FALSE

c.(643-645)caG>caAp.Q215Q 0.6 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.419355 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.466667 TRUE TRUE TRUE

c.(7498-7500)aAa>aGap.K2500R 0.506173 FALSE FALSE FALSE

c.(1576-1578)agA>agGp.R526R 0.04878 FALSE FALSE FALSE

c.(3436-3438)cgA>cgGp.R1146R 0.09589 TRUE TRUE FALSE

c.(1993-1995)atG>atAp.M665I 0.142857 TRUE TRUE FALSE

c.(682-684)cAg>cCgp.Q228P 0.460317 TRUE TRUE FALSE

c.(1222-1224)aAa>aGap.K408R 0.06383 FALSE FALSE FALSE

c.(379-381)Gct>Actp.A127T 0.232759 TRUE TRUE TRUE

c.(1225-1227)acA>acCp.T409T 0.069307 FALSE FALSE FALSE

c.(88-90)Tat>Catp.Y30H 1 FALSE TRUE FALSE

c.(199-201)gTa>gGap.V67G 1 TRUE TRUE TRUE

c.(4432-4434)ggG>ggAp.G1478G 0.525 FALSE FALSE FALSE

c.(2350-2352)ccC>ccGp.P784P 0.425532 TRUE TRUE FALSE

c.(760-762)tTa>tGap.L254* 0.053597 FALSE FALSE FALSE

c.(9715-9717)gtT>gtGp.V3239V 0.536364 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.456897 TRUE TRUE TRUE

c.(1180-1182)gAg>gGgp.E394G 0.4 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.4375 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.280992 TRUE TRUE FALSE

c.(8281-8283)caG>caAp.Q2761Q 0.227273 TRUE FALSE FALSE

c.(919-921)aCg>aTgp.T307M 0.333333 TRUE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.55814 TRUE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 0.45 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.132353 TRUE TRUE TRUE

c.(25-27)ctA>ctCp.L9L 0.75 TRUE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.175439 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.741935 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.455882 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.262295 TRUE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.509091 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.444444 TRUE TRUE TRUE

c.(5857-5859)cgA>cgGp.R1953R 0.57971 TRUE TRUE TRUE

c.(10978-10980)tCg>tTgp.S3660L 0.553191 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.373333 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.469027 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.170068 TRUE TRUE TRUE



c.(700-702)Gtc>Ctcp.V234L 0.052632 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.981651 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.118644 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.261538 TRUE TRUE TRUE

c.(2317-2319)tgT>tgCp.C773C 0.550562 FALSE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 0.575221 TRUE TRUE TRUE

c.(1465-1467)caC>caTp.H489H 0.708333 FALSE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.567568 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.640625 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.118694 FALSE FALSE FALSE

c.(823-825)cGa>cTap.R275L 0.520833 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.333333 TRUE TRUE TRUE

c.(1345-1347)Aaa>Taap.K449* 0.384615 FALSE FALSE FALSE

c.(124-126)Gtc>Atcp.V42I 0.097087 FALSE FALSE FALSE

c.(12652-12654)gAc>gGcp.D4218G 0.45122 FALSE TRUE TRUE

c.(169-171)Gca>Acap.A57T 0.044643 FALSE FALSE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.468254 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.060976 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.377551 TRUE TRUE TRUE

c.(1267-1269)Ggt>Agtp.G423S 0.324675 TRUE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.515625 TRUE TRUE TRUE

c.(625-627)Tat>Gatp.Y209D 0.05 FALSE FALSE FALSE

c.(100-102)ctC>ctTp.L34L 0.36 FALSE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.968254 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.972973 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.373134 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.525 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 1 TRUE TRUE TRUE

c.(109-111)atG>atAp.M37I 1 FALSE TRUE FALSE

c.(1456-1458)tGa>tAap.*486* 0.5 TRUE TRUE FALSE

c.(2140-2142)gcG>gcTp.A714A 0.530303 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.362745 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.735294 TRUE TRUE FALSE

c.(1399-1401)gaC>gaTp.D467D 0.428571 FALSE FALSE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.454545 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.175532 FALSE FALSE FALSE

c.(1906-1908)Cgc>Tgcp.R636C 0.541667 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.116279 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.174129 TRUE TRUE FALSE

c.(106-108)agG>agAp.R36R 0.108696 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.160377 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.444444 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.983607 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.454545 TRUE TRUE TRUE

c.(613-615)caG>caTp.Q205H 0.133333 FALSE FALSE FALSE

c.(3067-3069)acA>acGp.T1023T 0.440789 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.496183 TRUE TRUE TRUE



c.(1993-1995)aCa>aTap.T665I 0.481061 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.502762 TRUE TRUE TRUE

c.(13-15)Gtc>Atcp.V5I 0.444444 TRUE TRUE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.382353 TRUE TRUE TRUE

c.(4387-4389)cGg>cAgp.R1463Q 0.575758 TRUE TRUE FALSE

c.(4528-4530)caC>caTp.H1510H 0.5 TRUE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.505814 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.495798 TRUE TRUE TRUE

c.(208-210)caG>caAp.Q70Q 0.159091 FALSE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 0.987261 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.529762 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.470085 TRUE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.357143 TRUE TRUE TRUE

c.(2614-2616)gCa>gTap.A872V 0.508671 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.458333 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.45283 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.108108 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.228261 TRUE TRUE FALSE

c.(1993-1995)atG>atAp.M665I 1 TRUE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.568528 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.955556 TRUE TRUE FALSE

c.(2872-2874)gtT>gtCp.V958V 0.526316 FALSE FALSE FALSE

c.(2782-2784)Gaa>Aaap.E928K 0.153333 TRUE FALSE FALSE

c.(1699-1701)Ctg>Ttgp.L567L 0.462264 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.965517 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.571429 TRUE TRUE TRUE

c.(151-153)acT>acCp.T51T 0.479167 FALSE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.454545 TRUE TRUE TRUE

c.(13786-13788)Gtg>Atgp.V4596M 0.545872 FALSE FALSE FALSE

c.(115-117)Atg>Ctgp.M39L 0.428571 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.491429 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.961538 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.486486 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.988372 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.502732 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.203065 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.33871 TRUE TRUE TRUE

c.(1885-1887)gcG>gcAp.A629A 0.452991 TRUE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.459016 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.511905 TRUE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.12426 TRUE TRUE FALSE

c.(1372-1374)aCg>aTgp.T458M 0.369863 FALSE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.492647 TRUE TRUE TRUE

c.(103-105)gGt>gAtp.G35D 0.275 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.530973 TRUE TRUE TRUE

c.(4621-4623)gCg>gGgp.A1541G 0.538462 TRUE TRUE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.957265 FALSE TRUE FALSE



c.(892-894)tGt>tCtp.C298S 0.57047 TRUE TRUE TRUE

c.(4786-4788)Gtt>Cttp.V1596L 0.5 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.393548 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.551724 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.492063 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.462745 TRUE TRUE TRUE

c.(5272-5274)ggA>ggGp.G1758G 0.488189 FALSE FALSE FALSE

c.(1558-1560)aAc>aGcp.N520S 0.25 FALSE FALSE FALSE

c.(250-252)gaA>gaGp.E84E 0.389474 TRUE TRUE TRUE

c.(988-990)gcC>gcTp.A330A 0.727273 FALSE FALSE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.491803 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.585526 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.366667 TRUE TRUE FALSE

c.(9037-9039)cGc>cTcp.R3013L 0.505556 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.987952 TRUE TRUE TRUE

c.(4642-4644)Ccc>Tccp.P1548S 0.5 TRUE TRUE FALSE

c.(3859-3861)Gag>Aagp.E1287K 0.3 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.479381 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.556886 TRUE TRUE TRUE

c.(5785-5787)caG>caAp.Q1929Q 0.412214 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.482517 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.32 TRUE TRUE FALSE

c.(3391-3393)acC>acGp.T1131T 1 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.992481 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.387755 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.532258 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.491429 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.303571 TRUE TRUE FALSE

c.(2758-2760)tcT>tcCp.S920S 0.214286 TRUE TRUE FALSE

c.(7735-7737)gAc>gTcp.D2579V 0.484472 TRUE TRUE TRUE

c.(391-393)gcT>gcCp.A131A 1 FALSE TRUE FALSE

c.(1141-1143)aaC>aaTp.N381N 0.458333 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.589888 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.694915 TRUE TRUE TRUE

c.(697-699)acC>acTp.T233T 0.45641 FALSE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.523985 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.518072 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.525974 TRUE TRUE TRUE

c.(5353-5355)gaT>gaCp.D1785D 0.497608 FALSE FALSE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.939394 TRUE TRUE TRUE

c.(265-267)gtG>gtAp.V89V 0.487603 FALSE TRUE TRUE

c.(3721-3723)taT>taCp.Y1241Y 0.473684 FALSE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.4375 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.517241 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.537234 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.478788 TRUE TRUE TRUE



c.(103-105)ttA>ttTp.L35F 0.224852 TRUE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.375 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.510638 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.463054 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.521739 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.421569 TRUE TRUE TRUE

c.(16-18)aGt>aAtp.S6N 0.241379 FALSE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.472727 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.474026 TRUE TRUE TRUE

c.(9418-9420)cAa>cGap.Q3140R 0.482014 TRUE TRUE TRUE

c.(100-102)tgG>tgAp.W34* 0.319149 FALSE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.959459 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.484615 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.434211 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.482759 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.353333 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.984064 TRUE TRUE TRUE

c.(4972-4974)gcG>gcAp.A1658A 0.243902 FALSE TRUE FALSE

c.(766-768)gGa>gCap.G256A 0.528846 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.410714 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.510949 TRUE TRUE TRUE

c.(487-489)gcG>gcTp.A163A 0.444444 FALSE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.489362 TRUE TRUE TRUE

c.(1225-1227)Aag>Cagp.K409Q 0.385714 FALSE FALSE FALSE

c.(10192-10194)Atg>Gtgp.M3398V 0.545455 FALSE TRUE TRUE

c.(2488-2490)Gcc>Accp.A830T 0.477157 TRUE TRUE TRUE

c.(2224-2226)gtC>gtGp.V742V 0.481481 TRUE TRUE TRUE

c.(1939-1941)Ccc>Tccp.P647S 0.571429 FALSE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.607843 TRUE TRUE TRUE

c.(6421-6423)Ctg>Ttgp.L2141L 0.466667 TRUE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.56 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.403974 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.468085 FALSE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.561856 TRUE TRUE TRUE

c.(1465-1467)caC>caTp.H489H 0.433962 FALSE TRUE TRUE

c.(2521-2523)cGg>cTgp.R841L 0.093199 FALSE FALSE FALSE

c.(196-198)Tgc>Cgcp.C66R 0.135135 TRUE FALSE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.4375 TRUE TRUE TRUE

c.(2587-2589)acA>acGp.T863T 0.557971 TRUE TRUE TRUE

c.(1162-1164)ggT>ggCp.G388G 0.9 FALSE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.216216 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.40367 TRUE TRUE TRUE

c.(1408-1410)Gaa>Taap.E470* 0.345679 TRUE TRUE FALSE

c.(22-24)Cat>Tatp.H8Y 0.411765 TRUE TRUE FALSE

c.(961-963)gCg>gAgp.A321E 0.26 TRUE TRUE FALSE

c.(4864-4866)Aca>Gcap.T1622A 0.512821 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.405797 TRUE TRUE TRUE



c.(4840-4842)cCt>cTtp.P1614L 0.452632 FALSE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.516129 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.961039 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.48503 TRUE TRUE TRUE

c.(2752-2754)cGc>cAcp.R918H 0.465517 FALSE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.456989 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.191011 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.521472 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 1 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.485714 TRUE TRUE FALSE

c.(544-546)gcC>gcGp.A182A 0.333333 FALSE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.642857 TRUE TRUE TRUE

c.(3790-3792)gcC>gcTp.A1264A 0.593023 FALSE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.25641 TRUE TRUE FALSE

c.(160-162)gTg>gGgp.V54G 0.494845 FALSE FALSE FALSE

c.(3676-3678)gGc>gTcp.G1226V 0.560241 TRUE TRUE TRUE

c.(1219-1221)gtC>gtTp.V407V 0.471429 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.45977 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.465241 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.993197 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.436842 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.547619 TRUE TRUE TRUE

c.(337-339)ggA>ggGp.G113G 0.944444 FALSE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.529412 TRUE TRUE FALSE

c.(556-558)gaG>gaAp.E186E 0.982906 TRUE TRUE TRUE

c.(40-42)tGg>tAgp.W14* 0.5625 FALSE TRUE FALSE

c.(9223-9225)ttA>ttGp.L3075L 0.478571 TRUE TRUE TRUE

c.(1021-1023)atG>atAp.M341I 1 FALSE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.533333 TRUE TRUE TRUE

c.(1414-1416)ctT>ctGp.L472L 0.241935 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 1 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.243243 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.485849 TRUE TRUE TRUE

c.(2260-2262)ctG>ctAp.L754L 0.571429 FALSE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.50641 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.985915 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.203252 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.272289 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.978947 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.578947 TRUE TRUE TRUE

c.(142-144)gcG>gcAp.A48A 0.484848 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.504132 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.642857 TRUE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.980769 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.115385 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.525253 TRUE TRUE TRUE

c.(5668-5670)ccT>ccCp.P1890P 0.4 FALSE TRUE TRUE



c.(3499-3501)ccA>ccTp.P1167P 0.455882 TRUE TRUE TRUE

c.(547-549)Tga>Agap.*183R 0.046205 FALSE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.733333 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.536313 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.970149 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.530612 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.546939 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.3 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.040559 TRUE TRUE FALSE

c.(988-990)tgT>tgCp.C330C 1 FALSE TRUE FALSE

c.(1504-1506)Cgt>Tgtp.R502C 0.4 TRUE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.615385 TRUE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.52809 TRUE TRUE TRUE

c.(4138-4140)atG>atTp.M1380I 0.492647 TRUE TRUE TRUE

c.(850-852)ccG>ccAp.P284P 0.48 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.42623 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.4375 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.460123 TRUE TRUE TRUE

c.(73-75)acG>acAp.T25T 0.596491 FALSE TRUE FALSE

c.(6478-6480)Ttg>Ctgp.L2160L 0.043165 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.522936 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.194444 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.035857 TRUE TRUE FALSE

c.(1-3)Atg>Gtgp.M1V 0.147059 FALSE FALSE FALSE

c.(4129-4131)Ccc>Tccp.P1377S 0.592593 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.481481 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.039877 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.976471 TRUE TRUE TRUE

c.(55-57)ccC>ccGp.P19P 0.470588 FALSE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.571956 FALSE TRUE FALSE

c.(337-339)taC>taTp.Y113Y 0.484211 FALSE FALSE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.053672 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.169811 TRUE TRUE FALSE

c.(2872-2874)tcC>tcTp.S958S 0.425 TRUE TRUE TRUE

c.(5920-5922)atC>atTp.I1974I 0.474747 FALSE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.54878 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.3125 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.991803 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.409524 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.480769 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.506329 TRUE TRUE TRUE

c.(3292-3294)gcT>gcCp.A1098A 0.447059 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.411765 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.114286 FALSE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.3125 TRUE TRUE FALSE

c.(1357-1359)aaT>aaGp.N453K 0.454545 TRUE TRUE TRUE



c.(1558-1560)ggC>ggTp.G520G 0.184211 FALSE TRUE TRUE

c.(4060-4062)aCg>aTgp.T1354M 0.516393 FALSE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.472973 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.491228 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.039286 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.490909 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 1 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.54902 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.971698 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.382022 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.971014 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.547619 FALSE TRUE FALSE

c.(2209-2211)gaT>gaCp.D737D 0.440476 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.380952 TRUE TRUE TRUE

c.(1090-1092)caT>caCp.H364H 0.452991 TRUE TRUE TRUE

c.(757-759)gaC>gaAp.D253E 0.425 TRUE TRUE TRUE

c.(2293-2295)gAg>gGgp.E765G 0.040698 TRUE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.407767 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 0.927273 FALSE TRUE FALSE

c.(2749-2751)aTa>aCap.I917T 0.479167 FALSE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.5 TRUE TRUE FALSE

c.(1297-1299)cAt>cGtp.H433R 0.568182 FALSE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.271429 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.465116 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.545455 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.565657 TRUE TRUE TRUE

c.(997-999)gaG>gaAp.E333E 0.5 FALSE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.941176 TRUE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.489796 TRUE TRUE TRUE

c.(12208-12210)Gac>Aacp.D4070N 0.487179 FALSE FALSE TRUE

c.(6043-6045)Acc>Gccp.T2015A 0.144444 TRUE TRUE TRUE

c.(2419-2421)gAt>gGtp.D807G 0.473684 FALSE TRUE FALSE

c.(832-834)Gtc>Ctcp.V278L 0.325 FALSE FALSE FALSE

c.(1030-1032)cGg>cAgp.R344Q 0.384615 TRUE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.980645 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.424658 TRUE TRUE TRUE

c.(1741-1743)gaG>gaCp.E581D 0.37037 FALSE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.383721 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.941176 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.5 TRUE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 0.5 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.30303 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.45 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.543478 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.5 TRUE TRUE TRUE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.9375 TRUE TRUE TRUE



c.(1969-1971)gTc>gCcp.V657A 0.666667 FALSE TRUE TRUE

c.(1297-1299)Tgg>Gggp.W433G 0.442623 FALSE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.571429 TRUE TRUE TRUE

c.(538-540)acT>acCp.T180T 0.943396 FALSE TRUE FALSE

c.(2890-2892)caT>caCp.H964H 0.60241 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.985294 TRUE TRUE TRUE

c.(2731-2733)gcG>gcAp.A911A 0.374046 FALSE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.51 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.383562 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.3125 TRUE TRUE FALSE

c.(4171-4173)aCc>aAcp.T1391N 0.571429 FALSE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.482143 TRUE TRUE TRUE

c.(1564-1566)gaA>gaGp.E522E 0.462185 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.472222 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.965517 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.414062 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.333333 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.952941 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.418182 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.514925 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.494382 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.675676 TRUE TRUE FALSE

c.(1906-1908)Cgc>Tgcp.R636C 0.526316 TRUE TRUE TRUE

c.(3751-3753)gaC>gaTp.D1251D 0.417391 FALSE TRUE TRUE

c.(1339-1341)aTg>aCgp.M447T 0.531746 TRUE TRUE TRUE

c.(2845-2847)Cct>Gctp.P949A 0.436782 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.472727 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.511628 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.492308 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.16 TRUE FALSE FALSE

c.(1693-1695)atT>atCp.I565I 0.642857 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.571429 TRUE TRUE FALSE

c.(271-273)ggA>ggTp.G91G 0.561404 FALSE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.42029 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.38 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.533333 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.495238 TRUE TRUE TRUE

c.(4915-4917)Gac>Aacp.D1639N 0.625 FALSE TRUE TRUE

c.(2827-2829)gcC>gcTp.A943A 0.5 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.4375 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.369231 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 1 TRUE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 0.939394 FALSE TRUE FALSE

c.(529-531)Gcc>Accp.A177T 0.951613 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.518519 TRUE TRUE TRUE

c.(1225-1227)Aag>Cagp.K409Q 0.394737 FALSE FALSE FALSE



c.(2293-2295)gaT>gaCp.D765D 0.975207 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.434211 TRUE TRUE TRUE

c.(2488-2490)Gcc>Accp.A830T 0.488372 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.5 TRUE TRUE TRUE

c.(1831-1833)Cca>Acap.P611T 0.347107 TRUE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.428571 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.4 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.581395 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.423077 TRUE TRUE TRUE

c.(493-495)gAc>gCcp.D165A 0.422222 FALSE TRUE FALSE

c.(46-48)aaG>aaAp.K16K 0.488889 TRUE TRUE FALSE

c.(490-492)ctT>ctCp.L164L 0.975 FALSE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.135714 TRUE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.518519 TRUE TRUE TRUE

c.(91-93)tAt>tGtp.Y31C 0.44 FALSE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.618182 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.418605 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.5 TRUE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.578947 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.974684 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.991304 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.485714 TRUE TRUE FALSE

c.(2815-2817)tCt>tGtp.S939C 0.5 TRUE TRUE TRUE

c.(4465-4467)Gcg>Acgp.A1489T 0.576923 FALSE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.45 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.358025 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.16185 TRUE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.958904 TRUE TRUE TRUE

c.(2707-2709)ggT>ggAp.G903G 0.37037 FALSE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.6 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 1 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.347826 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.988235 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.421687 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.472222 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.972603 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.19375 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.970297 TRUE TRUE TRUE

c.(2935-2937)Ggc>Agcp.G979S 0.45 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.493333 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.411765 TRUE TRUE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.415094 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.49505 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.529412 TRUE TRUE TRUE

c.(2038-2040)caC>caTp.H680H 0.442105 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.063576 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.978022 TRUE TRUE TRUE



c.(922-924)tCg>tTgp.S308L 0.516129 FALSE TRUE TRUE

c.(1033-1035)aaG>aaTp.K345N 0.195804 FALSE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.54 TRUE TRUE FALSE

c.(3793-3795)atC>atAp.I1265I 0.446154 FALSE TRUE TRUE

c.(595-597)tcA>tcGp.S199S 0.455882 FALSE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.119565 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.505882 TRUE TRUE TRUE

c.(1348-1350)aGt>aAtp.S450N 0.616822 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.051095 TRUE FALSE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.47619 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.347826 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.969697 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.402778 TRUE TRUE TRUE

c.(7171-7173)aCt>aGtp.T2391S 0.048387 TRUE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.471698 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.888889 TRUE TRUE FALSE

c.(1441-1443)tGc>tAcp.C481Y 0.407407 FALSE TRUE FALSE

c.(913-915)gaG>gaAp.E305E 0.948718 FALSE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.379747 TRUE TRUE TRUE

c.(1654-1656)gaT>gaCp.D552D 0.45045 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.552239 TRUE TRUE FALSE

c.(4948-4950)gCg>gTgp.A1650V 0.419753 FALSE TRUE TRUE

c.(4696-4698)aaA>aaGp.K1566K 0.472727 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.438356 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.062016 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.239437 TRUE TRUE FALSE

c.(505-507)gaG>gaAp.E169E 0.983333 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.464286 TRUE TRUE TRUE

c.(7-9)Cgg>Tggp.R3W 0.411765 FALSE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.588235 TRUE TRUE TRUE

c.(2773-2775)caC>caTp.H925H 0.478261 FALSE TRUE TRUE

c.(1681-1683)Cga>Tgap.R561* 0.46875 FALSE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.625 TRUE TRUE FALSE

c.(9292-9294)gGc>gAcp.G3098D 0.333333 FALSE TRUE TRUE

c.(12268-12270)ccG>ccAp.P4090P 0.45 FALSE TRUE TRUE

c.(1969-1971)atG>atCp.M657I 0.411765 FALSE TRUE FALSE

c.(1375-1377)gaA>gaGp.E459E 0.449275 TRUE TRUE TRUE

c.(481-483)ctC>ctGp.L161L 0.3 FALSE TRUE TRUE

c.(679-681)aTt>aGtp.I227S 0.557692 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.046358 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.333333 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.6 FALSE TRUE FALSE

c.(847-849)aTc>aCcp.I283T 0.994012 FALSE TRUE FALSE

c.(199-201)Aga>Tgap.R67* 0.053719 TRUE TRUE FALSE

c.(538-540)gTt>gCtp.V180A 0.5 FALSE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.613636 TRUE TRUE FALSE



c.(2293-2295)gAg>gGgp.E765G 0.074468 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.48 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.175439 TRUE TRUE TRUE

c.(1369-1371)Aga>Cgap.R457R 0.588235 FALSE TRUE TRUE

c.(7366-7368)aCt>aTtp.T2456I 0.595238 FALSE FALSE FALSE

c.(2326-2328)Aac>Gacp.N776D 1 FALSE TRUE TRUE

c.(367-369)atC>atTp.I123I 0.983471 FALSE TRUE FALSE

c.(1669-1671)ggC>ggAp.G557G 0.354167 FALSE TRUE FALSE

c.(1042-1044)acG>acAp.T348T 0.642857 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.352941 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.425926 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.482759 TRUE TRUE TRUE

c.(4120-4122)acT>acAp.T1374T 0.571429 FALSE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 1 TRUE TRUE TRUE

c.(2122-2124)aaC>aaTp.N708N 0.475 FALSE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.290323 TRUE TRUE FALSE

c.(6478-6480)Ttg>Ctgp.L2160L 0.948454 TRUE TRUE TRUE

c.(6562-6564)caG>caAp.Q2188Q 0.666667 FALSE TRUE TRUE

c.(1237-1239)agC>agTp.S413S 0.614035 FALSE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.863636 TRUE TRUE TRUE

c.(2086-2088)aGg>aCgp.R696T 0.446809 FALSE FALSE FALSE

c.(6274-6276)Agc>Ggcp.S2092G 0.4 FALSE TRUE TRUE

c.(1591-1593)atC>atTp.I531I 0.5 FALSE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.111111 TRUE FALSE FALSE

c.(4234-4236)cgG>cgCp.R1412R 0.388889 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.5 TRUE TRUE TRUE

c.(808-810)Gtc>Atcp.V270I 0.482759 FALSE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.542857 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.8 TRUE TRUE TRUE

c.(4882-4884)Tta>Ctap.L1628L 0.65 FALSE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.5 TRUE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 0.375 TRUE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.1 FALSE FALSE FALSE

c.(844-846)gcC>gcTp.A282A 0.42029 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.047782 FALSE FALSE FALSE

c.(58-60)aaA>aaGp.K20K 1 FALSE TRUE FALSE

c.(499-501)ggC>ggAp.G167G 0.6 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.5625 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.48 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.404255 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.473684 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.447761 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.372093 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.30303 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.363636 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.275362 TRUE TRUE TRUE



c.(2062-2064)Aac>Gacp.N688D 0.44 TRUE TRUE TRUE

c.(133-135)aCc>aTcp.T45I 0.666667 FALSE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.632653 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.966667 TRUE TRUE TRUE

c.(304-306)gaC>gaAp.D102E 1 FALSE TRUE TRUE

c.(2158-2160)ttC>ttTp.F720F 0.444444 FALSE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.294118 TRUE TRUE FALSE

c.(1351-1353)Ggt>Agtp.G451S 0.318182 FALSE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.447368 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.142857 TRUE TRUE FALSE

c.(4948-4950)gCg>gTgp.A1650V 0.433333 FALSE TRUE TRUE

c.(772-774)ttG>ttAp.L258L 0.25641 TRUE TRUE TRUE

c.(1732-1734)Agt>Ggtp.S578G 0.114286 FALSE FALSE FALSE

c.(3067-3069)acA>acGp.T1023T 0.526316 TRUE TRUE TRUE

c.(85-87)gaC>gaAp.D29E 0.459459 FALSE TRUE FALSE

c.(895-897)gAg>gCgp.E299A 0.487179 FALSE TRUE FALSE

c.(103-105)ttA>ttTp.L35F 0.225166 TRUE TRUE FALSE

c.(1183-1185)ccC>ccTp.P395P 0.363636 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.428571 TRUE TRUE TRUE

c.(1183-1185)Ctt>Attp.L395I 0.520833 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.554217 TRUE TRUE TRUE

c.(4906-4908)acG>acAp.T1636T 0.611111 FALSE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(928-930)cgC>cgAp.R310R 0.538462 FALSE TRUE FALSE

c.(6160-6162)Gtt>Attp.V2054I 0.346939 FALSE FALSE TRUE

c.(250-252)gaC>gaTp.D84D 0.518519 TRUE TRUE FALSE

c.(7183-7185)gtG>gtAp.V2395V 0.321429 FALSE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.477273 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.272727 TRUE TRUE TRUE

c.(6607-6609)gcG>gcAp.A2203A 0.291667 FALSE TRUE FALSE

c.(1966-1968)caC>caTp.H656H 0.285714 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.4 TRUE TRUE TRUE

c.(1168-1170)Aag>Gagp.K390E 0.088889 FALSE FALSE FALSE

c.(1102-1104)Aca>Gcap.T368A 0.107143 FALSE FALSE FALSE

c.(97-99)aaG>aaAp.K33K 0.444444 TRUE TRUE FALSE

c.(1099-1101)atT>atGp.I367M 0.107143 TRUE FALSE FALSE

c.(859-861)cTc>cCcp.L287P 0.625 TRUE TRUE TRUE

c.(3157-3159)agA>agCp.R1053S 0.130435 FALSE FALSE FALSE

c.(3388-3390)aAt>aGtp.N1130S 0.522727 FALSE TRUE TRUE

c.(334-336)Tta>Ctap.L112L 0.994186 FALSE TRUE FALSE

c.(6247-6249)Aga>Cgap.R2083R 0.666667 TRUE TRUE TRUE

c.(2638-2640)Gag>Aagp.E880K 0.583333 FALSE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.446429 TRUE TRUE FALSE

c.(1387-1389)agC>agTp.S463S 0.478261 FALSE TRUE TRUE

c.(799-801)Gct>Tctp.A267S 0.5 FALSE TRUE FALSE

c.(112-114)ccT>ccCp.P38P 1 FALSE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.28125 TRUE TRUE TRUE



c.(688-690)taC>taTp.Y230Y 0.403509 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.833333 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.459459 TRUE TRUE TRUE

c.(1471-1473)aGt>aAtp.S491N 0.948276 FALSE TRUE TRUE

c.(79-81)tcC>tcTp.S27S 0.541667 FALSE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.571429 TRUE TRUE TRUE

c.(1891-1893)cGc>cAcp.R631H 0.444444 FALSE TRUE FALSE

c.(6151-6153)caT>caCp.H2051H 0.28 FALSE TRUE TRUE

c.(1570-1572)tcC>tcTp.S524S 0.484375 FALSE FALSE FALSE

c.(847-849)ctC>ctTp.L283L 0.363636 FALSE TRUE TRUE

c.(1426-1428)Gca>Acap.A476T 0.393939 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.555556 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.452381 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.520833 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.411765 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.5 TRUE TRUE FALSE

c.(2488-2490)Gcc>Accp.A830T 0.617021 TRUE TRUE TRUE

c.(460-462)gtA>gtGp.V154V 0.991429 FALSE TRUE FALSE

c.(1387-1389)gtC>gtTp.V463V 0.560976 FALSE TRUE TRUE

c.(1900-1902)tgC>tgTp.C634C 0.941176 FALSE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.566038 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.06087 TRUE TRUE FALSE

c.(2107-2109)tCc>tTcp.S703F 0.333333 FALSE TRUE TRUE

c.(1516-1518)Ctg>Ttgp.L506L 0.411765 FALSE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.139535 TRUE TRUE FALSE

c.(2725-2727)cAt>cGtp.H909R 0.447368 FALSE TRUE TRUE

c.(184-186)caG>caCp.Q62H 0.133333 FALSE TRUE FALSE

c.(1786-1788)Agc>Ggcp.S596G 0.388889 FALSE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.955882 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.535714 TRUE TRUE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.444444 FALSE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.4 TRUE TRUE TRUE

c.(1759-1761)Ggc>Agcp.G587S 0.375 FALSE FALSE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.25 TRUE TRUE FALSE

c.(304-306)Ttg>Ctgp.L102L 0.452381 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.394737 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.384615 TRUE TRUE TRUE

c.(1129-1131)atC>atTp.I377I 0.541667 TRUE TRUE TRUE

c.(5377-5379)Gat>Aatp.D1793N 0.395349 FALSE FALSE FALSE

c.(850-852)gCg>gTgp.A284V 0.56 TRUE TRUE FALSE

c.(499-501)cCa>cTap.P167L 0.277778 FALSE TRUE TRUE

c.(172-174)ccG>ccAp.P58P 0.529412 FALSE TRUE TRUE

c.(7540-7542)tcG>tcAp.S2514S 0.545455 FALSE TRUE TRUE

c.(2722-2724)Ggc>Tgcp.G908C 0.065574 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.42 TRUE TRUE FALSE

c.(1264-1266)tgG>tgTp.W422C 0.35 FALSE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.170213 TRUE FALSE FALSE



c.(502-504)Ata>Ttap.I168L 0.369565 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.585366 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.06338 TRUE TRUE FALSE

c.(778-780)Aat>Catp.N260H 0.09507 FALSE FALSE FALSE

c.(919-921)aCg>aTgp.T307M 0.6875 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.517857 TRUE TRUE TRUE

c.(454-456)Gct>Actp.A152T 0.468085 FALSE TRUE TRUE

c.(2047-2049)Cac>Tacp.H683Y 0.375 FALSE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.62069 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(1141-1143)ctA>ctGp.L381L 0.119048 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.984615 TRUE TRUE TRUE

c.(6808-6810)gtG>gtAp.V2270V 0.681818 FALSE TRUE TRUE

c.(553-555)ttG>ttAp.L185L 0.991489 FALSE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.548387 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.106509 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.435897 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.511111 TRUE TRUE TRUE

c.(1207-1209)Gct>Cctp.A403P 0.454545 FALSE TRUE TRUE

c.(4888-4890)ccC>ccTp.P1630P 0.4 FALSE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.528302 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.618182 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.096154 TRUE TRUE FALSE

c.(907-909)aaG>aaAp.K303K 0.59375 TRUE TRUE TRUE

c.(898-900)aCg>aTgp.T300M 0.451613 TRUE TRUE TRUE

c.(556-558)atC>atTp.I186I 0.333333 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.436364 TRUE TRUE TRUE

c.(601-603)atT>atCp.I201I 0.511628 TRUE TRUE FALSE

c.(6154-6156)ggC>ggTp.G2052G 0.37037 FALSE TRUE TRUE

c.(5359-5361)caA>caGp.Q1787Q 0.468085 FALSE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 0.962963 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.969697 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.645161 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 1 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.526316 TRUE TRUE TRUE

c.(5023-5025)Gcc>Tccp.A1675S 0.246753 TRUE TRUE FALSE

c.(4978-4980)Atc>Gtcp.I1660V 0.185185 FALSE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.333333 TRUE TRUE FALSE

c.(448-450)tCt>tGtp.S150C 0.134615 FALSE FALSE FALSE

c.(187-189)aAg>aGgp.K63R 0.444444 FALSE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.463415 TRUE TRUE TRUE

c.(394-396)Gca>Ccap.A132P 0.192308 FALSE FALSE FALSE

c.(4348-4350)Ggc>Agcp.G1450S 0.321429 FALSE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.545455 TRUE TRUE TRUE

c.(169-171)Gca>Acap.A57T 0.059322 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.186667 TRUE TRUE FALSE

c.(7054-7056)gtC>gtGp.V2352V 0.454545 FALSE TRUE TRUE



c.(7624-7626)cgC>cgGp.R2542R 0.421053 TRUE TRUE TRUE

c.(802-804)Tca>Gcap.S268A 0.512195 FALSE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.4 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.416667 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.091667 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.536585 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.189655 TRUE TRUE FALSE

c.(1867-1869)gaG>gaAp.E623E 0.491525 TRUE TRUE TRUE

c.(1585-1587)ccC>ccTp.P529P 0.421053 TRUE TRUE TRUE

c.(658-660)gAt>gCtp.D220A 0.323077 FALSE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.547619 TRUE TRUE TRUE

c.(232-234)Cta>Atap.L78I 0.083333 FALSE FALSE FALSE

c.(6265-6267)ccG>ccAp.P2089P 0.62963 FALSE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.425532 FALSE TRUE FALSE

c.(4282-4284)cAg>cGgp.Q1428R 0.483871 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.391304 TRUE TRUE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.428571 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.583333 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.489796 TRUE TRUE TRUE

c.(2440-2442)Gta>Atap.V814I 0.434783 FALSE TRUE TRUE

c.(4846-4848)ttC>ttTp.F1616F 0.6 FALSE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.045288 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.5 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.560976 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.138889 TRUE TRUE FALSE

c.(874-876)tcG>tcAp.S292S 0.75 FALSE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.322034 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.52 TRUE TRUE TRUE

c.(583-585)cGa>cAap.R195Q 0.166667 FALSE FALSE FALSE

c.(1516-1518)cgG>cgAp.R506R 0.186813 TRUE TRUE TRUE

c.(1615-1617)Atc>Gtcp.I539V 0.230769 FALSE TRUE TRUE

c.(3169-3171)tcG>tcAp.S1057S 0.484375 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.5 TRUE TRUE TRUE

c.(5920-5922)aTg>aCgp.M1974T 0.394737 FALSE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.044199 TRUE TRUE FALSE

c.(7-9)ctG>ctAp.L3L 0.56 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.46875 TRUE TRUE TRUE

c.(2614-2616)gCa>gTap.A872V 0.384615 TRUE TRUE TRUE

c.(340-342)gaA>gaGp.E114E 0.059908 FALSE TRUE FALSE

c.(835-837)acG>acAp.T279T 0.941176 TRUE TRUE TRUE

c.(4234-4236)aaC>aaTp.N1412N 0.3125 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.351351 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.518519 TRUE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.25 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.272727 TRUE TRUE FALSE

c.(853-855)atC>atGp.I285M 0.583333 FALSE TRUE TRUE

c.(823-825)Tca>Acap.S275T 0.296296 FALSE TRUE TRUE



c.(637-639)gaC>gaTp.D213D 0.43662 TRUE TRUE TRUE

c.(7453-7455)caC>caTp.H2485H 0.478261 FALSE TRUE TRUE

c.(1411-1413)aaG>aaAp.K471K 0.627907 TRUE TRUE FALSE

c.(2914-2916)tCg>tTgp.S972L 0.453333 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.528302 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.526316 TRUE TRUE TRUE

c.(5701-5703)gCc>gGcp.A1901G 0.594595 FALSE TRUE TRUE

c.(2590-2592)ctC>ctTp.L864L 0.472222 FALSE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.433333 TRUE TRUE FALSE

c.(1228-1230)acG>acTp.T410T 0.395349 FALSE TRUE TRUE

c.(2716-2718)agG>agAp.R906R 0.414634 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.577778 TRUE TRUE TRUE

c.(103-105)gGt>gAtp.G35D 0.216216 TRUE TRUE FALSE

c.(4189-4191)caC>caTp.H1397H 0.34375 FALSE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.416667 TRUE TRUE TRUE

c.(175-177)Acc>Gccp.T59A 0.988636 FALSE TRUE FALSE

c.(1360-1362)gaT>gaCp.D454D 0.473684 FALSE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.470588 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(7789-7791)acC>acTp.T2597T 1 FALSE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(418-420)Ctg>Ttgp.L140L 0.451613 FALSE TRUE TRUE

c.(2872-2874)Gat>Catp.D958H 0.067901 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(418-420)atT>atCp.I140I 0.44898 FALSE TRUE TRUE

c.(3193-3195)Gct>Actp.A1065T 0.4375 FALSE TRUE TRUE

c.(502-504)ggC>ggTp.G168G 0.56962 FALSE TRUE FALSE

c.(4090-4092)Ata>Ctap.I1364L 0.4 FALSE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.472222 TRUE TRUE TRUE

c.(205-207)aTc>aCcp.I69T 1 FALSE FALSE FALSE

c.(157-159)atG>atAp.M53I 0.994924 FALSE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.833333 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.470588 TRUE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.515152 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.941176 TRUE TRUE TRUE

c.(5857-5859)cgA>cgGp.R1953R 0.5625 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.982143 TRUE TRUE TRUE

c.(3388-3390)Gtg>Atgp.V1130M 0.538462 FALSE TRUE TRUE

c.(181-183)Aac>Cacp.N61H 0.533333 FALSE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.120968 FALSE FALSE FALSE

c.(148-150)cTt>cCtp.L50P 0.069869 TRUE TRUE FALSE

c.(14236-14238)cgG>cgAp.R4746R 0.5 FALSE TRUE TRUE

c.(2209-2211)gcT>gcCp.A737A 0.40625 FALSE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.149254 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.487179 TRUE TRUE TRUE

c.(3712-3714)Tcc>Cccp.S1238P 0.5625 FALSE TRUE FALSE

c.(490-492)Cgg>Tggp.R164W 0.538462 TRUE TRUE TRUE



c.(3499-3501)ccA>ccTp.P1167P 0.604651 TRUE TRUE TRUE

c.(8356-8358)acG>acAp.T2786T 0.964286 TRUE TRUE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.979167 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.469388 TRUE TRUE TRUE

c.(1156-1158)gtG>gtTp.V386V 0.963636 FALSE TRUE TRUE

c.(5860-5862)cGt>cAtp.R1954H 0.333333 FALSE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.472222 TRUE TRUE TRUE

c.(85-87)Ctg>Ttgp.L29L 0.428571 FALSE FALSE FALSE

c.(958-960)Cag>Tagp.Q320* 0.540541 FALSE FALSE FALSE

c.(1969-1971)cAt>cGtp.H657R 0.420233 FALSE FALSE FALSE

c.(616-618)Gaa>Taap.E206* 0.415094 FALSE FALSE FALSE

c.(1063-1065)aCa>aTap.T355I 0.416667 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 1 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.518519 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.583333 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.8 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.5 TRUE TRUE TRUE

c.(13-15)Gtc>Atcp.V5I 0.75 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(1039-1041)Cag>Gagp.Q347E 0.272727 TRUE TRUE FALSE

c.(1327-1329)caA>caGp.Q443Q 1 FALSE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.526316 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.375 TRUE TRUE TRUE

c.(1330-1332)caG>caAp.Q444Q 1 FALSE TRUE FALSE

c.(502-504)Ata>Ttap.I168L 0.25 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.625 TRUE TRUE TRUE

c.(949-951)aAa>aCap.K317T 0.5 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.941176 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.541667 TRUE TRUE TRUE

c.(6886-6888)tcG>tcAp.S2296S 0.5 FALSE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 1 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 1 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.571429 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 1 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.421053 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(2050-2052)aGa>aAap.R684K 0.68 FALSE FALSE FALSE

c.(4813-4815)gtG>gtTp.V1605V 0.619048 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.222222 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.666667 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.461538 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.875 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.466667 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.444444 TRUE TRUE FALSE

c.(1336-1338)ctC>ctTp.L446L 0.8 FALSE TRUE FALSE

c.(994-996)gGc>gCcp.G332A 0.307692 TRUE TRUE TRUE



c.(4393-4395)ccA>ccGp.P1465P 1 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.705882 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.73913 TRUE TRUE TRUE

c.(28-30)gCg>gAgp.A10E 0.3 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.6 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 1 TRUE TRUE FALSE

c.(2050-2052)atC>atTp.I684I 0.615385 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.466667 TRUE TRUE TRUE

c.(163-165)Ggg>Aggp.G55R 0.285714 FALSE FALSE FALSE

c.(208-210)aaG>aaAp.K70K 0.545455 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.129032 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.214286 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.4 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(2269-2271)Gca>Acap.A757T 0.411765 FALSE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.333333 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.375 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.777778 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 1 TRUE TRUE FALSE

c.(1231-1233)atT>atCp.I411I 0.833333 FALSE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.333333 TRUE TRUE TRUE

c.(1579-1581)Aca>Gcap.T527A 0.611111 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.653846 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.8 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.578947 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.47619 TRUE TRUE FALSE

c.(40-42)ctA>ctGp.L14L 1 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.266667 TRUE TRUE TRUE

c.(898-900)aaC>aaTp.N300N 0.75 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.5 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.875 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.642857 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.5 TRUE TRUE TRUE

c.(109-111)gAt>gTtp.D37V 0.375 FALSE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.5 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.466667 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.363636 TRUE TRUE FALSE

c.(4750-4752)aTa>aAap.I1584K 0.526316 FALSE FALSE FALSE

c.(2458-2460)acA>acGp.T820T 0.944444 TRUE TRUE TRUE

c.(1576-1578)tgT>tgCp.C526C 0.52381 FALSE TRUE TRUE

c.(8899-8901)ccC>ccGp.P2967P 1 FALSE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.384615 TRUE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 1 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.333333 TRUE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.125 TRUE FALSE FALSE

c.(1693-1695)atT>atCp.I565I 1 TRUE TRUE TRUE



c.(3109-3111)caG>caAp.Q1037Q 1 TRUE TRUE TRUE

c.(3550-3552)cAg>cTgp.Q1184L 0.75 FALSE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 1 TRUE TRUE TRUE

c.(3460-3462)taC>taTp.Y1154Y 0.538462 FALSE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.214286 TRUE TRUE TRUE

c.(610-612)Gca>Acap.A204T 0.5 FALSE FALSE FALSE

c.(712-714)Tgg>Aggp.W238R 0.428571 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.666667 TRUE TRUE TRUE

c.(1225-1227)Aag>Cagp.K409Q 0.4 FALSE FALSE FALSE

c.(220-222)Gtc>Atcp.V74I 1 FALSE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.464286 TRUE TRUE FALSE

c.(1171-1173)aTg>aGgp.M391R 0.571429 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 1 TRUE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.666667 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.5 TRUE TRUE TRUE

c.(961-963)gCg>gAgp.A321E 0.157895 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.347826 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 1 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.304348 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.947368 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.875 TRUE TRUE FALSE

c.(544-546)gcC>gcGp.A182A 0.5 FALSE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.5 TRUE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.4 TRUE TRUE TRUE

c.(3022-3024)caA>caGp.Q1008Q 0.375 TRUE FALSE TRUE

c.(1933-1935)Agt>Cgtp.S645R 0.5 FALSE FALSE FALSE

c.(580-582)ccG>ccTp.P194P 0.461538 FALSE FALSE FALSE

c.(610-612)Cgg>Tggp.R204W 0.205882 TRUE FALSE FALSE

c.(493-495)taT>taCp.Y165Y 1 FALSE TRUE FALSE

c.(10000-10002)gTg>gCgp.V3334A 0.6 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.578947 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.538462 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.636364 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 1 TRUE TRUE TRUE

c.(1591-1593)aGc>aAcp.S531N 1 FALSE TRUE FALSE

c.(1075-1077)gAg>gCgp.E359A 0.47619 FALSE FALSE FALSE

c.(1315-1317)caG>caAp.Q439Q 0.6 FALSE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.666667 TRUE TRUE TRUE

c.(235-237)ccT>ccAp.P79P 0.538462 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 1 TRUE TRUE TRUE

c.(178-180)aTa>aCap.I60T 1 FALSE TRUE FALSE

c.(1171-1173)atA>atGp.I391M 0.483871 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.25 TRUE TRUE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.545455 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.5 TRUE TRUE TRUE



c.(526-528)cGt>cAtp.R176H 1 TRUE TRUE FALSE

c.(973-975)taC>taTp.Y325Y 1 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.142857 TRUE TRUE FALSE

c.(256-258)gtC>gtGp.V86V 0.444444 TRUE TRUE FALSE

c.(31-33)Gta>Atap.V11I 1 FALSE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.5 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.428571 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.333333 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 1 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 1 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.666667 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 1 TRUE TRUE FALSE

c.(1342-1344)Agc>Tgcp.S448C 0.444444 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.333333 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.833333 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.833333 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.4375 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.571429 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.45 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.4375 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 1 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.513889 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.516779 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.076923 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.56 TRUE TRUE TRUE

c.(13-15)Gtc>Atcp.V5I 0.441176 TRUE TRUE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.434783 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.53125 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.25 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.994565 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.52381 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.6 TRUE TRUE FALSE

c.(3037-3039)caC>caTp.H1013H 0.542857 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.029674 TRUE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.547619 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.071429 TRUE TRUE FALSE

c.(502-504)Ata>Ttap.I168L 0.28 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.495652 TRUE TRUE TRUE

c.(949-951)aAa>aCap.K317T 0.571429 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.988095 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.511312 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.034707 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.064103 TRUE TRUE FALSE

c.(6886-6888)tcG>tcAp.S2296S 0.567568 FALSE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.976 TRUE TRUE TRUE



c.(8899-8901)ccC>ccGp.P2967P 1 FALSE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.98913 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.515528 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.969388 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.507692 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(2050-2052)aGa>aAap.R684K 0.552995 FALSE FALSE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.5 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.225806 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.481982 FALSE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.295455 TRUE TRUE FALSE

c.(148-150)gTt>gAtp.V50D 0.215909 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.982456 TRUE TRUE FALSE

c.(1933-1935)Gtg>Atgp.V645M 0.511905 FALSE TRUE FALSE

c.(1141-1143)ctA>ctGp.L381L 0.207317 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.529126 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.227273 TRUE TRUE FALSE

c.(1336-1338)ctC>ctTp.L446L 1 FALSE TRUE FALSE

c.(994-996)gGc>gCcp.G332A 0.46875 TRUE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.214286 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 1 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.584158 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.541667 TRUE TRUE TRUE

c.(28-30)gCg>gAgp.A10E 0.446809 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.430769 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.511111 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.588235 TRUE TRUE TRUE

c.(2050-2052)atC>atTp.I684I 0.36 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.65 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.545918 TRUE TRUE TRUE

c.(163-165)Ggg>Aggp.G55R 0.37037 FALSE FALSE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.5 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.590909 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.239316 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.193548 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.531469 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.705882 TRUE TRUE TRUE

c.(2269-2271)Gca>Acap.A757T 0.477941 FALSE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.507692 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.475806 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.5 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 1 TRUE TRUE FALSE

c.(1231-1233)atT>atCp.I411I 1 FALSE TRUE FALSE

c.(4813-4815)gtG>gtTp.V1605V 0.552239 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.510638 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.435897 TRUE TRUE TRUE

c.(1579-1581)Aca>Gcap.T527A 0.534884 FALSE TRUE TRUE



c.(445-447)ccA>ccGp.P149P 0.987952 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.459459 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.465116 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.509091 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.495726 TRUE TRUE TRUE

c.(1039-1041)Cag>Gagp.Q347E 0.26087 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.980769 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.461538 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.490323 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.571429 TRUE TRUE TRUE

c.(40-42)ctA>ctGp.L14L 1 FALSE TRUE FALSE

c.(3649-3651)Gag>Aagp.E1217K 0.515152 FALSE FALSE FALSE

c.(2758-2760)tcT>tcCp.S920S 0.125 TRUE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.552239 TRUE TRUE TRUE

c.(1405-1407)Caa>Aaap.Q469K 0.179104 FALSE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.446429 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.071429 TRUE TRUE FALSE

c.(898-900)aaC>aaTp.N300N 0.421053 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.409396 TRUE TRUE TRUE

c.(1240-1242)acA>acGp.T414T 0.272727 FALSE TRUE FALSE

c.(646-648)Gag>Cagp.E216Q 0.103448 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.508772 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 1 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.530303 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 1 TRUE TRUE TRUE

c.(109-111)gAt>gTtp.D37V 0.403846 FALSE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.485207 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.458647 TRUE TRUE FALSE

c.(1657-1659)Cgg>Tggp.R553W 0.57037 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.47619 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.494737 TRUE TRUE TRUE

c.(4750-4752)aTa>aAap.I1584K 0.541872 FALSE FALSE FALSE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(1576-1578)tgT>tgCp.C526C 0.481013 FALSE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.48366 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.617021 TRUE TRUE FALSE

c.(3022-3024)caA>caGp.Q1008Q 0.454545 TRUE FALSE TRUE

c.(196-198)cAc>cGcp.H66R 0.211864 TRUE FALSE FALSE

c.(1693-1695)atT>atCp.I565I 1 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.07377 TRUE TRUE FALSE

c.(3550-3552)cAg>cTgp.Q1184L 0.448276 FALSE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.99 TRUE TRUE TRUE

c.(3460-3462)taC>taTp.Y1154Y 0.47619 FALSE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.447368 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.507692 TRUE TRUE TRUE

c.(1042-1044)acC>acTp.T348T 1 FALSE TRUE FALSE



c.(46-48)aaG>aaAp.K16K 0.5 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.983193 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.482143 TRUE TRUE TRUE

c.(220-222)Gtc>Atcp.V74I 1 FALSE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.432692 TRUE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 1 TRUE TRUE FALSE

c.(1504-1506)Cgt>Tgtp.R502C 0.333333 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.481013 TRUE TRUE TRUE

c.(5278-5280)ccT>ccCp.P1760P 0.5 FALSE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.993421 TRUE TRUE TRUE

c.(1429-1431)cGg>cAgp.R477Q 0.067797 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.492537 TRUE TRUE TRUE

c.(22-24)Cat>Tatp.H8Y 0.428571 TRUE TRUE FALSE

c.(961-963)gCg>gAgp.A321E 0.15625 TRUE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.995413 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.473684 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.478261 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.534091 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 1 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.431373 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.247423 TRUE TRUE FALSE

c.(910-912)ccC>ccAp.P304P 0.392857 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 1 TRUE TRUE FALSE

c.(544-546)gcC>gcGp.A182A 0.45 FALSE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.03794 TRUE TRUE FALSE

c.(1507-1509)tcC>tcTp.S503S 0.461538 TRUE TRUE TRUE

c.(1933-1935)Agt>Cgtp.S645R 0.277778 FALSE FALSE FALSE

c.(2737-2739)Cct>Actp.P913T 0.40678 TRUE TRUE TRUE

c.(580-582)ccG>ccTp.P194P 0.433333 FALSE FALSE FALSE

c.(610-612)Cgg>Tggp.R204W 0.260417 TRUE FALSE FALSE

c.(493-495)taT>taCp.Y165Y 1 FALSE TRUE FALSE

c.(10000-10002)gTg>gCgp.V3334A 0.5 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.545455 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.392157 TRUE TRUE TRUE

c.(715-717)Act>Gctp.T239A 0.987654 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.976744 TRUE TRUE TRUE

c.(1591-1593)aGc>aAcp.S531N 1 FALSE TRUE FALSE

c.(1075-1077)gAg>gCgp.E359A 0.42735 FALSE FALSE FALSE

c.(6514-6516)caC>caTp.H2172H 0.282609 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.44385 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.9 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.5 TRUE TRUE TRUE

c.(1249-1251)Ctg>Ttgp.L417L 0.272727 FALSE TRUE FALSE

c.(235-237)ccT>ccAp.P79P 0.480159 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.980392 TRUE TRUE TRUE

c.(178-180)aTa>aCap.I60T 0.990291 FALSE TRUE FALSE



c.(1171-1173)atA>atGp.I391M 0.495114 TRUE TRUE TRUE

c.(1414-1416)ctT>ctGp.L472L 0.125 TRUE TRUE FALSE

c.(496-498)ttC>ttTp.F166F 0.263158 TRUE TRUE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.507463 TRUE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.364865 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.538462 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.97619 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.158192 TRUE TRUE FALSE

c.(256-258)gtC>gtGp.V86V 0.219512 TRUE TRUE FALSE

c.(31-33)Gta>Atap.V11I 1 FALSE TRUE FALSE

c.(1225-1227)Aag>Cagp.K409Q 0.378151 FALSE FALSE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.625 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.173913 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.474747 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.457746 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.485437 TRUE TRUE TRUE

c.(139-141)gGa>gAap.G47E 0.059459 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 1 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.72 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(3778-3780)caA>caGp.Q1260Q 0.304348 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.512821 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 1 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.349206 TRUE TRUE FALSE

c.(1342-1344)Agc>Tgcp.S448C 0.363636 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 1 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.45122 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.191489 TRUE TRUE TRUE

c.(1306-1308)aTt>aAtp.I436N 0.162162 TRUE TRUE TRUE

c.(5695-5697)gtG>gtAp.V1899V 0.495327 TRUE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 0.947368 TRUE TRUE TRUE

c.(1153-1155)caC>caTp.H385H 0.6 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.515464 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.129338 FALSE TRUE TRUE

c.(1789-1791)ggG>ggAp.G597G 0.142132 FALSE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.513514 TRUE TRUE TRUE

c.(3271-3273)acA>acGp.T1091T 0.388889 FALSE TRUE FALSE

c.(262-264)cGa>cAap.R88Q 0.098214 TRUE TRUE FALSE

c.(13-15)Gtc>Atcp.V5I 0.394737 TRUE TRUE FALSE

c.(2650-2652)tCa>tTap.S884L 0.45625 TRUE TRUE TRUE

c.(601-603)atT>atCp.I201I 0.6 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.526316 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.428571 TRUE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.5 TRUE TRUE TRUE

c.(2875-2877)gcC>gcTp.A959A 0.091346 FALSE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.051823 TRUE TRUE FALSE

c.(844-846)gcC>gcTp.A282A 0.438931 TRUE TRUE TRUE



c.(778-780)Aat>Catp.N260H 0.071739 FALSE FALSE FALSE

c.(919-921)aCg>aTgp.T307M 0.357143 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.491667 TRUE TRUE TRUE

c.(1993-1995)aCa>aTap.T665I 0.46888 TRUE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.767442 TRUE TRUE TRUE

c.(925-927)Att>Gttp.I309V 0.96875 FALSE TRUE FALSE

c.(5188-5190)Aaa>Gaap.K1730E 0.445946 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.568627 TRUE TRUE TRUE

c.(3580-3582)tcC>tcTp.S1194S 0.532934 TRUE TRUE TRUE

c.(11443-11445)Aac>Gacp.N3815D 0.444444 FALSE FALSE FALSE

c.(5542-5544)acG>acAp.T1848T 0.505618 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.490385 TRUE TRUE TRUE

c.(5890-5892)ggA>ggCp.G1964G 0.37594 TRUE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.190217 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.492537 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.071429 FALSE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.50099 FALSE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.274725 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.488889 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.888372 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.485437 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.711864 FALSE TRUE FALSE

c.(1141-1143)ctA>ctGp.L381L 0.183007 TRUE TRUE FALSE

c.(8152-8154)Att>Gttp.I2718V 0.97931 TRUE TRUE TRUE

c.(706-708)ttA>ttGp.L236L 0.482759 FALSE TRUE FALSE

c.(496-498)atG>atTp.M166I 0.452381 TRUE TRUE TRUE

c.(1885-1887)gcG>gcAp.A629A 0.455696 TRUE TRUE TRUE

c.(544-546)gCc>gTcp.A182V 0.588235 FALSE FALSE FALSE

c.(1741-1743)caA>caCp.Q581H 0.52459 TRUE TRUE TRUE

c.(835-837)ggC>ggTp.G279G 0.200669 TRUE TRUE FALSE

c.(487-489)cCa>cAap.P163Q 0.051724 TRUE TRUE FALSE

c.(11032-11034)Cct>Gctp.P3678A 0.434978 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.529412 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.230769 FALSE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.454545 TRUE TRUE FALSE

c.(22-24)Cat>Tatp.H8Y 0.388889 TRUE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.797927 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.563452 TRUE TRUE TRUE

c.(9379-9381)Tct>Cctp.S3127P 0.44898 TRUE TRUE TRUE

c.(400-402)Cca>Tcap.P134S 0.047414 FALSE FALSE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.049145 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.5 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.201923 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.291667 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.596154 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.583333 TRUE TRUE FALSE

c.(3103-3105)gAa>gGap.E1035G 0.234234 FALSE FALSE FALSE



c.(445-447)ccA>ccGp.P149P 0.529661 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.996564 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.510101 TRUE TRUE TRUE

c.(2161-2163)ccG>ccAp.P721P 0.234783 FALSE TRUE TRUE

c.(2395-2397)Cga>Tgap.R799* 0.32 FALSE FALSE TRUE

c.(5632-5634)aCt>aTtp.T1878I 0.52381 TRUE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.513514 TRUE TRUE TRUE

c.(832-834)tcA>tcTp.S278S 0.451807 TRUE TRUE TRUE

c.(106-108)aAt>aGtp.N36S 0.761905 FALSE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.424658 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.183908 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.039157 FALSE FALSE FALSE

c.(1837-1839)gcC>gcTp.A613A 0.433962 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.477876 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.457447 TRUE TRUE TRUE

c.(5977-5979)cGa>cAap.R1993Q 0.08427 FALSE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.058722 TRUE TRUE FALSE

c.(1306-1308)ctG>ctAp.L436L 1 FALSE TRUE TRUE

c.(1996-1998)ttT>ttCp.F666F 0.541176 TRUE TRUE TRUE

c.(247-249)acT>acGp.T83T 0.467532 FALSE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.966216 TRUE TRUE TRUE

c.(13249-13251)gGc>gAcp.G4417D 0.512987 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.02968 TRUE TRUE FALSE

c.(568-570)caC>caTp.H190H 0.342857 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.419753 TRUE TRUE TRUE

c.(5455-5457)tCt>tTtp.S1819F 0.445026 FALSE FALSE TRUE

c.(2077-2079)gaC>gaAp.D693E 0.444444 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.159292 TRUE TRUE FALSE

c.(526-528)cGt>cAtp.R176H 0.245283 TRUE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.516667 TRUE TRUE TRUE

c.(1672-1674)Acc>Gccp.T558A 0.5 TRUE TRUE TRUE

c.(6742-6744)ccG>ccAp.P2248P 0.972222 TRUE TRUE TRUE

c.(2161-2163)Agt>Ggtp.S721G 0.084507 FALSE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.763158 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.966443 TRUE TRUE TRUE

c.(1366-1368)aTa>aCap.I456T 0.454545 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.439114 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.394737 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.561497 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.488263 TRUE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.3125 TRUE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.5 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.973262 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.767442 TRUE TRUE TRUE

c.(586-588)cgC>cgTp.R196R 0.642857 FALSE TRUE FALSE

c.(16-18)aGt>aAtp.S6N 0.176471 FALSE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.464865 TRUE TRUE TRUE



c.(196-198)cAc>cGcp.H66R 0.311321 TRUE FALSE FALSE

c.(4465-4467)aAt>aGtp.N1489S 0.496183 FALSE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.982456 TRUE TRUE TRUE

c.(4489-4491)Gcc>Accp.A1497T 0.457143 FALSE TRUE FALSE

c.(1678-1680)Att>Gttp.I560V 0.182927 FALSE TRUE TRUE

c.(1297-1299)tTt>tGtp.F433C 0.148649 TRUE TRUE FALSE

c.(46-48)aaG>aaAp.K16K 0.479167 TRUE TRUE FALSE

c.(2977-2979)aaG>aaAp.K993K 0.738739 FALSE FALSE FALSE

c.(820-822)Gat>Tatp.D274Y 0.471963 FALSE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.517442 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.416667 TRUE TRUE TRUE

c.(1318-1320)aCg>aGgp.T440R 0.49 FALSE TRUE TRUE

c.(592-594)Cga>Tgap.R198* 0.461538 FALSE FALSE FALSE

c.(508-510)gaA>gaGp.E170E 0.433962 TRUE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.482927 TRUE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.448276 TRUE TRUE FALSE

c.(346-348)cgC>cgTp.R116R 0.636364 FALSE TRUE FALSE

c.(703-705)Ctt>Attp.L235I 0.315789 FALSE TRUE TRUE

c.(199-201)gTa>gGap.V67G 1 TRUE TRUE TRUE

c.(130-132)Ata>Gtap.I44V 1 FALSE FALSE FALSE

c.(859-861)cTc>cCcp.L287P 0.477778 TRUE TRUE TRUE

c.(2941-2943)ggT>ggAp.G981G 0.031024 FALSE FALSE FALSE

c.(961-963)gCg>gAgp.A321E 0.224138 TRUE TRUE FALSE

c.(901-903)Cag>Gagp.Q301E 0.578947 TRUE TRUE TRUE

c.(760-762)tTa>tGap.L254* 0.043121 FALSE FALSE FALSE

c.(3103-3105)gaA>gaCp.E1035D 0.234234 FALSE FALSE FALSE

c.(850-852)cCa>cAap.P284Q 0.48 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.058065 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.410256 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.456432 TRUE TRUE FALSE

c.(25-27)ctA>ctCp.L9L 0.666667 TRUE TRUE TRUE

c.(274-276)caA>caGp.Q92Q 1 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.559701 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.503226 TRUE TRUE TRUE

c.(931-933)Ggc>Agcp.G311S 0.833333 FALSE FALSE FALSE

c.(214-216)tGc>tAcp.C72Y 0.320388 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.536232 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.36478 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.895833 TRUE TRUE TRUE

c.(8320-8322)tgC>tgTp.C2774C 0.513889 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.469136 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.34375 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.507389 TRUE TRUE TRUE

c.(1105-1107)Atc>Gtcp.I369V 1 FALSE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.333333 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.051205 FALSE FALSE FALSE

c.(124-126)atC>atTp.I42I 1 FALSE TRUE FALSE



c.(1096-1098)caG>caAp.Q366Q 0.494949 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.84 TRUE TRUE TRUE

c.(739-741)taT>taCp.Y247Y 0.985714 FALSE TRUE FALSE

c.(4162-4164)gTc>gCcp.V1388A 0.148148 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.47027 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.0721 TRUE TRUE FALSE

c.(808-810)agA>agGp.R270R 0.866667 TRUE TRUE TRUE

c.(532-534)ctA>ctGp.L178L 0.979167 FALSE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.058394 TRUE TRUE TRUE

c.(1267-1269)Ggt>Agtp.G423S 0.135417 FALSE TRUE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.175439 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.473054 TRUE TRUE TRUE

c.(457-459)tgC>tgTp.C153C 0.512195 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.897959 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.538462 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.531429 TRUE TRUE TRUE

c.(1657-1659)tCt>tTtp.S553F 0.3 FALSE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.967568 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.981481 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.425532 TRUE TRUE TRUE

c.(11200-11202)Caa>Aaap.Q3734K 0.472868 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.860656 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.101124 FALSE TRUE TRUE

c.(1681-1683)gtG>gtAp.V561V 0.117647 FALSE FALSE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.530612 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.508772 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.988764 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.466667 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 1 TRUE TRUE TRUE

c.(1993-1995)aCa>aTap.T665I 0.522876 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.507937 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.387755 TRUE TRUE TRUE

c.(2005-2007)Ata>Gtap.I669V 0.516129 FALSE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.083333 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.08 TRUE TRUE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.529412 TRUE TRUE TRUE

c.(139-141)Ttg>Atgp.L47M 0.75 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.986486 TRUE TRUE TRUE

c.(1444-1446)Atc>Gtcp.I482V 1 FALSE TRUE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.983051 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.453237 TRUE TRUE TRUE

c.(6628-6630)cGg>cAgp.R2210Q 0.458333 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.54717 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.535354 TRUE TRUE TRUE

c.(2734-2736)Gtt>Attp.V912I 0.462963 FALSE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.454545 TRUE TRUE TRUE



c.(763-765)aAc>aGcp.N255S 0.461538 TRUE TRUE TRUE

c.(1747-1749)ggG>ggAp.G583G 0.516129 FALSE FALSE FALSE

c.(1342-1344)Atc>Gtcp.I448V 1 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.571429 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.534483 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.489051 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.075658 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.385965 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.6 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.511278 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.421053 TRUE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.470588 TRUE TRUE TRUE

c.(1225-1227)Aag>Cagp.K409Q 0.405797 FALSE FALSE FALSE

c.(379-381)Gct>Actp.A127T 0.25 TRUE TRUE TRUE

c.(322-324)tcT>tcCp.S108S 1 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.484127 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.424051 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.484211 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.5 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.988235 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.597938 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.282051 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.992537 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(3364-3366)cGg>cAgp.R1122Q 0.533333 TRUE TRUE TRUE

c.(2374-2376)gaT>gaCp.D792D 0.535354 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.968504 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.442308 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.530612 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.358974 TRUE TRUE TRUE

c.(6820-6822)cCg>cTgp.P2274L 0.571429 FALSE TRUE TRUE

c.(889-891)ccC>ccAp.P297P 0.414634 TRUE TRUE TRUE

c.(5098-5100)tcC>tcTp.S1700S 0.545455 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.485294 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.494949 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.442105 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.493671 FALSE TRUE FALSE

c.(5629-5631)cCc>cTcp.P1877L 0.486842 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 1 TRUE TRUE TRUE

c.(295-297)ggG>ggAp.G99G 1 FALSE TRUE FALSE

c.(58-60)acA>acTp.T20T 1 FALSE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.486486 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.5 TRUE TRUE TRUE

c.(796-798)aaC>aaTp.N266N 0.387755 FALSE TRUE TRUE

c.(112-114)caC>caTp.H38H 1 FALSE FALSE FALSE

c.(4675-4677)Gtg>Atgp.V1559M 0.522388 TRUE TRUE TRUE

c.(1195-1197)ccC>ccTp.P399P 0.3 FALSE TRUE FALSE



c.(1318-1320)agG>agTp.R440S 0.473684 FALSE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.583333 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.386364 TRUE TRUE TRUE

c.(12328-12330)ggC>ggTp.G4110G 0.43956 FALSE TRUE TRUE

c.(829-831)atG>atAp.M277I 0.958333 FALSE TRUE FALSE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(634-636)gaT>gaCp.D212D 0.56 FALSE FALSE FALSE

c.(5584-5586)gcA>gcCp.A1862A 0.5 FALSE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.574257 TRUE TRUE TRUE

c.(1171-1173)atA>atGp.I391M 0.525547 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.480769 TRUE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.559524 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.443787 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.440476 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.555556 TRUE TRUE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.037815 TRUE TRUE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.416667 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 0.545455 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.478261 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.577465 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.27451 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.962963 TRUE TRUE TRUE

c.(493-495)gaC>gaTp.D165D 0.185714 TRUE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.478873 TRUE TRUE TRUE

c.(187-189)Ttg>Ctgp.L63L 0.227273 FALSE TRUE FALSE

c.(2758-2760)tcT>tcCp.S920S 0.933333 TRUE TRUE FALSE

c.(1996-1998)ttT>ttCp.F666F 0.471154 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 1 TRUE TRUE TRUE

c.(793-795)Gtg>Atgp.V265M 0.466667 FALSE TRUE FALSE

c.(178-180)atT>atCp.I60I 1 FALSE TRUE FALSE

c.(163-165)atG>atAp.M55I 0.975 FALSE TRUE FALSE

c.(808-810)Cgc>Tgcp.R270C 0.578947 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.5 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.568182 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.535211 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.52 TRUE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.466667 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.525424 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.535211 TRUE TRUE TRUE

c.(1624-1626)aGc>aTcp.S542I 0.522936 FALSE FALSE FALSE

c.(7945-7947)cGt>cAtp.R2649H 0.458824 TRUE TRUE TRUE

c.(115-117)gaC>gaTp.D39D 0.439394 FALSE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.590909 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.473684 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.514019 TRUE TRUE TRUE



c.(919-921)cGt>cAtp.R307H 0.9 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 1 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.061069 TRUE TRUE FALSE

c.(4507-4509)tcC>tcTp.S1503S 0.4 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.471154 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.4 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 0.96 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.274194 TRUE FALSE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.428571 TRUE TRUE FALSE

c.(76-78)aaG>aaAp.K26K 0.271186 TRUE TRUE FALSE

c.(3880-3882)aaG>aaAp.K1294K 0.566667 TRUE TRUE TRUE

c.(6046-6048)gcC>gcTp.A2016A 0.5 FALSE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.481013 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.666667 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.48951 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 1 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.489796 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.988889 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.5 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.479592 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.434783 TRUE TRUE FALSE

c.(2488-2490)Gcc>Accp.A830T 0.530864 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.597222 TRUE TRUE TRUE

c.(3097-3099)Gcc>Accp.A1033T 0.411765 FALSE TRUE FALSE

c.(4780-4782)taC>taTp.Y1594Y 0.060976 FALSE FALSE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.571429 TRUE TRUE TRUE

c.(11794-11796)Caa>Gaap.Q3932E 0.428571 FALSE FALSE FALSE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.55 TRUE TRUE FALSE

c.(1681-1683)cgC>cgTp.R561R 0.631579 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.5 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.484848 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.5 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.439024 TRUE TRUE TRUE

c.(1174-1176)Act>Gctp.T392A 0.482143 FALSE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.466667 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.073529 TRUE TRUE FALSE

c.(2725-2727)tCt>tAtp.S909Y 0.384615 FALSE TRUE FALSE

c.(8332-8334)caA>caGp.Q2778Q 0.2 TRUE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.484536 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.521008 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.555556 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.564417 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 0.454545 TRUE TRUE TRUE



c.(1009-1011)tCt>tGtp.S337C 0.554054 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.3 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.066667 TRUE TRUE FALSE

c.(3676-3678)gGc>gTcp.G1226V 0.45283 TRUE TRUE TRUE

c.(2455-2457)gcA>gcCp.A819A 0.465909 FALSE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.572581 TRUE TRUE TRUE

c.(5857-5859)cgA>cgGp.R1953R 0.357143 TRUE TRUE TRUE

c.(3022-3024)caA>caGp.Q1008Q 0.272727 TRUE FALSE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.545455 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.366197 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.55 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 1 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.53271 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.666667 TRUE TRUE FALSE

c.(8710-8712)cAg>cGgp.Q2904R 0.55102 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.3 TRUE TRUE TRUE

c.(1606-1608)Ggc>Agcp.G536S 0.15 FALSE FALSE FALSE

c.(34-36)Gtc>Atcp.V12I 0.046709 FALSE FALSE FALSE

c.(8320-8322)tgC>tgTp.C2774C 0.431373 TRUE TRUE TRUE

c.(664-666)ggG>ggAp.G222G 0.952381 FALSE TRUE FALSE

c.(4240-4242)gaC>gaTp.D1414D 0.428571 TRUE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.369565 TRUE TRUE TRUE

c.(10588-10590)cGc>cAcp.R3530H 0.406977 FALSE FALSE FALSE

c.(235-237)ccT>ccAp.P79P 0.489655 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.428571 TRUE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.477273 TRUE TRUE TRUE

c.(3739-3741)aCt>aTtp.T1247I 0.4375 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 1 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.412162 TRUE TRUE TRUE

c.(2842-2844)gCc>gTcp.A948V 0.521739 FALSE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.625 TRUE TRUE TRUE

c.(1597-1599)Gat>Aatp.D533N 0.184211 FALSE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.413534 TRUE TRUE TRUE

c.(142-144)gcG>gcAp.A48A 0.561983 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.521277 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.985075 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.372549 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.040936 TRUE FALSE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.377778 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.519231 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.541667 TRUE TRUE TRUE

c.(5875-5877)gcC>gcGp.A1959A 0.4 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.333333 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.692308 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.453333 TRUE TRUE TRUE

c.(760-762)Gtc>Atcp.V254I 1 FALSE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.47561 TRUE TRUE TRUE



c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.363636 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.056582 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.563025 TRUE TRUE TRUE

c.(9682-9684)agG>agAp.R3228R 0.520833 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.442857 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.454545 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 1 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.291667 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.5 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.3 TRUE TRUE TRUE

c.(5695-5697)gtG>gtAp.V1899V 0.352941 TRUE TRUE TRUE

c.(1114-1116)Tac>Cacp.Y372H 1 FALSE TRUE FALSE

c.(1051-1053)ctA>ctGp.L351L 0.866667 FALSE TRUE FALSE

c.e23-1 0.176471 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.375 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.411765 TRUE TRUE TRUE

c.(439-441)gaT>gaCp.D147D 1 FALSE TRUE FALSE

c.(7945-7947)cGt>cAtp.R2649H 0.391304 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.058252 TRUE TRUE FALSE

c.(3325-3327)tCa>tTap.S1109L 0.483871 TRUE TRUE TRUE

c.(421-423)Ctg>Ttgp.L141L 0.464286 FALSE FALSE FALSE

c.(859-861)aaA>aaGp.K287K 1 FALSE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.104651 TRUE TRUE FALSE

c.(502-504)Ata>Ttap.I168L 0.411765 TRUE TRUE FALSE

c.(448-450)Aac>Gacp.N150D 1 FALSE TRUE FALSE

c.(568-570)Cgc>Tgcp.R190C 0.387097 FALSE FALSE FALSE

c.(280-282)aAc>aGcp.N94S 0.941176 FALSE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.45 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.116279 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.615385 TRUE TRUE TRUE

c.(2977-2979)acG>acAp.T993T 0.444444 FALSE TRUE TRUE

c.(1177-1179)Gcc>Accp.A393T 0.5 TRUE TRUE TRUE

c.(1408-1410)Gaa>Taap.E470* 0.5 TRUE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 1 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.846154 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.535714 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.55 TRUE TRUE TRUE

c.(748-750)tcT>tcCp.S250S 0.384615 FALSE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.913043 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.45 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.954545 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.25 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.95 TRUE TRUE TRUE

c.(1576-1578)agC>agTp.S526S 0.722222 TRUE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.5 TRUE TRUE TRUE



c.(994-996)gGc>gCcp.G332A 0.666667 TRUE TRUE TRUE

c.(4630-4632)ccG>ccAp.P1544P 0.421053 TRUE TRUE TRUE

c.(289-291)acG>acAp.T97T 0.571429 TRUE TRUE TRUE

c.(3184-3186)Gcc>Accp.A1062T 0.571429 TRUE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.116883 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.62963 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.933333 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.333333 TRUE TRUE TRUE

c.(2080-2082)caG>caTp.Q694H 0.475 FALSE FALSE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.3 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.5 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.75 TRUE TRUE FALSE

c.(622-624)tCt>tGtp.S208C 0.541667 TRUE TRUE TRUE

c.(9379-9381)Tct>Cctp.S3127P 0.409091 TRUE TRUE TRUE

c.(946-948)gaA>gaGp.E316E 0.107143 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.857143 TRUE TRUE FALSE

c.(637-639)caG>caTp.Q213H 0.214286 TRUE FALSE FALSE

c.(1885-1887)acT>acAp.T629T 1 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.625 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.454545 TRUE TRUE TRUE

c.(1552-1554)ttG>ttCp.L518F 0.125 FALSE FALSE FALSE

c.(769-771)cCa>cAap.P257Q 0.444444 FALSE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.5 FALSE TRUE FALSE

c.(7501-7503)Ata>Gtap.I2501V 0.6 TRUE TRUE TRUE

c.(9037-9039)cGc>cTcp.R3013L 0.588235 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.923077 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.333333 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.483871 TRUE TRUE TRUE

c.(1030-1032)ggG>ggAp.G344G 1 FALSE TRUE FALSE

c.(12724-12726)gAc>gGcp.D4242G 0.25 FALSE TRUE TRUE

c.(5632-5634)aCt>aTtp.T1878I 0.5 TRUE TRUE FALSE

c.(4051-4053)gaC>gaTp.D1351D 0.285714 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.375 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.5 TRUE TRUE FALSE

c.(1474-1476)cGt>cAtp.R492H 0.529412 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.1875 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.416667 TRUE TRUE FALSE

c.(196-198)acA>acGp.T66T 0.230769 FALSE FALSE FALSE

c.(1522-1524)caT>caCp.H508H 0.4 TRUE TRUE TRUE

c.(2815-2817)tCt>tGtp.S939C 0.444444 TRUE TRUE TRUE

c.(7735-7737)gAc>gTcp.D2579V 0.368421 TRUE TRUE TRUE

c.(676-678)acG>acAp.T226T 0.833333 FALSE TRUE FALSE

c.(910-912)Tat>Catp.Y304H 0.923077 FALSE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.555556 TRUE TRUE TRUE



c.(2077-2079)gaC>gaAp.D693E 0.666667 TRUE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.818182 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.416667 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.5 TRUE TRUE TRUE

c.(550-552)ctG>ctTp.L184L 0.133333 TRUE TRUE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.444444 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.210526 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.5 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.428571 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.6 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.454545 TRUE TRUE TRUE

c.(3484-3486)tGg>tAgp.W1162* 0.391304 FALSE FALSE FALSE

c.(892-894)tGt>tCtp.C298S 0.466667 TRUE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.529412 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.517241 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.1875 TRUE TRUE TRUE

c.(1492-1494)ccT>ccGp.P498P 0.214286 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.555556 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.45 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.541667 TRUE TRUE TRUE

c.(5890-5892)ggA>ggCp.G1964G 0.3125 TRUE TRUE TRUE

c.(3379-3381)tcT>tcAp.S1127S 0.4 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 0.956522 FALSE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.217391 TRUE TRUE FALSE

c.(163-165)caC>caTp.H55H 0.428571 FALSE TRUE TRUE

c.(616-618)caG>caCp.Q206H 0.407407 FALSE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.5 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.454545 TRUE TRUE FALSE

c.(3157-3159)cGa>cAap.R1053Q 0.3 FALSE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.384615 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.411765 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.642857 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.521739 TRUE TRUE TRUE

c.(466-468)Cat>Tatp.H156Y 0.5 TRUE TRUE TRUE

c.(5536-5538)Tca>Acap.S1846T 0.555556 TRUE TRUE TRUE

c.(1384-1386)ctA>ctGp.L462L 0.961538 FALSE TRUE FALSE

c.(1120-1122)aCg>aTgp.T374M 1 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.4 TRUE TRUE TRUE

c.(157-159)atG>atAp.M53I 0.958333 FALSE TRUE FALSE

c.(844-846)gcC>gcTp.A282A 0.40625 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.352941 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.428571 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.590909 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.444444 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.970588 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.5 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.923077 TRUE TRUE TRUE



c.(1516-1518)gcG>gcAp.A506A 0.4 TRUE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.173913 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.5 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.346154 TRUE TRUE TRUE

c.(2446-2448)tcA>tcCp.S816S 0.580645 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.538462 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.461538 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.52 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.961538 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.695652 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.4375 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.333333 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.444444 TRUE TRUE FALSE

c.(496-498)ttC>ttTp.F166F 0.411765 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 1 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.428571 TRUE TRUE TRUE

c.(1375-1377)Gcc>Accp.A459T 0.307692 FALSE TRUE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.285714 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.666667 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.114754 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.615385 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.56 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.428571 TRUE TRUE FALSE

c.(1150-1152)tCc>tTcp.S384F 0.448276 FALSE TRUE TRUE

c.(544-546)agT>agCp.S182S 0.12 FALSE FALSE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.272727 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.466667 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.375 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.958333 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.625 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.555556 TRUE TRUE FALSE

c.(169-171)atG>atAp.M57I 1 FALSE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.555556 TRUE TRUE TRUE

c.(469-471)ctC>ctGp.L157L 0.333333 FALSE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.363636 FALSE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.611111 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.357143 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.333333 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.6 TRUE TRUE TRUE

c.(553-555)Gcc>Accp.A185T 0.25 TRUE TRUE FALSE

c.(298-300)cAa>cCap.Q100P 0.294118 TRUE FALSE FALSE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(2350-2352)ccC>ccGp.P784P 0.441176 TRUE TRUE FALSE

c.(1243-1245)Act>Gctp.T415A 1 FALSE TRUE FALSE

c.(1165-1167)gtC>gtAp.V389V 0.440299 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.042484 TRUE TRUE FALSE



c.e8+1 0.513158 FALSE TRUE FALSE

c.(9850-9852)ccG>ccAp.P3284P 0.453488 FALSE TRUE TRUE

c.(7027-7029)ctA>ctCp.L2343L 0.664671 FALSE TRUE TRUE

c.(4420-4422)gcC>gcTp.A1474A 0.510204 FALSE TRUE TRUE

c.(1843-1845)Gga>Agap.G615R 0.8 FALSE TRUE TRUE

c.(1375-1377)gaA>gaGp.E459E 0.609023 TRUE TRUE TRUE

c.(1177-1179)ggC>ggTp.G393G 0.473684 FALSE TRUE TRUE

c.(181-183)gtT>gtCp.V61V 1 FALSE TRUE FALSE

c.(217-219)gtG>gtAp.V73V 1 FALSE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.453333 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.992537 FALSE TRUE FALSE

c.(2293-2295)gAg>gGgp.E765G 0.055556 TRUE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.459016 TRUE TRUE FALSE

c.(274-276)atG>atAp.M92I 1 FALSE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.390244 TRUE TRUE FALSE

c.(235-237)ccT>ccAp.P79P 0.571429 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.992908 TRUE TRUE TRUE

c.(1066-1068)tTa>tCap.L356S 0.151261 FALSE TRUE FALSE

c.(385-387)ttA>ttGp.L129L 0.644737 FALSE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 1 TRUE TRUE TRUE

c.(1285-1287)Atg>Gtgp.M429V 0.6875 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.994709 TRUE TRUE TRUE

c.(28-30)cGg>cTgp.R10L 0.615385 FALSE TRUE FALSE

c.(682-684)ggC>ggTp.G228G 0.626667 FALSE TRUE TRUE

c.(901-903)aaA>aaGp.K301K 0.034991 FALSE FALSE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.39726 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.371859 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.467742 TRUE TRUE TRUE

c.(2815-2817)tCt>tGtp.S939C 0.444444 TRUE TRUE TRUE

c.(580-582)aaG>aaAp.K194K 0.480519 FALSE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.47 TRUE TRUE TRUE

c.(2866-2868)aaG>aaTp.K956N 0.379562 FALSE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.193548 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.994286 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(268-270)gCt>gTtp.A90V 0.112554 FALSE TRUE FALSE

c.(1180-1182)ctG>ctAp.L394L 0.272727 FALSE TRUE TRUE

c.(2680-2682)Aca>Ccap.T894P 0.241379 FALSE TRUE TRUE

c.(358-360)ggG>ggAp.G120G 0.984127 FALSE TRUE FALSE

c.(499-501)ctG>ctAp.L167L 0.413793 FALSE TRUE FALSE

c.(2827-2829)gcC>gcTp.A943A 0.614108 TRUE TRUE TRUE

c.(112-114)Gcg>Acgp.A38T 0.182222 FALSE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.47619 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.84127 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.315789 TRUE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 1 TRUE TRUE TRUE

c.(2314-2316)Cat>Aatp.H772N 0.448718 TRUE TRUE TRUE



c.(3817-3819)taC>taTp.Y1273Y 0.530387 FALSE TRUE TRUE

c.(583-585)agC>agTp.S195S 0.545455 FALSE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.19697 TRUE TRUE FALSE

c.(1156-1158)agA>agCp.R386S 0.3 TRUE TRUE FALSE

c.(1297-1299)atT>atCp.I433I 0.98895 TRUE TRUE TRUE

c.(1087-1089)cAa>cTap.Q363L 0.476987 FALSE FALSE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.990909 TRUE TRUE TRUE

c.(28-30)Cgg>Tggp.R10W 0.583333 FALSE TRUE FALSE

c.(3022-3024)caA>caGp.Q1008Q 0.25 TRUE FALSE TRUE

c.(1960-1962)gaC>gaTp.D654D 0.492063 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.395683 TRUE TRUE TRUE

c.(796-798)ctA>ctGp.L266L 1 FALSE TRUE FALSE

c.(733-735)ctA>ctGp.L245L 0.516393 FALSE TRUE FALSE

c.(5902-5904)Ggg>Aggp.G1968R 0.075949 FALSE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(1495-1497)Agg>Gggp.R499G 0.329897 TRUE TRUE TRUE

c.(1744-1746)Ctg>Ttgp.L582L 0.528302 FALSE TRUE TRUE

c.(715-717)ccG>ccAp.P239P 0.574074 TRUE TRUE FALSE

c.(2329-2331)cAt>cGtp.H777R 0.528455 FALSE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.485437 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.347826 TRUE TRUE TRUE

c.(1087-1089)Cgt>Tgtp.R363C 0.586207 FALSE TRUE TRUE

c.(787-789)gGg>gAgp.G263E 0.545455 FALSE TRUE TRUE

c.(3895-3897)gtG>gtAp.V1299V 0.481818 FALSE TRUE TRUE

c.(988-990)Gca>Acap.A330T 1 FALSE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.52381 TRUE TRUE TRUE

c.(3442-3444)acC>acTp.T1148T 0.512397 FALSE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.242775 TRUE TRUE FALSE

c.(9682-9684)agG>agAp.R3228R 0.5 TRUE TRUE TRUE

c.(1609-1611)atA>atGp.I537M 0.52439 TRUE TRUE TRUE

c.(7783-7785)tgC>tgTp.C2595C 0.5 FALSE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.989899 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.593103 TRUE TRUE TRUE

c.(217-219)Cga>Tgap.R73* 0.415842 FALSE TRUE TRUE

c.(1291-1293)gaG>gaCp.E431D 0.333333 FALSE TRUE FALSE

c.(2971-2973)Aac>Gacp.N991D 0.589286 TRUE TRUE TRUE

c.(1321-1323)ggC>ggTp.G441G 0.487179 FALSE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.982036 TRUE TRUE TRUE

c.(547-549)cTg>cGgp.L183R 0.162162 FALSE TRUE FALSE

c.(121-123)Cca>Acap.P41T 0.25 FALSE TRUE FALSE

c.(1897-1899)gcC>gcTp.A633A 0.635468 FALSE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.130751 TRUE TRUE FALSE

c.(1183-1185)ccC>ccTp.P395P 0.623077 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.405941 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(1012-1014)tCg>tTgp.S338L 0.041096 TRUE TRUE FALSE



c.(1699-1701)Ctg>Ttgp.L567L 0.205479 TRUE TRUE TRUE

c.(1936-1938)Ggg>Aggp.G646R 0.480519 FALSE FALSE TRUE

c.(841-843)ttC>ttGp.F281L 0.5 FALSE TRUE FALSE

c.(5704-5706)Gat>Aatp.D1902N 0.648 FALSE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(604-606)gaG>gaAp.E202E 0.791667 FALSE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.154839 TRUE TRUE FALSE

c.(487-489)ggG>ggAp.G163G 0.052083 FALSE FALSE FALSE

c.(280-282)tcC>tcTp.S94S 1 FALSE TRUE FALSE

c.(385-387)ctG>ctAp.L129L 0.984127 FALSE TRUE FALSE

c.(4675-4677)Gtg>Atgp.V1559M 0.528926 TRUE TRUE TRUE

c.(1084-1086)tcA>tcGp.S362S 1 FALSE TRUE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.663415 FALSE TRUE FALSE

c.(334-336)Tta>Ctap.L112L 1 FALSE TRUE FALSE

c.(859-861)acG>acAp.T287T 0.539683 FALSE TRUE TRUE

c.(2050-2052)cAg>cGgp.Q684R 0.461538 FALSE TRUE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.708861 TRUE TRUE FALSE

c.(136-138)gaC>gaTp.D46D 0.192308 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.534091 TRUE TRUE TRUE

c.(1351-1353)aaC>aaTp.N451N 1 FALSE TRUE FALSE

c.(112-114)ccT>ccCp.P38P 1 FALSE TRUE FALSE

c.(889-891)ccC>ccAp.P297P 0.5 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.960526 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.660131 TRUE TRUE TRUE

c.(1492-1494)atC>atTp.I498I 0.458824 FALSE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.482759 TRUE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 1 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.433962 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.607595 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.993631 TRUE TRUE TRUE

c.(1426-1428)Gca>Acap.A476T 0.634615 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.289474 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.628866 TRUE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.987421 TRUE TRUE TRUE

c.(7894-7896)Aat>Gatp.N2632D 0.563636 TRUE TRUE TRUE

c.(5383-5385)cGa>cAap.R1795Q 0.677215 FALSE TRUE TRUE

c.(1618-1620)caA>caGp.Q540Q 0.125 FALSE FALSE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.992958 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 1 TRUE TRUE TRUE

c.(286-288)gtC>gtTp.V96V 1 FALSE TRUE FALSE

c.(904-906)tgT>tgAp.C302* 0.052632 FALSE TRUE FALSE

c.(2122-2124)Ggt>Agtp.G708S 0.463918 FALSE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.44 TRUE TRUE FALSE

c.(4390-4392)cgA>cgGp.R1464R 0.469136 FALSE TRUE TRUE

c.(1024-1026)gCa>gTap.A342V 0.054645 FALSE FALSE FALSE

c.(973-975)Cgg>Tggp.R325W 0.068452 TRUE TRUE FALSE

c.(859-861)tTt>tGtp.F287C 0.36646 FALSE TRUE TRUE



c.(637-639)caG>caTp.Q213H 0.129032 TRUE FALSE FALSE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.548872 TRUE TRUE TRUE

c.(1867-1869)ctC>ctTp.L623L 0.185185 FALSE TRUE TRUE

c.(3739-3741)aCt>aTtp.T1247I 0.534351 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.482143 TRUE TRUE TRUE

c.(79-81)Ccc>Tccp.P27S 0.954545 FALSE TRUE FALSE

c.(1129-1131)atC>atTp.I377I 0.542373 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 1 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.6875 TRUE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.473373 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.433333 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.485577 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.32 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.518868 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(2932-2934)Tat>Catp.Y978H 0.651685 FALSE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.676471 TRUE TRUE FALSE

c.(1264-1266)tgG>tgTp.W422C 0.57377 FALSE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.335329 TRUE TRUE TRUE

c.(691-693)Tgt>Cgtp.C231R 0.108434 TRUE TRUE FALSE

c.(2392-2394)Ggg>Aggp.G798R 0.089552 FALSE FALSE FALSE

c.(7534-7536)acG>acAp.T2512T 0.424242 FALSE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.466667 TRUE TRUE TRUE

c.(6562-6564)gCc>gGcp.A2188G 0.557377 FALSE TRUE TRUE

c.(1312-1314)ccC>ccTp.P438P 1 FALSE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.376812 TRUE TRUE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.495495 TRUE TRUE TRUE

c.(2422-2424)gaG>gaCp.E808D 0.583333 FALSE TRUE TRUE

c.(1678-1680)gTg>gCgp.V560A 0.677165 FALSE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.074194 TRUE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 1 TRUE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.428571 TRUE TRUE TRUE

c.(661-663)ccC>ccTp.P221P 0.660714 FALSE TRUE FALSE

c.(49-51)ctT>ctCp.L17L 1 FALSE TRUE FALSE

c.(5440-5442)gGg>gCgp.G1814A 0.451923 FALSE TRUE TRUE

c.(922-924)gcT>gcCp.A308A 1 FALSE TRUE FALSE

c.(127-129)tcA>tcGp.S43S 0.124464 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.5 TRUE TRUE TRUE

c.(2257-2259)ccG>ccAp.P753P 0.508333 FALSE TRUE TRUE

c.(1618-1620)cCg>cTgp.P540L 0.4 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.524752 TRUE TRUE TRUE

c.(172-174)cTg>cCgp.L58P 0.246914 FALSE TRUE FALSE

c.(91-93)Aag>Gagp.K31E 0.109524 TRUE TRUE FALSE

c.(8038-8040)caG>caAp.Q2680Q 0.519737 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 1 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 1 TRUE TRUE TRUE



c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(4927-4929)gtG>gtAp.V1643V 0.421053 FALSE TRUE TRUE

c.(3169-3171)tcG>tcAp.S1057S 0.977143 TRUE TRUE TRUE

c.(2227-2229)aaT>aaCp.N743N 1 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.580882 TRUE TRUE TRUE

c.(7699-7701)cGt>cAtp.R2567H 0.353846 FALSE TRUE TRUE

c.(1141-1143)gCc>gAcp.A381D 0.558824 FALSE TRUE TRUE

c.(1555-1557)acA>acGp.T519T 1 FALSE FALSE FALSE

c.(550-552)ctG>ctTp.L184L 0.121622 TRUE TRUE FALSE

c.(1180-1182)ctG>ctAp.L394L 0.375 FALSE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.369231 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.363636 TRUE TRUE TRUE

c.(655-657)Ccg>Tcgp.P219S 0.369048 FALSE TRUE TRUE

c.(4978-4980)Atc>Gtcp.I1660V 0.102564 FALSE TRUE FALSE

c.(1210-1212)agC>agTp.S404S 0.405405 FALSE TRUE TRUE

c.(3823-3825)cCt>cTtp.P1275L 0.434783 FALSE FALSE FALSE

c.(136-138)cAc>cCcp.H46P 0.4375 FALSE TRUE FALSE

c.(4732-4734)cGc>cAcp.R1578H 0.392157 FALSE FALSE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.99 TRUE TRUE TRUE

c.(745-747)aGt>aAtp.S249N 0.486726 FALSE TRUE TRUE

c.(1150-1152)ggA>ggGp.G384G 1 FALSE TRUE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.983333 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.994048 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 1 TRUE TRUE TRUE

c.(7888-7890)cAg>cGgp.Q2630R 0.38835 FALSE TRUE FALSE

c.(343-345)Gca>Acap.A115T 0.146429 FALSE TRUE TRUE

c.(7252-7254)gAa>gGap.E2418G 0.485714 FALSE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.532258 TRUE TRUE FALSE

c.(1291-1293)ccA>ccGp.P431P 0.3 TRUE TRUE TRUE

c.(268-270)gCt>gTtp.A90V 0.282258 FALSE TRUE FALSE

c.(1804-1806)Gtg>Atgp.V602M 0.487179 TRUE TRUE FALSE

c.(1528-1530)gcG>gcAp.A510A 0.577778 FALSE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.653595 TRUE TRUE TRUE

c.(7624-7626)cgC>cgGp.R2542R 0.444444 TRUE TRUE TRUE

c.(7702-7704)ggA>ggGp.G2568G 0.433824 FALSE TRUE TRUE

c.(553-555)gcC>gcTp.A185A 0.983051 FALSE TRUE FALSE

c.(1231-1233)tgC>tgTp.C411C 0.371585 FALSE TRUE TRUE

c.(2971-2973)cGt>cAtp.R991H 0.460317 FALSE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.565217 TRUE TRUE TRUE

c.(571-573)tCc>tAcp.S191Y 0.395833 FALSE TRUE FALSE

c.(367-369)acT>acCp.T123T 0.984375 FALSE TRUE FALSE

c.(733-735)cTt>cAtp.L245H 0.463636 FALSE TRUE TRUE

c.(1456-1458)aCa>aTap.T486I 0.638298 FALSE TRUE TRUE

c.(7729-7731)agC>agTp.S2577S 0.380952 FALSE TRUE FALSE

c.(1420-1422)acG>acAp.T474T 0.45 FALSE TRUE TRUE

c.(655-657)Tat>Catp.Y219H 0.403226 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.08 TRUE TRUE FALSE



c.(12304-12306)Ttg>Ctgp.L4102L 0.263889 TRUE TRUE TRUE

c.(8959-8961)acT>acAp.T2987T 0.444444 FALSE TRUE TRUE

c.(8464-8466)Gga>Tgap.G2822* 0.480769 FALSE TRUE TRUE

c.(2155-2157)cCt>cGtp.P719R 0.492958 FALSE TRUE TRUE

c.(871-873)Aaa>Gaap.K291E 0.712121 FALSE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.646067 TRUE TRUE TRUE

c.(5272-5274)ctG>ctAp.L1758L 0.539683 FALSE TRUE TRUE

c.(5899-5901)atA>atGp.I1967M 0.586957 FALSE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.294271 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.119048 TRUE TRUE FALSE

c.(661-663)atA>atGp.I221M 1 FALSE TRUE FALSE

c.(1891-1893)Atc>Ctcp.I631L 0.5 TRUE TRUE TRUE

c.(289-291)Atc>Gtcp.I97V 0.260714 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.536765 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.983333 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.377273 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.565891 TRUE TRUE TRUE

c.(1168-1170)taC>taTp.Y390Y 1 FALSE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.245614 TRUE TRUE TRUE

c.(2389-2391)gAg>gGgp.E797G 0.51875 FALSE TRUE TRUE

c.(7-9)ctG>ctAp.L3L 0.469697 FALSE TRUE TRUE

c.(2005-2007)gGc>gAcp.G669D 0.487179 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.560976 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.45283 TRUE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.608333 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.07868 TRUE TRUE TRUE

c.(835-837)acG>acAp.T279T 0.181818 FALSE TRUE TRUE

c.(529-531)tcG>tcAp.S177S 0.54023 FALSE TRUE TRUE

c.(451-453)gCc>gTcp.A151V 0.104167 TRUE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.435294 TRUE TRUE TRUE

c.(2056-2058)cgG>cgTp.R686R 0.458333 TRUE TRUE TRUE

c.(4492-4494)Gcc>Accp.A1498T 0.363095 FALSE TRUE TRUE

c.(1849-1851)caA>caGp.Q617Q 0.463415 FALSE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.569343 TRUE TRUE TRUE

c.(643-645)ctC>ctTp.L215L 1 FALSE TRUE FALSE

c.(1453-1455)Tac>Cacp.Y485H 1 FALSE TRUE FALSE

c.(2638-2640)ggA>ggGp.G880G 0.341935 FALSE TRUE TRUE

c.(1111-1113)Ggt>Agtp.G371S 0.634615 FALSE TRUE FALSE

c.(1486-1488)Tat>Catp.Y496H 1 FALSE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.993902 TRUE TRUE TRUE

c.(367-369)gGt>gCtp.G123A 0.4 FALSE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.369565 TRUE TRUE FALSE

c.(583-585)Gga>Agap.G195R 0.408163 FALSE TRUE FALSE

c.(895-897)gcT>gcAp.A299A 0.46 FALSE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.75 TRUE TRUE FALSE

c.(8380-8382)gcC>gcTp.A2794A 0.987952 TRUE TRUE TRUE

c.(112-114)gtC>gtTp.V38V 1 FALSE TRUE FALSE



c.(277-279)Ggt>Cgtp.G93R 0.111111 FALSE TRUE FALSE

c.(175-177)Acc>Gccp.T59A 0.941176 FALSE TRUE FALSE

c.(1882-1884)atG>atCp.M628I 0.485714 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 0.969697 FALSE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(22-24)aAc>aGcp.N8S 0.977273 FALSE TRUE FALSE

c.(898-900)taC>taTp.Y300Y 0.6 FALSE TRUE TRUE

c.(1102-1104)aCg>aTgp.T368M 0.75 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.978947 TRUE TRUE TRUE

c.(103-105)Cta>Ttap.L35L 1 FALSE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(952-954)gCc>gTcp.A318V 0.257485 FALSE TRUE FALSE

c.(5113-5115)aAc>aGcp.N1705S 0.514851 FALSE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(349-351)aaC>aaTp.N117N 1 FALSE TRUE FALSE

c.(10-12)Gac>Aacp.D4N 0.12 FALSE TRUE FALSE

c.(769-771)Atc>Gtcp.I257V 1 FALSE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.646739 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 1 TRUE TRUE TRUE

c.(10-12)aTt>aCtp.I4T 0.267442 FALSE TRUE TRUE

c.(472-474)gcA>gcGp.A158A 0.488 TRUE TRUE TRUE

c.(700-702)Cgt>Tgtp.R234C 0.090909 TRUE FALSE FALSE

c.(841-843)caT>caCp.H281H 0.16 FALSE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.456647 TRUE TRUE TRUE

c.(14236-14238)cgG>cgAp.R4746R 0.612903 FALSE TRUE TRUE

c.(1045-1047)gaT>gaCp.D349D 0.617834 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.324561 TRUE TRUE TRUE

c.(4156-4158)Cac>Gacp.H1386D 0.380952 FALSE TRUE FALSE

c.(13-15)Ata>Gtap.I5V 0.0528 FALSE TRUE FALSE

c.(898-900)Cat>Tatp.H300Y 0.684211 FALSE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.431818 TRUE TRUE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.512821 TRUE TRUE TRUE

c.(511-513)ggG>ggAp.G171G 0.62069 FALSE FALSE FALSE

c.(697-699)gcC>gcTp.A233A 0.416667 FALSE FALSE TRUE

c.(496-498)Att>Gttp.I166V 1 FALSE TRUE FALSE

c.(364-366)atG>atAp.M122I 0.5625 FALSE TRUE FALSE

c.(1504-1506)Cgt>Tgtp.R502C 0.492063 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.567797 TRUE TRUE TRUE

c.(3103-3105)tcA>tcCp.S1035S 0.428571 FALSE TRUE TRUE

c.(1-3)aTa>aCap.I1T 1 FALSE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.447552 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.56 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.458333 TRUE TRUE TRUE

c.(2638-2640)gcG>gcAp.A880A 0.5 FALSE FALSE FALSE

c.(523-525)agC>agTp.S175S 0.5 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.75 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.051188 TRUE TRUE FALSE



c.(3325-3327)tCa>tTap.S1109L 0.504202 TRUE TRUE TRUE

c.(142-144)gTc>gAcp.V48D 0.428571 FALSE FALSE FALSE

c.(4528-4530)caC>caTp.H1510H 0.459184 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.271605 TRUE TRUE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.505155 TRUE TRUE TRUE

c.(523-525)cGt>cAtp.R175H 0.462963 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.504425 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.449275 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.5 TRUE TRUE TRUE

c.(2269-2271)cgG>cgAp.R757R 0.423077 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.069959 TRUE TRUE FALSE

c.(502-504)Ata>Ttap.I168L 0.14094 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.485549 TRUE TRUE TRUE

c.(4399-4401)cCc>cTcp.P1467L 0.6 FALSE FALSE FALSE

c.(280-282)ctG>ctCp.L94L 0.381818 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.042042 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.5 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.476562 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.057692 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.17284 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.142857 TRUE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.487395 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.625 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.42029 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.5 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.524476 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.479592 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.502793 TRUE TRUE TRUE

c.(5002-5004)caC>caGp.H1668Q 0.290323 FALSE TRUE FALSE

c.(256-258)gtC>gtGp.V86V 0.34 TRUE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.44086 TRUE TRUE TRUE

c.(472-474)Aca>Gcap.T158A 1 FALSE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.556818 TRUE TRUE TRUE

c.(271-273)Gtt>Attp.V91I 0.969697 FALSE TRUE FALSE

c.(2857-2859)Tca>Ccap.S953P 0.509434 FALSE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.401515 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.458333 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.517007 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.491379 TRUE TRUE TRUE

c.(2374-2376)gaT>gaCp.D792D 0.458333 TRUE TRUE TRUE

c.(916-918)tcC>tcTp.S306S 0.983333 FALSE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.45122 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.113924 TRUE TRUE FALSE

c.(4030-4032)ctG>ctTp.L1344L 0.469565 FALSE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.320755 TRUE TRUE FALSE

c.(7690-7692)gcC>gcTp.A2564A 0.319149 FALSE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.513043 TRUE TRUE TRUE



c.(973-975)taC>taTp.Y325Y 0.5 TRUE TRUE TRUE

c.(604-606)gaG>gaAp.E202E 0.377953 FALSE TRUE TRUE

c.(889-891)ccC>ccAp.P297P 0.48 TRUE TRUE TRUE

c.(5098-5100)tcC>tcTp.S1700S 0.419355 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.481013 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.961538 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.488235 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.434109 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.909091 FALSE TRUE FALSE

c.(49-51)Gag>Aagp.E17K 0.214286 FALSE FALSE FALSE

c.(121-123)Ctt>Tttp.L41F 0.493671 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.5 TRUE TRUE TRUE

c.(12826-12828)Ctt>Gttp.L4276V 0.564815 FALSE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.549296 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.20202 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.65 TRUE TRUE FALSE

c.(6142-6144)Cca>Gcap.P2048A 0.441176 FALSE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.481013 TRUE TRUE TRUE

c.(1474-1476)cGg>cAgp.R492Q 0.475728 FALSE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.571429 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.136364 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.882353 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.6 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.495238 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.507692 TRUE TRUE TRUE

c.(850-852)gaC>gaTp.D284D 0.695652 FALSE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.495146 TRUE TRUE TRUE

c.(2626-2628)Gag>Aagp.E876K 0.531532 FALSE FALSE TRUE

c.(907-909)aaG>aaAp.K303K 0.492424 TRUE TRUE TRUE

c.(7501-7503)Ata>Gtap.I2501V 0.503817 TRUE TRUE TRUE

c.(2926-2928)gtG>gtCp.V976V 0.568182 TRUE TRUE TRUE

c.(1411-1413)gtA>gtCp.V471V 0.504425 FALSE TRUE TRUE

c.(166-168)agC>agTp.S56S 0.460123 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.547445 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.966851 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.495726 TRUE TRUE TRUE

c.(7201-7203)Cta>Ttap.L2401L 0.478022 FALSE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.438017 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.567901 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.457143 TRUE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.42735 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.427419 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.33945 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.833333 TRUE TRUE TRUE

c.(928-930)cCt>cTtp.P310L 0.457143 FALSE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.218391 TRUE TRUE FALSE



c.(922-924)tgC>tgTp.C308C 0.311111 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.365217 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.5 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.965035 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.4375 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.478632 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.504274 TRUE TRUE TRUE

c.(1843-1845)ttT>ttCp.F615F 0.48062 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.440476 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.136054 TRUE TRUE FALSE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.405063 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(502-504)ttA>ttTp.L168F 0.471264 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.514793 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.457317 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.255814 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.469697 TRUE TRUE TRUE

c.(2938-2940)ccC>ccTp.P980P 0.48 TRUE TRUE TRUE

c.(14413-14415)Gag>Aagp.E4805K 0.466667 FALSE FALSE FALSE

c.(1672-1674)Acc>Gccp.T558A 0.444444 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.425 TRUE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.567568 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.464968 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.959677 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.411765 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.545455 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.54023 TRUE TRUE TRUE

c.(295-297)caC>caTp.H99H 0.365385 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.467626 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.846154 TRUE TRUE FALSE

c.(10234-10236)Att>Gttp.I3412V 0.49 FALSE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.415094 TRUE TRUE TRUE

c.(1339-1341)aTg>aCgp.M447T 0.418919 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.52381 TRUE TRUE TRUE

c.(466-468)Cat>Tatp.H156Y 0.45122 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.040268 TRUE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.536232 TRUE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.539326 TRUE TRUE TRUE

c.(1240-1242)caA>caGp.Q414Q 0.833333 FALSE TRUE TRUE

c.(1492-1494)Gtg>Atgp.V498M 0.464286 FALSE TRUE TRUE

c.(1279-1281)atT>atCp.I427I 0.967033 FALSE TRUE FALSE

c.(340-342)Acc>Gccp.T114A 0.966667 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.213235 TRUE FALSE FALSE

c.(1693-1695)atT>atCp.I565I 0.517241 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(76-78)aaG>aaAp.K26K 0.072727 TRUE TRUE FALSE



c.(3388-3390)atC>atTp.I1130I 0.430769 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.527607 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.971963 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.586207 TRUE TRUE FALSE

c.(4504-4506)Agt>Ggtp.S1502G 0.517241 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.97479 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.433333 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.507576 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.432099 TRUE TRUE TRUE

c.(1075-1077)gtC>gtAp.V359V 0.525 TRUE TRUE TRUE

c.(5863-5865)caC>caTp.H1955H 0.5 TRUE TRUE TRUE

c.(3379-3381)tcT>tcAp.S1127S 0.415842 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.354331 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.684211 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.411111 TRUE TRUE TRUE

c.(859-861)aCg>aTgp.T287M 0.46875 FALSE TRUE TRUE

c.(301-303)gcG>gcAp.A101A 0.5 TRUE FALSE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.459459 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.97561 TRUE TRUE FALSE

c.(187-189)Caa>Gaap.Q63E 0.456 FALSE TRUE TRUE

c.(385-387)Gtg>Ctgp.V129L 0.428571 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.953846 TRUE TRUE TRUE

c.(8104-8106)gAt>gGtp.D2702G 0.394366 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.348837 TRUE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.461538 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.527027 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.514925 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.52381 TRUE TRUE TRUE

c.(46-48)cAc>cGcp.H16R 0.982456 FALSE TRUE FALSE

c.(1684-1686)caA>caGp.Q562Q 0.833333 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.986755 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.44 TRUE TRUE TRUE

c.(5857-5859)cgA>cgGp.R1953R 0.567164 TRUE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.126214 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.595238 TRUE TRUE FALSE

0.833333 FALSE FALSE FALSE

c.(214-216)tGc>tAcp.C72Y 0.216783 TRUE TRUE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.569536 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.445205 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.33 TRUE TRUE TRUE

c.(10174-10176)ggC>ggTp.G3392G 0.463687 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.462963 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.484663 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.042424 FALSE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.504132 TRUE TRUE TRUE

c.(5935-5937)ccG>ccAp.P1979P 0.444444 TRUE TRUE FALSE



c.(2935-2937)Ggc>Agcp.G979S 0.392857 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(13-15)Gtt>Attp.V5I 0.666667 FALSE TRUE FALSE

c.(1024-1026)ttT>ttCp.F342F 0.991597 FALSE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.684211 TRUE TRUE TRUE

c.(1096-1098)caG>caAp.Q366Q 0.480769 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.443609 TRUE TRUE TRUE

c.(355-357)gcC>gcTp.A119A 0.12 FALSE FALSE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.445122 TRUE TRUE TRUE

c.(3973-3975)gaC>gaTp.D1325D 0.529412 FALSE TRUE TRUE

c.(733-735)ctA>ctGp.L245L 0.407895 FALSE TRUE FALSE

c.(1237-1239)ccG>ccAp.P413P 0.47619 FALSE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.462264 TRUE TRUE TRUE

c.(4804-4806)gcC>gcTp.A1602A 0.4875 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.545455 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.486486 TRUE TRUE TRUE

c.(8356-8358)acG>acAp.T2786T 0.357143 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.454545 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.4 TRUE TRUE TRUE

c.(127-129)Gtg>Atgp.V43M 0.263158 FALSE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.469512 TRUE TRUE TRUE

c.(1171-1173)Acc>Tccp.T391S 0.333333 FALSE FALSE FALSE

c.(724-726)cGg>cAgp.R242Q 0.431034 TRUE TRUE FALSE

c.(3745-3747)cAt>cGtp.H1249R 0.488889 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.486667 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.164835 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.90625 TRUE TRUE TRUE

c.(3586-3588)tcA>tcCp.S1196S 0.464 FALSE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.538462 TRUE TRUE TRUE

c.(595-597)ctG>ctAp.L199L 0.5 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.522491 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.979592 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.340909 TRUE TRUE FALSE

c.(262-264)cGa>cAap.R88Q 0.169399 TRUE TRUE FALSE

c.(4465-4467)aAt>aGtp.N1489S 0.16185 FALSE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.991736 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.5 TRUE TRUE TRUE

c.(7252-7254)aaC>aaTp.N2418N 0.474654 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.666667 TRUE TRUE FALSE

c.(1888-1890)atG>atAp.M630I 0.466403 FALSE FALSE TRUE

c.(268-270)gTc>gCcp.V90A 0.821918 FALSE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.516129 TRUE TRUE TRUE

c.(1297-1299)ctA>ctGp.L433L 0.467391 TRUE TRUE TRUE

c.(1831-1833)Cca>Acap.P611T 0.505155 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.888889 TRUE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.704545 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.472222 FALSE TRUE FALSE



c.(2293-2295)gaT>gaCp.D765D 0.495455 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.191011 TRUE TRUE FALSE

c.(4609-4611)ctG>ctTp.L1537L 0.482051 FALSE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.5 TRUE TRUE TRUE

c.(2389-2391)acG>acAp.T797T 0.532787 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 1 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.448276 TRUE TRUE TRUE

c.(3949-3951)Gaa>Caap.E1317Q 0.502058 FALSE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.898305 TRUE TRUE TRUE

c.(1108-1110)Tct>Cctp.S370P 0.313043 FALSE TRUE TRUE

c.(3292-3294)gcT>gcCp.A1098A 0.521978 TRUE TRUE TRUE

c.(7084-7086)gaC>gaTp.D2362D 0.089744 FALSE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.820312 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.478261 TRUE TRUE FALSE

c.(1120-1122)aCg>aTgp.T374M 0.416667 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.479592 TRUE TRUE TRUE

c.(1357-1359)aaT>aaGp.N453K 0.128205 FALSE TRUE TRUE

c.(541-543)Ttg>Ctgp.L181L 0.983871 FALSE TRUE FALSE

c.(835-837)gTg>gCgp.V279A 0.075 TRUE TRUE FALSE

c.(1657-1659)gcC>gcTp.A553A 0.65 TRUE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(850-852)acC>acTp.T284T 0.96875 FALSE TRUE FALSE

c.(7594-7596)gCc>gTcp.A2532V 0.480519 FALSE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.538012 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.993711 TRUE TRUE TRUE

c.(700-702)tGa>tAap.*234* 0.058824 FALSE FALSE FALSE

c.(637-639)gaC>gaTp.D213D 0.989362 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.99631 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.349398 TRUE TRUE TRUE

c.(2635-2637)gGc>gAcp.G879D 0.516129 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.422535 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.539604 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.12605 FALSE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.448 TRUE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.506329 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.228395 TRUE TRUE FALSE

c.(2440-2442)acG>acTp.T814T 0.439655 TRUE TRUE FALSE

c.(127-129)tcA>tcGp.S43S 0.214286 TRUE TRUE FALSE

c.(928-930)Tcc>Cccp.S310P 0.988636 FALSE TRUE FALSE

c.(805-807)Tgt>Cgtp.C269R 0.136842 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.508197 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.528302 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.48125 TRUE TRUE TRUE

c.(1687-1689)tcG>tcAp.S563S 0.511278 TRUE TRUE TRUE

c.(718-720)cGg>cAgp.R240Q 0.307692 FALSE TRUE FALSE

c.(616-618)cCa>cAap.P206Q 0.058333 TRUE FALSE FALSE

c.(1429-1431)cGg>cAgp.R477Q 0.066667 TRUE TRUE FALSE



c.(3130-3132)Acc>Gccp.T1044A 0.484848 TRUE TRUE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.888889 TRUE TRUE TRUE

c.(298-300)Ata>Gtap.I100V 0.96875 FALSE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.984456 TRUE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.54023 TRUE TRUE TRUE

c.(7501-7503)Ata>Gtap.I2501V 0.90678 TRUE TRUE TRUE

c.(2926-2928)gtG>gtCp.V976V 0.604167 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.482759 TRUE TRUE TRUE

c.(814-816)Cgt>Tgtp.R272C 0.058824 TRUE TRUE FALSE

c.(1030-1032)cGg>cAgp.R344Q 0.534884 TRUE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.513699 TRUE TRUE TRUE

c.(682-684)Cag>Aagp.Q228K 0.084337 FALSE FALSE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.466667 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.297297 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.478764 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.538462 TRUE TRUE TRUE

c.(91-93)Aag>Gagp.K31E 0.21 TRUE TRUE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.5 TRUE TRUE FALSE

c.(3391-3393)acC>acGp.T1131T 0.5 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.052 TRUE TRUE TRUE

c.(1300-1302)gaG>gaCp.E434D 0.344262 FALSE TRUE FALSE

c.(865-867)Gat>Aatp.D289N 0.53913 TRUE TRUE TRUE

c.(3157-3159)Cac>Tacp.H1053Y 0.571429 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.096774 FALSE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.258475 TRUE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.502924 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.480952 TRUE TRUE TRUE

c.(1657-1659)Cgg>Tggp.R553W 0.858268 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.519774 TRUE TRUE FALSE

c.(1435-1437)cGc>cAcp.R479H 0.492647 FALSE FALSE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.522613 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.517007 TRUE TRUE TRUE

c.(1462-1464)Tgc>Cgcp.C488R 0.283019 TRUE TRUE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.449438 FALSE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.138889 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.545852 TRUE TRUE TRUE

c.(2749-2751)aTa>aCap.I917T 0.57672 FALSE TRUE TRUE

c.(1141-1143)Cgt>Tgtp.R381C 0.986842 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 1 TRUE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.322709 TRUE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.56962 TRUE TRUE TRUE

c.(370-372)caC>caTp.H124H 0.456621 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.496732 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.775 TRUE TRUE FALSE

c.(3682-3684)gaT>gaCp.D1228D 0.6 TRUE TRUE TRUE

c.(310-312)aAt>aGtp.N104S 0.549451 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.243697 TRUE FALSE FALSE



c.(4282-4284)Gtg>Ttgp.V1428L 0.989474 TRUE TRUE FALSE

c.(2842-2844)Cgg>Tggp.R948W 0.520446 FALSE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.979592 TRUE TRUE TRUE

c.(4282-4284)atA>atCp.I1428I 0.49375 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.776316 TRUE TRUE FALSE

c.(2035-2037)ccG>ccTp.P679P 0.428571 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.137546 TRUE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.476471 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.991379 TRUE TRUE TRUE

c.(6463-6465)tCg>tTgp.S2155L 0.045946 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.990654 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.04878 FALSE TRUE FALSE

c.(574-576)Tcc>Cccp.S192P 0.502513 FALSE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.5 TRUE TRUE FALSE

c.(391-393)aGa>aAap.R131K 0.523077 TRUE TRUE TRUE

c.(1015-1017)gAt>gTtp.D339V 0.548148 TRUE TRUE TRUE

c.(415-417)gaC>gaTp.D139D 0.384615 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.450382 FALSE TRUE FALSE

c.(58-60)gaG>gaAp.E20E 0.491228 FALSE TRUE FALSE

c.(5263-5265)gcG>gcAp.A1755A 0.548638 FALSE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 0.130435 FALSE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.84507 TRUE TRUE TRUE

c.(385-387)Gtg>Ctgp.V129L 0.676301 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.106796 FALSE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.443137 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.842975 TRUE TRUE TRUE

c.(1549-1551)Ccc>Tccp.P517S 0.16129 FALSE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.995652 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.986577 TRUE TRUE TRUE

c.(5677-5679)ttA>ttGp.L1893L 0.411348 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.146552 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.507463 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.120482 TRUE TRUE FALSE

c.(2737-2739)Cct>Actp.P913T 0.462069 TRUE TRUE TRUE

c.(10213-10215)ccC>ccGp.P3405P 0.363636 FALSE TRUE FALSE

c.(934-936)ccC>ccTp.P312P 0.473404 FALSE TRUE FALSE

c.(8524-8526)taT>taCp.Y2842Y 0.482625 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.82716 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.850746 TRUE TRUE FALSE

c.(106-108)Tct>Actp.S36T 0.383562 FALSE FALSE FALSE

c.(2527-2529)caG>caAp.Q843Q 0.491597 TRUE TRUE TRUE

c.(745-747)cTg>cCgp.L249P 0.311111 TRUE TRUE FALSE

c.(8851-8853)gtT>gtCp.V2951V 0.875 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.164557 TRUE TRUE FALSE

c.(694-696)caC>caTp.H232H 0.139535 FALSE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.996403 TRUE TRUE TRUE



c.(2575-2577)Atg>Gtgp.M859V 0.5 TRUE TRUE TRUE

c.(1867-1869)tGt>tAtp.C623Y 0.486631 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.532258 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.722222 TRUE TRUE FALSE

c.(988-990)cTg>cCgp.L330P 0.481481 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.434783 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.5 TRUE TRUE TRUE

c.(1447-1449)caG>caCp.Q483H 0.888889 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.474576 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.877698 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.522727 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.5 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.2 TRUE TRUE FALSE

c.(1822-1824)cCa>cTap.P608L 0.461957 TRUE TRUE TRUE

c.(454-456)Cgc>Ggcp.R152G 0.442029 FALSE FALSE FALSE

c.(106-108)tCt>tAtp.S36Y 0.381818 FALSE FALSE FALSE

c.(511-513)ggG>ggAp.G171G 0.135135 FALSE TRUE TRUE

c.(637-639)atC>atTp.I213I 0.44697 FALSE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.134146 FALSE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.966667 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.518987 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.97619 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.992126 TRUE TRUE TRUE

c.(451-453)gCc>gTcp.A151V 0.307018 TRUE TRUE FALSE

c.(334-336)cCa>cAap.P112Q 0.058824 TRUE TRUE FALSE

c.(1864-1866)Aga>Ggap.R622G 0.048193 FALSE FALSE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.2875 TRUE TRUE FALSE

c.(3772-3774)caG>caAp.Q1258Q 0.092593 TRUE FALSE TRUE

c.(1630-1632)ccG>ccAp.P544P 0.121429 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.506329 TRUE TRUE TRUE

c.(1000-1002)tGc>tAcp.C334Y 0.07483 FALSE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.144737 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.502041 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.102804 TRUE TRUE FALSE

c.(3109-3111)caG>caAp.Q1037Q 0.982609 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.482143 TRUE TRUE FALSE

c.(106-108)agG>agAp.R36R 0.1875 TRUE TRUE FALSE

c.(2980-2982)gaC>gaTp.D994D 0.498008 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.4 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.05954 TRUE TRUE FALSE

c.(328-330)gGg>gAgp.G110E 0.371429 TRUE TRUE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.523238 TRUE TRUE TRUE

c.(751-753)Gcc>Accp.A251T 0.448161 FALSE TRUE TRUE

c.(2842-2844)Gtt>Attp.V948I 0.474164 FALSE TRUE TRUE

c.(1993-1995)atG>atAp.M665I 0.631579 TRUE TRUE FALSE

c.(3436-3438)cgA>cgGp.R1146R 0.177778 TRUE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.482759 TRUE TRUE TRUE



c.(7696-7698)gtC>gtTp.V2566V 0.527574 FALSE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.490741 FALSE TRUE FALSE

c.(6247-6249)Aga>Cgap.R2083R 0.542751 TRUE TRUE TRUE

c.(1252-1254)ttT>ttCp.F418F 0.448549 FALSE TRUE TRUE

c.(361-363)gTc>gCcp.V121A 0.150943 TRUE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.970588 TRUE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.492857 TRUE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 0.241379 TRUE TRUE FALSE

c.(805-807)cGc>cAcp.R269H 0.3 FALSE FALSE FALSE

c.(52-54)Ttc>Ctcp.F18L 0.991304 FALSE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.505714 TRUE TRUE TRUE

c.(9037-9039)cGc>cTcp.R3013L 0.471731 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.467914 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.998547 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.508865 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.524917 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.54755 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.994652 TRUE TRUE TRUE

c.(3580-3582)tcC>tcTp.S1194S 0.482759 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.038627 TRUE TRUE FALSE

c.(538-540)acT>acCp.T180T 0.9875 FALSE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.994792 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.170404 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.463654 TRUE TRUE TRUE

c.(265-267)gtG>gtAp.V89V 0.526854 FALSE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.492386 TRUE TRUE FALSE

c.(4816-4818)atT>atCp.I1606I 0.503906 FALSE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(3943-3945)aCc>aAcp.T1315N 0.466276 FALSE FALSE FALSE

c.(1822-1824)cCa>cTap.P608L 0.503856 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.486056 TRUE TRUE TRUE

c.(4432-4434)tcA>tcGp.S1478S 0.498795 FALSE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.487085 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.995169 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.996262 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.477186 TRUE TRUE TRUE

c.(1129-1131)Caa>Gaap.Q377E 0.053333 TRUE TRUE FALSE

c.(5188-5190)Aaa>Gaap.K1730E 0.493151 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.489796 TRUE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.476543 TRUE TRUE TRUE

c.(361-363)aaG>aaAp.K121K 0.477679 FALSE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.992 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 1 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.247191 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.475352 TRUE TRUE TRUE

c.(1567-1569)atG>atAp.M523I 0.473934 FALSE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.996522 TRUE TRUE TRUE



c.(2092-2094)Cct>Actp.P698T 0.465347 TRUE TRUE TRUE

c.(13798-13800)tAa>tGap.*4600* 0.475645 FALSE TRUE TRUE

c.(2971-2973)Aac>Gacp.N991D 0.528024 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.47861 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.478632 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.978852 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.517241 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.401235 TRUE TRUE FALSE

c.(250-252)gaC>gaTp.D84D 0.380711 TRUE TRUE FALSE

c.(487-489)cCa>cAap.P163Q 0.1456 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.493036 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.989051 TRUE TRUE TRUE

c.(28-30)gCg>gAgp.A10E 0.474903 FALSE TRUE FALSE

c.(3496-3498)cTa>cCap.L1166P 0.483333 TRUE TRUE TRUE

c.(5980-5982)acC>acAp.T1994T 0.666667 FALSE TRUE FALSE

c.(1561-1563)Gat>Catp.D521H 0.4 FALSE TRUE FALSE

c.(217-219)Ctt>Tttp.L73F 0.409091 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.468085 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.239617 TRUE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.370861 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.464286 TRUE TRUE TRUE

c.(175-177)Gca>Acap.A59T 0.567568 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.512524 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.46861 TRUE TRUE TRUE

c.(1153-1155)acG>acAp.T385T 1 FALSE TRUE FALSE

c.(5053-5055)Gca>Tcap.A1685S 0.148454 TRUE FALSE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.491262 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.492408 TRUE TRUE TRUE

c.(2254-2256)taC>taTp.Y752Y 0.44 TRUE TRUE TRUE

c.(3640-3642)ctG>ctAp.L1214L 0.484284 FALSE FALSE FALSE

c.(865-867)Aat>Catp.N289H 0.452381 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.298755 TRUE TRUE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.472561 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.505155 TRUE TRUE FALSE

c.(6619-6621)caA>caGp.Q2207Q 0.548387 FALSE TRUE TRUE

c.(1363-1365)tcA>tcGp.S455S 0.474719 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(121-123)gAa>gTap.E41V 0.329023 FALSE TRUE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.109091 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.523985 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(7861-7863)tcC>tcAp.S2621S 0.636364 TRUE TRUE FALSE

c.(1231-1233)aGc>aAcp.S411N 0.483871 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.486865 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.487535 TRUE TRUE TRUE



c.(10669-10671)ccA>ccGp.P3557P 0.520376 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.132653 TRUE TRUE FALSE

c.(262-264)cGa>cAap.R88Q 0.106122 TRUE TRUE FALSE

c.(502-504)Ata>Ttap.I168L 0.298817 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.063919 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.482402 TRUE TRUE TRUE

c.(229-231)tgA>tgGp.*77W 0.979592 FALSE TRUE FALSE

c.(1495-1497)gCg>gTgp.A499V 0.460653 TRUE TRUE TRUE

c.(2206-2208)aaC>aaTp.N736N 0.505792 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.998344 TRUE TRUE TRUE

c.(247-249)ctG>ctCp.L83L 0.119816 FALSE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.516204 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 1 TRUE TRUE FALSE

c.(2929-2931)tCg>tTgp.S977L 0.485804 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.502646 TRUE TRUE TRUE

c.(79-81)atA>atGp.I27M 1 FALSE TRUE FALSE

c.(7735-7737)gAc>gTcp.D2579V 0.518367 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.471883 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.465625 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.532934 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.48503 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.469841 TRUE TRUE FALSE

c.(631-633)Gcc>Accp.A211T 0.75 FALSE FALSE FALSE

c.(7945-7947)cGt>cAtp.R2649H 0.536965 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.512748 TRUE TRUE TRUE

c.(808-810)Cgc>Tgcp.R270C 0.386139 TRUE TRUE TRUE

c.(6046-6048)gcC>gcTp.A2016A 0.462733 FALSE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.481982 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.566667 TRUE TRUE TRUE

c.(529-531)Gcc>Accp.A177T 1 FALSE TRUE FALSE

c.(1342-1344)Atc>Gtcp.I448V 0.571429 TRUE TRUE TRUE

c.(931-933)Aca>Tcap.T311S 0.123515 TRUE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.273103 TRUE TRUE FALSE

c.(52-54)cGg>cAgp.R18Q 0.75 FALSE TRUE FALSE

c.(3001-3003)gaA>gaGp.E1001E 0.47037 TRUE TRUE FALSE

c.(1729-1731)cTg>cCgp.L577P 0.307692 FALSE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.452922 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.46988 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.994366 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.989637 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.500967 TRUE TRUE TRUE

c.(6646-6648)ccG>ccAp.P2216P 0.449275 FALSE TRUE TRUE

c.(5935-5937)ccG>ccAp.P1979P 0.509554 TRUE TRUE FALSE

c.(31-33)Gta>Atap.V11I 0.969231 FALSE TRUE FALSE

c.(1678-1680)Ggc>Tgcp.G560C 0.450893 FALSE FALSE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.511831 TRUE TRUE TRUE

c.(607-609)aaA>aaGp.K203K 0.348837 FALSE FALSE FALSE



c.(523-525)agC>agTp.S175S 0.485577 TRUE TRUE TRUE

c.(9892-9894)gGa>gCap.G3298A 0.492386 FALSE FALSE FALSE

c.(1330-1332)Agc>Ggcp.S444G 0.468354 TRUE TRUE FALSE

c.(4528-4530)caC>caTp.H1510H 0.50457 TRUE TRUE TRUE

c.(2650-2652)tCa>tTap.S884L 0.451546 TRUE TRUE TRUE

c.(622-624)cGg>cAgp.R208Q 0.194444 FALSE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.437209 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.481132 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.450704 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.492308 TRUE TRUE TRUE

c.(2143-2145)tcC>tcTp.S715S 0.519101 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.374359 TRUE TRUE FALSE

c.(4813-4815)gtG>gtTp.V1605V 0.493711 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.337748 TRUE TRUE FALSE

c.(2056-2058)cgG>cgTp.R686R 0.510476 TRUE TRUE TRUE

c.(1324-1326)tcA>tcCp.S442S 0.486175 FALSE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.336842 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.41791 TRUE TRUE TRUE

c.(2227-2229)caT>caCp.H743H 0.466667 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.473896 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.470149 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.966667 TRUE TRUE FALSE

c.(2887-2889)gGg>gAgp.G963E 0.522895 TRUE TRUE TRUE

c.(1030-1032)cGg>cAgp.R344Q 0.470588 TRUE TRUE FALSE

c.(1147-1149)Aac>Cacp.N383H 0.45977 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.483957 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.481818 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.298246 TRUE TRUE FALSE

c.(340-342)acT>acCp.T114T 0.382353 TRUE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.993348 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.526627 TRUE TRUE TRUE

c.(4639-4641)Gct>Tctp.A1547S 0.463357 FALSE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.992308 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.057471 TRUE TRUE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(10762-10764)tCg>tTgp.S3588L 0.477462 FALSE TRUE TRUE

c.(172-174)aaA>aaGp.K58K 0.986111 FALSE TRUE FALSE

c.(277-279)ccC>ccTp.P93P 0.581395 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.996721 TRUE TRUE TRUE

c.(1225-1227)Aag>Cagp.K409Q 0.381074 FALSE FALSE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.507937 TRUE TRUE TRUE

c.(196-198)Tgc>Cgcp.C66R 0.105085 TRUE FALSE FALSE

c.(490-492)ctT>ctCp.L164L 1 FALSE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(334-336)cCa>cAap.P112Q 0.063492 TRUE TRUE FALSE

c.(10-12)Gac>Aacp.D4N 0.986301 FALSE TRUE FALSE



c.(916-918)ttC>ttTp.F306F 0.487119 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.990805 TRUE TRUE TRUE

c.(607-609)Ccc>Gccp.P203A 0.423581 TRUE TRUE TRUE

c.(754-756)ctG>ctAp.L252L 1 FALSE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.526316 TRUE TRUE FALSE

c.(8710-8712)cAg>cGgp.Q2904R 0.494737 TRUE TRUE TRUE

c.(1699-1701)ccA>ccCp.P567P 0.534351 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.536697 TRUE TRUE TRUE

c.(334-336)agC>agTp.S112S 0.142424 FALSE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.072289 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.494764 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.050898 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.469008 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.484594 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.492386 TRUE TRUE TRUE

c.(505-507)gaG>gaAp.E169E 0.989691 FALSE TRUE FALSE

c.(1120-1122)aCg>aTgp.T374M 0.529412 TRUE TRUE TRUE

c.(337-339)gCc>gTcp.A113V 0.084175 TRUE TRUE FALSE

c.(2662-2664)gtA>gtGp.V888V 0.479779 FALSE FALSE FALSE

c.(6499-6501)Cgt>Tgtp.R2167C 0.106729 TRUE TRUE FALSE

c.(808-810)agA>agGp.R270R 0.777778 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.465812 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.483333 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.455224 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.985782 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.519108 FALSE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.522472 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.995652 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.960474 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.461207 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.985075 TRUE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 0.4375 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.467742 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.449889 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.471264 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.991643 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.441417 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(9304-9306)gAa>gGap.E3102G 0.512295 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.995434 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.393939 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.166667 TRUE FALSE FALSE

c.(1840-1842)ccT>ccAp.P614P 0.364486 FALSE FALSE FALSE

c.(646-648)aCg>aGgp.T216R 0.541667 TRUE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.514706 TRUE TRUE TRUE



c.(1240-1242)caG>caAp.Q414Q 0.411765 TRUE TRUE TRUE

c.(430-432)cCt>cTtp.P144L 0.785714 TRUE TRUE FALSE

c.(5536-5538)Tca>Acap.S1846T 0.507042 TRUE TRUE TRUE

c.(835-837)Gcc>Accp.A279T 0.531915 TRUE TRUE FALSE

c.(4306-4308)gAg>gGgp.E1436G 0.473451 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.507812 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.4375 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.979592 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.545833 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.9819 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.412162 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.477912 TRUE TRUE TRUE

c.(466-468)tcC>tcTp.S156S 0.942857 FALSE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.50431 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.513661 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.412621 TRUE TRUE TRUE

c.(3820-3822)tgG>tgTp.W1274C 0.44012 FALSE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.994083 TRUE TRUE TRUE

c.(1042-1044)gaG>gaAp.E348E 0.483871 TRUE TRUE FALSE

c.(8392-8394)cCa>cAap.P2798Q 0.487903 FALSE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.429603 TRUE TRUE TRUE

c.(4282-4284)cAg>cGgp.Q1428R 0.494759 TRUE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.465517 TRUE TRUE TRUE

c.(1333-1335)gcG>gcAp.A445A 0.477778 FALSE TRUE TRUE

c.(2521-2523)Cgg>Tggp.R841W 0.096899 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.995305 TRUE TRUE TRUE

c.(1246-1248)aTg>aCgp.M416T 0.482587 FALSE FALSE FALSE

c.(5542-5544)acG>acAp.T1848T 0.540441 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.55042 TRUE TRUE TRUE

c.(3292-3294)gcT>gcCp.A1098A 0.445596 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.535971 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.328125 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.365517 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 1 TRUE TRUE TRUE

c.(2050-2052)atC>atTp.I684I 0.526718 TRUE TRUE TRUE

c.(1135-1137)acG>acAp.T379T 0.076923 FALSE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.419355 TRUE TRUE FALSE

c.(6247-6249)Aga>Cgap.R2083R 0.484375 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.517857 TRUE TRUE TRUE

c.(265-267)aCg>aTgp.T89M 0.510638 FALSE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.271676 TRUE TRUE FALSE

c.(820-822)Cct>Tctp.P274S 0.480916 TRUE TRUE TRUE

c.(6463-6465)Cgg>Tggp.R2155W0.407258 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 0.555556 TRUE TRUE TRUE

c.(6742-6744)ccG>ccAp.P2248P 0.497253 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.452727 TRUE TRUE TRUE



c.(5551-5553)agC>agTp.S1851S 0.215789 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.47619 TRUE TRUE TRUE

c.(316-318)ccT>ccCp.P106P 0.969697 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.495434 TRUE TRUE TRUE

c.(1138-1140)taC>taTp.Y380Y 0.388889 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.545455 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.481618 TRUE TRUE FALSE

c.(8533-8535)cGt>cAtp.R2845H 0.504854 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.562044 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.497817 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.528205 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.168798 TRUE TRUE FALSE

c.(733-735)acG>acAp.T245T 0.457364 FALSE TRUE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.476684 TRUE TRUE TRUE

c.(178-180)aTa>aCap.I60T 0.976744 FALSE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.526596 TRUE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.320856 TRUE TRUE FALSE

c.(928-930)Cgc>Tgcp.R310C 0.440191 FALSE TRUE TRUE

c.(493-495)Gcg>Tcgp.A165S 0.473684 FALSE FALSE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.375 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.488722 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.517857 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.907407 TRUE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.506135 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.109299 TRUE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.053265 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.485106 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.441281 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.179612 TRUE TRUE FALSE

c.(1630-1632)Acg>Gcgp.T544A 1 FALSE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.453782 TRUE TRUE FALSE

c.(691-693)Tgt>Cgtp.C231R 0.099502 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.065649 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.498127 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.46383 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.509524 TRUE TRUE TRUE

c.(1357-1359)aaT>aaGp.N453K 0.52381 TRUE TRUE TRUE

c.(1141-1143)ctA>ctGp.L381L 0.257143 TRUE TRUE FALSE

c.(8152-8154)Att>Gttp.I2718V 0.508897 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.468 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.502283 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.051842 TRUE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.442509 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.107547 TRUE TRUE FALSE

c.(127-129)tcA>tcGp.S43S 0.177019 TRUE TRUE FALSE

c.(907-909)aaG>aaAp.K303K 0.485714 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.985915 TRUE TRUE TRUE



c.(943-945)Ggt>Agtp.G315S 0.509677 TRUE TRUE TRUE

c.(91-93)Aag>Gagp.K31E 0.167247 TRUE TRUE FALSE

c.(1729-1731)cTg>cCgp.L577P 0.3 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.994565 TRUE TRUE TRUE

c.(2677-2679)acC>acTp.T893T 0.476562 FALSE FALSE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.5 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.983784 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.552795 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.468391 TRUE TRUE TRUE

c.(148-150)gTt>gAtp.V50D 0.300319 TRUE TRUE TRUE

c.(4972-4974)gcG>gcAp.A1658A 0.264151 FALSE TRUE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.208955 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.439803 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.248603 TRUE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.510121 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.444118 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.48913 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.990596 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.995536 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.172414 TRUE TRUE FALSE

c.(610-612)Cgg>Tggp.R204W 0.207602 TRUE FALSE FALSE

c.(2431-2433)Atg>Gtgp.M811V 0.46332 FALSE TRUE TRUE

c.(499-501)gGc>gAcp.G167D 0.512195 TRUE TRUE TRUE

c.(202-204)ggA>ggGp.G68G 1 FALSE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.482955 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.449367 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.731959 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.458824 TRUE TRUE TRUE

c.(451-453)gCc>gTcp.A151V 0.143722 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.110429 TRUE TRUE FALSE

c.(523-525)agC>agTp.S175S 0.469453 TRUE TRUE TRUE

c.(493-495)gGc>gTcp.G165V 0.171429 TRUE TRUE TRUE

c.(4387-4389)cGg>cAgp.R1463Q 0.484615 TRUE TRUE FALSE

c.(1252-1254)aAc>aGcp.N418S 0.777778 TRUE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.438406 TRUE TRUE TRUE

c.(2407-2409)agC>agGp.S803R 0.424528 TRUE TRUE TRUE

c.(2875-2877)gcC>gcTp.A959A 0.486553 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.482517 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.508834 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.046316 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.522901 TRUE TRUE TRUE

c.(5920-5922)atC>atTp.I1974I 0.495305 FALSE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.476454 TRUE TRUE TRUE

c.(4813-4815)gtG>gtTp.V1605V 0.434932 TRUE TRUE TRUE

c.(622-624)cGg>cAgp.R208Q 0.373333 FALSE TRUE FALSE

c.(2701-2703)Ggg>Aggp.G901R 0.258929 FALSE TRUE FALSE

c.(637-639)gaC>gaTp.D213D 0.552174 TRUE TRUE TRUE



c.(4786-4788)Gtt>Cttp.V1596L 0.444444 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 1 TRUE TRUE TRUE

c.(4198-4200)taT>taCp.Y1400Y 0.546667 TRUE TRUE TRUE

c.(1327-1329)gAg>gCgp.E443A 0.534314 FALSE TRUE FALSE

c.(91-93)agC>agAp.S31R 0.515901 TRUE TRUE TRUE

c.(2440-2442)acG>acTp.T814T 0.213333 TRUE TRUE FALSE

c.(700-702)Aca>Tcap.T234S 0.17656 TRUE TRUE FALSE

c.(5179-5181)atA>atTp.I1727I 0.496894 FALSE TRUE TRUE

c.(322-324)ccC>ccTp.P108P 0.376623 TRUE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.986301 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.522727 TRUE TRUE TRUE

c.(235-237)Att>Gttp.I79V 0.5 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.441103 TRUE TRUE TRUE

c.(2416-2418)caT>caCp.H806H 0.422018 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.5 TRUE TRUE TRUE

c.(1996-1998)ttT>ttCp.F666F 0.463203 TRUE TRUE TRUE

c.(250-252)ggG>ggTp.G84G 0.424125 FALSE TRUE TRUE

c.(832-834)tcA>tcTp.S278S 0.444444 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.453441 TRUE TRUE TRUE

c.(670-672)Gtt>Attp.V224I 0.258228 FALSE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.059441 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.476974 TRUE TRUE TRUE

c.(2029-2031)ggC>ggTp.G677G 0.5 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.536145 TRUE TRUE TRUE

c.(196-198)Tgc>Cgcp.C66R 0.207018 FALSE FALSE FALSE

c.(2854-2856)caT>caCp.H952H 0.514851 TRUE TRUE TRUE

c.(154-156)Gcc>Accp.A52T 0.605263 FALSE FALSE FALSE

c.(634-636)Cag>Gagp.Q212E 0.518519 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.555556 TRUE TRUE TRUE

c.(1420-1422)aaG>aaAp.K474K 0.348958 FALSE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.525114 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.99631 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.473318 TRUE TRUE TRUE

c.(7009-7011)aCt>aAtp.T2337N 0.526761 TRUE TRUE TRUE

c.(700-702)Cgt>Tgtp.R234C 0.1075 TRUE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.547619 TRUE TRUE TRUE

c.(502-504)ggC>ggTp.G168G 0.428571 FALSE FALSE FALSE

c.(334-336)cGa>cAap.R112Q 0.046332 TRUE TRUE TRUE

c.(502-504)gGc>gAcp.G168D 0.5 FALSE FALSE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.983871 TRUE TRUE TRUE

c.(3061-3063)ccG>ccAp.P1021P 0.441176 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.51269 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.473684 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.472222 TRUE TRUE TRUE

c.(1129-1131)cAg>cGgp.Q377R 0.29703 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.834646 TRUE TRUE TRUE

c.(6667-6669)caG>caAp.Q2223Q 0.073333 FALSE FALSE FALSE



c.(262-264)cGa>cAap.R88Q 0.105072 TRUE TRUE FALSE

c.(7-9)Gcc>Tccp.A3S 0.138889 FALSE TRUE FALSE

c.(235-237)aaC>aaTp.N79N 0.764706 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.465969 TRUE TRUE FALSE

c.(661-663)gaG>gaCp.E221D 0.541935 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.479821 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.503876 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.057522 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.991935 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.49697 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.776699 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.103226 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.419355 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.567766 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.516556 TRUE TRUE TRUE

c.(577-579)cAa>cCap.Q193P 0.13099 FALSE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.476395 TRUE TRUE TRUE

c.(538-540)Gaa>Aaap.E180K 0.049618 FALSE TRUE FALSE

c.(523-525)agC>agTp.S175S 0.80315 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.485549 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.518771 FALSE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.584906 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.988024 TRUE TRUE TRUE

c.(466-468)Cat>Tatp.H156Y 0.107143 FALSE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.269841 FALSE TRUE FALSE

c.(316-318)Cgg>Aggp.R106R 0.5 TRUE TRUE FALSE

c.(7885-7887)tcA>tcCp.S2629S 0.6 FALSE FALSE FALSE

c.(85-87)gcG>gcAp.A29A 0.462882 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.56213 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.283951 TRUE TRUE TRUE

c.(1849-1851)Att>Gttp.I617V 0.565789 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.154321 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.568807 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.514423 TRUE TRUE TRUE

c.(1489-1491)ctC>ctAp.L497L 0.11828 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.473684 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.739496 FALSE TRUE FALSE

c.(28-30)gCg>gAgp.A10E 0.428571 FALSE TRUE FALSE

c.(508-510)gtG>gtAp.V170V 0.575758 FALSE FALSE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.504132 TRUE TRUE TRUE

c.(340-342)ggC>ggTp.G114G 0.152091 FALSE TRUE TRUE

c.(775-777)caA>caGp.Q259Q 0.539568 FALSE FALSE FALSE

c.(622-624)tCt>tGtp.S208C 0.563107 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.496552 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.174455 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.531915 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.093863 TRUE TRUE FALSE



c.(1798-1800)gtT>gtCp.V600V 0.466667 TRUE TRUE TRUE

c.(1729-1731)caC>caTp.H577H 0.5 FALSE TRUE TRUE

c.(2440-2442)acG>acTp.T814T 0.531792 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.548077 TRUE TRUE TRUE

c.(823-825)Aga>Cgap.R275R 0.49763 TRUE TRUE TRUE

c.(553-555)ggG>ggAp.G185G 0.545455 FALSE TRUE TRUE

c.(34-36)Gtc>Ctcp.V12L 0.465517 FALSE TRUE TRUE

c.(2926-2928)Gcc>Accp.A976T 0.088319 FALSE TRUE FALSE

c.(4387-4389)cGg>cAgp.R1463Q 0.527273 TRUE TRUE FALSE

c.(103-105)caG>caAp.Q35Q 0.857143 FALSE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.478571 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.44186 TRUE TRUE FALSE

c.(502-504)gaG>gaTp.E168D 0.43007 FALSE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.12234 FALSE TRUE TRUE

c.(4642-4644)Ccc>Tccp.P1548S 0.464286 TRUE TRUE FALSE

c.(850-852)gCg>gTgp.A284V 0.568345 TRUE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(5785-5787)caG>caAp.Q1929Q 0.104651 FALSE TRUE TRUE

c.(7-9)gCc>gTcp.A3V 0.135135 FALSE TRUE FALSE

c.(1996-1998)atC>atTp.I666I 0.51773 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.99422 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.044872 TRUE TRUE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.524823 TRUE TRUE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.221429 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.905263 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.571429 TRUE TRUE TRUE

c.(820-822)Cct>Tctp.P274S 0.452381 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.888889 TRUE TRUE FALSE

c.(328-330)Gtc>Atcp.V110I 0.266667 TRUE TRUE FALSE

c.(844-846)atT>atCp.I282I 1 TRUE TRUE TRUE

c.(4507-4509)tcC>tcTp.S1503S 0.579365 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.493506 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.365854 TRUE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.360515 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.455319 TRUE TRUE TRUE

c.(1126-1128)ccG>ccAp.P376P 0.29 FALSE FALSE FALSE

c.(3880-3882)aaG>aaAp.K1294K 0.505155 TRUE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.133333 FALSE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.5 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.490476 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.241573 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.485714 TRUE TRUE TRUE

c.(5359-5361)Ggc>Agcp.G1787S 0.442211 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.993333 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.471154 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.566667 TRUE TRUE TRUE

c.(382-384)gcC>gcTp.A128A 0.417323 FALSE TRUE FALSE



c.(673-675)Tgg>Cggp.W225R 0.505837 TRUE TRUE TRUE

c.(2398-2400)ggG>ggTp.G800G 0.508929 FALSE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.161111 FALSE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.413534 TRUE TRUE TRUE

c.(1138-1140)taC>taTp.Y380Y 0.7 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.196429 TRUE TRUE TRUE

c.(634-636)Cag>Tagp.Q212* 0.524752 FALSE FALSE FALSE

c.(499-501)cGa>cAap.R167Q 0.161017 FALSE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.525641 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.607143 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.5 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 1 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.446078 TRUE TRUE FALSE

c.(682-684)cAg>cCgp.Q228P 0.514706 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.47191 TRUE TRUE TRUE

c.e16+2 0.051724 FALSE FALSE FALSE

c.(508-510)taC>taTp.Y170Y 0.459184 TRUE TRUE TRUE

c.(1867-1869)tGt>tAtp.C623Y 0.465649 TRUE TRUE TRUE

c.(5887-5889)tcT>tcCp.S1963S 0.727273 FALSE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.994475 TRUE TRUE TRUE

c.(859-861)gAa>gTap.E287V 0.428571 TRUE TRUE TRUE

c.(1285-1287)gAt>gTtp.D429V 0.582609 FALSE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.544554 TRUE TRUE TRUE

c.(1156-1158)agA>agCp.R386S 1 TRUE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.476923 TRUE TRUE TRUE

c.(8332-8334)caA>caGp.Q2778Q 0.282609 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.579909 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.243655 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.557377 TRUE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.992424 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.481481 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.479381 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.540373 TRUE TRUE FALSE

c.(1864-1866)Gtg>Atgp.V622M 0.981366 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.178571 TRUE TRUE FALSE

c.(745-747)cTg>cCgp.L249P 0.272727 TRUE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.473684 TRUE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.434211 TRUE TRUE TRUE

c.(334-336)cCa>cAap.P112Q 0.056548 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.990385 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.826087 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.584746 TRUE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.52439 TRUE TRUE TRUE

c.(1171-1173)ccC>ccTp.P391P 0.444444 TRUE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.487685 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.993007 TRUE TRUE TRUE

c.(2446-2448)tcA>tcCp.S816S 0.530086 TRUE TRUE TRUE



c.(1063-1065)Gtg>Atgp.V355M 0.541985 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 1 TRUE TRUE TRUE

c.(751-753)Tcc>Cccp.S251P 0.090909 FALSE FALSE FALSE

c.(724-726)gaG>gaAp.E242E 0.978261 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.485549 TRUE TRUE FALSE

c.(4240-4242)gaC>gaTp.D1414D 0.463415 TRUE TRUE FALSE

c.(8851-8853)gtT>gtCp.V2951V 0.974843 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.415663 TRUE TRUE TRUE

c.(538-540)ctA>ctCp.L180L 0.504425 TRUE TRUE TRUE

c.(4234-4236)gtA>gtGp.V1412V 0.413223 FALSE FALSE FALSE

c.(283-285)caA>caGp.Q95Q 0.263581 TRUE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.34555 TRUE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.451852 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.424242 TRUE TRUE FALSE

c.(526-528)cGt>cAtp.R176H 0.533333 TRUE TRUE FALSE

c.(2542-2544)Att>Cttp.I848L 0.522876 FALSE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.994709 TRUE TRUE TRUE

c.(1993-1995)aCa>aTap.T665I 0.504902 TRUE TRUE TRUE

c.(4621-4623)gCg>gGgp.A1541G 0.5 TRUE TRUE FALSE

c.(34-36)ctC>ctTp.L12L 0.958333 FALSE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.493671 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.614458 TRUE TRUE TRUE

c.(409-411)Ctg>Ttgp.L137L 0.717949 FALSE TRUE FALSE

c.(808-810)agA>agGp.R270R 0.714286 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.426901 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.053305 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.992 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.520295 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.484211 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.45679 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.281553 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 1 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.993976 TRUE TRUE TRUE

c.(1030-1032)cGg>cAgp.R344Q 0.985294 TRUE TRUE FALSE

c.(997-999)aGc>aAcp.S333N 1 FALSE TRUE FALSE

c.(2983-2985)Gct>Cctp.A995P 0.491525 FALSE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.982609 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.491597 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.432258 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.744186 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.39548 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.551724 TRUE TRUE TRUE

c.(187-189)cCt>cTtp.P63L 0.494118 FALSE FALSE FALSE

c.(907-909)gcA>gcGp.A303A 0.5 TRUE TRUE TRUE

c.(5695-5697)gtG>gtAp.V1899V 0.442478 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.482014 TRUE TRUE TRUE

c.e23-1 0.210843 TRUE TRUE TRUE



c.(2980-2982)gaC>gaTp.D994D 0.509554 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.990991 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.992 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.480519 TRUE TRUE TRUE

c.(4771-4773)agC>agTp.S1591S 0.608696 FALSE FALSE FALSE

c.(262-264)cGa>cAap.R88Q 0.13369 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.070707 TRUE TRUE FALSE

c.(46-48)aaG>aaAp.K16K 0.990099 TRUE TRUE FALSE

c.(4186-4188)caC>caTp.H1396H 0.5 FALSE TRUE TRUE

c.(265-267)agC>agTp.S89S 0.644172 FALSE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.42 TRUE TRUE TRUE

c.(13687-13689)ccC>ccTp.P4563P 0.455446 TRUE TRUE TRUE

c.(5326-5328)Gat>Catp.D1776H 0.188406 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.392157 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.292 TRUE TRUE TRUE

c.(6265-6267)tcG>tcAp.S2089S 0.42623 FALSE TRUE TRUE

c.(6637-6639)gaC>gaAp.D2213E 0.162162 FALSE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.234043 TRUE TRUE TRUE

c.(523-525)cGt>cAtp.R175H 0.57377 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.441441 TRUE TRUE TRUE

c.(208-210)caG>caAp.Q70Q 0.090909 FALSE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 0.489209 TRUE TRUE TRUE

c.(4789-4791)aAa>aGap.K1597R 0.192308 TRUE TRUE FALSE

c.(826-828)cGa>cAap.R276Q 0.364865 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.5 TRUE TRUE TRUE

c.(1057-1059)ctG>ctAp.L353L 1 FALSE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.976744 TRUE TRUE TRUE

c.(856-858)ccC>ccTp.P286P 0.45977 FALSE TRUE FALSE

c.(13438-13440)Cct>Tctp.P4480S 0.433333 FALSE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.973333 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.152027 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.044118 FALSE FALSE FALSE

c.(6499-6501)Cgt>Tgtp.R2167C 0.130435 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.990654 TRUE TRUE TRUE

c.(70-72)Gtt>Attp.V24I 0.965517 FALSE TRUE FALSE

c.(5758-5760)gAt>gGtp.D1920G 0.566929 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.454545 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.35426 TRUE TRUE TRUE

c.(1084-1086)ctA>ctGp.L362L 0.95 FALSE TRUE FALSE

c.(5014-5016)aaC>aaTp.N1672N 0.60181 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.538462 TRUE TRUE FALSE

c.(1432-1434)tcG>tcAp.S478S 1 FALSE TRUE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.388298 FALSE TRUE FALSE

c.(3460-3462)cgG>cgCp.R1154R 0.78 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.515152 TRUE TRUE TRUE



c.(1297-1299)atT>atCp.I433I 0.991935 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.546154 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.135338 TRUE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.971154 TRUE TRUE TRUE

c.(2206-2208)aaC>aaTp.N736N 0.509804 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.986667 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.333333 TRUE TRUE FALSE

0.123077 FALSE FALSE FALSE

c.(1141-1143)ctA>ctGp.L381L 0.9 TRUE TRUE FALSE

c.(2371-2373)Ttg>Ctgp.L791L 0.050296 FALSE FALSE FALSE

c.(1012-1014)caC>caTp.H338H 0.397436 FALSE FALSE FALSE

c.(4951-4953)acT>acCp.T1651T 0.347826 TRUE TRUE FALSE

c.(10843-10845)gGa>gCap.G3615A 0.487179 TRUE TRUE TRUE

c.(496-498)atG>atTp.M166I 0.430657 TRUE TRUE TRUE

c.(2971-2973)Aac>Gacp.N991D 0.425197 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.564815 TRUE TRUE TRUE

c.(82-84)Gtc>Atcp.V28I 0.95 FALSE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.149378 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.663934 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.991597 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.532374 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.392857 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.571429 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.264706 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.417476 TRUE TRUE TRUE

c.(13-15)Gtc>Atcp.V5I 0.229167 TRUE TRUE FALSE

c.(1537-1539)tcG>tcAp.S513S 0.439716 FALSE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.109589 TRUE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.828571 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.611111 TRUE TRUE TRUE

c.(9379-9381)Tct>Cctp.S3127P 0.516484 TRUE TRUE TRUE

c.(886-888)gCg>gTgp.A296V 0.270833 FALSE TRUE FALSE

c.(1363-1365)tcA>tcGp.S455S 0.466165 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.480392 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.496124 TRUE TRUE TRUE

c.(6043-6045)Acc>Gccp.T2015A 0.176471 TRUE TRUE TRUE

c.(3808-3810)Cca>Tcap.P1270S 0.209302 FALSE TRUE FALSE

c.(2374-2376)acC>acTp.T792T 0.338462 FALSE FALSE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.983051 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 1 TRUE TRUE TRUE

c.(343-345)gcA>gcTp.A115A 0.443662 FALSE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.99187 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.5 TRUE TRUE TRUE

c.(526-528)aGc>aAcp.S176N 1 FALSE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.430108 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.428571 TRUE TRUE TRUE



c.(8524-8526)taT>taCp.Y2842Y 0.989899 TRUE TRUE TRUE

c.(1141-1143)Cgt>Tgtp.R381C 1 TRUE TRUE TRUE

c.(1282-1284)Ggt>Agtp.G428S 0.411215 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.543624 TRUE TRUE TRUE

c.(364-366)Gca>Acap.A122T 0.043796 FALSE FALSE FALSE

c.(2758-2760)tcT>tcCp.S920S 0.101449 TRUE TRUE FALSE

c.(1996-1998)ttT>ttCp.F666F 0.42735 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.328859 TRUE TRUE TRUE

c.(1609-1611)atA>atGp.I537M 0.742268 TRUE TRUE TRUE

c.(5467-5469)gcC>gcTp.A1823A 0.790323 FALSE TRUE TRUE

c.(1933-1935)Cag>Gagp.Q645E 0.5 FALSE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.985816 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.508929 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.530769 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.42623 TRUE TRUE TRUE

c.(922-924)tCg>tTgp.S308L 0.46 FALSE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.482014 TRUE TRUE TRUE

c.(3895-3897)gtG>gtAp.V1299V 0.723577 FALSE TRUE TRUE

c.(514-516)Gtc>Atcp.V172I 0.226277 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.985714 TRUE TRUE TRUE

c.(550-552)ctG>ctTp.L184L 0.155 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.255952 TRUE TRUE FALSE

c.(340-342)ggG>ggAp.G114G 0.894737 FALSE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.466019 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.628743 TRUE TRUE TRUE

c.(595-597)ctG>ctAp.L199L 1 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.992701 TRUE TRUE TRUE

c.(1084-1086)Cat>Tatp.H362Y 0.954198 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.39823 TRUE TRUE TRUE

c.(115-117)ggC>ggTp.G39G 0.44 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.5 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.453125 TRUE TRUE FALSE

c.(2227-2229)caT>caCp.H743H 0.557823 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 1 TRUE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.628571 TRUE FALSE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.642857 TRUE TRUE FALSE

c.(139-141)aTa>aCap.I47T 0.916667 FALSE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.413793 TRUE TRUE TRUE

c.(1936-1938)gaC>gaTp.D646D 0.506329 FALSE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.430894 TRUE TRUE FALSE

c.(4504-4506)Agt>Ggtp.S1502G 0.417582 TRUE TRUE TRUE

c.(472-474)tgA>tgGp.*158W 1 FALSE TRUE FALSE

c.(277-279)ccC>ccTp.P93P 0.419355 TRUE TRUE FALSE

c.(493-495)gaC>gaTp.D165D 0.174129 FALSE TRUE FALSE

c.(3949-3951)cgA>cgGp.R1317R 0.559322 TRUE TRUE TRUE

c.(5890-5892)ggA>ggCp.G1964G 0.495868 TRUE TRUE TRUE

c.(3838-3840)gaC>gaTp.D1280D 0.107692 FALSE TRUE FALSE



c.(6007-6009)taT>taCp.Y2003Y 0.601852 FALSE TRUE TRUE

c.(745-747)cTg>cCgp.L249P 0.358974 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.461538 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.443478 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.674419 TRUE TRUE TRUE

c.(1015-1017)gAt>gTtp.D339V 0.1 FALSE TRUE TRUE

c.(3025-3027)cgG>cgAp.R1009R 0.787879 FALSE FALSE FALSE

c.(1591-1593)gGa>gAap.G531E 0.373786 TRUE TRUE TRUE

c.(778-780)gtC>gtTp.V260V 0.931034 FALSE TRUE FALSE

c.(5038-5040)Tcc>Cccp.S1680P 0.579832 FALSE TRUE FALSE

c.(508-510)Aaa>Caap.K170Q 0.034431 FALSE FALSE FALSE

c.(1825-1827)Cat>Aatp.H609N 0.25 FALSE TRUE FALSE

c.(10630-10632)gcG>gcAp.A3544A 0.39 FALSE TRUE TRUE

c.(3277-3279)gaC>gaTp.D1093D 0.492063 FALSE TRUE FALSE

c.(22-24)Cat>Tatp.H8Y 0.23913 TRUE TRUE FALSE

c.(961-963)gCg>gAgp.A321E 0.152174 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.492308 TRUE TRUE FALSE

c.(697-699)ctT>ctCp.L233L 0.972222 FALSE TRUE FALSE

c.(8281-8283)caG>caAp.Q2761Q 0.234043 TRUE FALSE FALSE

c.(367-369)Att>Gttp.I123V 0.515873 TRUE TRUE TRUE

c.(2428-2430)Gca>Ccap.A810P 0.467153 FALSE TRUE FALSE

c.(3739-3741)caG>caAp.Q1247Q 0.409091 TRUE TRUE TRUE

c.(7828-7830)cGa>cAap.R2610Q 0.40404 FALSE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.984848 TRUE TRUE TRUE

c.(4303-4305)ccG>ccAp.P1435P 0.681818 FALSE FALSE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.444444 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.062893 TRUE TRUE TRUE

c.(334-336)cCa>cAap.P112Q 0.1 TRUE TRUE FALSE

c.(4783-4785)Ttg>Ctgp.L1595L 0.830508 FALSE TRUE TRUE

c.(223-225)agC>agTp.S75S 0.237805 FALSE TRUE TRUE

c.(865-867)Aat>Catp.N289H 0.484615 TRUE TRUE TRUE

c.(676-678)Ccc>Gccp.P226A 0.75 FALSE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.638614 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.5 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.970588 TRUE TRUE TRUE

c.(874-876)cAt>cGtp.H292R 0.48 FALSE FALSE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.971963 TRUE TRUE TRUE

c.(544-546)ttC>ttTp.F182F 1 FALSE TRUE FALSE

c.(10000-10002)gTg>gCgp.V3334A 0.483871 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.979592 TRUE TRUE TRUE

c.(919-921)Tgt>Cgtp.C307R 0.495575 FALSE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.38125 TRUE TRUE TRUE

c.(1591-1593)aGc>aCcp.S531T 0.962963 FALSE TRUE FALSE

c.(2254-2256)ggG>ggAp.G752G 0.472973 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.076471 TRUE TRUE TRUE

c.(1099-1101)caG>caAp.Q367Q 0.333333 TRUE TRUE FALSE

c.(472-474)gcA>gcGp.A158A 0.465278 TRUE TRUE TRUE



c.(1975-1977)acC>acTp.T659T 0.569231 FALSE TRUE TRUE

c.(2077-2079)gaC>gaAp.D693E 0.457944 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.962687 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.991597 TRUE TRUE TRUE

c.(1657-1659)tCt>tTtp.S553F 0.171429 FALSE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(898-900)tgC>tgTp.C300C 0.25 FALSE FALSE FALSE

c.(142-144)cAg>cGgp.Q48R 0.454545 TRUE TRUE TRUE

c.(859-861)cTc>cCcp.L287P 0.495495 TRUE TRUE TRUE

c.(5215-5217)aGc>aAcp.S1739N 0.857143 FALSE FALSE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.15 TRUE TRUE FALSE

c.(1423-1425)Gca>Acap.A475T 0.96875 FALSE TRUE FALSE

c.(112-114)agC>agTp.S38S 0.068966 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 1 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.560748 TRUE TRUE TRUE

c.(3292-3294)cCa>cTap.P1098L 0.557692 FALSE TRUE FALSE

c.(241-243)Ctt>Gttp.L81V 0.285714 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.430657 TRUE TRUE TRUE

c.(112-114)agC>agTp.S38S 0.104478 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.204082 TRUE TRUE FALSE

c.(5230-5232)ccA>ccGp.P1744P 0.554217 FALSE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 1 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.989899 TRUE TRUE TRUE

c.(6421-6423)Ctg>Ttgp.L2141L 0.4 TRUE TRUE TRUE

c.(664-666)Cta>Ttap.L222L 0.913043 FALSE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.480916 TRUE TRUE TRUE

c.(3793-3795)atC>atAp.I1265I 0.506757 FALSE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.134783 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.304348 TRUE TRUE FALSE

c.(148-150)gcT>gcCp.A50A 1 FALSE TRUE FALSE

c.(2041-2043)aTt>aAtp.I681N 0.511628 FALSE TRUE FALSE

c.(796-798)Cga>Tgap.R266* 0.07027 TRUE FALSE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.5 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.392 TRUE TRUE TRUE

c.(4708-4710)acG>acAp.T1570T 0.461538 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.704082 TRUE TRUE TRUE

c.(823-825)Ctt>Gttp.L275V 0.067227 TRUE FALSE FALSE

c.(3778-3780)caA>caGp.Q1260Q 0.355556 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(3442-3444)acC>acTp.T1148T 0.641304 FALSE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.189655 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.422414 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.315193 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.631579 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.433962 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.320755 FALSE TRUE FALSE

c.(487-489)aaT>aaCp.N163N 1 FALSE TRUE FALSE



c.(280-282)Gac>Aacp.D94N 0.252632 FALSE TRUE TRUE

c.(550-552)aTc>aCcp.I184T 0.407407 FALSE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.975806 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.521127 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.546053 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.996078 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.614286 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.194175 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.575342 TRUE TRUE TRUE

c.(943-945)Cgg>Tggp.R315W 0.320225 TRUE TRUE TRUE

c.(2935-2937)Ggc>Agcp.G979S 0.325581 TRUE TRUE TRUE

c.(517-519)ccA>ccTp.P173P 0.5 FALSE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.52349 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.515873 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.398551 TRUE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.12 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.049034 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.09607 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.08557 TRUE TRUE FALSE

c.(7393-7395)tgC>tgTp.C2465C 0.5 TRUE TRUE TRUE

c.(2605-2607)gtC>gtTp.V869V 0.518519 TRUE TRUE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.547059 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.989247 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.340741 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.809859 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.344262 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.831579 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.538813 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.527397 TRUE TRUE TRUE

c.(4387-4389)cGg>cAgp.R1463Q 0.5 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.457746 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.339367 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.40625 TRUE TRUE TRUE

c.(835-837)Cgt>Tgtp.R279C 0.386364 FALSE FALSE FALSE

c.(1933-1935)Gtg>Atgp.V645M 0.163636 FALSE TRUE FALSE

c.(280-282)cGt>cAtp.R94H 0.512195 FALSE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.502304 TRUE TRUE TRUE

c.(4138-4140)atG>atTp.M1380I 0.515464 TRUE TRUE TRUE

c.(1633-1635)gaC>gaTp.D545D 0.4 FALSE TRUE TRUE

c.(4642-4644)Ccc>Tccp.P1548S 0.421053 TRUE TRUE FALSE

c.(1849-1851)Att>Gttp.I617V 0.5 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.051593 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.361111 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.875 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.989247 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.464968 TRUE TRUE TRUE



c.(2614-2616)gaC>gaTp.D872D 0.497561 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.854167 FALSE TRUE FALSE

c.(28-30)gCg>gAgp.A10E 0.424242 FALSE TRUE FALSE

c.(478-480)cGg>cAgp.R160Q 0.495798 FALSE FALSE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.5 TRUE TRUE TRUE

c.(649-651)cGg>cAgp.R217Q 0.091743 FALSE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.49697 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.509804 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.27957 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.37931 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.493506 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 1 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.624413 TRUE TRUE TRUE

c.(3496-3498)cTa>cCap.L1166P 0.532468 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.509434 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.50641 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.652174 TRUE TRUE FALSE

c.(4813-4815)gtG>gtTp.V1605V 0.444444 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.578947 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.577114 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.428571 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.458333 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.45283 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 1 TRUE TRUE TRUE

c.(1750-1752)Cgg>Tggp.R584W 0.46875 FALSE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.52349 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.052117 TRUE TRUE FALSE

c.(1753-1755)gaG>gaAp.E585E 1 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.433333 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.232283 TRUE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.488889 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 1 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.434783 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.992126 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 1 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.383784 TRUE TRUE FALSE

c.(4279-4281)aGt>aAtp.S1427N 0.373333 FALSE FALSE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.449275 TRUE TRUE TRUE

c.(874-876)gaA>gaGp.E292E 0.5 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.461207 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.537383 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.645833 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.523077 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.995575 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.502463 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.393443 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.433962 TRUE TRUE TRUE



c.(1882-1884)atG>atCp.M628I 0.47619 TRUE TRUE TRUE

c.(565-567)ccG>ccAp.P189P 0.45625 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.827957 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.074286 TRUE TRUE FALSE

c.(8089-8091)aGc>aAcp.S2697N 0.469697 FALSE FALSE TRUE

c.(673-675)Tgg>Cggp.W225R 0.457895 TRUE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.41791 TRUE TRUE TRUE

c.(7513-7515)cGa>cAap.R2505Q 0.549223 FALSE TRUE TRUE

c.(7894-7896)Aat>Gatp.N2632D 0.456522 TRUE TRUE TRUE

c.(5665-5667)Acc>Gccp.T1889A 0.5625 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.222488 TRUE TRUE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.106796 FALSE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.518797 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.522581 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.330798 TRUE TRUE FALSE

c.(1231-1233)Tcc>Cccp.S411P 0.47191 FALSE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.857143 TRUE TRUE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.476703 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.477987 TRUE TRUE TRUE

c.(682-684)cAg>cCgp.Q228P 0.454545 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 1 TRUE TRUE TRUE

c.(508-510)taC>taTp.Y170Y 0.552381 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.101648 TRUE TRUE TRUE

c.(2440-2442)ttC>ttTp.F814F 0.463277 FALSE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.403846 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(2254-2256)taC>taTp.Y752Y 0.617187 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.451852 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(5983-5985)gaG>gaAp.E1995E 0.516667 FALSE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.830189 TRUE TRUE TRUE

c.(7471-7473)Atg>Ctgp.M2491L 0.51145 FALSE FALSE FALSE

c.(850-852)cCa>cAap.P284Q 0.463235 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.465753 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.882759 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.049102 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.03178 TRUE TRUE FALSE

c.(1396-1398)Ata>Gtap.I466V 1 FALSE TRUE FALSE

c.(85-87)gaC>gaTp.D29D 1 FALSE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.511628 TRUE TRUE FALSE

c.(85-87)ccA>ccGp.P29P 0.483516 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 1 TRUE TRUE FALSE

c.(997-999)aGc>aAcp.S333N 0.634783 FALSE TRUE FALSE

c.(6637-6639)agG>agAp.R2213R 0.456067 FALSE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.569767 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.474074 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.461538 TRUE TRUE TRUE



c.(2782-2784)Cgt>Tgtp.R928C 0.444444 TRUE TRUE TRUE

c.(4447-4449)gaC>gaTp.D1483D 0.423077 TRUE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.903614 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.647887 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.534884 TRUE TRUE FALSE

c.(1708-1710)agC>agTp.S570S 0.2 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.444444 TRUE TRUE TRUE

c.(538-540)ttC>ttGp.F180L 0.484848 FALSE FALSE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.520179 TRUE TRUE TRUE

c.(136-138)Tat>Catp.Y46H 0.043697 TRUE TRUE FALSE

c.(121-123)gAa>gTap.E41V 0.297101 FALSE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 1 TRUE TRUE TRUE

c.(202-204)ggA>ggTp.G68G 0.987805 FALSE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.547771 TRUE TRUE TRUE

c.(4621-4623)gCg>gGgp.A1541G 0.5 TRUE TRUE FALSE

c.(109-111)gcG>gcAp.A37A 0.41206 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.57377 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.384615 TRUE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.098485 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 1 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.536913 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.873684 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.557823 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.537879 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.784091 TRUE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.624277 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.285714 TRUE TRUE FALSE

c.(859-861)gAa>gTap.E287V 0.833333 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.875 TRUE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.453125 TRUE TRUE TRUE

c.(6853-6855)Gtg>Atgp.V2285M 0.339286 TRUE TRUE TRUE

c.(11884-11886)caA>caGp.Q3962Q 0.47 FALSE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.320988 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.082918 TRUE TRUE FALSE

c.(2338-2340)Cat>Aatp.H780N 0.456897 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.065574 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.2625 TRUE TRUE FALSE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(5650-5652)Cgc>Tgcp.R1884C 0.235294 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.970588 TRUE TRUE TRUE

c.e23-1 0.213483 TRUE TRUE TRUE

c.(5023-5025)Gcc>Tccp.A1675S 0.184932 FALSE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.980952 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.914894 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(262-264)cGa>cAap.R88Q 0.116505 TRUE TRUE FALSE

c.(4858-4860)caG>caCp.Q1620H 0.454545 FALSE FALSE FALSE



c.(2092-2094)Cct>Actp.P698T 0.494737 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.407407 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.534884 TRUE TRUE TRUE

c.(844-846)Gtt>Attp.V282I 0.158491 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.459184 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.526316 TRUE TRUE TRUE

c.(2506-2508)cgC>cgTp.R836R 0.47561 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.474359 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.602941 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.472973 TRUE TRUE TRUE

c.(1201-1203)gcG>gcCp.A401A 0.537313 FALSE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.333333 TRUE TRUE FALSE

c.(2005-2007)gGc>gAcp.G669D 0.47619 TRUE TRUE TRUE

c.(2389-2391)Gtc>Atcp.V797I 0.169231 FALSE TRUE TRUE

c.(1267-1269)ctC>ctTp.L423L 0.548387 FALSE FALSE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.032338 TRUE TRUE TRUE

c.(2872-2874)tcC>tcTp.S958S 0.69697 TRUE TRUE TRUE

c.(502-504)Aaa>Taap.K168* 0.03 FALSE FALSE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.989011 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.513274 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.166667 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.114286 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.547009 TRUE TRUE TRUE

c.(7624-7626)cgC>cgGp.R2542R 0.467391 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.576923 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.488636 TRUE TRUE TRUE

c.(400-402)ccC>ccAp.P134P 0.524272 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.472222 TRUE TRUE TRUE

c.(3877-3879)taT>taCp.Y1293Y 0.544643 FALSE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.5 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.380952 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.511111 TRUE TRUE TRUE

c.(358-360)aGa>aAap.R120K 0.421053 FALSE FALSE FALSE

c.(850-852)ccG>ccAp.P284P 0.454082 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.431373 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.888889 TRUE TRUE TRUE

c.(2446-2448)Ttg>Ctgp.L816L 0.403226 FALSE FALSE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.10687 FALSE TRUE FALSE

c.(1708-1710)ccC>ccTp.P570P 0.521739 FALSE TRUE FALSE

c.(892-894)tGt>tCtp.C298S 0.388235 TRUE TRUE TRUE

c.(4786-4788)Gtt>Cttp.V1596L 1 TRUE TRUE TRUE

c.(136-138)Tat>Catp.Y46H 0.043668 TRUE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.464789 TRUE TRUE TRUE

c.(8101-8103)tgC>tgTp.C2701C 0.459459 FALSE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.981818 TRUE TRUE TRUE

c.(1090-1092)caT>caCp.H364H 0.734375 TRUE TRUE TRUE

c.(757-759)gaC>gaAp.D253E 0.730159 TRUE TRUE TRUE



c.(2038-2040)caC>caTp.H680H 0.770492 TRUE TRUE TRUE

c.(4198-4200)taT>taCp.Y1400Y 0.575758 TRUE TRUE TRUE

c.(1168-1170)Aag>Gagp.K390E 0.06422 FALSE FALSE FALSE

c.(64-66)ctC>ctTp.L22L 0.484848 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.284211 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 1 TRUE TRUE FALSE

c.(2440-2442)acG>acTp.T814T 0.463303 TRUE TRUE FALSE

c.(2488-2490)Gcc>Accp.A830T 0.56 TRUE TRUE TRUE

c.(421-423)Gag>Aagp.E141K 0.454545 FALSE FALSE FALSE

c.(907-909)aaG>aaAp.K303K 0.515464 TRUE TRUE TRUE

c.(9037-9039)cGc>cTcp.R3013L 0.513158 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.980583 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.451613 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.487179 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.983333 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.555556 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.56338 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.5 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.443038 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.436508 TRUE TRUE FALSE

c.(3391-3393)acC>acGp.T1131T 1 TRUE TRUE TRUE

c.(4264-4266)Gag>Aagp.E1422K 0.08046 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.436782 TRUE TRUE TRUE

c.(1141-1143)Cgt>Tgtp.R381C 0.346154 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.175676 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.4 TRUE TRUE FALSE

c.(7735-7737)gAc>gTcp.D2579V 0.45122 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.275862 TRUE TRUE TRUE

c.(10-12)ctA>ctGp.L4L 1 FALSE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.780488 TRUE TRUE TRUE

c.(793-795)Gtg>Atgp.V265M 1 FALSE TRUE FALSE

c.(2974-2976)aCt>aTtp.T992I 0.444444 FALSE TRUE TRUE

c.(4525-4527)atC>atTp.I1509I 0.472527 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.976923 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.53012 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.442308 TRUE TRUE TRUE

c.(1564-1566)gaA>gaGp.E522E 0.77193 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.481013 TRUE TRUE TRUE

c.(1222-1224)Cgt>Tgtp.R408C 0.218182 FALSE TRUE TRUE

c.(550-552)ctG>ctTp.L184L 0.124424 TRUE TRUE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.458716 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.453416 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.445545 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.35 TRUE TRUE TRUE

c.(5068-5070)Aga>Cgap.R1690R 0.112 TRUE TRUE FALSE

c.(4978-4980)Atc>Gtcp.I1660V 0.073171 FALSE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE



c.(5626-5628)cGg>cAgp.R1876Q 0.49505 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.410959 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.237288 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.492958 TRUE TRUE TRUE

c.(6811-6813)Ccc>Tccp.P2271S 0.376623 FALSE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.189655 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.073529 FALSE TRUE FALSE

c.(3988-3990)Ttg>Atgp.L1330M 0.45 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.4375 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.125 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.477273 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.415385 TRUE TRUE TRUE

c.(3574-3576)aTa>aCap.I1192T 0.447059 FALSE TRUE FALSE

c.(1138-1140)taC>taTp.Y380Y 1 TRUE TRUE TRUE

c.(19-21)gaG>gaAp.E7E 0.2 FALSE TRUE TRUE

c.(7894-7896)Aat>Gatp.N2632D 0.445783 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 1 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.096154 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.976744 TRUE TRUE TRUE

c.(343-345)ggA>ggTp.G115G 0.967213 FALSE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 0.575758 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.506173 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.722222 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.195402 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.446667 TRUE TRUE FALSE

c.(922-924)tcG>tcAp.S308S 0.520833 TRUE TRUE TRUE

c.(76-78)aaG>aaAp.K26K 0.123153 TRUE TRUE FALSE

c.(1651-1653)ggG>ggTp.G551G 0.663551 TRUE TRUE FALSE

c.(6421-6423)Ctg>Ttgp.L2141L 0.453125 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.984615 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.974359 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.528302 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.72549 TRUE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.081013 TRUE TRUE TRUE

c.(1654-1656)gaT>gaCp.D552D 0.833333 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.505747 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.489362 TRUE TRUE TRUE

c.(12652-12654)gAc>gGcp.D4218G 0.166667 FALSE TRUE TRUE

c.(5536-5538)Tca>Acap.S1846T 0.510204 TRUE TRUE TRUE

c.(3022-3024)caA>caGp.Q1008Q 0.380952 TRUE FALSE TRUE

c.(760-762)tTa>tGap.L254* 0.04058 FALSE FALSE FALSE

c.(1108-1110)ccG>ccTp.P370P 0.270833 FALSE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.590909 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.52459 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.419355 TRUE TRUE FALSE

c.(778-780)Aat>Catp.N260H 0.05919 FALSE FALSE FALSE

c.(835-837)Gcc>Accp.A279T 0.522727 TRUE TRUE FALSE



c.(97-99)cTg>cGgp.L33R 0.189189 TRUE TRUE FALSE

c.(2845-2847)Cct>Gctp.P949A 0.69697 TRUE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 0.363636 TRUE TRUE TRUE

c.(298-300)Aaa>Taap.K100* 0.030544 FALSE FALSE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.967742 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.525641 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.627119 TRUE TRUE FALSE

c.(4282-4284)gaT>gaAp.D1428E 0.5 FALSE FALSE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.455696 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.531532 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.95 TRUE TRUE TRUE

c.(1378-1380)ggT>ggCp.G460G 0.054687 TRUE FALSE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.510417 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.5 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.225352 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.494382 TRUE TRUE FALSE

c.(184-186)tcG>tcCp.S62S 0.446602 FALSE TRUE FALSE

c.(3016-3018)taC>taTp.Y1006Y 0.508475 TRUE TRUE TRUE

c.(1012-1014)Agg>Tggp.R338W 0.333333 FALSE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.051118 TRUE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.461538 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.407407 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.493333 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.402597 TRUE TRUE FALSE

c.(715-717)ccG>ccAp.P239P 0.447917 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.518519 TRUE TRUE TRUE

c.(4654-4656)taC>taTp.Y1552Y 0.063158 FALSE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.384615 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.103896 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.393939 TRUE TRUE TRUE

c.(2029-2031)ggC>ggTp.G677G 0.493056 FALSE TRUE FALSE

c.(9715-9717)gtT>gtGp.V3239V 0.481818 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.954955 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.065574 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.564706 TRUE TRUE TRUE

c.(1348-1350)aGt>aAtp.S450N 0.702128 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.055 TRUE TRUE FALSE

c.(1171-1173)aTg>aGgp.M391R 0.714286 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.45977 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.521429 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.936508 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.239437 TRUE TRUE TRUE

c.(4258-4260)Gat>Tatp.D1420Y 0.373913 FALSE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.555556 TRUE TRUE FALSE

c.(4696-4698)aaA>aaGp.K1566K 0.8 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.746032 TRUE TRUE TRUE



c.(1357-1359)tcC>tcTp.S453S 0.45098 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.989474 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.528302 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.414894 TRUE TRUE TRUE

c.(79-81)cTg>cGgp.L27R 0.151515 FALSE FALSE FALSE

c.(10000-10002)gTg>gCgp.V3334A 0.95 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 1 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.5 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.444444 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.52 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.462963 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.118421 TRUE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.178295 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.553846 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.773333 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.524823 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.35 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.536232 TRUE TRUE TRUE

c.(1699-1701)ccA>ccCp.P567P 0.554913 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.116732 TRUE TRUE FALSE

c.(2980-2982)gaC>gaTp.D994D 0.432624 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.606557 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.4 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.087227 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.121348 TRUE TRUE FALSE

c.(409-411)Caa>Aaap.Q137K 0.051546 TRUE FALSE FALSE

c.(2803-2805)tgC>tgTp.C935C 0.455621 TRUE TRUE FALSE

c.(1024-1026)ttT>ttCp.F342F 1 FALSE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.985507 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.533333 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.478261 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.991304 TRUE TRUE TRUE

c.(4174-4176)Ctt>Tttp.L1392F 0.151163 FALSE FALSE FALSE

c.(1342-1344)Atc>Gtcp.I448V 1 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.04 TRUE TRUE FALSE

c.(844-846)gcC>gcTp.A282A 0.434426 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.98913 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.044944 FALSE FALSE FALSE

c.(6499-6501)Cgt>Tgtp.R2167C 0.208333 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.148305 TRUE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.483607 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.265734 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.565574 TRUE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.529412 TRUE TRUE TRUE

c.(1150-1152)ccC>ccTp.P384P 0.456897 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE



c.(1522-1524)caT>caCp.H508H 0.327273 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.445161 TRUE TRUE TRUE

c.(577-579)Gtt>Attp.V193I 0.916667 FALSE TRUE FALSE

c.(769-771)caT>caCp.H257H 0.060976 TRUE FALSE FALSE

c.(4813-4815)gtG>gtTp.V1605V 0.409524 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 1 TRUE TRUE TRUE

c.(613-615)aAc>aGcp.N205S 0.96 FALSE TRUE FALSE

c.(472-474)Aca>Gcap.T158A 1 FALSE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.523077 TRUE TRUE TRUE

c.(115-117)Atg>Ctgp.M39L 0.52381 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.54023 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.056075 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.445455 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.070707 TRUE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.516854 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.470588 TRUE TRUE TRUE

c.(7573-7575)Ctc>Gtcp.L2525V 0.7 TRUE TRUE FALSE

c.(196-198)Tgc>Cgcp.C66R 0.110048 TRUE FALSE FALSE

c.(1234-1236)Gtg>Ctgp.V412L 0.354545 TRUE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.260274 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.507937 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.514563 TRUE TRUE TRUE

c.(739-741)taC>taGp.Y247* 0.035714 TRUE TRUE FALSE

c.(637-639)gaC>gaTp.D213D 0.576471 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.460784 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.467626 FALSE TRUE FALSE

c.(247-249)ctG>ctCp.L83L 0.075758 FALSE TRUE FALSE

c.(274-276)gtA>gtGp.V92V 0.9 FALSE TRUE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.47482 TRUE TRUE TRUE

c.(2293-2295)gAg>gGgp.E765G 0.04698 TRUE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.524017 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.59 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 1 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.190751 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.396226 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.544304 TRUE TRUE TRUE

c.(1000-1002)Cgc>Tgcp.R334C 0.666667 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.987805 TRUE TRUE TRUE

c.(271-273)Gtt>Attp.V91I 1 FALSE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.543103 TRUE TRUE TRUE

c.(859-861)cTc>cCcp.L287P 0.992537 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.381818 TRUE TRUE FALSE

c.(2926-2928)gtG>gtCp.V976V 0.509259 TRUE TRUE TRUE

c.(1030-1032)cGg>cAgp.R344Q 1 TRUE TRUE FALSE

c.(1147-1149)Aac>Cacp.N383H 0.461538 TRUE TRUE TRUE



c.(6247-6249)Aga>Cgap.R2083R 0.388889 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.482143 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.484848 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.477778 TRUE TRUE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.470588 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.528846 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.530864 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.526786 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.237864 TRUE TRUE FALSE

c.(217-219)Ctt>Tttp.L73F 0.533333 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.233871 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.5625 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.454545 TRUE TRUE TRUE

c.(37-39)Gcc>Cccp.A13P 0.285714 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.117347 TRUE TRUE FALSE

c.(3514-3516)ttC>ttTp.F1172F 0.507812 TRUE TRUE TRUE

c.(8038-8040)caG>caAp.Q2680Q 0.471698 TRUE TRUE TRUE

c.(1300-1302)gaG>gaCp.E434D 0.3 FALSE TRUE FALSE

c.(3451-3453)cCt>cTtp.P1151L 0.517857 FALSE TRUE TRUE

c.(1996-1998)ttT>ttCp.F666F 0.472727 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 0.3 TRUE TRUE TRUE

c.e14+1 0.595238 FALSE FALSE FALSE

c.(568-570)caC>caTp.H190H 0.447368 TRUE TRUE TRUE

c.(808-810)Cgc>Tgcp.R270C 0.571429 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.350649 TRUE TRUE TRUE

c.(2407-2409)cgC>cgTp.R803R 0.541176 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.709677 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.44186 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.414414 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.462366 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.522727 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.447368 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.981818 TRUE TRUE TRUE

c.(5068-5070)Aga>Cgap.R1690R 0.215517 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.989691 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.511111 TRUE TRUE TRUE

c.(115-117)ggC>ggTp.G39G 0.506667 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.521739 TRUE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.475728 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.495495 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.126853 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.405797 TRUE TRUE TRUE

c.(9418-9420)cAa>cGap.Q3140R 0.484848 TRUE TRUE TRUE

c.(1279-1281)atT>atCp.I427I 1 FALSE TRUE FALSE

c.(85-87)Gat>Aatp.D29N 0.473373 FALSE TRUE FALSE



c.(4234-4236)cgG>cgCp.R1412R 0.545455 TRUE TRUE TRUE

c.(1576-1578)cGt>cCtp.R526P 0.45679 TRUE TRUE TRUE

c.(1123-1125)tGc>tAcp.C375Y 0.263158 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.988235 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.572254 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.52439 TRUE TRUE TRUE

c.(931-933)Aca>Tcap.T311S 0.107914 TRUE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.223502 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.283019 TRUE TRUE FALSE

c.(922-924)tcG>tcAp.S308S 0.557377 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.333333 TRUE TRUE FALSE

c.(9640-9642)Gag>Cagp.E3214Q 0.534884 FALSE FALSE FALSE

c.(379-381)Gct>Actp.A127T 0.109661 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.232877 TRUE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.646552 TRUE TRUE TRUE

c.(385-387)Gtg>Ctgp.V129L 0.523077 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.971831 TRUE TRUE TRUE

c.(1156-1158)agA>agCp.R386S 0.3 TRUE TRUE FALSE

c.(658-660)taC>taTp.Y220Y 0.530973 TRUE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.142857 TRUE TRUE FALSE

c.e2-1 0.268817 FALSE FALSE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.980769 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.461538 TRUE TRUE TRUE

c.(46-48)cAc>cGcp.H16R 0.962963 FALSE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.056872 TRUE TRUE FALSE

c.(1012-1014)caC>caTp.H338H 0.460674 FALSE TRUE FALSE

c.(205-207)Caa>Aaap.Q69K 0.076159 TRUE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.366337 TRUE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.188571 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.581081 TRUE TRUE FALSE

c.(2737-2739)Cct>Actp.P913T 0.5 TRUE TRUE TRUE

c.(610-612)Cgg>Tggp.R204W 0.262032 TRUE FALSE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.495413 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 1 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.528926 TRUE TRUE TRUE

c.(616-618)aaG>aaAp.K206K 1 FALSE TRUE FALSE

c.(745-747)cTg>cCgp.L249P 0.6875 TRUE TRUE FALSE

c.(9223-9225)ttA>ttGp.L3075L 0.456522 TRUE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.305699 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.088889 TRUE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.462687 TRUE TRUE TRUE

c.(2440-2442)acG>acTp.T814T 0.522293 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.463768 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.875 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.438776 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.233333 TRUE TRUE TRUE



c.(3001-3003)caC>caGp.H1001Q 0.541667 TRUE TRUE TRUE

c.(8083-8085)Ggg>Aggp.G2695R 0.483871 FALSE FALSE FALSE

c.(697-699)caA>caTp.Q233H 0.561644 TRUE TRUE FALSE

c.(724-726)gaG>gaAp.E242E 1 TRUE TRUE FALSE

c.(12379-12381)cGc>cAcp.R4127H 0.50495 FALSE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.310924 TRUE TRUE FALSE

c.(1672-1674)aAg>aGgp.K558R 0.431373 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 1 TRUE TRUE TRUE

c.(670-672)Acc>Gccp.T224A 0.54023 FALSE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.446281 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.54902 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.438202 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.060302 TRUE TRUE FALSE

c.(139-141)gGa>gAap.G47E 0.223684 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.397059 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.47093 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.550388 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.258621 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.53012 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.978261 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.366667 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.977011 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.510917 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.306452 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.54023 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.06639 TRUE TRUE FALSE

c.(2140-2142)gcG>gcTp.A714A 0.489362 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.188679 TRUE TRUE FALSE

c.(1729-1731)cTg>cCgp.L577P 0.555556 FALSE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.468254 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.519048 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.536082 TRUE TRUE TRUE

c.(1129-1131)cAg>cGgp.Q377R 0.662651 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.503676 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.996516 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.458333 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.472868 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.666667 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.136201 TRUE TRUE FALSE

c.(391-393)aGa>aAap.R131K 1 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.422222 TRUE TRUE TRUE

c.(3292-3294)gcT>gcCp.A1098A 0.445714 TRUE TRUE TRUE

c.(6622-6624)ctT>ctCp.L2208L 0.214286 FALSE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.192982 TRUE TRUE TRUE

c.(628-630)gCg>gTgp.A210V 0.991935 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.447811 TRUE TRUE TRUE

c.(1771-1773)gcA>gcCp.A591A 1 TRUE TRUE TRUE



c.(1846-1848)acG>acAp.T616T 0.463768 TRUE TRUE TRUE

c.(2917-2919)Aag>Cagp.K973Q 0.536082 FALSE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.987654 TRUE TRUE TRUE

c.(757-759)tAt>tGtp.Y253C 0.25 FALSE FALSE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.282051 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.450549 TRUE TRUE TRUE

c.(1366-1368)ggG>ggAp.G456G 0.941176 FALSE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.554795 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.05 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.42029 TRUE TRUE TRUE

c.(1408-1410)Gaa>Taap.E470* 0.457143 TRUE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.559671 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.563877 TRUE TRUE TRUE

c.(874-876)gaA>gaGp.E292E 0.285714 TRUE TRUE TRUE

c.(3850-3852)cAc>cGcp.H1284R 0.769231 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.476562 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.512077 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.478022 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.483568 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.986667 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.996063 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(2374-2376)gaT>gaCp.D792D 0.533597 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.990826 TRUE TRUE FALSE

c.(10843-10845)gGa>gCap.G3615A 0.421405 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.988417 TRUE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.445596 TRUE TRUE TRUE

c.(5098-5100)tcC>tcTp.S1700S 0.53719 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.450382 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.996732 TRUE TRUE TRUE

c.(1489-1491)ctC>ctAp.L497L 0.131148 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.407273 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.582278 FALSE TRUE FALSE

c.(4786-4788)Gtt>Cttp.V1596L 0.5 TRUE TRUE TRUE

c.(2635-2637)gGc>gAcp.G879D 0.425532 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.40796 TRUE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 1 FALSE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.47619 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.607595 TRUE TRUE TRUE

c.(340-342)ggC>ggTp.G114G 0.365169 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.446809 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.705882 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.132353 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.994764 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.54185 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.615385 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.536 TRUE TRUE TRUE



c.(490-492)ctA>ctGp.L164L 0.9375 FALSE TRUE FALSE

c.(49-51)tgC>tgTp.C17C 0.363636 FALSE FALSE FALSE

c.(1930-1932)Aat>Catp.N644H 0.445255 TRUE TRUE TRUE

c.(103-105)caG>caAp.Q35Q 1 FALSE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 1 TRUE TRUE TRUE

c.(787-789)Gtt>Attp.V263I 0.114286 FALSE FALSE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.60177 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.478261 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.459227 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.467005 TRUE TRUE TRUE

c.(676-678)cGg>cAgp.R226Q 0.596774 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.416667 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.468553 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.72973 TRUE TRUE TRUE

c.(1054-1056)gaC>gaTp.D352D 0.046125 FALSE FALSE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.292553 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.993464 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.053571 TRUE TRUE TRUE

c.(10174-10176)ggC>ggTp.G3392G 0.438596 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.538462 TRUE TRUE FALSE

c.(1996-1998)ttT>ttCp.F666F 0.477178 TRUE TRUE TRUE

c.(481-483)Atg>Gtgp.M161V 0.064516 TRUE TRUE FALSE

c.(865-867)Gat>Aatp.D289N 0.505495 TRUE TRUE TRUE

c.(5872-5874)cgC>cgTp.R1958R 0.457143 FALSE TRUE FALSE

c.(1729-1731)cTg>cCgp.L577P 0.692308 FALSE TRUE FALSE

c.(8104-8106)gAt>gGtp.D2702G 0.491124 TRUE TRUE TRUE

c.(832-834)tcA>tcTp.S278S 0.526786 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.515254 TRUE TRUE TRUE

c.(1732-1734)Gag>Aagp.E578K 0.412698 FALSE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.516667 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.487455 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.446809 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.417178 TRUE TRUE TRUE

c.(5023-5025)Gcc>Tccp.A1675S 0.342105 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.571429 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.207792 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 1 TRUE TRUE FALSE

c.(9031-9033)ccG>ccAp.P3011P 0.417476 FALSE TRUE FALSE

c.(148-150)gTt>gAtp.V50D 0.241096 TRUE TRUE TRUE

c.(292-294)Tgg>Cggp.W98R 0.09375 TRUE TRUE FALSE

c.(1372-1374)Gca>Acap.A458T 1 FALSE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.424242 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.456647 TRUE TRUE TRUE

c.(9418-9420)cAa>cGap.Q3140R 0.418033 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 0.833333 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.539033 TRUE TRUE TRUE



c.(178-180)aTt>aCtp.I60T 0.785714 FALSE TRUE FALSE

c.(637-639)cgA>cgGp.R213R 0.447154 FALSE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.52381 TRUE TRUE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.294118 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.387187 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.222222 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.469231 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.560976 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 0.95 FALSE TRUE FALSE

c.e3+1 0.5 FALSE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.254144 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.59375 TRUE TRUE TRUE

c.(1129-1131)atC>atTp.I377I 0.48 TRUE TRUE TRUE

c.(559-561)tcC>tcAp.S187S 1 FALSE TRUE FALSE

c.(1681-1683)cgC>cgTp.R561R 0.441176 TRUE TRUE TRUE

c.(1189-1191)aCt>aTtp.T397I 0.488971 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.522936 TRUE TRUE TRUE

c.(733-735)cAa>cTap.Q245L 0.475936 FALSE TRUE FALSE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.484252 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.625 TRUE TRUE FALSE

c.(1345-1347)Acc>Gccp.T449A 0.928571 FALSE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.5 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.5 TRUE TRUE TRUE

c.(9223-9225)ttA>ttGp.L3075L 0.441065 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.533981 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.469055 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.488095 TRUE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.478873 TRUE TRUE TRUE

c.(415-417)gaC>gaTp.D139D 0.685714 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.512195 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.513761 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.544041 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.448276 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.469697 TRUE TRUE TRUE

c.(10978-10980)tCg>tTgp.S3660L 0.498413 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.425641 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.416107 TRUE TRUE TRUE

c.(2044-2046)Acc>Gccp.T682A 0.430464 FALSE FALSE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.609375 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.405797 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.586957 TRUE TRUE TRUE

c.(3472-3474)gAt>gTtp.D1158V 0.45 FALSE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.264706 TRUE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.993421 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.291667 TRUE TRUE FALSE



c.(247-249)cCa>cAap.P83Q 0.044693 TRUE FALSE FALSE

c.(4282-4284)cAg>cGgp.Q1428R 0.5 TRUE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.447183 TRUE TRUE TRUE

c.(355-357)Cct>Gctp.P119A 0.111546 FALSE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.5 TRUE TRUE TRUE

c.(7408-7410)tcC>tcTp.S2470S 0.475 FALSE TRUE TRUE

c.(946-948)tgC>tgTp.C316C 0.583333 FALSE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.543624 TRUE TRUE TRUE

c.(649-651)acC>acTp.T217T 0.875 FALSE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.134615 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.570513 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.161765 TRUE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.764706 TRUE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.442857 TRUE TRUE TRUE

c.(1027-1029)ttT>ttCp.F343F 0.428571 FALSE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.416667 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.265625 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.549133 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.995816 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.535433 TRUE TRUE FALSE

c.(322-324)ccC>ccTp.P108P 0.5 TRUE TRUE FALSE

c.(10198-10200)ccC>ccTp.P3400P 0.42953 FALSE TRUE TRUE

c.(328-330)Gtc>Atcp.V110I 0.596154 TRUE TRUE FALSE

c.(772-774)ttG>ttAp.L258L 0.358974 TRUE TRUE TRUE

c.(850-852)ccG>ccAp.P284P 0.976471 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.454545 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.526316 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.142857 FALSE FALSE FALSE

c.(13045-13047)acG>acAp.T4349T 0.578947 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.6 TRUE TRUE TRUE

c.(1144-1146)ttT>ttGp.F382L 0.092308 FALSE FALSE FALSE

c.(4528-4530)caC>caTp.H1510H 0.409091 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.571429 TRUE TRUE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.5 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.073529 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.947368 TRUE TRUE TRUE

c.(1225-1227)Att>Gttp.I409V 0.351351 FALSE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.125 TRUE TRUE FALSE

c.(844-846)gcC>gcTp.A282A 0.434783 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.149606 FALSE FALSE FALSE

c.(11599-11601)tgT>tgCp.C3867C 0.428571 TRUE TRUE TRUE

c.(1846-1848)cAt>cGtp.H616R 0.416667 FALSE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.333333 TRUE TRUE FALSE

c.(76-78)tTc>tCcp.F26S 0.151515 FALSE FALSE FALSE

c.(472-474)aGt>aAtp.S158N 0.4375 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.259259 TRUE TRUE FALSE



c.(1501-1503)gaT>gaCp.D501D 0.685714 TRUE TRUE TRUE

c.(8152-8154)Att>Gttp.I2718V 0.5 TRUE TRUE TRUE

c.(226-228)gcA>gcGp.A76A 0.185484 FALSE FALSE FALSE

c.(5158-5160)ttC>ttTp.F1720F 0.5625 FALSE FALSE FALSE

c.(1516-1518)cgG>cgAp.R506R 0.259259 TRUE TRUE TRUE

c.(1390-1392)Atg>Gtgp.M464V 0.084906 FALSE FALSE FALSE

c.(250-252)gaC>gaTp.D84D 0.333333 TRUE TRUE FALSE

c.(133-135)ggC>ggGp.G45G 0.055195 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.5 TRUE TRUE TRUE

c.(1339-1341)aTg>aCgp.M447T 0.375 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.666667 TRUE TRUE TRUE

c.(5158-5160)tTc>tAcp.F1720Y 0.5625 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.333333 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.5 TRUE TRUE TRUE

c.(274-276)ttT>ttCp.F92F 1 FALSE TRUE FALSE

c.(6607-6609)gcG>gcAp.A2203A 0.352941 FALSE TRUE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.2 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.571429 TRUE TRUE TRUE

c.(6511-6513)gCa>gTap.A2171V 1 TRUE TRUE TRUE

c.(1168-1170)Aag>Gagp.K390E 0.104478 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.268657 FALSE FALSE FALSE

c.(1102-1104)Aca>Gcap.T368A 0.103448 FALSE FALSE FALSE

c.(235-237)ccT>ccAp.P79P 0.727273 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.416667 TRUE TRUE TRUE

c.(3199-3201)acG>acAp.T1067T 0.363636 FALSE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.486486 TRUE TRUE TRUE

c.(70-72)Gtt>Attp.V24I 0.974359 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.411765 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.777778 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.958333 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.333333 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.375 TRUE TRUE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.347826 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.625 TRUE TRUE TRUE

c.(1102-1104)Gtc>Atcp.V368I 0.064516 FALSE FALSE FALSE

c.(202-204)acA>acCp.T68T 0.082707 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 0.55 TRUE TRUE TRUE

c.(751-753)Ggc>Agcp.G251S 0.97619 FALSE TRUE FALSE

c.(1120-1122)cTg>cCgp.L374P 0.142857 FALSE FALSE FALSE

c.(1849-1851)agT>agCp.S617S 0.384615 TRUE TRUE TRUE

c.(124-126)ttT>ttCp.F42F 0.119048 FALSE FALSE FALSE

c.(832-834)tcA>tcTp.S278S 0.352941 TRUE TRUE TRUE

c.(1675-1677)ttA>ttCp.L559F 0.116883 FALSE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.375 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.4 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.27907 TRUE TRUE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.8 TRUE TRUE FALSE



c.(403-405)aCa>aAap.T135K 0.764706 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.647059 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.75 TRUE TRUE TRUE

c.(1561-1563)Ata>Ctap.I521L 0.126984 FALSE FALSE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.112676 TRUE TRUE FALSE

c.(1687-1689)tcG>tcAp.S563S 0.714286 TRUE TRUE TRUE

c.(10174-10176)ggC>ggTp.G3392G 0.555556 TRUE TRUE TRUE

c.(55-57)tcC>tcTp.S19S 0.625 FALSE TRUE FALSE

c.(4507-4509)tcC>tcTp.S1503S 0.888889 TRUE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.6875 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.769231 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.3125 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.8 TRUE TRUE TRUE

c.(1885-1887)agA>agGp.R629R 0.086124 FALSE FALSE FALSE

c.(256-258)Cat>Gatp.H86D 0.4 TRUE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.952381 TRUE TRUE TRUE

c.(406-408)Cag>Aagp.Q136K 0.434783 FALSE TRUE FALSE

c.(1234-1236)Gtg>Ctgp.V412L 0.692308 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.255319 TRUE TRUE TRUE

c.(13192-13194)caA>caGp.Q4398Q 1 TRUE TRUE TRUE

c.(1225-1227)acA>acCp.T409T 0.206349 FALSE FALSE FALSE

c.(391-393)gCg>gTgp.A131V 0.666667 TRUE TRUE TRUE

c.(58-60)gcT>gcCp.A20A 0.225806 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.1 FALSE FALSE FALSE

c.(1114-1116)aaC>aaTp.N372N 0.134328 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.666667 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 1 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.333333 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.4 TRUE TRUE FALSE

c.(1378-1380)ggT>ggCp.G460G 0.105263 TRUE FALSE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.555556 TRUE TRUE FALSE

c.(406-408)cAg>cGgp.Q136R 0.434783 FALSE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.6 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.5 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.454545 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.636364 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.958333 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.333333 TRUE TRUE TRUE

c.(8320-8322)tgC>tgTp.C2774C 0.5 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.5 TRUE TRUE TRUE

c.(136-138)Tat>Catp.Y46H 0.059406 TRUE TRUE FALSE

c.(3124-3126)gaC>gaTp.D1042D 0.631579 FALSE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.4375 TRUE TRUE TRUE

c.(427-429)Agt>Cgtp.S143R 0.179104 FALSE FALSE FALSE

c.(217-219)tAc>tGcp.Y73C 0.141732 FALSE FALSE FALSE

c.(265-267)gaA>gaTp.E89D 0.14 FALSE FALSE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.583333 TRUE TRUE TRUE



c.(109-111)gcG>gcAp.A37A 0.306122 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 1 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.529412 TRUE TRUE TRUE

c.(6223-6225)Gtg>Atgp.V2075M 0.363636 FALSE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 1 TRUE TRUE TRUE

c.(541-543)ttT>ttCp.F181F 0.928571 FALSE TRUE FALSE

c.(997-999)aGc>aAcp.S333N 1 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.434783 TRUE TRUE FALSE

c.(1804-1806)ttC>ttTp.F602F 0.16129 FALSE FALSE FALSE

c.(1261-1263)caG>caAp.Q421Q 0.327869 TRUE TRUE TRUE

c.(1561-1563)aTa>aAap.I521K 0.123077 FALSE FALSE FALSE

c.(895-897)gaA>gaGp.E299E 0.55 TRUE TRUE TRUE

c.(1666-1668)tcA>tcCp.S556S 0.093023 FALSE FALSE FALSE

c.(1849-1851)Ttg>Ctgp.L617L 0.052632 FALSE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.375 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.142857 TRUE TRUE FALSE

c.(10258-10260)agA>agGp.R3420R 0.357143 FALSE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.384615 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.25 TRUE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.453333 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.301205 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.977011 TRUE TRUE TRUE

c.(1993-1995)aCa>aTap.T665I 0.545977 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(2530-2532)Gag>Aagp.E844K 0.528 TRUE TRUE TRUE

c.(1399-1401)gcG>gcAp.A467A 0.04878 FALSE FALSE FALSE

c.(493-495)gGc>gTcp.G165V 0.157895 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.566667 TRUE TRUE TRUE

c.(4813-4815)gtG>gtTp.V1605V 0.383721 TRUE TRUE TRUE

c.(3514-3516)tCg>tTgp.S1172L 0.295082 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.491803 TRUE TRUE TRUE

c.(7252-7254)aaC>aaTp.N2418N 0.983607 TRUE TRUE TRUE

c.(418-420)ctC>ctTp.L140L 0.5 FALSE FALSE FALSE

c.(4129-4131)Ccc>Tccp.P1377S 0.486111 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.988235 TRUE TRUE TRUE

c.(2659-2661)gCa>gTap.A887V 0.479452 FALSE TRUE TRUE

c.(304-306)Ttg>Ctgp.L102L 0.543956 TRUE TRUE TRUE

c.(5569-5571)gtG>gtAp.V1857V 0.413793 FALSE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.972222 TRUE TRUE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.542857 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.991228 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.342697 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.080692 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.460123 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.49359 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.984127 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.43956 TRUE TRUE TRUE



c.(1636-1638)tgC>tgTp.C546C 0.672414 TRUE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.426357 TRUE TRUE TRUE

c.e2+2 0.257143 FALSE FALSE FALSE

c.(3436-3438)cgA>cgGp.R1146R 0.136364 TRUE TRUE FALSE

c.(4999-5001)aaC>aaTp.N1667N 0.445545 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.466165 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.693548 TRUE TRUE TRUE

c.(265-267)ccG>ccTp.P89P 0.427184 FALSE TRUE TRUE

c.(61-63)Tta>Ctap.L21L 1 FALSE TRUE FALSE

c.(4234-4236)aaC>aaTp.N1412N 0.095238 FALSE TRUE TRUE

c.(1357-1359)aaT>aaGp.N453K 0.666667 TRUE TRUE TRUE

c.(2056-2058)cgG>cgTp.R686R 0.523529 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.324675 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.333333 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.485437 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.111111 TRUE TRUE FALSE

c.(2062-2064)Aac>Gacp.N688D 0.459016 TRUE TRUE TRUE

c.(91-93)Att>Gttp.I31V 0.536585 FALSE FALSE FALSE

c.(7075-7077)Ccc>Gccp.P2359A 0.54 FALSE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.37931 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.590476 TRUE TRUE TRUE

c.(4630-4632)ccG>ccAp.P1544P 0.666667 TRUE TRUE TRUE

c.(3184-3186)Gcc>Accp.A1062T 0.573529 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.529412 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.510638 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.989362 TRUE TRUE TRUE

c.(241-243)Ctt>Gttp.L81V 0.506173 TRUE TRUE TRUE

c.(268-270)ccC>ccTp.P90P 1 FALSE TRUE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.96875 FALSE TRUE FALSE

c.(28-30)gCg>gAgp.A10E 0.396825 FALSE TRUE FALSE

c.(10843-10845)gGa>gCap.G3615A 0.516304 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.528455 TRUE TRUE TRUE

c.(1786-1788)caG>caCp.Q596H 0.533333 TRUE TRUE TRUE

c.(5299-5301)tAa>tGap.*1767* 0.368421 FALSE TRUE FALSE

c.(823-825)Ctt>Gttp.L275V 0.057143 TRUE FALSE FALSE

c.(64-66)ctC>ctTp.L22L 0.534884 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.384058 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.534884 TRUE TRUE FALSE

c.(844-846)Gtt>Attp.V282I 0.100402 FALSE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.537037 TRUE TRUE TRUE

c.(1411-1413)aaG>aaAp.K471K 0.421053 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.272727 TRUE TRUE TRUE

c.(322-324)ccC>ccTp.P108P 0.970588 TRUE TRUE FALSE

c.(3949-3951)cgA>cgGp.R1317R 0.56 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.464912 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.64 TRUE TRUE FALSE

c.(484-486)agC>agTp.S162S 0.6 TRUE TRUE TRUE



c.(898-900)aCg>aTgp.T300M 0.43299 TRUE TRUE TRUE

c.(7501-7503)Ata>Gtap.I2501V 0.232759 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.684685 TRUE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.546012 TRUE TRUE TRUE

c.(2659-2661)Ggc>Agcp.G887S 0.070968 FALSE FALSE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.527132 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.519481 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.437956 TRUE TRUE TRUE

c.(1753-1755)gaG>gaAp.E585E 0.470588 FALSE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.56 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.576923 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.530726 TRUE TRUE TRUE

c.(2074-2076)Cca>Acap.P692T 0.428571 FALSE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.51938 TRUE TRUE TRUE

c.(328-330)Gtc>Atcp.V110I 0.390244 TRUE TRUE FALSE

c.(1474-1476)cGt>cAtp.R492H 0.491379 TRUE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 0.333333 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.468966 TRUE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.434783 TRUE TRUE TRUE

c.(3862-3864)gtT>gtCp.V1288V 0.386364 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.612903 TRUE TRUE TRUE

c.(5677-5679)ttA>ttGp.L1893L 0.977011 TRUE TRUE TRUE

c.(9220-9222)acG>acAp.T3074T 0.3 FALSE FALSE FALSE

c.(1843-1845)ttT>ttCp.F615F 0.486486 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.541667 TRUE TRUE TRUE

c.(1507-1509)gcA>gcGp.A503A 0.509434 TRUE TRUE TRUE

c.(688-690)taC>taTp.Y230Y 0.463415 TRUE TRUE TRUE

c.(883-885)gAc>gGcp.D295G 0.217391 FALSE FALSE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.989247 TRUE TRUE TRUE

c.(3007-3009)aCg>aTgp.T1003M 0.646154 FALSE TRUE TRUE

c.(2863-2865)cGg>cAgp.R955Q 0.042857 FALSE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.995146 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.421053 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.505376 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.449102 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.583815 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.595455 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.5 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 1 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.411765 TRUE TRUE FALSE

c.(5983-5985)gaG>gaAp.E1995E 0.321429 FALSE TRUE TRUE

c.(10318-10320)Ata>Gtap.I3440V 0.715909 FALSE TRUE TRUE

c.(4291-4293)Gca>Acap.A1431T 0.449275 FALSE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.070288 TRUE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.4 TRUE TRUE TRUE

c.(1060-1062)Gca>Acap.A354T 0.782609 FALSE FALSE FALSE

c.(9418-9420)cAa>cGap.Q3140R 0.515152 TRUE TRUE TRUE



c.(1696-1698)tCc>tAcp.S566Y 0.473282 FALSE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.52381 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.491525 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.555556 TRUE TRUE TRUE

c.(1558-1560)ggC>ggTp.G520G 0.685714 FALSE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.585366 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.544974 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.481752 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.126582 TRUE TRUE FALSE

c.(2077-2079)ttC>ttTp.F693F 0.674419 FALSE TRUE TRUE

c.(2314-2316)Cat>Aatp.H772N 0.355263 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.991935 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.416667 TRUE TRUE TRUE

c.(3247-3249)ccC>ccTp.P1083P 0.464286 TRUE TRUE FALSE

c.(3889-3891)Gcc>Accp.A1297T 0.47619 FALSE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.277778 TRUE TRUE FALSE

c.(391-393)aGa>aAap.R131K 0.506494 TRUE TRUE TRUE

c.(1153-1155)acG>acAp.T385T 0.939394 FALSE TRUE FALSE

c.(205-207)caA>caGp.Q69Q 0.042945 TRUE TRUE FALSE

c.(4282-4284)atA>atCp.I1428I 0.32381 TRUE TRUE TRUE

c.(5689-5691)Ggt>Agtp.G1897S 0.263514 FALSE FALSE FALSE

c.(1240-1242)caG>caAp.Q414Q 0.48 TRUE TRUE TRUE

c.(253-255)caG>caCp.Q85H 0.443548 FALSE FALSE FALSE

c.(3109-3111)caG>caAp.Q1037Q 0.522059 TRUE TRUE TRUE

c.(391-393)gAt>gGtp.D131G 0.346154 FALSE TRUE FALSE

c.(2854-2856)caT>caCp.H952H 0.576087 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.25 TRUE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.504854 TRUE TRUE TRUE

c.(2221-2223)gaC>gaTp.D741D 0.5 FALSE TRUE TRUE

c.(3523-3525)Tcc>Cccp.S1175P 0.5 TRUE TRUE FALSE

c.(3739-3741)caG>caAp.Q1247Q 0.833333 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.484615 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.274074 TRUE TRUE FALSE

c.(997-999)gaG>gaAp.E333E 0.540541 FALSE TRUE TRUE

c.(2974-2976)aCt>aTtp.T992I 0.482143 FALSE TRUE TRUE

c.(655-657)aGc>aAcp.S219N 1 FALSE TRUE FALSE

c.(910-912)ccC>ccAp.P304P 0.530303 TRUE TRUE TRUE

c.(2227-2229)aaT>aaCp.N743N 0.403509 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.043315 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.235294 TRUE TRUE FALSE

c.(7621-7623)gcC>gcTp.A2541A 0.472222 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.483051 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.351351 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.531469 TRUE TRUE TRUE

c.(3022-3024)caA>caGp.Q1008Q 0.25 TRUE FALSE TRUE



c.(8524-8526)taT>taCp.Y2842Y 0.993865 TRUE TRUE TRUE

c.(7471-7473)cCg>cTgp.P2491L 0.517857 FALSE TRUE FALSE

c.(31-33)aTg>aCgp.M11T 0.042705 FALSE FALSE FALSE

c.(1672-1674)aAg>aGgp.K558R 0.295652 TRUE TRUE TRUE

c.(9223-9225)ttA>ttGp.L3075L 0.506757 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.256579 TRUE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.458333 TRUE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.527027 TRUE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.978022 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.507143 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.546154 TRUE TRUE TRUE

c.(757-759)gtT>gtCp.V253V 0.969697 FALSE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.987805 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.077922 TRUE TRUE FALSE

c.(2152-2154)gtG>gtAp.V718V 0.52809 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.449541 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.986014 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.474074 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.098592 TRUE TRUE TRUE

c.(8761-8763)cAc>cGcp.H2921R 0.484615 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.410853 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.590909 TRUE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.375 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.102041 TRUE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.975904 TRUE TRUE FALSE

c.(3772-3774)caG>caAp.Q1258Q 0.466667 FALSE FALSE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.392 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.392857 TRUE TRUE TRUE

c.(3124-3126)Gtt>Attp.V1042I 0.475 FALSE TRUE FALSE

c.(559-561)cGt>cAtp.R187H 0.213115 FALSE FALSE FALSE

c.(997-999)aGc>aAcp.S333N 0.465909 FALSE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.065421 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.565789 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.157303 TRUE TRUE FALSE

c.(1729-1731)cTg>cCgp.L577P 1 FALSE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.5 TRUE TRUE TRUE

c.(11092-11094)Gtg>Atgp.V3698M 0.475962 FALSE TRUE TRUE

c.(1672-1674)Acc>Gccp.T558A 0.503846 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.079909 TRUE TRUE FALSE

c.(3325-3327)tCa>tTap.S1109L 0.504673 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.388889 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.501976 TRUE TRUE TRUE

c.(2650-2652)tCa>tTap.S884L 0.408654 TRUE TRUE TRUE

c.(409-411)Caa>Aaap.Q137K 0.046318 TRUE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.47619 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.428571 TRUE TRUE TRUE

c.(4231-4233)gaA>gaGp.E1411E 0.451613 FALSE TRUE TRUE



c.(403-405)Aga>Tgap.R135* 0.042527 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.486577 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.970149 TRUE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.552632 TRUE TRUE TRUE

c.(691-693)Tgt>Cgtp.C231R 0.105727 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.078101 TRUE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.319149 TRUE TRUE FALSE

c.(1375-1377)gaA>gaGp.E459E 0.429204 TRUE TRUE TRUE

c.(1183-1185)ccC>ccTp.P395P 0.465116 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.537634 TRUE TRUE TRUE

c.(1825-1827)Cat>Aatp.H609N 0.272727 FALSE TRUE FALSE

c.(3436-3438)cgA>cgGp.R1146R 0.198864 TRUE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.508621 TRUE TRUE TRUE

c.(1723-1725)ctG>ctAp.L575L 0.484848 FALSE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.125 TRUE TRUE FALSE

c.(472-474)Aca>Gcap.T158A 1 FALSE TRUE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.171429 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 1 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.530055 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.496 FALSE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.346457 TRUE TRUE FALSE

c.(835-837)gTg>gCgp.V279A 0.078261 TRUE TRUE FALSE

c.(1558-1560)ggC>ggTp.G520G 0.180672 FALSE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.586207 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.396552 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.051075 TRUE TRUE FALSE

c.(5872-5874)cgC>cgTp.R1958R 0.462687 FALSE TRUE FALSE

c.(103-105)gGt>gAtp.G35D 0.143836 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.449541 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.452128 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.525097 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 1 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.525773 TRUE TRUE TRUE

c.(28-30)gCg>gAgp.A10E 0.509202 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.437838 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.492147 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.5 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.548611 TRUE TRUE FALSE

c.(4198-4200)taT>taCp.Y1400Y 0.52 TRUE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.619048 TRUE TRUE TRUE

c.(1576-1578)agC>agTp.S526S 0.479339 TRUE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 0.475 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.6 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.26087 TRUE TRUE FALSE

c.(127-129)tcA>tcGp.S43S 0.155844 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 1 TRUE TRUE TRUE



c.(6202-6204)taT>taCp.Y2068Y 0.458333 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.082609 TRUE TRUE FALSE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 1 TRUE TRUE TRUE

c.(760-762)cCc>cTcp.P254L 0.512077 FALSE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.521739 TRUE TRUE TRUE

c.(7252-7254)aaC>aaTp.N2418N 0.516129 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.504854 TRUE TRUE TRUE

c.(292-294)Tgg>Cggp.W98R 0.15625 TRUE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.549451 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.47619 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 0.445 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.068966 TRUE TRUE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.5 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 0.558824 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.442308 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.505837 TRUE TRUE TRUE

c.(463-465)taC>taTp.Y155Y 0.450617 FALSE FALSE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.518771 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.444444 TRUE TRUE TRUE

c.(3862-3864)gtT>gtCp.V1288V 0.457286 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.469613 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.213836 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.344828 TRUE TRUE FALSE

c.(91-93)Aag>Gagp.K31E 0.167568 TRUE TRUE FALSE

c.(3247-3249)ccC>ccTp.P1083P 0.78 TRUE TRUE FALSE

c.(1297-1299)Tgg>Gggp.W433G 0.490909 FALSE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.988372 TRUE TRUE TRUE

c.(8281-8283)caG>caAp.Q2761Q 0.152542 TRUE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.455128 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.474886 TRUE TRUE TRUE

c.(427-429)gtA>gtTp.V143V 1 FALSE TRUE FALSE

c.(3580-3582)tcC>tcTp.S1194S 0.390411 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.990991 TRUE TRUE TRUE

c.(241-243)Atc>Gtcp.I81V 1 FALSE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.540146 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.570175 TRUE TRUE FALSE

c.(148-150)gTt>gAtp.V50D 0.246032 TRUE TRUE TRUE

c.(1906-1908)Cgc>Tgcp.R636C 0.442308 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.488584 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.630769 TRUE TRUE TRUE

c.(2905-2907)Gat>Tatp.D969Y 0.488764 FALSE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.076923 TRUE TRUE FALSE

c.(358-360)taT>taCp.Y120Y 1 FALSE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 1 TRUE TRUE TRUE

c.(1240-1242)caA>caGp.Q414Q 0.6 FALSE TRUE TRUE



c.(3988-3990)Ttg>Atgp.L1330M 0.992647 TRUE TRUE TRUE

c.(1693-1695)atT>atCp.I565I 0.538462 TRUE TRUE TRUE

c.(2851-2853)cGc>cAcp.R951H 0.483254 FALSE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.521368 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.484848 TRUE TRUE TRUE

c.(2059-2061)agG>agAp.R687R 0.504098 FALSE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.8 TRUE TRUE TRUE

c.(3556-3558)gcC>gcTp.A1186A 0.444444 FALSE TRUE TRUE

c.(5665-5667)Acc>Gccp.T1889A 0.54386 TRUE TRUE FALSE

c.(8353-8355)taC>taTp.Y2785Y 0.741573 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.459821 TRUE TRUE TRUE

c.(361-363)gTc>gCcp.V121A 0.444444 TRUE TRUE FALSE

c.(136-138)gaC>gaTp.D46D 0.176211 TRUE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.28145 TRUE TRUE FALSE

c.(2575-2577)agC>agTp.S859S 0.410448 FALSE TRUE TRUE

c.(4909-4911)aaG>aaAp.K1637K 0.49697 FALSE TRUE TRUE

c.(6421-6423)Ctg>Ttgp.L2141L 0.494898 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.445887 TRUE TRUE TRUE

c.(11200-11202)Caa>Aaap.Q3734K 0.472492 TRUE TRUE TRUE

c.(115-117)tcA>tcGp.S39S 0.450549 FALSE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.5 TRUE TRUE TRUE

c.(772-774)tTc>tCcp.F258S 0.5 TRUE TRUE FALSE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(1867-1869)tGt>tAtp.C623Y 0.427027 TRUE TRUE TRUE

c.(1015-1017)gAt>gTtp.D339V 0.550725 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.42029 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.480349 TRUE TRUE TRUE

c.(433-435)acG>acAp.T145T 0.486842 FALSE TRUE FALSE

c.(1297-1299)atT>atCp.I433I 0.531034 TRUE TRUE TRUE

c.(4282-4284)atA>atCp.I1428I 0.49359 TRUE TRUE TRUE

c.(2221-2223)gaC>gaTp.D741D 0.48855 FALSE TRUE TRUE

c.(8332-8334)caA>caGp.Q2778Q 0.184615 TRUE TRUE FALSE

c.(5071-5073)Aag>Gagp.K1691E 0.471154 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.126437 TRUE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.510526 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.050052 TRUE TRUE TRUE

c.(5677-5679)ttA>ttGp.L1893L 0.492958 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.041509 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.262626 TRUE TRUE FALSE

c.(451-453)gCc>gTcp.A151V 0.126354 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.482759 TRUE TRUE TRUE

c.(2227-2229)aaT>aaCp.N743N 0.5 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.030501 FALSE FALSE FALSE

c.(973-975)Cgg>Tggp.R325W 0.084746 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.532663 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.455621 TRUE TRUE TRUE

c.(1075-1077)gtC>gtAp.V359V 0.517007 TRUE TRUE TRUE



c.(2188-2190)acG>acCp.T730T 0.563218 FALSE TRUE TRUE

c.(3022-3024)caA>caGp.Q1008Q 0.318182 TRUE FALSE TRUE

c.(2737-2739)Cct>Actp.P913T 0.625 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.471264 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.482759 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.382716 TRUE TRUE FALSE

c.(2254-2256)ggG>ggAp.G752G 0.491429 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.327273 TRUE TRUE TRUE

c.(8320-8322)tgC>tgTp.C2774C 0.485981 TRUE TRUE TRUE

c.(442-444)Gcg>Acgp.A148T 0.46875 TRUE TRUE TRUE

c.(1138-1140)taC>taTp.Y380Y 0.714286 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.333333 TRUE TRUE FALSE

c.(118-120)gaG>gaAp.E40E 1 FALSE TRUE FALSE

c.(238-240)caG>caAp.Q80Q 0.171429 FALSE FALSE FALSE

c.(5188-5190)Aaa>Gaap.K1730E 0.514793 TRUE TRUE TRUE

c.(112-114)agC>agTp.S38S 0.166008 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 1 TRUE TRUE TRUE

c.(1096-1098)caG>caAp.Q366Q 0.50655 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.518987 TRUE TRUE TRUE

c.(550-552)acG>acAp.T184T 0.96 FALSE TRUE TRUE

c.(5329-5331)ccT>ccCp.P1777P 0.506329 FALSE FALSE FALSE

c.(1342-1344)acT>acCp.T448T 0.457831 FALSE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.104225 TRUE TRUE FALSE

c.(1033-1035)aaG>aaTp.K345N 0.157593 FALSE TRUE TRUE

c.(697-699)caA>caTp.Q233H 0.980952 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.666667 TRUE TRUE TRUE

c.(1045-1047)gaT>gaCp.D349D 0.485714 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.096916 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.484163 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.038462 TRUE FALSE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.102041 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.995536 TRUE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.438596 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.556818 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.538462 TRUE TRUE TRUE

c.(850-852)ccG>ccAp.P284P 0.493827 TRUE TRUE TRUE

c.(3985-3987)Cgg>Tggp.R1329W0.467066 FALSE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 1 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.986842 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.487603 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.993056 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.608696 TRUE TRUE TRUE

c.(4510-4512)gcC>gcTp.A1504A 0.385965 FALSE TRUE FALSE

c.(850-852)gCg>gTgp.A284V 0.546296 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.057762 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.995633 TRUE TRUE TRUE



c.(475-477)Gcc>Accp.A159T 0.480447 FALSE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.169492 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.158824 TRUE TRUE FALSE

c.(244-246)caG>caAp.Q82Q 0.179104 FALSE FALSE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.273632 TRUE TRUE TRUE

c.(3754-3756)atC>atTp.I1252I 0.483271 FALSE TRUE TRUE

c.(5650-5652)Cgc>Tgcp.R1884C 0.478992 TRUE TRUE TRUE

c.(1129-1131)cAg>cGgp.Q377R 0.875 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.428571 TRUE TRUE TRUE

c.(2935-2937)Ggc>Agcp.G979S 0.402597 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.50303 TRUE TRUE TRUE

c.(1045-1047)cAt>cGtp.H349R 0.254717 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.537634 TRUE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.318182 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.666667 TRUE TRUE TRUE

c.(6781-6783)Cta>Atap.L2261I 0.513043 FALSE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.187215 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.046095 TRUE TRUE FALSE

c.(820-822)Aca>Ccap.T274P 0.181818 FALSE FALSE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.645161 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.478873 TRUE TRUE TRUE

c.(943-945)Cgg>Tggp.R315W 0.598291 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.5 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.184466 TRUE TRUE FALSE

c.(502-504)Ata>Ttap.I168L 0.166172 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.097421 TRUE TRUE FALSE

c.(2062-2064)Aac>Gacp.N688D 0.494737 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.049505 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.294686 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.166667 TRUE TRUE FALSE

c.(1993-1995)atG>atAp.M665I 0.571429 TRUE TRUE FALSE

c.(7945-7947)cGt>cAtp.R2649H 0.418605 TRUE TRUE TRUE

c.(10936-10938)cGc>cAcp.R3646H 0.402174 FALSE TRUE TRUE

c.(12286-12288)gaA>gaCp.E4096D 0.522167 FALSE TRUE TRUE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.994118 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.488038 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.297297 TRUE TRUE FALSE

c.(4387-4389)cGg>cAgp.R1463Q 0.528571 TRUE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.46875 TRUE TRUE TRUE

c.(2206-2208)aaC>aaTp.N736N 0.545455 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.467662 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.982143 TRUE TRUE FALSE

c.(2350-2352)ccC>ccGp.P784P 0.516667 TRUE TRUE FALSE

c.(1933-1935)Gtg>Atgp.V645M 0.458647 FALSE TRUE FALSE

c.(316-318)Cgg>Aggp.R106R 0.545455 TRUE TRUE FALSE

c.(280-282)cGt>cAtp.R94H 0.47619 FALSE TRUE TRUE



c.(8281-8283)caG>caAp.Q2761Q 0.086207 TRUE FALSE FALSE

c.(4951-4953)acT>acCp.T1651T 0.315789 TRUE TRUE FALSE

c.(385-387)Gta>Atap.V129I 0.253394 FALSE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.619048 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.307018 TRUE TRUE FALSE

c.(4642-4644)Ccc>Tccp.P1548S 0.481481 TRUE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.486667 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.044665 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.351648 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 1 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.455556 TRUE TRUE TRUE

c.(241-243)caG>caAp.Q81Q 0.266667 FALSE FALSE FALSE

c.(2002-2004)tcA>tcGp.S668S 0.489362 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.502488 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.558333 FALSE TRUE FALSE

c.(1375-1377)gaG>gaAp.E459E 0.486111 FALSE FALSE FALSE

c.(5629-5631)cCc>cTcp.P1877L 0.523585 TRUE TRUE TRUE

c.(1126-1128)gCg>gTgp.A376V 0.453988 FALSE TRUE TRUE

c.(1549-1551)tAt>tGtp.Y517C 0.574074 TRUE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.186111 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.371795 TRUE TRUE FALSE

c.(235-237)ccT>ccAp.P79P 0.492462 TRUE TRUE TRUE

c.(4675-4677)Gtg>Atgp.V1559M 0.394444 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.543046 TRUE TRUE TRUE

c.(496-498)atG>atTp.M166I 0.505747 TRUE TRUE TRUE

c.(4621-4623)gCg>gGgp.A1541G 0.548387 TRUE TRUE FALSE

c.(1930-1932)Aat>Catp.N644H 0.436893 TRUE TRUE TRUE

c.(616-618)cCa>cAap.P206Q 0.058824 TRUE FALSE FALSE

c.(859-861)cTc>cCcp.L287P 0.994012 TRUE TRUE TRUE

c.(247-249)cCa>cAap.P83Q 0.049451 TRUE FALSE FALSE

c.(538-540)ctA>ctCp.L180L 0.421053 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.073375 TRUE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.486188 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.5 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.474026 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.53719 TRUE TRUE TRUE

c.(7-9)gCc>gTcp.A3V 0.067416 FALSE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.535294 TRUE TRUE TRUE

c.(1264-1266)aGa>aAap.R422K 0.795699 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.694915 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.516484 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.47619 TRUE TRUE TRUE

c.(853-855)gaT>gaGp.D285E 0.492857 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.490798 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.5 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.48062 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.552083 TRUE TRUE TRUE



c.(5023-5025)aaG>aaAp.K1675K 0.490323 TRUE TRUE TRUE

c.(1390-1392)ccG>ccAp.P464P 0.414634 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.981132 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.258427 TRUE TRUE FALSE

c.(4429-4431)Atg>Gtgp.M1477V 0.31875 FALSE FALSE FALSE

c.(205-207)caA>caGp.Q69Q 0.075 TRUE TRUE FALSE

c.(1240-1242)acA>acGp.T414T 0.227273 FALSE TRUE FALSE

c.(10462-10464)cTa>cCap.L3488P 0.993377 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.5 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.990385 TRUE TRUE TRUE

c.(4447-4449)gaC>gaTp.D1483D 0.574468 TRUE TRUE FALSE

c.(3391-3393)acC>acGp.T1131T 0.588235 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.565217 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.381743 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.461078 TRUE TRUE TRUE

c.(2938-2940)ccC>ccTp.P980P 0.453947 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.434783 TRUE TRUE FALSE

c.(4000-4002)Aca>Gcap.T1334A 0.512 FALSE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.454054 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.252918 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.448052 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.523316 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.178218 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.516746 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.464088 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.94898 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.086538 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.470199 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.141141 TRUE TRUE TRUE

c.(1492-1494)ccG>ccTp.P498P 1 FALSE FALSE FALSE

c.(196-198)cAc>cGcp.H66R 0.188889 TRUE FALSE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.555556 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.164706 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.666667 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.49697 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.458333 TRUE TRUE FALSE

c.(5665-5667)Acc>Gccp.T1889A 0.428571 TRUE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.515957 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.815126 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.509091 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.405063 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.361446 TRUE TRUE FALSE

c.(4234-4236)aaC>aaTp.N1412N 0.18 FALSE TRUE TRUE

c.(2488-2490)Gcc>Accp.A830T 0.473684 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.251337 FALSE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.513699 TRUE TRUE FALSE



c.(682-684)cAg>cCgp.Q228P 0.332143 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.477987 TRUE TRUE TRUE

c.(11200-11202)Caa>Aaap.Q3734K 0.466667 TRUE TRUE TRUE

c.(10630-10632)gcG>gcAp.A3544A 0.407407 FALSE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.724138 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 0.666667 TRUE TRUE TRUE

c.(100-102)Gaa>Aaap.E34K 0.178571 FALSE FALSE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.479042 TRUE TRUE TRUE

c.(5065-5067)Att>Tttp.I1689F 0.336134 FALSE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.466667 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.457447 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.666667 FALSE TRUE FALSE

c.(589-591)agC>agTp.S197S 0.5 FALSE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.258242 TRUE TRUE FALSE

c.(8710-8712)cAg>cGgp.Q2904R 0.460526 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.987654 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.523364 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.507463 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.972222 TRUE TRUE TRUE

c.(1285-1287)gaT>gaGp.D429E 0.496933 FALSE FALSE FALSE

c.(400-402)ccC>ccAp.P134P 0.371212 TRUE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.098958 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.478261 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.514085 TRUE TRUE TRUE

c.(1270-1272)gaC>gaTp.D424D 0.818182 FALSE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.496774 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.515924 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.5 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.449541 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.993827 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 1 TRUE TRUE FALSE

c.(6514-6516)caC>caTp.H2172H 0.278027 TRUE TRUE TRUE

c.(718-720)Tgt>Ggtp.C240G 0.318182 FALSE FALSE FALSE

c.(8320-8322)tgC>tgTp.C2774C 0.460526 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 1 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.580645 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.471338 TRUE TRUE TRUE

c.(2605-2607)gtC>gtTp.V869V 0.577778 TRUE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.45 TRUE TRUE FALSE

c.(7-9)Gcc>Tccp.A3S 0.070588 FALSE TRUE FALSE

c.(1309-1311)Ggc>Agcp.G437S 0.497041 FALSE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.53211 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.451613 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.161677 TRUE TRUE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.581081 TRUE TRUE FALSE

c.(6736-6738)aGt>aAtp.S2246N 0.39726 FALSE FALSE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.611111 TRUE TRUE TRUE



c.(526-528)cGt>cAtp.R176H 0.238806 TRUE TRUE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.285714 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.513966 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.543624 TRUE TRUE TRUE

c.(3556-3558)gCc>gAcp.A1186D 0.762238 FALSE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.240506 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.442105 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.365714 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.509434 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.082596 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.046154 TRUE FALSE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.154472 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.474074 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.981982 TRUE TRUE TRUE

c.(109-111)atG>atAp.M37I 1 FALSE TRUE FALSE

c.(4708-4710)acG>acAp.T1570T 0.277778 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.514563 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.178082 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.994792 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.4625 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.666667 TRUE TRUE FALSE

c.(196-198)Tgc>Cgcp.C66R 0.130435 TRUE FALSE FALSE

c.(9682-9684)agG>agAp.R3228R 0.519231 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.458904 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.125 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.168675 TRUE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.24186 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.434783 TRUE TRUE TRUE

c.(3088-3090)atG>atAp.M1030I 0.492857 FALSE TRUE TRUE

c.(16-18)Tgg>Cggp.W6R 0.333333 TRUE TRUE FALSE

c.(3652-3654)Atc>Gtcp.I1218V 0.484581 FALSE TRUE TRUE

c.(1243-1245)Act>Gctp.T415A 0.833333 FALSE TRUE FALSE

c.(2236-2238)agG>agTp.R746S 0.48062 FALSE TRUE TRUE

c.e1+2 0.571429 FALSE FALSE FALSE

c.(1375-1377)gaA>gaGp.E459E 0.489474 TRUE TRUE TRUE

c.(796-798)ctA>ctGp.L266L 0.818182 FALSE TRUE FALSE

c.(3070-3072)taT>taCp.Y1024Y 0.531646 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(2932-2934)agT>agCp.S978S 0.432161 FALSE TRUE TRUE

c.(2374-2376)gaT>gaCp.D792D 0.465517 TRUE TRUE TRUE

c.(166-168)gtT>gtCp.V56V 1 FALSE TRUE FALSE

c.(4984-4986)aAc>aGcp.N1662S 0.478261 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.264151 FALSE TRUE FALSE

c.(538-540)gTt>gCtp.V180A 0.466667 FALSE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.194444 TRUE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.532164 TRUE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 0.642857 TRUE TRUE FALSE



c.(214-216)aCg>aGgp.T72R 0.6 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.454545 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.394737 TRUE TRUE TRUE

c.(127-129)tAc>tGcp.Y43C 1 FALSE TRUE FALSE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(478-480)ctA>ctGp.L160L 1 FALSE TRUE FALSE

c.(1051-1053)tTt>tCtp.F351S 1 TRUE TRUE TRUE

c.(1669-1671)ggC>ggTp.G557G 0.455696 FALSE TRUE TRUE

c.(3544-3546)aCc>aTcp.T1182I 0.45679 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.507937 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.516779 TRUE TRUE TRUE

c.(1699-1701)gcC>gcTp.A567A 0.525862 FALSE TRUE TRUE

c.(226-228)tcG>tcAp.S76S 0.523077 FALSE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.465909 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.254438 TRUE TRUE TRUE

c.(2542-2544)ggG>ggAp.G848G 0.583333 FALSE TRUE TRUE

c.(1138-1140)Ttt>Attp.F380I 0.764706 TRUE TRUE TRUE

c.(1336-1338)tgT>tgCp.C446C 0.59375 TRUE TRUE TRUE

c.(1963-1965)Ctt>Attp.L655I 0.496894 FALSE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.52766 TRUE TRUE TRUE

c.(4447-4449)gaC>gaTp.D1483D 0.494949 TRUE TRUE FALSE

c.(64-66)Acc>Gccp.T22A 0.97561 FALSE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.284848 TRUE TRUE FALSE

c.(2938-2940)ccC>ccTp.P980P 0.478964 TRUE TRUE TRUE

c.(361-363)caA>caGp.Q121Q 0.195402 FALSE FALSE FALSE

c.(6478-6480)Ttg>Ctgp.L2160L 0.510549 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 1 TRUE TRUE TRUE

c.(910-912)ccC>ccAp.P304P 0.982143 TRUE TRUE TRUE

c.(1066-1068)cAc>cGcp.H356R 0.571429 FALSE TRUE TRUE

c.(5119-5121)acC>acAp.T1707T 0.497238 FALSE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.786517 TRUE TRUE TRUE

c.(664-666)ggC>ggTp.G222G 0.744681 FALSE TRUE TRUE

c.(823-825)cGa>cTap.R275L 0.983051 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.219424 TRUE FALSE FALSE

c.(358-360)ggG>ggAp.G120G 1 FALSE TRUE FALSE

c.(4234-4236)cgG>cgCp.R1412R 0.430769 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.567568 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.987179 TRUE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 0.512821 TRUE TRUE TRUE

c.(4432-4434)tcA>tcGp.S1478S 0.509709 FALSE TRUE TRUE

c.(205-207)gCc>gTcp.A69V 0.979167 FALSE TRUE FALSE

c.(1645-1647)Ccc>Tccp.P549S 1 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.506849 TRUE TRUE FALSE

c.(2485-2487)gaG>gaCp.E829D 0.19171 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.568862 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.5 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.374359 TRUE TRUE TRUE



c.(1006-1008)acC>acAp.T336T 0.74359 TRUE TRUE FALSE

c.(1708-1710)agC>agTp.S570S 0.557692 TRUE TRUE TRUE

c.(1726-1728)acA>acGp.T576T 0.5 FALSE FALSE TRUE

c.(541-543)ctC>ctTp.L181L 1 FALSE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.519126 TRUE TRUE TRUE

c.(1495-1497)Agg>Gggp.R499G 0.55814 TRUE TRUE TRUE

c.(715-717)ccG>ccAp.P239P 0.52 TRUE TRUE FALSE

c.(2695-2697)Act>Gctp.T899A 0.555556 FALSE TRUE TRUE

c.(1420-1422)Atg>Gtgp.M474V 0.453237 FALSE FALSE FALSE

c.(7789-7791)tcT>tcCp.S2597S 0.517647 FALSE TRUE TRUE

c.(5974-5976)gaG>gaAp.E1992E 0.505682 FALSE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.366812 TRUE TRUE TRUE

c.(13582-13584)Gag>Aagp.E4528K 0.501567 FALSE TRUE TRUE

c.(1504-1506)Gcc>Accp.A502T 0.479339 FALSE TRUE FALSE

c.(304-306)gaC>gaAp.D102E 0.502075 FALSE TRUE TRUE

c.(2158-2160)ttC>ttTp.F720F 0.990099 FALSE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.512821 TRUE TRUE FALSE

c.(1342-1344)Agc>Tgcp.S448C 0.428571 TRUE TRUE TRUE

c.(6607-6609)caA>caGp.Q2203Q 0.62069 FALSE FALSE TRUE

c.(3067-3069)acA>acGp.T1023T 0.995726 TRUE TRUE TRUE

c.(1012-1014)gtG>gtAp.V338V 1 FALSE TRUE FALSE

c.(2092-2094)Cct>Actp.P698T 0.507853 TRUE TRUE TRUE

c.(679-681)Cgt>Tgtp.R227C 0.176471 FALSE TRUE TRUE

c.(85-87)gaC>gaAp.D29E 0.514793 FALSE TRUE FALSE

c.(13-15)Gtc>Atcp.V5I 0.425532 TRUE TRUE FALSE

c.(931-933)gaG>gaAp.E311E 0.18254 FALSE FALSE FALSE

c.(115-117)tcG>tcAp.S39S 1 FALSE TRUE FALSE

c.(349-351)cGt>cAtp.R117H 0.51462 FALSE TRUE TRUE

0.459459 FALSE TRUE TRUE

c.(1183-1185)ccC>ccTp.P395P 0.492958 TRUE TRUE TRUE

c.(1246-1248)gtG>gtAp.V416V 0.418605 FALSE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.435028 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.544186 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.582353 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.521429 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.502041 TRUE TRUE TRUE

c.(1840-1842)ccG>ccTp.P614P 0.487179 FALSE TRUE TRUE

c.(5014-5016)ccT>ccCp.P1672P 0.427136 FALSE TRUE TRUE

c.(2050-2052)atC>atTp.I684I 0.387097 TRUE TRUE TRUE

c.(217-219)gtG>gtAp.V73V 1 FALSE TRUE FALSE

c.(253-255)cCt>cTtp.P85L 0.2 FALSE TRUE TRUE

c.(6655-6657)cGt>cAtp.R2219H 0.50211 FALSE TRUE TRUE

c.(859-861)cTc>cCcp.L287P 0.462963 TRUE TRUE TRUE

c.(1663-1665)cTa>cAap.L555Q 1 FALSE TRUE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.463203 FALSE TRUE FALSE

c.(334-336)Tta>Ctap.L112L 1 FALSE TRUE FALSE



c.(3859-3861)Gag>Aagp.E1287K 0.457399 TRUE TRUE TRUE

c.(2050-2052)cAg>cGgp.Q684R 0.507143 FALSE TRUE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.496644 TRUE TRUE FALSE

c.(6757-6759)gaT>gaCp.D2253D 0.460317 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.527919 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.546875 TRUE TRUE TRUE

c.(1510-1512)gCa>gTap.A504V 0.441989 FALSE TRUE TRUE

c.(1351-1353)aaC>aaTp.N451N 1 FALSE TRUE FALSE

c.(1447-1449)ttA>ttCp.L483F 0.822581 FALSE TRUE TRUE

c.(112-114)ccT>ccCp.P38P 1 FALSE TRUE FALSE

c.(2350-2352)aGa>aAap.R784K 0.204082 FALSE TRUE FALSE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.479592 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.557576 TRUE TRUE TRUE

c.(2581-2583)gaG>gaAp.E861E 0.52381 FALSE TRUE TRUE

c.(1471-1473)aGt>aAtp.S491N 0.554167 FALSE TRUE TRUE

c.(1270-1272)gCt>gTtp.A424V 0.478261 FALSE TRUE TRUE

c.(3073-3075)gaT>gaCp.D1025D 0.468599 FALSE TRUE TRUE

c.(103-105)ttA>ttTp.L35F 0.23913 TRUE TRUE FALSE

c.(520-522)cGa>cTap.R174L 0.455479 FALSE FALSE FALSE

c.(8344-8346)gCa>gTap.A2782V 0.449612 FALSE TRUE TRUE

c.(10174-10176)ggC>ggTp.G3392G 0.465306 TRUE TRUE TRUE

c.(2407-2409)cgC>cgTp.R803R 0.459854 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.558252 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.460465 TRUE TRUE FALSE

c.(10978-10980)tCg>tTgp.S3660L 0.502075 TRUE TRUE TRUE

c.(1141-1143)tGt>tAtp.C381Y 0.53913 FALSE TRUE TRUE

c.(1372-1374)Gtc>Atcp.V458I 0.473373 FALSE TRUE TRUE

c.(286-288)gtC>gtTp.V96V 1 FALSE TRUE FALSE

c.(904-906)Ctc>Ttcp.L302F 0.536424 FALSE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.509317 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.084399 TRUE TRUE FALSE

c.(1363-1365)atA>atGp.I455M 0.547486 TRUE TRUE TRUE

c.(751-753)tTt>tCtp.F251S 1 FALSE FALSE FALSE

c.(2725-2727)cAt>cGtp.H909R 0.519048 FALSE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.420849 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.485437 TRUE TRUE TRUE

c.(664-666)ggG>ggAp.G222G 1 FALSE TRUE FALSE

c.(3232-3234)Ctg>Ttgp.L1078L 0.551724 FALSE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.994681 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.48227 TRUE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.276471 TRUE TRUE FALSE

c.(922-924)tcG>tcAp.S308S 0.232258 TRUE TRUE TRUE

c.(88-90)gaC>gaTp.D30D 0.468354 FALSE TRUE TRUE

c.(46-48)ggA>ggGp.G16G 1 FALSE TRUE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.188596 TRUE TRUE FALSE

c.(304-306)Ttg>Ctgp.L102L 0.560886 TRUE TRUE TRUE



c.(7339-7341)ggT>ggAp.G2447G 0.561538 TRUE TRUE TRUE

c.(8899-8901)Cat>Tatp.H2967Y 0.515152 FALSE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.17931 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.978723 TRUE TRUE FALSE

c.(790-792)ctC>ctTp.L264L 0.433447 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 0.5 TRUE TRUE FALSE

c.(538-540)Cgg>Tggp.R180W 0.481013 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.210959 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.471429 TRUE TRUE TRUE

c.(496-498)Att>Gttp.I166V 1 FALSE TRUE FALSE

c.(553-555)Gcc>Accp.A185T 0.133333 TRUE TRUE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.501946 TRUE TRUE TRUE

c.e23-1 0.142487 TRUE TRUE TRUE

c.(874-876)gaA>gaGp.E292E 0.176471 TRUE TRUE TRUE

c.(1948-1950)acG>acAp.T650T 0.48 FALSE TRUE FALSE

c.(580-582)ctA>ctGp.L194L 0.508475 FALSE TRUE FALSE

c.(1267-1269)gGa>gAap.G423E 1 TRUE TRUE FALSE

c.(523-525)cGt>cAtp.R175H 1 TRUE TRUE TRUE

c.(139-141)tcG>tcAp.S47S 0.51773 FALSE TRUE TRUE

c.(52-54)Ctt>Tttp.L18F 1 FALSE TRUE FALSE

c.(1147-1149)atA>atGp.I383M 1 FALSE TRUE FALSE

c.(2131-2133)ggG>ggAp.G711G 0.608 TRUE TRUE TRUE

c.(691-693)Tgt>Cgtp.C231R 0.06051 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.468468 TRUE TRUE TRUE

c.(52-54)Agc>Cgcp.S18R 0.2 FALSE TRUE FALSE

c.(1312-1314)ccC>ccTp.P438P 0.98 FALSE TRUE FALSE

c.(85-87)Gat>Aatp.D29N 0.496622 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.524664 TRUE TRUE TRUE

c.(1357-1359)aaT>aaGp.N453K 0.551724 TRUE TRUE TRUE

c.(1333-1335)agG>agAp.R445R 0.536585 TRUE TRUE FALSE

c.(2401-2403)gaG>gaCp.E801D 0.297753 FALSE TRUE TRUE

c.(1831-1833)cCt>cAtp.P611H 0.43771 FALSE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.5 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.055556 TRUE TRUE FALSE

c.(3553-3555)ctC>ctTp.L1185L 0.466667 FALSE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.538889 TRUE TRUE TRUE

c.(817-819)cCc>cAcp.P273H 0.521127 FALSE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.112676 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.987952 TRUE TRUE TRUE

c.(46-48)caC>caTp.H16H 1 FALSE TRUE FALSE

c.(163-165)taC>taTp.Y55Y 0.982759 FALSE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.5 TRUE TRUE TRUE

c.(382-384)Ctg>Ttgp.L128L 1 FALSE TRUE FALSE

c.(49-51)ctT>ctCp.L17L 1 FALSE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.424051 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.233096 TRUE TRUE FALSE

c.(127-129)tcA>tcGp.S43S 0.214533 TRUE TRUE FALSE



c.(2515-2517)gcT>gcCp.A839A 0.555556 FALSE TRUE TRUE

c.(2899-2901)caG>caAp.Q967Q 0.467033 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(2560-2562)ggA>ggGp.G854G 0.470085 FALSE TRUE TRUE

c.(1375-1377)tAc>tGcp.Y459C 0.666667 TRUE TRUE FALSE

c.(91-93)Aag>Gagp.K31E 0.229437 TRUE TRUE FALSE

c.(3391-3393)acC>acGp.T1131T 1 TRUE TRUE TRUE

c.(4873-4875)acC>acTp.T1625T 0.46087 TRUE TRUE FALSE

c.(1120-1122)Gaa>Aaap.E374K 0.427632 FALSE TRUE TRUE

c.(844-846)atT>atCp.I282I 0.333333 TRUE TRUE TRUE

c.(1141-1143)aaC>aaTp.N381N 0.421053 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.995595 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.689655 TRUE TRUE FALSE

c.(550-552)ctG>ctTp.L184L 0.12362 TRUE TRUE FALSE

c.(1690-1692)cCc>cTcp.P564L 0.741935 FALSE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.47451 TRUE TRUE FALSE

c.(136-138)cAc>cCcp.H46P 0.466667 FALSE TRUE FALSE

c.(394-396)Gca>Ccap.A132P 0.158996 TRUE FALSE FALSE

c.(1519-1521)Ctg>Gtgp.L507V 0.176471 FALSE FALSE FALSE

c.(361-363)gcC>gcTp.A121A 0.571429 TRUE TRUE TRUE

c.(1582-1584)gaT>gaGp.D528E 0.485714 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.299803 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.302326 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.453125 TRUE TRUE TRUE

c.(58-60)ctA>ctGp.L20L 0.28 TRUE TRUE FALSE

c.(1156-1158)gtG>gtTp.V386V 0.556291 FALSE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.453901 TRUE TRUE FALSE

c.(2236-2238)aTg>aGgp.M746R 0.1893 FALSE TRUE FALSE

c.(3277-3279)gaC>gaTp.D1093D 0.27619 FALSE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.469484 TRUE TRUE TRUE

c.(1519-1521)tgG>tgCp.W507C 0.477941 FALSE TRUE FALSE

c.(22-24)Cat>Tatp.H8Y 0.395349 TRUE TRUE FALSE

c.(133-135)Aca>Tcap.T45S 0.496241 FALSE TRUE TRUE

c.(8344-8346)Gca>Acap.A2782T 0.447471 FALSE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.469697 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(2974-2976)aCt>aTtp.T992I 0.328622 FALSE TRUE TRUE

c.(1585-1587)ccC>ccTp.P529P 0.446721 TRUE TRUE TRUE

c.(4264-4266)cGg>cAgp.R1422Q 0.528455 FALSE TRUE FALSE

c.(136-138)aCg>aTgp.T46M 0.484615 FALSE FALSE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.463415 TRUE TRUE TRUE

c.(3754-3756)ggC>ggTp.G1252G 0.461988 FALSE TRUE TRUE

c.(985-987)gaC>gaTp.D329D 0.702703 TRUE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.476923 TRUE TRUE TRUE

c.(1621-1623)cGg>cAgp.R541Q 0.481928 FALSE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.052061 TRUE TRUE FALSE

c.(796-798)Cga>Tgap.R266* 0.03352 TRUE FALSE FALSE



c.(1129-1131)atC>atTp.I377I 0.525 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.482587 TRUE TRUE TRUE

c.(2593-2595)gaG>gaAp.E865E 0.375 FALSE TRUE TRUE

c.(2980-2982)acG>acAp.T994T 0.538961 FALSE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.156015 TRUE TRUE FALSE

c.(874-876)tcG>tcAp.S292S 0.530303 FALSE TRUE TRUE

c.(1198-1200)ttC>ttGp.F400L 0.368421 FALSE TRUE TRUE

c.(4483-4485)gaT>gaCp.D1495D 0.538462 FALSE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 0.692308 TRUE TRUE TRUE

c.(1081-1083)aCt>aTtp.T361I 0.056213 FALSE FALSE FALSE

c.(316-318)ccT>ccAp.P106P 1 FALSE TRUE FALSE

c.(1168-1170)taC>taTp.Y390Y 1 FALSE TRUE FALSE

c.(403-405)Aga>Tgap.R135* 0.02849 TRUE TRUE FALSE

c.(5545-5547)cCc>cGcp.P1849R 0.766949 FALSE FALSE TRUE

c.(772-774)tTc>tCcp.F258S 0.490625 TRUE TRUE FALSE

c.(442-444)Gcc>Accp.A148T 1 FALSE TRUE FALSE

c.(1546-1548)gtC>gtTp.V516V 0.625 FALSE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.502488 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.110193 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.427711 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.567797 TRUE TRUE TRUE

c.(451-453)gCc>gTcp.A151V 0.249158 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.992248 TRUE TRUE TRUE

c.(4234-4236)aaC>aaTp.N1412N 0.674797 TRUE TRUE TRUE

c.(274-276)Ttt>Gttp.F92V 0.398148 FALSE TRUE FALSE

c.(2458-2460)aAg>aGgp.K820R 0.507177 TRUE TRUE TRUE

c.(1453-1455)Tac>Cacp.Y485H 1 FALSE TRUE FALSE

c.(1486-1488)Tat>Catp.Y496H 1 FALSE TRUE FALSE

c.(6076-6078)Att>Gttp.I2026V 0.448454 FALSE TRUE TRUE

c.(364-366)Ctg>Gtgp.L122V 0.571429 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.076642 TRUE TRUE FALSE

c.(97-99)agG>agTp.R33S 0.909091 TRUE TRUE TRUE

c.(1660-1662)gCa>gTap.A554V 0.583333 FALSE FALSE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.320513 TRUE TRUE FALSE

c.(3595-3597)acG>acAp.T1199T 0.513636 FALSE TRUE TRUE

c.(235-237)Att>Gttp.I79V 0.6 TRUE TRUE TRUE

c.(112-114)gtC>gtTp.V38V 0.977778 FALSE TRUE FALSE

c.(3913-3915)cCg>cTgp.P1305L 0.461929 FALSE TRUE TRUE

c.(13-15)Ata>Gtap.I5V 0.02775 FALSE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.475936 TRUE TRUE TRUE

c.(175-177)Acc>Gccp.T59A 1 FALSE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.286957 TRUE TRUE FALSE

c.(1339-1341)aTg>aCgp.M447T 0.513393 TRUE TRUE TRUE

c.(1084-1086)taC>taTp.Y362Y 0.404255 FALSE TRUE TRUE

c.(544-546)tcA>tcGp.S182S 0.982759 FALSE TRUE FALSE

c.(472-474)tgA>tgGp.*158W 1 FALSE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE



c.(433-435)caG>caCp.Q145H 0.904762 FALSE TRUE TRUE

c.(103-105)Cta>Ttap.L35L 0.97561 FALSE TRUE FALSE

c.(12649-12651)Aat>Gatp.N4217D 0.477273 FALSE TRUE TRUE

c.(199-201)gTa>gGap.V67G 0.636364 TRUE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.473958 TRUE TRUE TRUE

c.(961-963)gCg>gAgp.A321E 0.2 TRUE TRUE FALSE

c.(634-636)Cag>Gagp.Q212E 0.333333 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.487437 TRUE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.462069 TRUE TRUE TRUE

c.(769-771)Atc>Gtcp.I257V 1 FALSE TRUE FALSE

c.(5857-5859)cgA>cgGp.R1953R 0.572917 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 1 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.474026 TRUE TRUE TRUE

c.(607-609)Ccc>Gccp.P203A 0.465347 TRUE TRUE TRUE

c.(700-702)Cgt>Tgtp.R234C 0.056962 TRUE FALSE FALSE

c.(283-285)cGt>cAtp.R95H 0.171429 FALSE TRUE FALSE

c.(1519-1521)Cct>Tctp.P507S 0.466135 FALSE TRUE FALSE

c.(2917-2919)aTa>aCap.I973T 0.530303 FALSE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.4 TRUE TRUE TRUE

c.(1045-1047)gaT>gaCp.D349D 0.473282 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.413043 TRUE TRUE TRUE

c.(8356-8358)acG>acAp.T2786T 1 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.467456 TRUE TRUE FALSE

c.(286-288)Tta>Ctap.L96L 1 FALSE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.436364 TRUE TRUE TRUE

c.(3922-3924)agT>agCp.S1308S 0.057692 TRUE TRUE FALSE

c.(5650-5652)Cgc>Tgcp.R1884C 0.506494 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.453782 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.520833 TRUE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 0.485437 TRUE TRUE TRUE

c.(1993-1995)aCa>aTap.T665I 0.449219 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.461883 TRUE TRUE TRUE

c.(6856-6858)ttT>ttAp.F2286L 0.46988 FALSE TRUE TRUE

c.(1864-1866)Gtg>Atgp.V622M 0.585366 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.480769 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.594937 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.44 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.488372 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.455782 TRUE TRUE TRUE

c.(2722-2724)Ggc>Tgcp.G908C 0.0625 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.104972 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.981982 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.159021 TRUE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.514019 TRUE TRUE TRUE

c.(4129-4131)Ccc>Tccp.P1377S 0.528736 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.457364 TRUE TRUE TRUE



c.(6193-6195)atT>atCp.I2065I 0.446701 TRUE TRUE TRUE

c.(700-702)gcC>gcTp.A234A 0.514793 FALSE TRUE FALSE

c.(76-78)aaG>aaAp.K26K 0.118519 TRUE TRUE FALSE

c.(7747-7749)Gtg>Atgp.V2583M 0.405941 FALSE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.441176 TRUE TRUE TRUE

c.(772-774)tTc>tCcp.F258S 0.480769 TRUE TRUE FALSE

c.(2062-2064)Aac>Gacp.N688D 0.438202 TRUE TRUE TRUE

c.(844-846)gcC>gcTp.A282A 0.456311 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.060781 TRUE TRUE TRUE

c.(613-615)tcT>tcCp.S205S 0.483696 FALSE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.545455 TRUE TRUE TRUE

c.(1219-1221)gtC>gtTp.V407V 0.589744 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.420118 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.410526 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.457831 TRUE TRUE TRUE

c.(1177-1179)Gcc>Accp.A393T 0.6 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.45122 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.471338 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.396947 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.521739 TRUE TRUE TRUE

c.(2782-2784)Gaa>Aaap.E928K 0.2 TRUE FALSE FALSE

c.(1699-1701)Ctg>Ttgp.L567L 0.588889 TRUE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.5 TRUE TRUE TRUE

c.(2206-2208)aaC>aaTp.N736N 0.502732 TRUE TRUE TRUE

c.(115-117)Atg>Ctgp.M39L 0.705882 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.472727 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.145729 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.5 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.384615 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.06734 FALSE FALSE FALSE

c.(802-804)acG>acCp.T268T 0.642857 TRUE TRUE TRUE

c.(7-9)gaG>gaAp.E3E 0.944444 FALSE TRUE FALSE

c.(1516-1518)cgG>cgAp.R506R 0.188295 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.042045 TRUE TRUE FALSE

c.(2086-2088)atA>atGp.I696M 0.474886 TRUE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.117187 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.480769 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.510204 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.392157 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.991071 TRUE TRUE TRUE

c.(28-30)gCg>gAgp.A10E 0.483146 FALSE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.528455 TRUE TRUE TRUE

c.(8101-8103)tgC>tgTp.C2701C 0.529851 FALSE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 1 FALSE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.571429 TRUE TRUE TRUE



c.(1549-1551)tAt>tGtp.Y517C 0.375 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.517241 TRUE TRUE TRUE

c.(1810-1812)gcA>gcGp.A604A 0.45614 FALSE TRUE TRUE

c.(553-555)Gag>Tagp.E185* 0.287356 FALSE FALSE FALSE

c.(325-327)gaT>gaCp.D109D 0.555556 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.544974 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(91-93)agC>agAp.S31R 1 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.302083 TRUE TRUE FALSE

c.(250-252)gaA>gaGp.E84E 0.352941 TRUE TRUE TRUE

c.(2623-2625)acG>acAp.T875T 0.43949 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.54321 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(2914-2916)tCg>tTgp.S972L 0.503597 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.540984 TRUE TRUE TRUE

c.(3673-3675)aaC>aaTp.N1225N 0.442623 FALSE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.368421 TRUE TRUE FALSE

c.(907-909)aaG>aaAp.K303K 0.485294 TRUE TRUE TRUE

c.(583-585)Gga>Agap.G195R 0.490196 FALSE TRUE FALSE

c.(9037-9039)cGc>cTcp.R3013L 0.494624 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.991189 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.481481 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.518248 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.869231 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.503311 TRUE TRUE TRUE

c.(289-291)ttT>ttCp.F97F 1 FALSE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.474227 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.708333 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.474227 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.438776 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.241803 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.532258 TRUE TRUE TRUE

c.(1675-1677)ttA>ttCp.L559F 0.042056 FALSE FALSE FALSE

c.(3391-3393)acC>acGp.T1131T 0.625 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.545455 TRUE TRUE TRUE

c.(1300-1302)gaG>gaCp.E434D 0.214286 FALSE TRUE FALSE

c.(724-726)gaG>gaAp.E242E 1 TRUE TRUE FALSE

c.(2758-2760)tcT>tcCp.S920S 0.263158 TRUE TRUE FALSE

c.(7735-7737)gAc>gTcp.D2579V 0.517241 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.525822 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.526316 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.416 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.265625 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.376963 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.477778 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.930556 TRUE FALSE FALSE



c.(796-798)Cga>Tgap.R266* 0.034783 TRUE FALSE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.420168 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.06129 FALSE FALSE FALSE

c.(4984-4986)aAc>aGcp.N1662S 0.5 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.294118 TRUE TRUE FALSE

c.(2623-2625)Acg>Ccgp.T875P 0.432258 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.443182 TRUE TRUE TRUE

c.(265-267)gtG>gtAp.V89V 0.379747 FALSE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.515789 TRUE TRUE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.051064 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.514286 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.372727 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.995434 TRUE TRUE TRUE

c.(376-378)Att>Gttp.I126V 0.521429 FALSE TRUE FALSE

c.(7945-7947)cGt>cAtp.R2649H 0.433333 TRUE TRUE TRUE

c.(5068-5070)Aga>Cgap.R1690R 0.102881 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.518717 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.490066 TRUE TRUE TRUE

c.(559-561)gcC>gcTp.A187A 0.085106 TRUE TRUE FALSE

c.(1372-1374)Gca>Acap.A458T 1 FALSE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.475 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.038202 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.981481 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.989796 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.482759 TRUE TRUE TRUE

c.(2920-2922)Ggt>Agtp.G974S 0.545455 FALSE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.472727 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 1 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.438776 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.471483 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.659091 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.521472 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.457944 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.450704 TRUE TRUE TRUE

c.(2212-2214)atC>atTp.I738I 0.475 FALSE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.463235 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(856-858)gtA>gtTp.V286V 0.409722 FALSE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.534884 TRUE TRUE TRUE

c.(58-60)gaG>gaAp.E20E 0.55814 FALSE TRUE FALSE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.04008 TRUE TRUE FALSE

c.(1591-1593)gGa>gAap.G531E 0.198324 TRUE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.704545 TRUE TRUE TRUE

c.(379-381)ttC>ttTp.F127F 1 FALSE TRUE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.568182 TRUE TRUE TRUE

c.(88-90)Tat>Catp.Y30H 0.965517 FALSE TRUE FALSE



c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.5125 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.06422 TRUE TRUE FALSE

c.(58-60)gcT>gcCp.A20A 0.061856 FALSE FALSE FALSE

c.(340-342)gtT>gtCp.V114V 0.95122 FALSE TRUE FALSE

c.(4864-4866)Aca>Gcap.T1622A 0.442105 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.478022 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.308824 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.447489 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 1 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.4 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.581818 TRUE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.416667 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.044226 TRUE TRUE FALSE

c.(778-780)Aat>Catp.N260H 0.047893 FALSE FALSE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.435685 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.251497 TRUE TRUE FALSE

c.(2953-2955)atC>atTp.I985I 0.5 FALSE TRUE TRUE

c.(1867-1869)gaG>gaAp.E623E 0.525773 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.978417 TRUE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.477941 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.530864 TRUE TRUE TRUE

c.(1447-1449)caG>caCp.Q483H 1 TRUE TRUE TRUE

c.(571-573)tCc>tAcp.S191Y 0.474747 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.351064 TRUE TRUE FALSE

c.(6202-6204)taT>taCp.Y2068Y 0.482301 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.41844 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.455556 TRUE TRUE TRUE

c.(700-702)Gtc>Ctcp.V234L 0.111111 FALSE TRUE FALSE

c.(1252-1254)aAc>aGcp.N418S 0.8 TRUE TRUE FALSE

c.(6514-6516)caC>caTp.H2172H 0.236686 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(637-639)caG>caTp.Q213H 0.263158 TRUE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 0.987654 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.979798 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.587571 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.384615 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.495495 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.528846 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.059801 FALSE FALSE FALSE

c.(112-114)agC>agTp.S38S 0.158163 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 1 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.242798 TRUE TRUE TRUE

c.(475-477)aCa>aTap.T159I 1 FALSE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.994286 TRUE TRUE TRUE



c.(109-111)gcG>gcAp.A37A 0.292398 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.503067 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.491892 TRUE TRUE TRUE

c.(250-252)Gcc>Accp.A84T 0.47929 FALSE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.494737 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.049383 TRUE TRUE TRUE

c.(40-42)aaC>aaTp.N14N 0.391304 FALSE TRUE FALSE

c.(7339-7341)ggT>ggAp.G2447G 0.490196 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.488722 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.511364 TRUE TRUE TRUE

c.(3220-3222)gAc>gGcp.D1074G 0.5 FALSE TRUE TRUE

c.(1129-1131)atC>atTp.I377I 0.450216 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.916667 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.992958 TRUE TRUE TRUE

c.(859-861)gAa>gTap.E287V 0.416667 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.353535 TRUE TRUE FALSE

c.(997-999)aGc>aAcp.S333N 0.557377 FALSE TRUE FALSE

c.(616-618)cCa>cAap.P206Q 0.096154 TRUE FALSE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.447368 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.435065 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.441441 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.152318 TRUE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.196078 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 1 TRUE TRUE TRUE

c.(25-27)aCc>aTcp.T9I 0.526316 FALSE TRUE FALSE

c.(826-828)cGa>cAap.R276Q 0.437037 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.333333 TRUE TRUE FALSE

c.(2362-2364)Aag>Gagp.K788E 0.46988 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(298-300)cAa>cCap.Q100P 0.266667 TRUE FALSE FALSE

c.(97-99)agG>agTp.R33S 0.166667 TRUE TRUE TRUE

c.(493-495)gGc>gTcp.G165V 0.25 TRUE TRUE TRUE

c.(1330-1332)Agc>Ggcp.S444G 0.425532 TRUE TRUE FALSE

c.(556-558)gaG>gaAp.E186E 0.48366 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.483871 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.5 TRUE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.292308 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 1 TRUE TRUE TRUE

c.(2875-2877)gcC>gcTp.A959A 0.480392 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.037688 TRUE TRUE FALSE

c.(1825-1827)ccA>ccGp.P609P 0.511013 TRUE TRUE TRUE

c.(2695-2697)acC>acTp.T899T 0.487923 FALSE FALSE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.190909 TRUE TRUE FALSE

c.(1993-1995)atG>atAp.M665I 0.833333 TRUE TRUE FALSE

c.(2170-2172)ccG>ccAp.P724P 0.5 TRUE TRUE TRUE

c.(1360-1362)caC>caTp.H454H 0.625 TRUE TRUE TRUE



c.(2113-2115)acA>acGp.T705T 0.575 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.465 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.426752 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.461538 TRUE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 0.176471 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.438596 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.454545 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.99802 FALSE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.541985 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.455959 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.44186 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.495192 TRUE TRUE TRUE

c.(5416-5418)gaG>gaAp.E1806E 0.51087 FALSE TRUE TRUE

c.(2056-2058)cgG>cgTp.R686R 0.481132 TRUE TRUE TRUE

c.(1333-1335)agG>agAp.R445R 0.377358 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.48927 TRUE TRUE TRUE

c.(3958-3960)ccA>ccTp.P1320P 0.590909 FALSE TRUE FALSE

c.(2458-2460)aAg>aGgp.K820R 0.462121 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.461039 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.582677 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.455285 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.528689 TRUE TRUE TRUE

c.(5083-5085)aCa>aTap.T1695I 0.992701 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.464567 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 1 TRUE TRUE TRUE

c.(490-492)acC>acTp.T164T 0.5 FALSE TRUE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.547619 FALSE TRUE FALSE

c.(142-144)acG>acAp.T48T 0.065574 TRUE FALSE FALSE

c.(1786-1788)caG>caCp.Q596H 0.509091 TRUE TRUE TRUE

c.(1123-1125)tGc>tAcp.C375Y 0.166667 TRUE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 1 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.457143 TRUE TRUE TRUE

c.(364-366)Ctg>Gtgp.L122V 0.263158 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.537037 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.4 TRUE TRUE FALSE

c.(5761-5763)ccA>ccCp.P1921P 0.603774 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.425743 TRUE TRUE TRUE

c.(1909-1911)caG>caCp.Q637H 0.387755 FALSE FALSE FALSE

c.(1345-1347)cTg>cCgp.L449P 1 TRUE TRUE FALSE

c.(907-909)aaG>aaAp.K303K 0.993711 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1513-1515)Caa>Gaap.Q505E 0.096774 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.5 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.468421 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.463768 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.530488 TRUE TRUE TRUE



c.(1984-1986)gaG>gaAp.E662E 0.455882 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.509524 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.5 TRUE TRUE TRUE

c.(2725-2727)cAg>cCgp.Q909P 0.50173 FALSE FALSE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.433071 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.238372 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.474576 TRUE TRUE TRUE

c.(1906-1908)tAt>tTtp.Y636F 0.5 FALSE FALSE FALSE

c.(1522-1524)caT>caCp.H508H 0.506757 TRUE TRUE TRUE

c.(7399-7401)tTt>tGtp.F2467C 0.475962 FALSE FALSE FALSE

c.(5278-5280)gcG>gcAp.A1760A 0.554622 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 0.545455 TRUE TRUE TRUE

c.(1366-1368)Gta>Atap.V456I 1 FALSE TRUE FALSE

c.(1138-1140)Ttt>Attp.F380I 0.308271 TRUE TRUE TRUE

c.(11032-11034)Cct>Gctp.P3678A 0.516432 TRUE TRUE TRUE

c.(3157-3159)Cac>Tacp.H1053Y 1 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.428571 FALSE TRUE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.487805 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.166667 TRUE TRUE FALSE

c.(2146-2148)Cac>Tacp.H716Y 0.374101 FALSE TRUE TRUE

c.(547-549)Tat>Catp.Y183H 0.087413 FALSE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 1 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 1 TRUE TRUE FALSE

c.(2338-2340)gaC>gaTp.D780D 0.477987 FALSE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.4125 TRUE TRUE TRUE

c.(1462-1464)Tgc>Cgcp.C488R 0.352941 TRUE TRUE FALSE

c.(106-108)ccG>ccAp.P36P 0.362069 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.505263 TRUE TRUE TRUE

c.(103-105)ttA>ttTp.L35F 0.165414 TRUE TRUE FALSE

c.(115-117)ggC>ggTp.G39G 0.515873 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.423729 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.035616 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.636364 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.517986 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.444444 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 1 TRUE TRUE TRUE

c.(1138-1140)taC>taTp.Y380Y 0.578947 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.503106 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.985075 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.112782 TRUE TRUE FALSE

c.(196-198)Ttg>Ctgp.L66L 1 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.962025 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.471831 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.474359 TRUE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.4 TRUE TRUE TRUE



c.(52-54)cGg>cAgp.R18Q 0.833333 FALSE TRUE FALSE

c.(205-207)Ccc>Tccp.P69S 1 FALSE FALSE FALSE

c.(1681-1683)cgC>cgTp.R561R 0.370968 TRUE TRUE TRUE

c.(361-363)gcC>gcTp.A121A 0.263158 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.480769 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.5 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.451163 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.492308 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.407407 TRUE TRUE TRUE

c.(400-402)ccC>ccAp.P134P 0.989011 TRUE TRUE TRUE

c.(334-336)cCa>cAap.P112Q 0.056 TRUE TRUE FALSE

c.(1375-1377)tAc>tGcp.Y459C 0.24 TRUE TRUE FALSE

c.(1390-1392)Gag>Aagp.E464K 0.097561 FALSE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 1 TRUE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.511905 TRUE TRUE TRUE

c.(2329-2331)gtC>gtTp.V777V 0.508671 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.995238 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(6403-6405)tCc>tGcp.S2135C 0.54717 FALSE TRUE TRUE

c.(607-609)Ccc>Gccp.P203A 0.427273 TRUE TRUE TRUE

c.(481-483)ccG>ccTp.P161P 0.447581 FALSE TRUE TRUE

c.(985-987)gaC>gaTp.D329D 0.194444 TRUE TRUE FALSE

c.(1006-1008)acC>acAp.T336T 0.184211 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.e6+1 0.345679 FALSE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.5 TRUE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.459016 TRUE TRUE FALSE

c.(166-168)caA>caGp.Q56Q 0.463303 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.506757 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.222222 TRUE TRUE FALSE

c.(1225-1227)Aag>Cagp.K409Q 0.395939 FALSE FALSE FALSE

c.(2518-2520)gaT>gaAp.D840E 0.535354 TRUE TRUE FALSE

c.(220-222)gGa>gCap.G74A 0.397059 FALSE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.5 TRUE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.447552 TRUE TRUE TRUE

c.(1378-1380)Gtt>Attp.V460I 0.478261 FALSE FALSE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.994413 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.488372 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.5 TRUE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.446429 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.225352 TRUE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.529412 TRUE TRUE TRUE

c.(7234-7236)Ccc>Accp.P2412T 1 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.485507 TRUE TRUE TRUE

c.(196-198)Tgc>Cgcp.C66R 0.253968 FALSE FALSE FALSE



c.(1582-1584)gaC>gaTp.D528D 0.553191 FALSE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.506757 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.563636 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.516667 TRUE TRUE TRUE

c.(5650-5652)Cgc>Tgcp.R1884C 0.530612 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.481481 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.477064 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.537634 TRUE TRUE TRUE

c.(865-867)Ggc>Agcp.G289S 0.476923 FALSE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.088384 TRUE TRUE FALSE

c.(409-411)Caa>Aaap.Q137K 0.036913 TRUE FALSE FALSE

c.(943-945)Cgg>Tggp.R315W 0.453608 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.493976 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.470588 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.052632 TRUE TRUE TRUE

c.(1171-1173)atA>atGp.I391M 0.544715 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.098592 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.227273 TRUE TRUE FALSE

c.(385-387)atG>atAp.M129I 0.512397 TRUE TRUE TRUE

c.(2389-2391)acG>acAp.T797T 0.587302 TRUE TRUE TRUE

c.(5284-5286)cGg>cAgp.R1762Q 0.380952 FALSE FALSE FALSE

c.(3346-3348)agG>agAp.R1116R 0.986301 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 1 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.46087 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.415842 TRUE TRUE TRUE

c.(850-852)aGt>aCtp.S284T 0.466667 FALSE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.517241 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.304348 TRUE TRUE FALSE

c.(115-117)Atg>Ctgp.M39L 0.333333 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.587629 TRUE TRUE TRUE

c.(5416-5418)gaG>gaAp.E1806E 0.411765 FALSE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.494505 FALSE TRUE FALSE

c.(1141-1143)ctA>ctGp.L381L 0.232558 TRUE TRUE FALSE

c.(208-210)Gct>Actp.A70T 0.537037 FALSE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.506173 TRUE TRUE TRUE

c.(1576-1578)agC>agTp.S526S 0.439024 TRUE TRUE TRUE

c.(496-498)atG>atTp.M166I 0.45 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.561644 TRUE TRUE TRUE

c.(1399-1401)Aag>Gagp.K467E 0.5 FALSE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.059361 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.521127 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.986301 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.969388 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.510204 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.449275 TRUE TRUE TRUE



c.(835-837)gTg>gCgp.V279A 0.12 TRUE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.484536 TRUE TRUE TRUE

c.(1156-1158)agA>agCp.R386S 1 TRUE TRUE FALSE

c.(3325-3327)tCa>tTap.S1109L 0.4 TRUE TRUE TRUE

c.(1300-1302)Gaa>Aaap.E434K 0.458824 TRUE TRUE TRUE

c.(334-336)gaC>gaTp.D112D 1 FALSE TRUE FALSE

c.(2920-2922)gcC>gcTp.A974A 0.46875 FALSE TRUE TRUE

c.(8101-8103)tgC>tgTp.C2701C 0.362637 FALSE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.5 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.523256 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.477273 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.521739 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.306306 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.213333 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.492308 TRUE TRUE FALSE

c.(4720-4722)gGg>gCgp.G1574A 0.488636 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.475 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.5 TRUE TRUE FALSE

c.(1411-1413)aaG>aaAp.K471K 0.46875 TRUE TRUE FALSE

c.(805-807)Tgt>Cgtp.C269R 0.121622 TRUE TRUE FALSE

c.(322-324)ccC>ccTp.P108P 1 TRUE TRUE FALSE

c.(1885-1887)acT>acAp.T629T 0.4 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.5 TRUE TRUE TRUE

c.(616-618)cCa>cAap.P206Q 0.072727 TRUE FALSE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.6 TRUE TRUE FALSE

c.(166-168)agC>agTp.S56S 0.615385 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(1195-1197)Cgc>Tgcp.R399C 0.75 TRUE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.443396 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.518987 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.478261 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.967391 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.5 TRUE TRUE TRUE

c.(2989-2991)aaG>aaTp.K997N 0.454545 FALSE FALSE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.509804 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.5 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.28 TRUE TRUE FALSE

c.(3391-3393)acC>acGp.T1131T 0.4 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(1507-1509)gcA>gcGp.A503A 0.61039 TRUE TRUE TRUE

c.(1960-1962)gtC>gtTp.V654V 0.5 FALSE TRUE TRUE

c.(8281-8283)caG>caAp.Q2761Q 0.142857 TRUE FALSE FALSE

c.(1810-1812)Act>Gctp.T604A 0.539474 TRUE TRUE TRUE

c.(2890-2892)caT>caCp.H964H 0.564815 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.444444 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.574468 TRUE TRUE FALSE



c.(679-681)Cgt>Tgtp.R227C 0.571429 FALSE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.45614 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.989691 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.97561 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.465517 TRUE TRUE TRUE

c.(3640-3642)caC>caTp.H1214H 0.4875 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 1 TRUE TRUE TRUE

c.(1141-1143)Cgt>Tgtp.R381C 0.459459 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.985714 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.592593 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.494845 TRUE TRUE TRUE

c.(241-243)gaT>gaCp.D81D 0.402299 FALSE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.517857 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.5 TRUE TRUE TRUE

c.(1687-1689)tcG>tcAp.S563S 0.428571 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.393443 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.589286 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.5 TRUE TRUE FALSE

c.(1522-1524)caT>caCp.H508H 0.592105 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.626263 TRUE TRUE TRUE

c.(2827-2829)gcC>gcTp.A943A 0.4 TRUE TRUE TRUE

c.(3187-3189)gGa>gAap.G1063E 0.525926 FALSE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.48 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.46 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.507246 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.506024 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.545455 TRUE TRUE TRUE

c.(3061-3063)ccG>ccAp.P1021P 0.553846 TRUE TRUE FALSE

c.(6421-6423)Ctg>Ttgp.L2141L 0.52 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.086538 TRUE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 0.428571 TRUE TRUE FALSE

c.(11200-11202)Caa>Aaap.Q3734K 0.484848 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 0.666667 TRUE TRUE TRUE

c.(1297-1299)ctA>ctGp.L433L 0.47541 TRUE TRUE TRUE

c.(5278-5280)ccT>ccCp.P1760P 0.459459 FALSE TRUE TRUE

c.(1189-1191)aCt>aTtp.T397I 0.512 TRUE TRUE TRUE

c.(2431-2433)gcG>gcAp.A811A 0.571429 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.189655 TRUE TRUE FALSE

c.(1744-1746)gaA>gaGp.E582E 0.453488 TRUE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.428571 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.380952 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.45679 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.192982 TRUE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.485294 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.975806 TRUE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.125 TRUE TRUE FALSE

c.(7861-7863)tcC>tcAp.S2621S 0.75 TRUE TRUE FALSE



c.(1270-1272)gaC>gaTp.D424D 0.363636 FALSE TRUE FALSE

c.(6844-6846)gcC>gcTp.A2282A 0.363636 FALSE TRUE FALSE

c.(1351-1353)Ccc>Tccp.P451S 0.5 FALSE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.509804 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.416667 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 1 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.504854 TRUE TRUE TRUE

c.(1672-1674)gCa>gTap.A558V 0.416667 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.525253 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.564103 TRUE TRUE FALSE

c.(8320-8322)tgC>tgTp.C2774C 0.473054 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.40678 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.6 TRUE TRUE FALSE

c.(637-639)caG>caTp.Q213H 0.382979 TRUE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 0.575 TRUE TRUE TRUE

c.(1138-1140)cgC>cgTp.R380R 0.512821 FALSE FALSE TRUE

c.(142-144)cAg>cGgp.Q48R 0.519608 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.380952 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.97561 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.46 TRUE TRUE TRUE

c.(1726-1728)tCc>tTcp.S576F 0.594595 FALSE TRUE FALSE

c.(3556-3558)gCc>gAcp.A1186D 0.475 FALSE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.153846 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.106017 TRUE TRUE FALSE

c.(175-177)acG>acAp.T59T 0.47561 TRUE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.505051 TRUE TRUE TRUE

c.(1237-1239)aCg>aTgp.T413M 0.439024 FALSE FALSE FALSE

c.(334-336)cGa>cAap.R112Q 0.068627 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.490909 TRUE TRUE TRUE

c.(1000-1002)aAt>aTtp.N334I 0.123377 FALSE FALSE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.413793 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.071429 TRUE TRUE FALSE

c.(808-810)agA>agGp.R270R 0.875 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.428571 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.537879 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.485294 TRUE TRUE TRUE

c.(1957-1959)agG>agAp.R653R 0.396226 FALSE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.611111 TRUE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.532258 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.982143 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.494118 TRUE TRUE TRUE

c.(6937-6939)ctA>ctGp.L2313L 0.51087 FALSE TRUE TRUE

c.(4711-4713)acG>acTp.T1571T 0.52381 FALSE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.465517 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.446429 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.555556 TRUE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.404762 TRUE TRUE FALSE



c.(1285-1287)acG>acAp.T429T 0.52381 TRUE TRUE TRUE

c.(388-390)caC>caTp.H130H 0.625 TRUE TRUE TRUE

c.(670-672)Gac>Aacp.D224N 0.982659 FALSE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.058939 TRUE TRUE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.552632 TRUE TRUE TRUE

c.(151-153)cGc>cAcp.R51H 0.431818 FALSE FALSE TRUE

c.(106-108)Tct>Cctp.S36P 0.540541 TRUE TRUE TRUE

c.(2935-2937)Gag>Aagp.E979K 0.402985 FALSE TRUE TRUE

c.(1993-1995)atG>atAp.M665I 1 TRUE TRUE FALSE

c.(4510-4512)gcC>gcTp.A1504A 0.557377 FALSE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.522936 TRUE TRUE TRUE

c.(1576-1578)agC>agTp.S526S 0.495146 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.989011 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.473684 TRUE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 0.258065 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.510417 TRUE TRUE FALSE

c.(235-237)ccT>ccAp.P79P 0.471698 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.40625 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.672131 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.403509 TRUE TRUE TRUE

c.(763-765)aaT>aaCp.N255N 1 FALSE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.576 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.510638 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.484848 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.450704 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.525862 TRUE TRUE TRUE

c.(3580-3582)tcC>tcTp.S1194S 0.497326 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.633028 TRUE TRUE TRUE

c.(3247-3249)ccC>ccTp.P1083P 0.547619 TRUE TRUE FALSE

c.(8104-8106)gAt>gGtp.D2702G 0.524752 TRUE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.469388 TRUE TRUE TRUE

c.(1171-1173)ccC>ccTp.P391P 0.571429 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.521127 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.518868 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.661765 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.444444 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.480769 TRUE TRUE FALSE

c.(766-768)gGa>gCap.G256A 0.364706 TRUE TRUE TRUE

c.(3379-3381)tcT>tcAp.S1127S 0.47561 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.504587 FALSE TRUE FALSE

c.(3178-3180)Gta>Atap.V1060I 0.384615 TRUE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.484848 TRUE TRUE TRUE

c.(505-507)agT>agCp.S169S 0.030853 FALSE FALSE FALSE

c.(832-834)tcA>tcTp.S278S 0.495327 TRUE TRUE TRUE

c.(6607-6609)caC>caTp.H2203H 0.441667 TRUE TRUE TRUE

c.(85-87)gaC>gaTp.D29D 0.6 FALSE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.371429 TRUE TRUE FALSE



c.(2383-2385)ttC>ttTp.F795F 0.445652 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.525641 TRUE TRUE TRUE

c.(406-408)caT>caCp.H136H 0.519231 FALSE TRUE TRUE

c.(2329-2331)gtC>gtTp.V777V 0.367647 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.51 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.322034 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.992126 TRUE TRUE TRUE

c.(5188-5190)Aaa>Gaap.K1730E 0.464516 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.225806 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.556604 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.553191 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 1 TRUE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.463235 TRUE TRUE TRUE

c.(1966-1968)tcT>tcCp.S656S 0.504673 TRUE TRUE TRUE

c.(9682-9684)agG>agAp.R3228R 0.458333 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.45 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.49505 TRUE TRUE TRUE

c.(2362-2364)Aag>Gagp.K788E 0.360544 TRUE TRUE TRUE

c.(2917-2919)Aag>Cagp.K973Q 0.485294 FALSE TRUE FALSE

c.(85-87)Gat>Aatp.D29N 0.445455 FALSE TRUE FALSE

c.(175-177)gaG>gaAp.E59E 0.631579 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 1 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.505376 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.380952 TRUE TRUE TRUE

c.(262-264)aAt>aGtp.N88S 0.971429 FALSE TRUE FALSE

c.(271-273)Gtt>Attp.V91I 0.991667 FALSE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.428571 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.159574 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.323529 TRUE TRUE FALSE

c.(250-252)gaC>gaTp.D84D 0.369369 TRUE TRUE FALSE

c.(1741-1743)caA>caCp.Q581H 0.981481 TRUE TRUE TRUE

c.(7573-7575)Ctc>Gtcp.L2525V 0.5 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.988764 TRUE TRUE TRUE

c.(79-81)ttT>ttCp.F27F 0.5 FALSE FALSE TRUE

c.(403-405)aCa>aAap.T135K 0.46 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.581395 TRUE TRUE TRUE

c.(4675-4677)Gtg>Atgp.V1559M 0.464 TRUE TRUE TRUE

c.(490-492)gtA>gtGp.V164V 0.987097 FALSE TRUE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.962963 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.62069 TRUE TRUE TRUE

c.(217-219)Ctt>Tttp.L73F 0.5 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.255319 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.539216 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.477778 TRUE TRUE TRUE

c.(3862-3864)gtT>gtCp.V1288V 0.504132 TRUE TRUE TRUE

c.(793-795)Gtg>Atgp.V265M 0.952381 FALSE TRUE FALSE



c.(8605-8607)ctC>ctAp.L2869L 0.4375 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.527027 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.441379 TRUE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.407407 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.528302 TRUE TRUE TRUE

c.(10174-10176)ggC>ggTp.G3392G 0.376812 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.983333 TRUE TRUE TRUE

c.(2488-2490)Gcc>Accp.A830T 0.445783 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.972222 TRUE TRUE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.508475 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.56383 TRUE TRUE TRUE

c.(3772-3774)caG>caAp.Q1258Q 0.084507 TRUE FALSE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.478261 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 1 TRUE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.522727 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.4375 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.588235 TRUE TRUE FALSE

c.(1705-1707)ggC>ggTp.G569G 0.445783 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.416667 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.96 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.422018 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.472868 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.372881 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.2 TRUE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.478571 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.486486 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.131455 TRUE TRUE FALSE

c.(6475-6477)taT>taCp.Y2159Y 0.282297 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.482353 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.384615 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.460784 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.095808 TRUE TRUE FALSE

c.(502-504)Ata>Ttap.I168L 0.3 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.440678 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.052632 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.529915 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.5 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.474576 TRUE TRUE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.583333 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.520325 TRUE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.528846 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.528926 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 1 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.178571 TRUE TRUE FALSE

c.(2680-2682)cGg>cAgp.R894Q 0.059633 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.992537 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.52 TRUE TRUE TRUE



c.(13249-13251)gGc>gAcp.G4417D 0.475 TRUE TRUE TRUE

c.(8281-8283)caG>caAp.Q2761Q 0.122222 TRUE FALSE FALSE

c.(2227-2229)aaT>aaCp.N743N 0.43038 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.458333 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.49 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.451613 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.45098 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.428571 TRUE TRUE FALSE

c.(2701-2703)caA>caGp.Q901Q 0.454545 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.489583 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.420168 TRUE TRUE TRUE

c.(1843-1845)Aaa>Gaap.K615E 0.418803 FALSE FALSE FALSE

c.(3880-3882)aaG>aaAp.K1294K 0.454545 TRUE TRUE TRUE

c.(181-183)atA>atGp.I61M 1 FALSE TRUE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.627273 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.460937 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.300429 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.505882 TRUE TRUE TRUE

c.(1171-1173)aTg>aGgp.M391R 0.315789 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.518868 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.978723 TRUE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.422018 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.46087 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 1 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.271028 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.375 TRUE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.485294 TRUE TRUE TRUE

c.(8320-8322)tgC>tgTp.C2774C 0.515528 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.288732 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.465347 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.487179 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.42487 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.728395 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.468468 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.131356 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.180851 TRUE TRUE FALSE

c.(1891-1893)Atc>Ctcp.I631L 0.534884 TRUE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.217391 TRUE TRUE TRUE

c.(2650-2652)tCa>tTap.S884L 0.448276 TRUE TRUE TRUE

c.(1342-1344)Atc>Gtcp.I448V 1 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.987654 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.386792 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.29661 TRUE TRUE FALSE

c.(1234-1236)Gtg>Ctgp.V412L 0.428571 TRUE TRUE TRUE

c.(1447-1449)caG>caCp.Q483H 0.238095 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.40678 TRUE TRUE TRUE

c.(6358-6360)caG>caTp.Q2120H 0.424242 FALSE FALSE FALSE



c.(2221-2223)gaC>gaTp.D741D 0.529412 FALSE TRUE TRUE

c.(1411-1413)aaG>aaAp.K471K 0.54902 TRUE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.425743 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.423077 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.475 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.979592 TRUE TRUE FALSE

c.(1411-1413)gtA>gtCp.V471V 0.491667 FALSE TRUE TRUE

c.(1030-1032)cGg>cAgp.R344Q 0.551724 TRUE TRUE FALSE

c.(1147-1149)Aac>Cacp.N383H 0.477273 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.519608 TRUE TRUE TRUE

c.(271-273)cGc>cAcp.R91H 0.46988 TRUE TRUE TRUE

c.(1507-1509)gcA>gcGp.A503A 0.486726 TRUE TRUE TRUE

c.(808-810)Cgc>Tgcp.R270C 0.419355 TRUE TRUE TRUE

c.(7645-7647)ccC>ccTp.P2549P 0.090909 FALSE FALSE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.475936 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.512821 TRUE TRUE FALSE

c.(1300-1302)cAa>cGap.Q434R 0.993464 FALSE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.053922 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.478723 TRUE TRUE TRUE

c.(1279-1281)atT>atCp.I427I 0.993711 FALSE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.548387 TRUE TRUE FALSE

c.(1414-1416)ggT>ggCp.G472G 0.564815 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.559524 TRUE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.444444 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 1 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.140468 TRUE TRUE TRUE

c.(1297-1299)atT>atCp.I433I 0.506667 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.982143 TRUE TRUE FALSE

c.(334-336)cCa>cAap.P112Q 0.076271 TRUE TRUE FALSE

c.(2395-2397)ctC>ctTp.L799L 0.525862 FALSE FALSE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.98 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.491525 TRUE TRUE TRUE

c.(472-474)gcA>gcGp.A158A 0.472868 TRUE TRUE TRUE

c.(4483-4485)gaT>gaCp.D1495D 0.65 FALSE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.489362 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.045455 TRUE TRUE TRUE

c.(922-924)Agc>Tgcp.S308C 0.5 FALSE FALSE FALSE

c.(2152-2154)gtG>gtAp.V718V 0.47 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.988372 TRUE TRUE TRUE

c.(8356-8358)acG>acAp.T2786T 0.4 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.546053 TRUE TRUE TRUE

c.(3334-3336)gcG>gcAp.A1112A 0.157895 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.53719 TRUE TRUE TRUE

c.(10486-10488)gTc>gCcp.V3496A 0.436782 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.447059 TRUE TRUE TRUE

c.(1306-1308)aTt>aAtp.I436N 0.296804 TRUE TRUE TRUE



c.(3067-3069)acA>acGp.T1023T 0.443609 TRUE TRUE TRUE

c.(1153-1155)caC>caTp.H385H 0.536585 TRUE TRUE TRUE

c.(157-159)aCa>aAap.T53K 0.460674 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.498246 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.086957 TRUE TRUE FALSE

c.(1183-1185)aaC>aaGp.N395K 0.232 TRUE TRUE TRUE

c.(1042-1044)gaG>gaAp.E348E 0.434783 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.538462 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.169935 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.0369 TRUE TRUE FALSE

c.(1765-1767)acA>acGp.T589T 0.428571 FALSE TRUE TRUE

c.(3019-3021)tcG>tcAp.S1007S 0.517442 FALSE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.5 TRUE TRUE TRUE

c.(247-249)cCa>cAap.P83Q 0.052265 TRUE FALSE FALSE

c.(1039-1041)Cag>Gagp.Q347E 0.333333 TRUE TRUE FALSE

c.(487-489)Gac>Cacp.D163H 0.148649 TRUE FALSE FALSE

c.(208-210)caG>caAp.Q70Q 0.304348 FALSE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 0.463415 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.322368 TRUE FALSE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.497976 TRUE TRUE TRUE

c.(1297-1299)ctA>ctGp.L433L 0.454167 TRUE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.475 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.097561 TRUE TRUE FALSE

c.(772-774)Cgt>Tgtp.R258C 0.227273 FALSE TRUE FALSE

c.(517-519)cGc>cAcp.R173H 0.511628 FALSE TRUE FALSE

c.(1345-1347)cTg>cCgp.L449P 0.424242 TRUE TRUE FALSE

c.(7156-7158)aCa>aTap.T2386I 0.4 FALSE TRUE TRUE

c.(2389-2391)acG>acAp.T797T 0.490323 TRUE TRUE TRUE

c.(3553-3555)caG>caAp.Q1185Q 0.490854 FALSE FALSE FALSE

c.(5542-5544)acG>acAp.T1848T 0.484746 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.463303 TRUE TRUE TRUE

c.(790-792)caC>caTp.H264H 0.461538 TRUE TRUE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.486772 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.505952 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.444444 TRUE TRUE FALSE

c.(775-777)ccC>ccTp.P259P 0.057592 TRUE TRUE TRUE

c.(2374-2376)gaT>gaCp.D792D 0.385621 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.990385 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.505814 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.483516 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.456747 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.055405 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.544 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.469136 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.440397 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.988142 FALSE TRUE FALSE



c.(1195-1197)Cgc>Tgcp.R399C 0.541667 TRUE TRUE FALSE

c.(361-363)gTc>gCcp.V121A 0.944444 TRUE TRUE FALSE

c.(1447-1449)caG>caCp.Q483H 0.875 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.995455 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.993671 TRUE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 0.3 TRUE TRUE FALSE

c.(823-825)Ctt>Gttp.L275V 0.054645 TRUE FALSE FALSE

c.(64-66)ctC>ctTp.L22L 0.540984 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.306818 TRUE TRUE FALSE

c.(1558-1560)aAc>aGcp.N520S 0.349315 FALSE FALSE FALSE

c.(268-270)caA>caGp.Q90Q 0.247126 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.987952 TRUE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.511236 TRUE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.5 TRUE TRUE TRUE

c.(1030-1032)cGg>cAgp.R344Q 0.397436 TRUE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.505263 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.369318 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.534426 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.457143 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.473054 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.444444 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.526066 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.5 TRUE TRUE TRUE

c.(820-822)Cct>Tctp.P274S 0.934066 TRUE TRUE TRUE

c.(1687-1689)tcG>tcAp.S563S 0.49345 TRUE TRUE TRUE

c.(1282-1284)Ggt>Agtp.G428S 0.486275 TRUE TRUE TRUE

c.(3862-3864)gtT>gtCp.V1288V 0.535316 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.503906 TRUE TRUE TRUE

c.(148-150)Gag>Aagp.E50K 0.449438 TRUE TRUE TRUE

c.(6463-6465)Cgg>Tggp.R2155W0.482353 TRUE TRUE TRUE

c.(3247-3249)ccC>ccTp.P1083P 0.666667 TRUE TRUE FALSE

c.(436-438)Gag>Tagp.E146* 0.399015 FALSE FALSE FALSE

c.(205-207)caA>caGp.Q69Q 0.043956 TRUE TRUE FALSE

c.(976-978)taC>taTp.Y326Y 0.52 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(2710-2712)ttC>ttGp.F904L 0.517073 FALSE TRUE TRUE

c.(2227-2229)aaT>aaCp.N743N 0.469231 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.989091 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 0.527076 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.570796 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.36 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.9875 TRUE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.545918 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.988848 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.992701 TRUE TRUE FALSE



c.(889-891)gtC>gtTp.V297V 1 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.48951 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.842105 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.415385 TRUE TRUE TRUE

c.(3082-3084)caA>caGp.Q1028Q 0.502488 TRUE TRUE TRUE

c.(229-231)ccA>ccGp.P77P 0.129032 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.516667 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.438462 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 1 TRUE TRUE TRUE

c.(49-51)Gag>Aagp.E17K 0.330769 FALSE FALSE FALSE

c.(1522-1524)caT>caCp.H508H 0.508333 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.5 TRUE TRUE TRUE

c.(1882-1884)atG>atCp.M628I 0.405172 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.084775 TRUE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.508361 TRUE TRUE FALSE

c.(526-528)gaT>gaAp.D176E 0.469767 FALSE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.305085 TRUE FALSE FALSE

c.(1297-1299)tTt>tGtp.F433C 0.07265 TRUE TRUE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.484848 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.487273 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 0.514286 TRUE TRUE TRUE

c.(3784-3786)tAt>tCtp.Y1262S 0.454545 FALSE TRUE TRUE

c.(7573-7575)Ctc>Gtcp.L2525V 0.5 TRUE TRUE FALSE

c.(127-129)ccC>ccTp.P43P 0.545455 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.422287 TRUE TRUE FALSE

c.(76-78)aaG>aaAp.K26K 0.09375 TRUE TRUE FALSE

c.(2575-2577)acA>acGp.T859T 0.51087 FALSE TRUE TRUE

c.(199-201)gTa>gGap.V67G 0.513514 TRUE TRUE TRUE

c.(367-369)caG>caAp.Q123Q 0.53125 FALSE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.513736 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.448276 TRUE TRUE FALSE

c.(2221-2223)gaC>gaTp.D741D 0.491018 FALSE TRUE TRUE

c.(316-318)aTt>aCtp.I106T 0.56338 FALSE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.492806 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.583333 TRUE TRUE TRUE

c.(1180-1182)gAg>gGgp.E394G 0.247148 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.034188 FALSE FALSE FALSE

c.(7393-7395)tgC>tgTp.C2465C 1 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.09322 TRUE TRUE FALSE

c.(25-27)ctA>ctCp.L9L 0.52 TRUE TRUE TRUE

c.(5857-5859)cgA>cgGp.R1953R 0.424779 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.508929 TRUE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.506944 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.550802 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.057292 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.970588 TRUE TRUE FALSE



c.(6202-6204)taT>taCp.Y2068Y 0.555556 TRUE TRUE TRUE

c.(5536-5538)Tca>Acap.S1846T 0.505882 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.403226 TRUE TRUE TRUE

c.(796-798)atG>atAp.M266I 0.056701 TRUE FALSE TRUE

c.(745-747)cTg>cCgp.L249P 0.31068 TRUE TRUE FALSE

c.(724-726)gaG>gaAp.E242E 0.477876 TRUE TRUE FALSE

c.(385-387)tAt>tGtp.Y129C 0.460145 FALSE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.996212 TRUE TRUE TRUE

c.(235-237)aaC>aaTp.N79N 0.092 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 1 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.703704 TRUE TRUE FALSE

c.(1687-1689)gcT>gcCp.A563A 0.693548 FALSE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.527869 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.159292 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.48855 TRUE TRUE TRUE

c.(409-411)Ctg>Ttgp.L137L 0.438017 FALSE TRUE FALSE

c.(1609-1611)atA>atGp.I537M 0.443966 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.559441 TRUE TRUE TRUE

c.(9715-9717)gtT>gtGp.V3239V 0.510067 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.506098 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.130526 TRUE TRUE TRUE

c.(1267-1269)Ggt>Agtp.G423S 0.259868 TRUE TRUE FALSE

c.(2176-2178)aCg>aAgp.T726K 0.487805 TRUE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.425439 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.994681 TRUE TRUE TRUE

c.(7171-7173)aCt>aGtp.T2391S 0.208 TRUE TRUE FALSE

c.(139-141)gGa>gAap.G47E 0.262315 TRUE TRUE TRUE

c.(2224-2226)gtC>gtGp.V742V 0.490291 TRUE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.215827 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.541322 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.993103 TRUE TRUE TRUE

c.(3772-3774)caG>caAp.Q1258Q 0.072289 TRUE FALSE TRUE

c.(235-237)aaC>aaTp.N79N 0.031373 TRUE TRUE FALSE

c.(304-306)ctT>ctCp.L102L 0.063291 TRUE TRUE FALSE

c.(196-198)Tgc>Cgcp.C66R 0.146018 TRUE FALSE FALSE

c.(247-249)Gaa>Aaap.E83K 0.64 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.992187 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.56391 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.521236 TRUE TRUE TRUE

c.(433-435)Act>Cctp.T145P 0.487719 TRUE TRUE TRUE

c.(646-648)gGa>gAap.G216E 0.503226 FALSE TRUE TRUE

c.(1045-1047)cAt>cGtp.H349R 0.34188 TRUE TRUE FALSE

c.(499-501)gcG>gcAp.A167A 0.478395 FALSE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.5 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.528736 TRUE TRUE TRUE

c.(1993-1995)atG>atAp.M665I 0.470588 TRUE TRUE FALSE

c.(808-810)agA>agGp.R270R 0.576923 TRUE TRUE TRUE



c.(2560-2562)Ctg>Gtgp.L854V 0.482906 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.467626 FALSE TRUE FALSE

c.(865-867)Gat>Aatp.D289N 0.414141 TRUE TRUE TRUE

c.(238-240)Gtt>Attp.V80I 0.504237 FALSE TRUE TRUE

c.(2635-2637)gGc>gAcp.G879D 0.419753 TRUE TRUE TRUE

c.(1123-1125)tGc>tAcp.C375Y 0.378378 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.488372 TRUE TRUE FALSE

c.(235-237)ccT>ccAp.P79P 0.465587 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.994595 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.98855 TRUE TRUE TRUE

c.(1501-1503)aTg>aAgp.M501K 0.478673 FALSE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.478395 TRUE TRUE TRUE

c.(3514-3516)ttC>ttTp.F1172F 0.444142 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.043771 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.510896 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.475 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.425993 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.46319 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.453521 TRUE TRUE TRUE

c.(7498-7500)aCa>aTap.T2500I 0.48289 FALSE TRUE TRUE

c.(1693-1695)atT>atCp.I565I 0.544643 TRUE TRUE TRUE

c.(2851-2853)cGc>cAcp.R951H 0.561404 FALSE TRUE TRUE

c.(12934-12936)ccC>ccTp.P4312P 0.491803 TRUE TRUE TRUE

c.(2827-2829)gcC>gcTp.A943A 0.453571 TRUE TRUE TRUE

c.(6463-6465)tCg>tTgp.S2155L 0.061093 TRUE TRUE TRUE

c.(1519-1521)Aaa>Gaap.K507E 0.032609 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.525714 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.519435 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.475771 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.97037 TRUE TRUE TRUE

c.(7-9)Gaa>Taap.E3* 0.195364 FALSE TRUE FALSE

c.(1708-1710)agC>agTp.S570S 0.531746 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.113402 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.125402 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.527897 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.434629 TRUE TRUE TRUE

c.(1549-1551)Ggc>Agcp.G517S 0.454545 FALSE TRUE TRUE

c.(7084-7086)gcA>gcTp.A2362A 0.464503 TRUE TRUE TRUE

c.(3442-3444)acC>acTp.T1148T 0.531863 FALSE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.997409 TRUE TRUE TRUE

c.(9682-9684)agG>agAp.R3228R 0.526814 TRUE TRUE TRUE

c.(13-15)Gtc>Atcp.V5I 0.468354 TRUE TRUE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.464646 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.083979 TRUE TRUE FALSE

c.(76-78)aaG>aaAp.K26K 0.101351 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.42654 TRUE TRUE TRUE



c.(355-357)Cct>Gctp.P119A 0.112789 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.537255 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.476471 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.488189 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.415584 TRUE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.211864 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.532 TRUE TRUE TRUE

c.(403-405)aCa>aAap.T135K 0.468531 TRUE TRUE TRUE

c.(7219-7221)acT>acGp.T2407T 0.527897 FALSE FALSE FALSE

c.(4675-4677)Gtg>Atgp.V1559M 0.488665 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.402913 FALSE TRUE FALSE

c.(6247-6249)Aga>Cgap.R2083R 0.546053 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.976852 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.392344 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.992481 TRUE TRUE TRUE

c.(217-219)Ctt>Tttp.L73F 0.384615 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.406504 TRUE TRUE FALSE

c.(2758-2760)tcT>tcCp.S920S 0.261468 TRUE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.391892 TRUE TRUE TRUE

c.(3157-3159)Cac>Tacp.H1053Y 0.555556 TRUE TRUE TRUE

c.(2590-2592)cCt>cTtp.P864L 0.502941 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.991304 TRUE TRUE TRUE

c.(3895-3897)gtG>gtAp.V1299V 0.526455 FALSE TRUE TRUE

c.(2743-2745)ggC>ggTp.G915G 0.50996 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.484536 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.461735 TRUE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.525151 TRUE TRUE TRUE

c.(1774-1776)Ccc>Gccp.P592A 0.514124 FALSE FALSE FALSE

c.(1414-1416)ggT>ggCp.G472G 0.556863 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.487032 TRUE TRUE TRUE

c.(319-321)gcC>gcTp.A107A 1 FALSE TRUE FALSE

c.(1084-1086)gAa>gGap.E362G 0.189802 FALSE FALSE FALSE

c.(1270-1272)gaC>gaTp.D424D 0.307692 FALSE TRUE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.47479 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.616667 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.555556 TRUE TRUE TRUE

c.(259-261)cAt>cGtp.H87R 0.503226 FALSE TRUE FALSE

c.(1621-1623)Tta>Ctap.L541L 0.48927 FALSE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.430412 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.469466 TRUE TRUE TRUE

c.(4690-4692)Gct>Actp.A1564T 0.507905 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.529851 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.454545 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.053232 TRUE TRUE FALSE

c.(2737-2739)Cct>Actp.P913T 0.535032 TRUE TRUE TRUE

c.(4801-4803)aaC>aaTp.N1601N 0.476454 FALSE TRUE TRUE

c.e6+1 0.284247 FALSE TRUE TRUE



c.(1705-1707)ggC>ggTp.G569G 0.473958 TRUE TRUE FALSE

c.(1414-1416)ctT>ctGp.L472L 0.264249 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.482843 TRUE TRUE TRUE

c.(1228-1230)ggC>ggTp.G410G 0.421488 FALSE TRUE TRUE

c.(5977-5979)acC>acTp.T1993T 0.474747 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.459016 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.5 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 1 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.252688 TRUE TRUE FALSE

c.(859-861)gAa>gTap.E287V 0.5 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.494624 TRUE TRUE TRUE

c.(850-852)ccG>ccAp.P284P 0.472362 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.125 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.510288 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.117371 TRUE TRUE FALSE

c.(5002-5004)acA>acGp.T1668T 0.436019 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.975694 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.656566 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.091592 TRUE TRUE FALSE

c.(4684-4686)tCg>tTgp.S1562L 0.472527 FALSE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.029825 FALSE FALSE FALSE

c.(13045-13047)acG>acAp.T4349T 0.494071 TRUE TRUE TRUE

c.(322-324)atA>atGp.I108M 0.970588 FALSE TRUE FALSE

c.(1495-1497)gCg>gTgp.A499V 0.495169 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.978593 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.973214 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.068664 TRUE TRUE FALSE

c.(5629-5631)cCc>cTcp.P1877L 0.454545 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.473684 TRUE TRUE TRUE

c.(403-405)acA>acGp.T135T 0.515901 FALSE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.322266 TRUE TRUE FALSE

c.(1195-1197)ccC>ccTp.P399P 0.424242 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.513514 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.056581 TRUE TRUE FALSE

c.(3391-3393)acC>acGp.T1131T 0.403846 TRUE TRUE TRUE

c.(7105-7107)Acg>Ccgp.T2369P 0.470468 TRUE TRUE TRUE

c.(13231-13233)ccC>ccTp.P4411P 0.461126 TRUE TRUE TRUE

c.(898-900)aaC>aaTp.N300N 0.447368 TRUE TRUE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.989071 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.639286 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.49635 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.553333 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.524229 TRUE TRUE TRUE

c.(808-810)Cgc>Tgcp.R270C 0.438849 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.451104 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.486683 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.225373 TRUE TRUE FALSE



c.(7096-7098)Aag>Cagp.K2366Q 0.982558 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.452555 TRUE TRUE FALSE

c.(1504-1506)Cgt>Tgtp.R502C 0.493333 TRUE TRUE FALSE

c.(4282-4284)atA>atCp.I1428I 0.451282 TRUE TRUE TRUE

c.(22-24)Cat>Tatp.H8Y 0.485075 TRUE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.988327 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.43578 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.069959 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.498246 TRUE TRUE TRUE

c.(571-573)tCc>tAcp.S191Y 0.449219 FALSE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.377163 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.417391 TRUE TRUE TRUE

c.(85-87)ccA>ccGp.P29P 0.476364 TRUE TRUE TRUE

c.(5422-5424)gtA>gtGp.V1808V 0.556054 TRUE TRUE TRUE

c.(247-249)cCa>cAap.P83Q 0.042105 TRUE FALSE FALSE

c.(655-657)Tat>Catp.Y219H 0.4375 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.477273 TRUE TRUE TRUE

c.(6607-6609)gtT>gtCp.V2203V 0.525568 FALSE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.988636 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.474138 TRUE TRUE FALSE

c.(6820-6822)gaC>gaGp.D2274E 0.497525 TRUE FALSE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.473354 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.77707 TRUE TRUE FALSE

c.(2224-2226)gtC>gtGp.V742V 0.51632 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.135579 TRUE TRUE FALSE

c.(475-477)Gcc>Accp.A159T 0.465517 FALSE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.238866 TRUE TRUE FALSE

c.(1012-1014)tCg>tTgp.S338L 0.035088 TRUE TRUE FALSE

c.(1891-1893)Atc>Ctcp.I631L 0.493188 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.475 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.356195 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.525701 TRUE TRUE TRUE

c.(3325-3327)tCa>tTap.S1109L 0.474178 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.468208 TRUE TRUE TRUE

c.(1039-1041)Cag>Gagp.Q347E 0.349057 TRUE TRUE FALSE

c.(1252-1254)aAc>aGcp.N418S 0.888889 TRUE TRUE FALSE

c.(1342-1344)Atc>Gtcp.I448V 0.446429 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.36255 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.506173 TRUE TRUE TRUE

c.(1324-1326)Act>Gctp.T442A 0.526132 FALSE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.302326 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.509579 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.477876 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.992 TRUE TRUE TRUE

c.(7252-7254)aaC>aaTp.N2418N 0.47331 TRUE TRUE TRUE

c.(583-585)Gga>Agap.G195R 0.445312 FALSE TRUE FALSE

c.(2887-2889)gGg>gAgp.G963E 0.507968 TRUE TRUE TRUE



c.(1147-1149)Aac>Cacp.N383H 0.456044 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.480287 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.480952 TRUE TRUE TRUE

c.(1141-1143)Cgt>Tgtp.R381C 0.412429 TRUE TRUE TRUE

c.(439-441)gaA>gaTp.E147D 0.974359 FALSE TRUE FALSE

c.(532-534)agC>agTp.S178S 0.472458 TRUE TRUE TRUE

c.(871-873)tcC>tcTp.S291S 0.480469 TRUE TRUE TRUE

c.(292-294)Tgg>Cggp.W98R 0.068627 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.070934 TRUE TRUE FALSE

c.(4246-4248)Aaa>Caap.K1416Q 0.490741 TRUE TRUE TRUE

c.(802-804)caA>caGp.Q268Q 0.613333 FALSE TRUE TRUE

c.(11533-11535)acG>acAp.T3845T 0.487069 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.572917 TRUE TRUE TRUE

c.(196-198)Tgc>Cgcp.C66R 0.087912 TRUE FALSE FALSE

c.(1591-1593)gGa>gAap.G531E 0.19898 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.497596 TRUE TRUE TRUE

c.(961-963)gCg>gAgp.A321E 0.248826 TRUE TRUE FALSE

c.(5677-5679)ttA>ttGp.L1893L 0.436937 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.501538 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.466523 TRUE TRUE TRUE

c.(2575-2577)Atg>Gtgp.M859V 0.529175 TRUE TRUE TRUE

c.(541-543)Cct>Tctp.P181S 0.5625 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.47619 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.49763 TRUE TRUE TRUE

c.(1732-1734)aaC>aaTp.N578N 0.666667 FALSE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.979827 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.491228 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.089286 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.486275 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.481865 TRUE TRUE TRUE

c.(3415-3417)Gat>Tatp.D1139Y 0.089286 FALSE FALSE FALSE

c.(433-435)Act>Cctp.T145P 0.481894 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.514423 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.590909 TRUE TRUE TRUE

c.(79-81)cTc>cCcp.L27P 0.145833 FALSE FALSE FALSE

c.(1993-1995)aCa>aTap.T665I 0.431818 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.217391 TRUE TRUE FALSE

c.(3325-3327)tCa>tTap.S1109L 0.470588 TRUE TRUE TRUE

c.(1444-1446)Atc>Gtcp.I482V 1 FALSE TRUE FALSE

c.(3886-3888)aCg>aTgp.T1296M 0.54717 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.4 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.068273 TRUE TRUE FALSE

c.(1258-1260)ctC>ctGp.L420L 0.321429 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.595506 FALSE TRUE FALSE

c.(391-393)aGa>aAap.R131K 0.413793 TRUE TRUE TRUE

c.(76-78)tTc>tCcp.F26S 0.14 FALSE FALSE FALSE



c.(2293-2295)gaT>gaCp.D765D 0.339623 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.21875 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.061151 FALSE FALSE FALSE

c.(919-921)aCg>aTgp.T307M 1 TRUE TRUE TRUE

c.(58-60)aaA>aaGp.K20K 0.990566 FALSE TRUE FALSE

c.(5920-5922)atC>atTp.I1974I 0.619048 FALSE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 1 TRUE TRUE TRUE

c.(556-558)Tta>Ctap.L186L 1 FALSE TRUE FALSE

c.(5014-5016)aaC>aaTp.N1672N 0.46875 TRUE TRUE TRUE

c.(2143-2145)tcC>tcTp.S715S 0.304348 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.423077 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.487805 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(58-60)acA>acTp.T20T 1 FALSE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.105263 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 1 TRUE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.461538 TRUE TRUE TRUE

c.(1741-1743)caA>caCp.Q581H 0.357143 TRUE TRUE TRUE

c.(2086-2088)atA>atGp.I696M 0.465517 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.545455 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.375 TRUE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.235294 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.413793 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 1 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.571429 TRUE TRUE TRUE

c.(49-51)Gag>Aagp.E17K 0.4 FALSE FALSE FALSE

c.(136-138)Tat>Catp.Y46H 0.0625 TRUE TRUE FALSE

c.(2293-2295)gAg>gGgp.E765G 0.088608 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.40625 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.6 TRUE TRUE FALSE

c.(1411-1413)aaG>aaAp.K471K 0.55 TRUE TRUE FALSE

c.(2545-2547)Cca>Acap.P849T 0.555556 FALSE FALSE FALSE

c.(247-249)aAc>aGcp.N83S 0.475 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.985294 TRUE TRUE TRUE

c.(2887-2889)gGg>gAgp.G963E 0.444444 TRUE TRUE TRUE

c.(7501-7503)Ata>Gtap.I2501V 0.540541 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.978261 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.588235 TRUE TRUE TRUE

c.(175-177)acG>acAp.T59T 0.538462 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 1 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(295-297)ggG>ggAp.G99G 0.98913 FALSE TRUE FALSE

c.(994-996)gGc>gCcp.G332A 0.5 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.533333 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.55814 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.40678 TRUE TRUE TRUE



c.(10105-10107)gTc>gCcp.V3369A 0.371429 TRUE TRUE TRUE

c.(1474-1476)cGt>cAtp.R492H 0.37931 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.324675 TRUE TRUE FALSE

c.(3670-3672)gaG>gaAp.E1224E 0.421053 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.514286 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.095652 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 0.565217 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.59375 TRUE TRUE TRUE

c.(10174-10176)ggC>ggTp.G3392G 0.571429 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.195489 TRUE TRUE FALSE

c.(1123-1125)aAc>aGcp.N375S 0.5 TRUE TRUE TRUE

c.(1507-1509)gcA>gcGp.A503A 0.628571 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.489796 TRUE TRUE TRUE

c.(8104-8106)gAt>gGtp.D2702G 0.55 TRUE TRUE TRUE

c.(178-180)atT>atCp.I60I 0.987654 FALSE TRUE FALSE

c.(163-165)atG>atAp.M55I 1 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.96 TRUE TRUE TRUE

c.(580-582)gaG>gaAp.E194E 0.666667 FALSE TRUE TRUE

c.(532-534)agC>agTp.S178S 0.466667 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.581395 TRUE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.428571 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.642857 TRUE TRUE FALSE

c.(2029-2031)ggC>ggTp.G677G 0.727273 FALSE TRUE FALSE

c.(16-18)aGt>aAtp.S6N 0.315789 FALSE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.375 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.604167 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(604-606)Gct>Actp.A202T 0.439024 FALSE TRUE TRUE

c.(808-810)Cgc>Tgcp.R270C 0.615385 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.586207 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.375 TRUE TRUE TRUE

c.(712-714)aCg>aTgp.T238M 0.351351 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.653846 TRUE TRUE TRUE

c.(5644-5646)ccA>ccGp.P1882P 0.514286 FALSE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.322581 TRUE TRUE FALSE

c.(922-924)tcG>tcAp.S308S 1 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.318182 TRUE TRUE TRUE

c.(5335-5337)tcG>tcAp.S1779S 0.585366 FALSE FALSE FALSE

c.(4879-4881)aCc>aGcp.T1627S 0.5 FALSE TRUE TRUE

c.(418-420)ggA>ggGp.G140G 0.969697 FALSE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.192308 TRUE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.4 TRUE TRUE TRUE

c.(154-156)Gaa>Aaap.E52K 1 FALSE TRUE FALSE

c.(58-60)gcT>gcCp.A20A 0.117647 FALSE FALSE FALSE

c.(859-861)cTc>cCcp.L287P 1 TRUE TRUE TRUE



c.(823-825)Ctt>Gttp.L275V 0.163121 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.059801 FALSE FALSE FALSE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.977273 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.411765 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.21875 TRUE TRUE FALSE

c.(835-837)Gcc>Accp.A279T 0.571429 TRUE TRUE FALSE

c.(3805-3807)gtT>gtCp.V1269V 0.472727 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.16 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.484848 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.517241 TRUE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 0.357143 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.454545 TRUE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.708333 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 0.529412 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.513514 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.578947 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 1 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.666667 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.6 TRUE TRUE FALSE

c.(664-666)ggG>ggAp.G222G 0.978261 FALSE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.35 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.666667 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.448276 TRUE TRUE TRUE

c.(520-522)gTg>gCgp.V174A 0.55 TRUE TRUE TRUE

c.(832-834)tcA>tcTp.S278S 0.5 TRUE TRUE TRUE

c.(217-219)tAc>tGcp.Y73C 0.127119 FALSE FALSE FALSE

c.(823-825)cGg>cAgp.R275Q 1 TRUE TRUE FALSE

c.(2218-2220)gaG>gaAp.E740E 0.473684 FALSE TRUE TRUE

c.(34-36)ttG>ttCp.L12F 0.438202 FALSE TRUE FALSE

c.(1921-1923)cGt>cTtp.R641L 0.25 FALSE FALSE FALSE

c.(9715-9717)gtT>gtGp.V3239V 0.564103 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.153846 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.545455 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 1 TRUE TRUE TRUE

c.(2140-2142)gcG>gcTp.A714A 0.592593 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.451613 TRUE TRUE FALSE

c.(433-435)Act>Cctp.T145P 0.586667 TRUE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.454545 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.65625 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.323529 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.468085 TRUE TRUE TRUE

c.(1708-1710)gAc>gGcp.D570G 0.615385 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.439024 TRUE TRUE TRUE



c.(4912-4914)cgT>cgAp.R1638R 0.470588 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.478261 TRUE TRUE TRUE

c.(7234-7236)Ccc>Accp.P2412T 0.4 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.148148 TRUE TRUE FALSE

c.(1516-1518)cCg>cTgp.P506L 0.411765 FALSE FALSE FALSE

c.(1213-1215)atT>atCp.I405I 0.455882 TRUE TRUE TRUE

c.(1306-1308)aTt>aAtp.I436N 0.333333 TRUE TRUE TRUE

c.(1114-1116)Tac>Cacp.Y372H 0.428571 FALSE TRUE FALSE

c.(157-159)aCa>aAap.T53K 0.470588 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 1 TRUE TRUE TRUE

c.(1183-1185)aaC>aaGp.N395K 0.35 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.530864 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.471014 TRUE TRUE TRUE

c.(5005-5007)ttA>ttGp.L1669L 0.558442 FALSE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.642857 TRUE TRUE TRUE

c.(337-339)gCc>gTcp.A113V 0.067797 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.065574 FALSE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.56 TRUE TRUE TRUE

c.(3886-3888)aCg>aTgp.T1296M 0.414773 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.443299 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.988235 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.08945 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.465649 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.448276 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.038462 TRUE TRUE FALSE

c.(385-387)Gtg>Ctgp.V129L 0.448276 TRUE TRUE TRUE

c.(226-228)Tgt>Cgtp.C76R 0.9 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.466216 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.081871 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.522727 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.51938 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(2743-2745)Tct>Cctp.S915P 0.427083 FALSE FALSE FALSE

c.(2113-2115)acA>acGp.T705T 0.503817 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.061856 FALSE TRUE TRUE

c.(496-498)tgT>tgAp.C166* 0.136364 FALSE TRUE FALSE

c.(451-453)gCc>gTcp.A151V 0.12037 TRUE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.975904 TRUE TRUE TRUE

c.(388-390)caC>caTp.H130H 0.714286 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.474576 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.494253 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.461538 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.522222 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.417722 TRUE TRUE FALSE

c.(1234-1236)Cac>Tacp.H412Y 0.363636 FALSE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.059829 FALSE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.5 TRUE TRUE TRUE



c.(994-996)gGc>gCcp.G332A 0.413333 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.06267 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.483333 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.480447 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.526882 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.638889 FALSE TRUE FALSE

c.(4822-4824)gAg>gGgp.E1608G 0.269231 FALSE TRUE FALSE

c.(1966-1968)caC>caTp.H656H 0.521739 TRUE TRUE TRUE

c.(247-249)ctG>ctCp.L83L 0.122807 FALSE TRUE FALSE

c.(3385-3387)tTg>tCgp.L1129S 0.411765 FALSE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.434783 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.131148 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.522222 TRUE TRUE TRUE

c.(1411-1413)aaG>aaAp.K471K 0.44186 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.4 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.423077 TRUE TRUE TRUE

c.(322-324)ccC>ccTp.P108P 0.470588 TRUE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.566667 TRUE TRUE TRUE

c.(6172-6174)Ttt>Attp.F2058I 0.492958 FALSE FALSE FALSE

c.(2950-2952)gTg>gCgp.V984A 0.486486 FALSE FALSE FALSE

c.(247-249)aAc>aGcp.N83S 0.514563 TRUE TRUE TRUE

c.(2887-2889)gGg>gAgp.G963E 0.463158 TRUE TRUE TRUE

c.(2926-2928)gtG>gtCp.V976V 0.530973 TRUE TRUE TRUE

c.(1030-1032)cGg>cAgp.R344Q 0.909091 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.142857 TRUE TRUE FALSE

c.(271-273)cGa>cTap.R91L 0.424658 FALSE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.666667 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.442308 TRUE TRUE TRUE

c.(853-855)gaT>gaGp.D285E 0.505495 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.27 TRUE TRUE FALSE

c.(2152-2154)Ctc>Atcp.L718I 0.474576 FALSE FALSE FALSE

c.(1870-1872)Atc>Gtcp.I624V 0.526316 FALSE TRUE TRUE

c.(148-150)Gag>Aagp.E50K 0.529412 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.118243 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.557971 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 1 TRUE TRUE TRUE

c.(91-93)Aag>Gagp.K31E 0.215385 TRUE TRUE FALSE

c.(1507-1509)gcA>gcGp.A503A 0.492537 TRUE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.470588 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.526316 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.424242 TRUE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.438095 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.247423 TRUE TRUE FALSE

c.(166-168)caA>caGp.Q56Q 0.572464 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.574803 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.496454 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.992857 TRUE TRUE TRUE



c.(4981-4983)gaT>gaCp.D1661D 0.457143 TRUE TRUE FALSE

c.(1264-1266)aGa>aAap.R422K 0.431373 FALSE TRUE TRUE

c.(2827-2829)gcC>gcTp.A943A 0.459259 TRUE TRUE TRUE

c.(1606-1608)Ttt>Gttp.F536V 0.216667 FALSE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.555556 TRUE TRUE FALSE

c.(3109-3111)caG>caAp.Q1037Q 0.52809 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.956522 TRUE TRUE TRUE

c.(766-768)gGa>gCap.G256A 0.495327 TRUE TRUE TRUE

c.(7591-7593)Gaa>Aaap.E2531K 0.447059 FALSE TRUE TRUE

c.(712-714)aCg>aTgp.T238M 0.435644 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.984962 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.555556 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.295652 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.989247 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.555556 TRUE TRUE FALSE

c.(1015-1017)gAt>gTtp.D339V 0.431034 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.103704 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.483333 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(8281-8283)caG>caAp.Q2761Q 0.111111 TRUE FALSE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.466216 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.484848 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.487179 TRUE TRUE FALSE

c.(2815-2817)tCt>tGtp.S939C 0.564286 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.288889 TRUE TRUE TRUE

c.(2449-2451)Tat>Catp.Y817H 0.416667 FALSE FALSE TRUE

c.(400-402)ccC>ccAp.P134P 0.471154 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.526882 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.058696 TRUE TRUE TRUE

c.(2737-2739)Cct>Actp.P913T 0.42 TRUE TRUE TRUE

c.(1180-1182)gAg>gGgp.E394G 0.35 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.984962 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.421769 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.515152 TRUE TRUE TRUE

c.(31-33)Gcc>Cccp.A11P 0.488372 FALSE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.430108 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.481481 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.473684 TRUE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.526316 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.991525 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.986301 TRUE TRUE TRUE

c.(1525-1527)gtA>gtGp.V509V 0.416667 FALSE FALSE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.555556 TRUE TRUE FALSE

c.(247-249)cCa>cAap.P83Q 0.086207 TRUE FALSE FALSE

c.(142-144)cAg>cGgp.Q48R 0.552239 TRUE TRUE TRUE

c.(832-834)aTc>aCcp.I278T 1 FALSE TRUE FALSE



c.(1705-1707)ggC>ggTp.G569G 0.5 TRUE TRUE FALSE

c.(655-657)Tat>Catp.Y219H 0.48 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.5 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.985816 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.477778 TRUE TRUE TRUE

c.(625-627)gcG>gcAp.A209A 0.3 FALSE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.548387 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.40625 TRUE TRUE TRUE

c.(8320-8322)tgC>tgTp.C2774C 0.50495 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.52 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.109756 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.487805 TRUE TRUE TRUE

c.(538-540)caG>caAp.Q180Q 0.285714 FALSE FALSE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.494382 TRUE TRUE TRUE

c.(784-786)Gtc>Atcp.V262I 0.557692 FALSE FALSE FALSE

c.(892-894)tGt>tCtp.C298S 0.520833 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.545455 TRUE TRUE TRUE

c.(25-27)ctA>ctCp.L9L 0.5 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.42029 TRUE TRUE FALSE

c.(3061-3063)ccG>ccAp.P1021P 0.615385 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.495238 TRUE TRUE TRUE

c.(5890-5892)Cca>Tcap.P1964S 0.505882 FALSE FALSE TRUE

c.(208-210)aaG>aaAp.K70K 0.77193 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.978022 TRUE TRUE TRUE

c.(1267-1269)Ggt>Agtp.G423S 0.295775 TRUE TRUE FALSE

c.(511-513)aGa>aAap.R171K 0.180328 FALSE TRUE TRUE

c.(1201-1203)aaT>aaGp.N401K 0.439252 FALSE FALSE FALSE

c.(538-540)Cgg>Tggp.R180W 0.406897 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.057143 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.129412 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.4 TRUE TRUE TRUE

c.(1306-1308)aTt>aAtp.I436N 0.333333 TRUE TRUE TRUE

c.(5650-5652)Cgc>Tgcp.R1884C 0.478261 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.419355 TRUE TRUE TRUE

c.(1153-1155)caC>caTp.H385H 0.75 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.4 TRUE TRUE TRUE

c.(157-159)aCa>aAap.T53K 0.571429 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.520408 TRUE TRUE TRUE

c.(1045-1047)cAt>cGtp.H349R 0.354839 TRUE TRUE FALSE

c.(1183-1185)aaC>aaGp.N395K 0.258065 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(1849-1851)Ttg>Ctgp.L617L 0.058252 FALSE TRUE FALSE

c.(1864-1866)Gtg>Atgp.V622M 0.736842 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.944444 TRUE TRUE TRUE

c.(859-861)cTc>cCcp.L287P 0.444444 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.095238 TRUE TRUE FALSE

c.(5014-5016)cTg>cGgp.L1672R 0.477273 FALSE TRUE FALSE



c.(43-45)Ccc>Tccp.P15S 0.054545 TRUE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.163636 TRUE TRUE FALSE

c.(1297-1299)Tct>Cctp.S433P 0.384615 FALSE TRUE TRUE

c.(943-945)Cgg>Tggp.R315W 0.428571 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.344828 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.070111 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.4 TRUE TRUE FALSE

c.(1555-1557)cAg>cCgp.Q519P 0.333333 TRUE TRUE TRUE

c.(1342-1344)Atc>Gtcp.I448V 1 TRUE TRUE TRUE

c.(7342-7344)atG>atTp.M2448I 0.559322 FALSE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.866667 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.454545 TRUE TRUE TRUE

c.(772-774)tTc>tCcp.F258S 0.517241 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.615385 TRUE TRUE TRUE

c.(280-282)aCg>aTgp.T94M 0.541667 FALSE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.103535 FALSE FALSE FALSE

c.(919-921)aCg>aTgp.T307M 0.583333 TRUE TRUE TRUE

c.(871-873)caT>caCp.H291H 1 FALSE TRUE FALSE

c.(2170-2172)ccG>ccAp.P724P 0.4 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.475 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.75 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.465116 TRUE TRUE TRUE

c.(9976-9978)Aaa>Taap.K3326* 0.333333 FALSE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.444444 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.4 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 0.818182 TRUE TRUE TRUE

c.(4540-4542)tcG>tcAp.S1514S 0.108696 FALSE FALSE TRUE

c.(724-726)cGg>cAgp.R242Q 0.333333 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.545455 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.112676 FALSE FALSE FALSE

c.(7696-7698)gtC>gtTp.V2566V 0.461538 FALSE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.444444 TRUE TRUE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.519231 TRUE TRUE TRUE

c.(85-87)gcG>gcAp.A29A 0.549451 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.7 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.448276 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.289474 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.095238 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.441176 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.522727 TRUE TRUE TRUE

c.(1132-1134)aGt>aAtp.S378N 0.101695 TRUE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.487179 TRUE TRUE TRUE

c.(6607-6609)gcG>gcAp.A2203A 0.092593 FALSE TRUE FALSE

c.(49-51)Gag>Aagp.E17K 0.384615 FALSE FALSE FALSE

c.(247-249)ctG>ctCp.L83L 0.264706 FALSE TRUE FALSE

c.(889-891)ctT>ctCp.L297L 0.061224 FALSE TRUE FALSE

c.(1786-1788)caG>caCp.Q596H 0.818182 TRUE TRUE TRUE



c.(325-327)gaT>gaCp.D109D 0.545455 TRUE TRUE TRUE

c.(2440-2442)acG>acTp.T814T 0.538462 TRUE TRUE FALSE

c.(1726-1728)tCc>tTcp.S576F 0.428571 FALSE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.522727 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 1 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.545455 TRUE TRUE TRUE

c.(3496-3498)cTa>cCap.L1166P 0.44898 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.55102 TRUE TRUE TRUE

c.(6043-6045)Acc>Gccp.T2015A 0.189655 TRUE TRUE TRUE

c.(7252-7254)aaC>aaTp.N2418N 0.536232 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.462687 FALSE TRUE FALSE

c.(7501-7503)Ata>Gtap.I2501V 0.454545 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.5625 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.8125 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.584416 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.4 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.444444 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.470588 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.444444 TRUE TRUE TRUE

c.(2563-2565)Gga>Agap.G855R 0.471698 FALSE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.470588 TRUE TRUE TRUE

c.(3514-3516)ttC>ttTp.F1172F 0.464286 TRUE TRUE TRUE

c.(148-150)Gag>Aagp.E50K 0.571429 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.466667 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 1 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.090278 TRUE TRUE FALSE

c.(910-912)atC>atAp.I304I 0.994681 FALSE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 0.75 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.409091 TRUE TRUE TRUE

c.(2194-2196)aTa>aAap.I732K 0.590909 FALSE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.428571 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.5 TRUE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 1 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.489362 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.541667 TRUE TRUE TRUE

c.(4816-4818)atT>atCp.I1606I 0.519231 FALSE TRUE FALSE

c.(1630-1632)tCg>tTgp.S544L 0.323529 TRUE TRUE TRUE

c.(1462-1464)Tgc>Cgcp.C488R 0.272727 TRUE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 1 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.409091 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 1 TRUE TRUE FALSE

c.(1822-1824)cCa>cTap.P608L 0.518519 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.487179 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.052632 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(808-810)Cgc>Tgcp.R270C 0.642857 TRUE TRUE TRUE



c.(85-87)ccA>ccGp.P29P 0.447917 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.547619 TRUE TRUE TRUE

c.(7621-7623)gcC>gcTp.A2541A 0.8 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.925926 TRUE TRUE TRUE

c.(37-39)Cta>Ttap.L13L 1 FALSE FALSE FALSE

c.(4972-4974)gcG>gcAp.A1658A 0.195122 FALSE TRUE FALSE

c.(7591-7593)Gaa>Aaap.E2531K 0.516129 FALSE TRUE TRUE

c.(5977-5979)acC>acTp.T1993T 0.090909 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 1 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.372549 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.25 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.615385 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.272727 TRUE TRUE FALSE

c.(4282-4284)atA>atCp.I1428I 0.517857 TRUE TRUE TRUE

c.(1525-1527)cGa>cAap.R509Q 0.5 FALSE TRUE TRUE

c.(619-621)aaT>aaCp.N207N 0.994975 FALSE TRUE FALSE

c.(3277-3279)gaC>gaTp.D1093D 0.642857 FALSE TRUE FALSE

c.(466-468)Cat>Tatp.H156Y 0.481481 TRUE TRUE TRUE

c.(1564-1566)ttC>ttTp.F522F 1 FALSE FALSE FALSE

c.(823-825)Ctt>Gttp.L275V 0.176744 FALSE FALSE FALSE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(760-762)tTa>tGap.L254* 0.06846 FALSE FALSE FALSE

c.(142-144)cAg>cGgp.Q48R 0.469027 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.5 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.472973 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.375 TRUE TRUE TRUE

c.(5677-5679)ttA>ttGp.L1893L 0.422222 TRUE TRUE TRUE

c.(1744-1746)Cga>Tgap.R582* 0.380952 FALSE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 1 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.575 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.098425 TRUE TRUE TRUE

c.(3022-3024)caA>caGp.Q1008Q 0.4 TRUE FALSE TRUE

c.(1180-1182)gAg>gGgp.E394G 0.258065 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.978723 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.491803 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.842105 TRUE TRUE FALSE

c.(1672-1674)aAg>aGgp.K558R 0.472973 TRUE TRUE TRUE

c.(472-474)gcA>gcGp.A158A 0.515152 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.48 TRUE TRUE TRUE

c.(532-534)Cat>Gatp.H178D 0.173913 FALSE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.333333 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.074074 FALSE FALSE FALSE

c.(496-498)ttC>ttTp.F166F 0.428571 TRUE TRUE FALSE

c.(217-219)tAc>tGcp.Y73C 0.11039 FALSE FALSE FALSE

c.(166-168)caA>caGp.Q56Q 0.509804 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.43 TRUE TRUE TRUE



c.(502-504)Ata>Ttap.I168L 0.441176 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.363636 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.217391 TRUE TRUE TRUE

c.(10669-10671)ccA>ccGp.P3557P 0.48 TRUE TRUE TRUE

c.(490-492)Cgg>Tggp.R164W 0.428571 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 1 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.536585 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.483871 TRUE TRUE TRUE

c.(2587-2589)acA>acGp.T863T 0.359375 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.363636 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.48 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.47619 TRUE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.434783 FALSE TRUE FALSE

c.(1267-1269)Ggt>Agtp.G423S 0.285714 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.157895 TRUE TRUE FALSE

c.(220-222)Cga>Tgap.R74* 0.133929 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.4 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.4375 TRUE TRUE TRUE

c.(1306-1308)aTt>aAtp.I436N 0.199029 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.539216 TRUE TRUE TRUE

c.(1153-1155)caC>caTp.H385H 0.714286 TRUE TRUE TRUE

c.(3151-3153)Gag>Aagp.E1051K 0.037879 FALSE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.993266 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.470588 TRUE TRUE FALSE

c.(1120-1122)aCg>aTgp.T374M 0.428571 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.0629 TRUE TRUE FALSE

c.(1330-1332)Agc>Ggcp.S444G 0.457143 TRUE TRUE FALSE

c.(2353-2355)aAa>aGap.K785R 0.256098 FALSE TRUE FALSE

c.(4528-4530)caC>caTp.H1510H 0.532319 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.544073 TRUE TRUE TRUE

c.(1444-1446)Atc>Gtcp.I482V 1 FALSE TRUE FALSE

c.(2311-2313)gcA>gcGp.A771A 0.080645 FALSE TRUE FALSE

c.(322-324)Tta>Ctap.L108L 0.875 FALSE TRUE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.538071 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 1 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.531915 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.510417 TRUE TRUE TRUE

c.(1831-1833)Cca>Acap.P611T 0.506494 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.535714 TRUE TRUE TRUE

c.(607-609)Ccc>Gccp.P203A 0.469027 TRUE TRUE TRUE

c.(949-951)aAa>aCap.K317T 0.485714 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.476923 TRUE TRUE TRUE

c.(385-387)Gtg>Ctgp.V129L 0.494424 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.42623 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.158784 TRUE TRUE FALSE

c.(2170-2172)ccG>ccAp.P724P 0.573034 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.511737 TRUE TRUE TRUE



c.(1489-1491)gaG>gaCp.E497D 0.423729 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.456929 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.51046 TRUE TRUE TRUE

c.(3292-3294)gcT>gcCp.A1098A 0.461957 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.503106 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.208955 TRUE TRUE FALSE

c.(97-99)agG>agAp.R33R 0.272727 FALSE TRUE FALSE

c.(1099-1101)ccT>ccCp.P367P 1 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.995536 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.073394 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.519298 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.364964 TRUE TRUE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.435185 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.988506 TRUE TRUE TRUE

c.(994-996)gGc>gCcp.G332A 0.438849 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.424779 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.516393 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.994819 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.982222 TRUE TRUE TRUE

c.(1195-1197)Cgc>Tgcp.R399C 0.75 TRUE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.538095 TRUE TRUE TRUE

c.(1093-1095)Atc>Ttcp.I365F 0.5 FALSE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.487395 TRUE TRUE TRUE

c.(523-525)gaC>gaTp.D175D 0.131488 FALSE TRUE FALSE

c.(3367-3369)Cca>Tcap.P1123S 0.463415 FALSE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.47191 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.498305 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.435897 TRUE TRUE TRUE

c.(679-681)cTc>cCcp.L227P 0.444444 FALSE TRUE FALSE

c.(64-66)ctC>ctTp.L22L 0.45614 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.242938 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 1 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.546512 TRUE TRUE FALSE

c.(556-558)gcT>gcCp.A186A 1 FALSE TRUE FALSE

c.(244-246)cGc>cAcp.R82H 1 FALSE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.588235 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.666667 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.451852 TRUE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.456446 TRUE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.389474 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.452381 TRUE TRUE FALSE

c.(2926-2928)gtG>gtCp.V976V 0.517391 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.461864 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.993865 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.929487 TRUE TRUE TRUE



c.(7-9)gCc>gTcp.A3V 0.0625 FALSE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 0.541667 TRUE TRUE TRUE

c.(4051-4053)gaC>gaTp.D1351D 0.51087 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.275 TRUE TRUE FALSE

c.(2233-2235)Gag>Cagp.E745Q 0.274262 TRUE TRUE FALSE

c.(79-81)cGg>cAgp.R27Q 0.538117 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.415094 TRUE TRUE TRUE

c.(787-789)Cgt>Tgtp.R263C 0.144068 FALSE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 1 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.5 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.266304 FALSE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.211268 TRUE TRUE FALSE

c.(178-180)atT>atCp.I60I 1 FALSE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.464286 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.517483 TRUE TRUE TRUE

c.(163-165)atG>atAp.M55I 1 FALSE TRUE FALSE

c.(4984-4986)aAc>aGcp.N1662S 0.518033 TRUE TRUE TRUE

c.(2623-2625)Acg>Ccgp.T875P 0.490347 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.52459 TRUE TRUE TRUE

c.(2938-2940)ccC>ccTp.P980P 0.484076 TRUE TRUE TRUE

c.(532-534)agC>agTp.S178S 0.50365 TRUE TRUE TRUE

c.(1351-1353)Ccc>Tccp.P451S 0.545455 FALSE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.996255 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.498024 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.459184 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 1 TRUE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 0.5 TRUE TRUE TRUE

c.(5068-5070)Aga>Cgap.R1690R 0.122378 TRUE TRUE FALSE

c.(460-462)agC>agTp.S154S 0.054441 FALSE FALSE FALSE

c.(5551-5553)agC>agTp.S1851S 0.45977 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.489583 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.464567 TRUE TRUE TRUE

c.(2029-2031)ggC>ggTp.G677G 0.540541 FALSE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.420118 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.976048 TRUE TRUE TRUE

c.(1687-1689)tcG>tcAp.S563S 0.58427 TRUE TRUE TRUE

c.(838-840)caT>caCp.H280H 0.445205 FALSE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.571429 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.588235 TRUE TRUE FALSE

c.(2827-2829)gcC>gcTp.A943A 0.446215 TRUE TRUE TRUE

c.(505-507)agC>agTp.S169S 0.087324 FALSE FALSE FALSE

c.e22+1 0.214286 FALSE FALSE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(1267-1269)Ggt>Agtp.G423S 0.174419 TRUE TRUE FALSE

c.e7+1 0.522222 FALSE FALSE FALSE

c.(1849-1851)agT>agCp.S617S 0.381643 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 1 TRUE TRUE TRUE



c.(922-924)tcG>tcAp.S308S 0.814815 TRUE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.516129 TRUE TRUE FALSE

c.(4588-4590)tcC>tcTp.S1530S 0.51145 FALSE TRUE TRUE

c.(415-417)gaC>gaTp.D139D 0.47619 TRUE TRUE TRUE

c.(3850-3852)cAc>cGcp.H1284R 0.071429 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.470588 TRUE TRUE TRUE

c.(2389-2391)acG>acAp.T797T 0.552239 TRUE TRUE TRUE

c.(223-225)caG>caAp.Q75Q 0.969697 FALSE TRUE FALSE

c.(1321-1323)cGt>cAtp.R441H 0.489796 FALSE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.243243 TRUE TRUE TRUE

c.(1297-1299)ctA>ctGp.L433L 0.42623 TRUE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.179104 TRUE TRUE TRUE

c.(877-879)ctT>ctCp.L293L 1 FALSE TRUE FALSE

c.(643-645)Aca>Gcap.T215A 0.944444 FALSE FALSE FALSE

c.(649-651)cGg>cAgp.R217Q 0.256757 FALSE TRUE FALSE

c.(10000-10002)gTg>gCgp.V3334A 0.518717 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.460784 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.560976 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.1 TRUE TRUE FALSE

c.(6607-6609)caC>caTp.H2203H 0.490385 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.533835 TRUE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.131148 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.378947 TRUE TRUE FALSE

c.(7861-7863)tcC>tcAp.S2621S 0.466667 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.454167 TRUE TRUE TRUE

c.(1507-1509)tcC>tcTp.S503S 0.39011 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.5 TRUE TRUE TRUE

c.(1003-1005)caC>caTp.H335H 0.485714 FALSE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.431472 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.983607 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.545455 TRUE TRUE TRUE

c.(31-33)aTg>aCgp.M11T 0.029197 FALSE FALSE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.527638 TRUE TRUE TRUE

c.(2623-2625)acG>acAp.T875T 0.48855 TRUE TRUE TRUE

c.(79-81)Cgt>Tgtp.R27C 0.533582 TRUE TRUE TRUE

c.(1288-1290)gtT>gtCp.V430V 0.485294 TRUE TRUE TRUE

c.(79-81)cTg>cGgp.L27R 0.083333 FALSE FALSE FALSE

c.(1240-1242)gcC>gcTp.A414A 0.333333 FALSE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.425 TRUE TRUE TRUE

c.(136-138)Tat>Catp.Y46H 0.05599 TRUE TRUE FALSE

c.(7-9)Gcc>Tccp.A3S 0.064935 FALSE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.340659 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.513636 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.478261 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.573171 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.466667 TRUE TRUE TRUE

c.(1984-1986)gaG>gaAp.E662E 0.437126 TRUE TRUE TRUE



c.(835-837)Gcc>Accp.A279T 0.424242 TRUE TRUE FALSE

c.(1495-1497)gCg>gTgp.A499V 0.554217 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.446309 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.494253 TRUE TRUE TRUE

c.(697-699)caA>caTp.Q233H 0.495726 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.50885 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.104418 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.556863 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 0.571429 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.532468 TRUE TRUE TRUE

c.(403-405)aCa>aAap.T135K 0.533333 TRUE TRUE TRUE

c.(1561-1563)aGg>aAgp.R521K 0.586207 TRUE TRUE TRUE

c.(2176-2178)aCg>aAgp.T726K 0.967742 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.46114 TRUE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 1 TRUE TRUE FALSE

c.(997-999)aGc>aAcp.S333N 0.457627 FALSE TRUE FALSE

c.(4282-4284)Gtg>Ttgp.V1428L 0.466165 TRUE TRUE FALSE

c.(4222-4224)gGc>gTcp.G1408V 0.558442 FALSE FALSE FALSE

c.(508-510)gaA>gaGp.E170E 0.543103 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.46371 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(859-861)gAa>gTap.E287V 0.375 TRUE TRUE TRUE

c.(472-474)gcA>gcGp.A158A 0.494444 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.245902 TRUE TRUE TRUE

c.(1342-1344)Agc>Tgcp.S448C 0.555556 TRUE TRUE TRUE

c.(739-741)gtG>gtAp.V247V 1 FALSE TRUE FALSE

0.55102 FALSE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.52381 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.551724 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.494792 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.044444 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.442922 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.481675 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.520325 TRUE TRUE TRUE

c.(2005-2007)atT>atGp.I669M 0.514019 FALSE FALSE TRUE

c.(115-117)Aaa>Gaap.K39E 0.043478 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.456 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.5 TRUE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.48 TRUE TRUE FALSE

c.(391-393)gCg>gTgp.A131V 0.505747 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.456989 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.474227 TRUE TRUE TRUE

c.(2362-2364)Aag>Gagp.K788E 0.46131 TRUE TRUE TRUE

c.(1045-1047)cAt>cGtp.H349R 0.289855 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.437008 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.75 TRUE TRUE TRUE



c.(262-264)cGa>cAap.R88Q 0.129477 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.055388 TRUE TRUE FALSE

c.(409-411)Ctg>Ttgp.L137L 0.535211 FALSE TRUE FALSE

c.(3430-3432)Aag>Gagp.K1144E 0.477064 TRUE TRUE TRUE

c.(943-945)Cgg>Tggp.R315W 0.495098 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.486726 TRUE TRUE TRUE

c.(4657-4659)tgC>tgTp.C1553C 0.323529 FALSE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.456897 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.040903 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.495902 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.479798 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.519481 TRUE TRUE FALSE

c.(1342-1344)Atc>Gtcp.I448V 0.447368 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.035433 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.485294 TRUE TRUE TRUE

c.(4678-4680)gaC>gaTp.D1560D 0.484127 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.505747 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.15051 TRUE TRUE FALSE

c.(835-837)ggC>ggTp.G279G 0.118943 TRUE TRUE FALSE

c.(808-810)agA>agGp.R270R 0.416667 TRUE TRUE TRUE

c.(424-426)Cgc>Tgcp.R142C 0.8 FALSE TRUE FALSE

c.(5014-5016)aaC>aaTp.N1672N 0.430678 TRUE TRUE TRUE

c.(1564-1566)acC>acTp.T522T 0.552901 TRUE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.193333 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.509615 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.190789 FALSE TRUE FALSE

c.(2206-2208)aaC>aaTp.N736N 0.491124 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.529167 TRUE TRUE TRUE

c.(2056-2058)cgG>cgTp.R686R 0.506667 TRUE TRUE TRUE

c.(8152-8154)Att>Gttp.I2718V 0.509009 TRUE TRUE TRUE

c.(274-276)Ttt>Gttp.F92V 0.144796 FALSE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.503597 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.055118 TRUE TRUE FALSE

c.(4726-4728)acG>acCp.T1576T 0.416 FALSE FALSE FALSE

c.(445-447)ccA>ccGp.P149P 0.034783 FALSE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.5189 TRUE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.271875 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.483471 TRUE TRUE TRUE

c.(5083-5085)aCa>aTap.T1695I 0.52809 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.493724 TRUE TRUE TRUE

c.(436-438)ctG>ctAp.L146L 0.341085 FALSE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.798611 FALSE TRUE FALSE

c.(5710-5712)aCg>aTgp.T1904M 0.509434 FALSE TRUE FALSE

c.(577-579)gGg>gAgp.G193E 0.272727 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.488372 TRUE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 0.875 FALSE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.538462 TRUE TRUE FALSE



c.(340-342)ggC>ggTp.G114G 0.996086 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.475155 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.987342 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.509434 TRUE TRUE TRUE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE

c.(2026-2028)ccG>ccAp.P676P 0.444444 FALSE TRUE TRUE

c.(1027-1029)cGc>cAcp.R343H 0.461957 FALSE TRUE TRUE

c.(2428-2430)cGg>cAgp.R810Q 0.533333 FALSE FALSE FALSE

c.(700-702)Aca>Tcap.T234S 0.231225 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.994792 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.053498 TRUE TRUE FALSE

c.(1885-1887)acT>acAp.T629T 0.445055 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 0.944444 FALSE TRUE FALSE

c.(892-894)tGt>tCtp.C298S 0.980861 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.497238 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.52 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.995495 TRUE TRUE TRUE

c.(997-999)gaG>gaAp.E333E 0.445783 FALSE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.60241 TRUE TRUE FALSE

c.(859-861)cTc>cCcp.L287P 0.5 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.424658 TRUE TRUE FALSE

c.(4267-4269)ctG>ctAp.L1423L 0.494845 FALSE TRUE FALSE

c.(1372-1374)Gca>Acap.A458T 0.8125 FALSE TRUE FALSE

c.(1030-1032)cGg>cAgp.R344Q 0.440678 TRUE TRUE FALSE

c.(1147-1149)Aac>Cacp.N383H 0.429864 TRUE TRUE TRUE

c.(1309-1311)gaG>gaAp.E437E 0.169014 FALSE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.992063 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.334232 TRUE TRUE FALSE

c.(3859-3861)Gag>Aagp.E1287K 0.99187 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 1 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.590909 TRUE TRUE FALSE

c.(1984-1986)gaG>gaAp.E662E 0.218391 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.485437 TRUE TRUE TRUE

c.(1294-1296)cAt>cCtp.H432P 0.558824 FALSE FALSE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.551282 TRUE TRUE FALSE

c.(85-87)Gat>Aatp.D29N 0.495845 FALSE TRUE FALSE

c.(10648-10650)gaG>gaAp.E3550E 0.494662 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.209622 TRUE TRUE FALSE

c.(217-219)Ctt>Tttp.L73F 0.545455 TRUE TRUE TRUE

c.(757-759)tcT>tcCp.S253S 0.502415 FALSE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.380952 TRUE TRUE TRUE

c.(1213-1215)atT>atCp.I405I 0.97807 TRUE TRUE TRUE

c.(4264-4266)Gag>Aagp.E1422K 0.2 TRUE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.071429 TRUE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.128689 TRUE TRUE FALSE

c.(1234-1236)Gtg>Ctgp.V412L 0.300971 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.447653 TRUE TRUE TRUE



c.(1522-1524)caT>caCp.H508H 0.5 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.498542 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 0.363636 TRUE TRUE TRUE

c.(1843-1845)ttT>ttCp.F615F 0.515748 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.077844 TRUE TRUE FALSE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(568-570)caC>caTp.H190H 0.480769 TRUE TRUE TRUE

c.(808-810)Cgc>Tgcp.R270C 0.424242 TRUE TRUE TRUE

c.(1090-1092)atC>atTp.I364I 1 FALSE FALSE FALSE

c.(1711-1713)Ctg>Gtgp.L571V 0.180723 TRUE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.507614 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.557252 TRUE TRUE FALSE

c.(6742-6744)ccG>ccAp.P2248P 0.507375 TRUE TRUE TRUE

c.(6628-6630)cCg>cTgp.P2210L 1 FALSE TRUE FALSE

c.(1297-1299)atT>atCp.I433I 0.523605 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.530159 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.503817 TRUE TRUE TRUE

c.(1699-1701)ccA>ccCp.P567P 0.459184 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.472727 TRUE TRUE FALSE

c.(3082-3084)caA>caGp.Q1028Q 0.493151 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.474227 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.413613 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.028889 TRUE TRUE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.537217 TRUE TRUE TRUE

c.(3364-3366)cGg>cAgp.R1122Q 0.455056 TRUE TRUE TRUE

c.(250-252)Atg>Gtgp.M84V 0.45098 FALSE FALSE FALSE

c.(3388-3390)atC>atTp.I1130I 0.450237 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.443946 TRUE TRUE TRUE

c.(4507-4509)tcC>tcTp.S1503S 0.530864 TRUE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 0.352941 TRUE TRUE FALSE

c.(646-648)aCg>aGgp.T216R 0.5 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.493865 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.473171 TRUE TRUE TRUE

c.(748-750)gaG>gaAp.E250E 0.473684 FALSE TRUE FALSE

c.(1099-1101)cGg>cAgp.R367Q 0.464286 FALSE TRUE TRUE

c.(1597-1599)aCa>aTap.T533I 0.96875 FALSE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.684932 TRUE TRUE FALSE

c.(2488-2490)Gcc>Accp.A830T 0.462766 TRUE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.478261 TRUE TRUE FALSE

c.(880-882)aAt>aGtp.N294S 0.50974 FALSE TRUE TRUE

c.(415-417)gaC>gaTp.D139D 0.522222 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.487455 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.547486 TRUE TRUE FALSE

c.(11200-11202)Caa>Aaap.Q3734K 0.464 TRUE TRUE TRUE

c.(7867-7869)Ggg>Aggp.G2623R 0.571429 FALSE FALSE FALSE

c.(2803-2805)tgC>tgTp.C935C 0.572816 TRUE TRUE FALSE



c.(430-432)cCt>cTtp.P144L 0.3 TRUE TRUE FALSE

c.(5578-5580)aAt>aGtp.N1860S 0.471503 FALSE TRUE TRUE

c.(5305-5307)caA>caGp.Q1769Q 0.571429 FALSE FALSE FALSE

c.(1729-1731)cTg>cCgp.L577P 0.888889 FALSE TRUE FALSE

c.(2119-2121)ctC>ctTp.L707L 0.242647 FALSE TRUE TRUE

c.(11995-11997)gTt>gGtp.V3999G 0.437086 FALSE TRUE TRUE

c.(5650-5652)Cgc>Tgcp.R1884C 0.478571 TRUE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.470085 TRUE TRUE FALSE

c.(4021-4023)Tct>Cctp.S1341P 0.453125 FALSE FALSE FALSE

c.(706-708)Ctt>Attp.L236I 0.931034 FALSE TRUE FALSE

c.(94-96)aAc>aGcp.N32S 0.956522 FALSE TRUE FALSE

c.(658-660)taC>taTp.Y220Y 0.495327 TRUE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.517094 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.470588 TRUE TRUE FALSE

c.(205-207)Caa>Aaap.Q69K 0.037805 TRUE TRUE FALSE

c.(6286-6288)aCa>aTap.T2096I 0.517483 FALSE FALSE FALSE

c.(511-513)aGa>aAap.R171K 0.206468 FALSE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.505376 TRUE TRUE FALSE

c.(4000-4002)Aca>Gcap.T1334A 0.495775 FALSE TRUE TRUE

c.(493-495)tgC>tgTp.C165C 0.580645 FALSE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.149635 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.985401 TRUE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.537975 TRUE TRUE TRUE

c.(484-486)agC>agTp.S162S 0.777778 FALSE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.538462 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.527132 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.504065 TRUE TRUE TRUE

c.(1633-1635)agA>agGp.R545R 0.495098 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.50655 TRUE TRUE TRUE

c.(8320-8322)tgC>tgTp.C2774C 0.52459 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.456522 TRUE TRUE FALSE

c.(463-465)agA>agGp.R155R 0.038235 TRUE TRUE FALSE

c.(2527-2529)caG>caAp.Q843Q 0.505291 TRUE TRUE TRUE

c.(4240-4242)gaC>gaTp.D1414D 0.375 TRUE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.538182 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.501901 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.428571 TRUE TRUE FALSE

c.(247-249)cCa>cAap.P83Q 0.047923 TRUE FALSE FALSE

c.(142-144)cAg>cGgp.Q48R 0.546154 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.536765 TRUE TRUE FALSE

c.(520-522)gTg>gCgp.V174A 0.5 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.516667 TRUE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.147727 TRUE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.4 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.118012 TRUE TRUE FALSE

c.(532-534)agC>agTp.S178S 0.536278 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.492537 TRUE TRUE TRUE



c.(775-777)Ggt>Cgtp.G259R 0.485549 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.509881 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.535971 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.505837 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.528302 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.4 TRUE TRUE FALSE

c.(1939-1941)Ccc>Tccp.P647S 0.591837 FALSE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.441509 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.251046 TRUE TRUE FALSE

c.(7861-7863)tcC>tcAp.S2621S 0.7 TRUE TRUE FALSE

c.(6937-6939)ctA>ctGp.L2313L 0.503676 FALSE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.567901 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.087558 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.996 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.408696 TRUE TRUE TRUE

c.(745-747)cTg>cCgp.L249P 0.152174 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.171779 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.518987 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.213873 TRUE TRUE FALSE

c.(3067-3069)acA>acGp.T1023T 0.988235 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.468354 TRUE TRUE TRUE

c.(1432-1434)Cgc>Tgcp.R478C 0.5 FALSE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.488722 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.544872 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.038536 TRUE TRUE FALSE

c.(13-15)Gtc>Atcp.V5I 0.551724 TRUE TRUE FALSE

c.(6622-6624)ctT>ctCp.L2208L 0.630435 FALSE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.496403 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.47619 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.321429 TRUE TRUE TRUE

c.(1771-1773)gcA>gcCp.A591A 0.496599 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.923077 TRUE FALSE FALSE

c.(88-90)cAc>cCcp.H30P 0.567164 TRUE TRUE FALSE

c.(1468-1470)tCg>tTgp.S490L 0.5 FALSE TRUE FALSE

c.(1126-1128)ctG>ctCp.L376L 0.409836 TRUE TRUE TRUE

c.(691-693)Tgt>Cgtp.C231R 0.19469 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.083916 TRUE TRUE FALSE

c.(2614-2616)gCa>gTap.A872V 0.496183 TRUE TRUE TRUE

c.(3640-3642)caC>caTp.H1214H 0.538462 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.063415 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.416667 TRUE TRUE FALSE

c.(2170-2172)ccG>ccAp.P724P 0.367347 TRUE TRUE TRUE

c.(2389-2391)acG>acAp.T797T 0.516129 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.565217 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.492958 TRUE TRUE TRUE

c.(715-717)cTa>cGap.L239R 0.189189 FALSE TRUE FALSE

c.(5014-5016)aaC>aaTp.N1672N 0.439252 TRUE TRUE TRUE



c.(253-255)gaT>gaGp.D85E 0.333333 TRUE TRUE TRUE

c.(829-831)Gta>Atap.V277I 0.06383 TRUE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.448819 TRUE TRUE TRUE

c.(85-87)Gat>Aatp.D29N 0.483425 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.993506 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.237113 TRUE TRUE FALSE

c.(2374-2376)gaT>gaCp.D792D 0.495726 TRUE TRUE TRUE

c.(97-99)ccG>ccAp.P33P 0.478261 FALSE TRUE TRUE

c.(1333-1335)agG>agAp.R445R 0.52381 TRUE TRUE FALSE

c.(22-24)ccG>ccAp.P8P 0.363636 FALSE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 1 TRUE TRUE TRUE

c.(1576-1578)agC>agTp.S526S 0.361702 TRUE TRUE TRUE

c.(1657-1659)gcC>gcTp.A553A 0.555556 TRUE TRUE FALSE

c.(496-498)atG>atTp.M166I 0.513889 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.493976 TRUE TRUE TRUE

c.(334-336)agC>agTp.S112S 0.083333 FALSE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.468085 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.50495 TRUE TRUE TRUE

c.(889-891)ccC>ccAp.P297P 0.481481 TRUE TRUE TRUE

c.(5098-5100)tcC>tcTp.S1700S 0.532258 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.493151 TRUE TRUE TRUE

c.(769-771)caA>caGp.Q257Q 0.076923 FALSE FALSE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.54 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.541667 TRUE TRUE TRUE

c.(415-417)gGa>gCap.G139A 0.548023 FALSE FALSE FALSE

c.(1966-1968)caC>caTp.H656H 0.590909 TRUE TRUE TRUE

c.(2209-2211)gaT>gaCp.D737D 0.504762 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.980392 TRUE TRUE TRUE

c.(1786-1788)caG>caCp.Q596H 0.472222 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.536232 TRUE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 0.428571 TRUE TRUE FALSE

c.(121-123)tgC>tgAp.C41* 0.257143 FALSE FALSE FALSE

c.(325-327)gaT>gaCp.D109D 0.40708 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.432432 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.333333 TRUE TRUE FALSE

c.(364-366)Ctg>Gtgp.L122V 0.4 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.505263 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.307692 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.48913 TRUE TRUE TRUE

c.(1687-1689)tcG>tcAp.S563S 0.377778 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.229885 TRUE FALSE FALSE

c.(6043-6045)Acc>Gccp.T2015A 0.09901 TRUE TRUE TRUE

c.(628-630)gCg>gTgp.A210V 0.490196 TRUE TRUE TRUE

c.(2035-2037)gGc>gAcp.G679D 1 FALSE FALSE FALSE

c.(283-285)caA>caGp.Q95Q 0.111111 TRUE TRUE FALSE

c.(583-585)Gga>Agap.G195R 0.535912 FALSE TRUE FALSE



c.(3658-3660)gcA>gcGp.A1220A 0.967391 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.48 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 1 TRUE TRUE TRUE

c.(11728-11730)Gat>Aatp.D3910N 0.470588 FALSE FALSE TRUE

c.(898-900)Acg>Gcgp.T300A 0.059524 TRUE FALSE FALSE

c.(736-738)atG>atAp.M246I 0.857143 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.524272 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.298969 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.545455 TRUE TRUE TRUE

c.(1282-1284)Ggt>Agtp.G428S 0.513333 TRUE TRUE TRUE

c.(610-612)aTc>aCcp.I204T 1 FALSE TRUE FALSE

c.(430-432)taC>taGp.Y144* 0.490196 FALSE FALSE FALSE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(1138-1140)Ttt>Attp.F380I 0.40678 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.516484 TRUE TRUE TRUE

c.(8281-8283)caG>caAp.Q2761Q 0.409091 FALSE FALSE FALSE

c.(1240-1242)caA>caGp.Q414Q 0.625 FALSE TRUE TRUE

c.(2527-2529)caG>caAp.Q843Q 0.984848 TRUE TRUE TRUE

c.(3430-3432)Aag>Gagp.K1144E 0.490566 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.53913 TRUE TRUE TRUE

c.(2938-2940)ccC>ccTp.P980P 0.547945 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.425676 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.482759 TRUE TRUE FALSE

c.(1123-1125)gtA>gtGp.V375V 0.444444 FALSE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.974026 TRUE TRUE FALSE

c.(1462-1464)Tgc>Cgcp.C488R 0.172414 TRUE TRUE FALSE

c.(7945-7947)cGt>cAtp.R2649H 0.395833 TRUE TRUE TRUE

c.(9304-9306)gAa>gGap.E3102G 0.52518 TRUE TRUE TRUE

c.(4330-4332)Cca>Tcap.P1444S 0.494949 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.991228 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.49 TRUE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.518072 TRUE TRUE FALSE

c.(148-150)gTt>gAtp.V50D 0.246988 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 0.425 TRUE TRUE TRUE

c.(604-606)gaG>gaAp.E202E 0.571429 FALSE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.550725 TRUE TRUE TRUE

c.(6712-6714)gAt>gGtp.D2238G 0.448276 FALSE FALSE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.072289 TRUE TRUE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.524272 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 1 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.214286 TRUE FALSE FALSE

c.(1693-1695)atT>atCp.I565I 0.5625 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 0.363636 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.401961 TRUE TRUE TRUE

c.(2743-2745)gcG>gcAp.A915A 0.488189 FALSE TRUE TRUE

c.(1678-1680)Att>Gttp.I560V 0.47541 FALSE TRUE TRUE



c.(1138-1140)taC>taTp.Y380Y 0.6 TRUE TRUE TRUE

c.(2893-2895)agT>agCp.S965S 0.095847 TRUE TRUE FALSE

c.(712-714)Tgg>Aggp.W238R 0.991667 TRUE TRUE TRUE

c.(2245-2247)gtG>gtAp.V749V 0.52459 FALSE TRUE FALSE

c.(6907-6909)ctG>ctAp.L2303L 0.375 TRUE TRUE TRUE

c.(643-645)tgA>tgGp.*215W 1 FALSE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.470968 TRUE TRUE TRUE

c.(361-363)gcC>gcTp.A121A 0.4 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.445652 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 1 TRUE TRUE TRUE

c.(10978-10980)tCg>tTgp.S3660L 0.535714 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 1 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.469136 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.496552 TRUE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 0.517241 TRUE TRUE FALSE

c.(460-462)aAc>aGcp.N154S 0.947368 FALSE TRUE FALSE

c.(46-48)aaG>aaAp.K16K 0.553571 TRUE TRUE FALSE

c.(3178-3180)Gta>Atap.V1060I 0.75 TRUE TRUE TRUE

c.(8533-8535)cGt>cAtp.R2845H 0.509804 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.097297 TRUE TRUE TRUE

c.(1297-1299)ctA>ctGp.L433L 0.608696 TRUE TRUE TRUE

c.(6769-6771)gaG>gaAp.E2257E 0.456311 FALSE TRUE TRUE

c.(11446-11448)gCa>gTap.A3816V 0.450549 FALSE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.51087 TRUE TRUE TRUE

c.(859-861)Cgg>Tggp.R287W 0.065934 TRUE TRUE FALSE

c.(3724-3726)Cac>Tacp.H1242Y 0.454545 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.517857 TRUE TRUE TRUE

c.(199-201)gTa>gGap.V67G 0.5 TRUE TRUE TRUE

c.(4999-5001)aaC>aaTp.N1667N 0.5 TRUE TRUE TRUE

c.(9598-9600)Ctg>Ttgp.L3200L 0.478495 TRUE TRUE TRUE

c.(4390-4392)gaA>gaGp.E1464E 0.468085 FALSE FALSE FALSE

c.(22-24)Cat>Tatp.H8Y 0.47619 TRUE TRUE FALSE

c.(961-963)gCg>gAgp.A321E 0.181818 TRUE TRUE FALSE

c.(823-825)Ctt>Gttp.L275V 0.086207 TRUE FALSE FALSE

c.(4864-4866)Aca>Gcap.T1622A 0.5 TRUE TRUE TRUE

c.(289-291)gGa>gAap.G97E 0.438596 FALSE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.541401 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.515789 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.55 TRUE TRUE TRUE

c.(7393-7395)tgC>tgTp.C2465C 0.377358 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.436709 TRUE TRUE FALSE

c.(571-573)tCc>tAcp.S191Y 0.511111 FALSE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.181818 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.243243 TRUE TRUE FALSE

c.(1507-1509)tcC>tcTp.S503S 0.488095 TRUE TRUE TRUE

c.(3676-3678)gGc>gTcp.G1226V 0.450549 TRUE TRUE TRUE



c.(1219-1221)gtC>gtTp.V407V 0.549296 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.397059 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.375 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.431579 TRUE TRUE TRUE

c.(511-513)Gaa>Aaap.E171K 0.160839 FALSE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.509804 TRUE TRUE FALSE

c.(7009-7011)aCt>aAtp.T2337N 0.49505 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.981595 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.604651 TRUE TRUE TRUE

c.(1657-1659)tCt>tTtp.S553F 0.363636 TRUE TRUE FALSE

c.(2935-2937)Ggc>Agcp.G979S 0.5 TRUE TRUE TRUE

c.(514-516)Tta>Gtap.L172V 0.513514 FALSE FALSE TRUE

c.(403-405)Atc>Gtcp.I135V 0.253012 FALSE TRUE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.435897 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.506757 TRUE TRUE TRUE

c.(826-828)tAt>tCtp.Y276S 0.210526 TRUE TRUE TRUE

c.(1414-1416)ctT>ctGp.L472L 0.176471 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.384615 TRUE TRUE TRUE

c.(775-777)ccC>ccTp.P259P 0.105263 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.4 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.515152 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.490566 TRUE TRUE TRUE

c.(697-699)caA>caTp.Q233H 0.375 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.513514 TRUE TRUE TRUE

c.(8761-8763)cAc>cGcp.H2921R 0.527778 TRUE TRUE TRUE

c.(958-960)gcC>gcTp.A320A 0.465517 FALSE FALSE FALSE

c.(559-561)acC>acTp.T187T 0.653846 FALSE FALSE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.521739 TRUE TRUE TRUE

c.(1108-1110)taT>taCp.Y370Y 0.513889 TRUE TRUE TRUE

c.(11200-11202)Caa>Aaap.Q3734K 0.463768 TRUE TRUE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.556701 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.478992 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.194444 TRUE TRUE FALSE

c.(358-360)cAt>cGtp.H120R 0.037862 FALSE TRUE FALSE

c.(919-921)caC>caTp.H307H 0.409091 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.443114 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.443182 TRUE TRUE TRUE

c.(11092-11094)Gtg>Atgp.V3698M 0.465116 FALSE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.542056 TRUE TRUE TRUE

c.(1993-1995)aCa>aTap.T665I 0.381098 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.5 TRUE TRUE TRUE

c.(5044-5046)aAg>aGgp.K1682R 0.495822 FALSE TRUE TRUE

c.(865-867)Ggc>Agcp.G289S 0.441964 FALSE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.420455 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.060932 TRUE TRUE FALSE

c.(823-825)Ctt>Gttp.L275V 0.06422 TRUE FALSE FALSE



c.(3292-3294)gcT>gcCp.A1098A 0.473469 TRUE TRUE TRUE

c.(3160-3162)Gag>Aagp.E1054K 0.52381 TRUE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.454545 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.49 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 1 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.509434 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.542373 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.577778 TRUE TRUE TRUE

c.(379-381)ttC>ttTp.F127F 1 FALSE TRUE FALSE

c.(379-381)Gct>Actp.A127T 0.130435 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.513514 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.02907 TRUE TRUE FALSE

c.(1501-1503)gaT>gaCp.D501D 0.448113 TRUE TRUE TRUE

c.(2293-2295)gaT>gaCp.D765D 0.992481 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.307692 TRUE TRUE TRUE

c.(1375-1377)gaA>gaGp.E459E 0.461165 TRUE TRUE TRUE

c.(1177-1179)Gcc>Accp.A393T 0.8 TRUE TRUE TRUE

c.(1183-1185)ccC>ccTp.P395P 0.450704 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.536232 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.458333 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.52381 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.445714 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.576687 TRUE TRUE TRUE

c.(1207-1209)ttC>ttTp.F403F 0.566667 FALSE FALSE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.605263 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.277778 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.984252 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.367816 TRUE TRUE FALSE

c.(250-252)gaC>gaTp.D84D 0.333333 TRUE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.595238 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.97973 TRUE TRUE TRUE

c.(337-339)gCc>gTcp.A113V 0.089286 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.536082 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.458824 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.995781 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.4375 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.542105 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.481013 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.362319 TRUE TRUE TRUE

c.(274-276)gtA>gtGp.V92V 1 FALSE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 1 TRUE TRUE FALSE

c.(1786-1788)caG>caCp.Q596H 0.458333 TRUE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.56 TRUE TRUE FALSE

c.(52-54)Ttc>Ctcp.F18L 1 FALSE TRUE FALSE



c.(91-93)agC>agAp.S31R 0.414894 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 1 TRUE TRUE FALSE

c.(886-888)gCg>gTgp.A296V 0.214286 FALSE TRUE FALSE

c.(127-129)tcA>tcGp.S43S 0.270833 FALSE TRUE FALSE

c.(340-342)gtT>gtCp.V114V 0.986842 FALSE TRUE FALSE

c.(5692-5694)Gaa>Aaap.E1898K 0.162791 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 1 TRUE TRUE TRUE

c.(496-498)atG>atTp.M166I 0.393939 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 0.980769 FALSE TRUE FALSE

c.(3496-3498)cTa>cCap.L1166P 0.433824 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.444444 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 1 TRUE TRUE FALSE

c.(1141-1143)Cgt>Tgtp.R381C 0.666667 TRUE TRUE TRUE

c.(1372-1374)Gca>Acap.A458T 1 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE

c.(6247-6249)Aga>Cgap.R2083R 0.511628 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.527273 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.515873 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.982301 TRUE TRUE TRUE

c.(289-291)ttT>ttCp.F97F 1 FALSE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.505102 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.560538 TRUE TRUE TRUE

c.(1474-1476)cGt>cAtp.R492H 0.403509 TRUE TRUE TRUE

c.(91-93)Aag>Gagp.K31E 0.25641 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.536585 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.384615 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.124717 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.320988 TRUE TRUE TRUE

c.(4129-4131)Ccc>Tccp.P1377S 0.333333 TRUE TRUE FALSE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(832-834)tcA>tcTp.S278S 0.633721 TRUE TRUE TRUE

c.(403-405)gcC>gcTp.A135A 0.459459 FALSE FALSE FALSE

c.(1354-1356)gcT>gcCp.A452A 0.5 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.148936 TRUE TRUE FALSE

c.(1732-1734)Gag>Aagp.E578K 0.514286 FALSE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.387755 TRUE TRUE FALSE

c.(1345-1347)cTg>cCgp.L449P 0.833333 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.458065 TRUE TRUE TRUE

c.(1108-1110)caG>caAp.Q370Q 0.642857 FALSE TRUE TRUE

c.(538-540)caG>caAp.Q180Q 0.153846 FALSE FALSE FALSE

c.(1090-1092)tcA>tcCp.S364S 0.988024 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.220339 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 0.980769 TRUE TRUE TRUE

c.(2830-2832)Aca>Gcap.T944A 0.467456 FALSE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 0.542017 TRUE TRUE TRUE

c.(268-270)caA>caTp.Q90H 0.545455 FALSE TRUE TRUE



c.(1456-1458)taT>taCp.Y486Y 0.501792 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.487179 TRUE TRUE TRUE

c.(37-39)Gga>Agap.G13R 0.625 FALSE FALSE FALSE

c.(1906-1908)Cgc>Tgcp.R636C 0.586207 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.513043 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.163462 TRUE TRUE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.420635 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.966887 TRUE TRUE TRUE

c.(3988-3990)Ttg>Atgp.L1330M 0.977528 TRUE TRUE TRUE

c.(817-819)cTt>cCtp.L273P 0.5 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 0.975 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.294872 TRUE FALSE FALSE

c.(4708-4710)acG>acAp.T1570T 0.428571 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(3880-3882)aaG>aaAp.K1294K 0.470968 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.99 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.496644 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.714286 TRUE TRUE TRUE

c.(7699-7701)gaC>gaTp.D2567D 0.467105 FALSE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.487805 TRUE TRUE FALSE

c.(2758-2760)tcT>tcCp.S920S 0.177419 TRUE TRUE FALSE

c.(253-255)cCt>cTtp.P85L 0.428571 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.991597 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.4 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.414634 TRUE TRUE TRUE

c.(550-552)acG>acAp.T184T 0.538462 FALSE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.465116 TRUE TRUE TRUE

c.(1171-1173)aTg>aGgp.M391R 0.666667 TRUE TRUE TRUE

c.(1867-1869)tGt>tAtp.C623Y 0.468468 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.440299 TRUE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.763158 TRUE TRUE FALSE

c.(88-90)Tat>Catp.Y30H 0.978261 FALSE TRUE FALSE

c.(1297-1299)atT>atCp.I433I 0.466667 TRUE TRUE TRUE

c.(1279-1281)Gct>Cctp.A427P 0.588235 FALSE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.482143 TRUE TRUE TRUE

c.(901-903)Cag>Gagp.Q301E 0.52 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.448598 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.526502 TRUE TRUE TRUE

c.(1516-1518)gcG>gcAp.A506A 0.285714 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.198113 TRUE TRUE FALSE

c.(451-453)gCc>gTcp.A151V 0.225 TRUE TRUE FALSE

c.(205-207)Caa>Aaap.Q69K 0.047191 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.6 TRUE TRUE TRUE

c.(4948-4950)gCg>gTgp.A1650V 0.440789 FALSE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 0.986486 FALSE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.289157 TRUE TRUE FALSE



c.(1798-1800)gtT>gtCp.V600V 0.461538 TRUE TRUE TRUE

c.(610-612)Cgg>Tggp.R204W 0.283019 TRUE FALSE FALSE

c.(943-945)gcT>gcCp.A315A 0.458333 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.480519 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.569892 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.409091 TRUE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.544892 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.991189 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 1 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.631579 TRUE TRUE FALSE

c.(496-498)ttC>ttTp.F166F 0.173077 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.52 TRUE TRUE TRUE

c.(2620-2622)tcA>tcGp.S874S 1 FALSE TRUE TRUE

c.(475-477)aCa>aTap.T159I 0.975309 FALSE TRUE FALSE

c.(1519-1521)Gtc>Atcp.V507I 0.376812 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.419355 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.305556 TRUE TRUE FALSE

c.(3001-3003)caC>caGp.H1001Q 0.385542 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.610092 TRUE TRUE TRUE

c.(1045-1047)gaT>gaCp.D349D 0.479452 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.444444 TRUE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.482906 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.038043 TRUE FALSE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.493827 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.537037 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.467836 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.986667 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.97561 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.463918 TRUE TRUE TRUE

c.(859-861)gAa>gTap.E287V 0.8 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.857143 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.235849 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.444444 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.445545 TRUE TRUE TRUE

c.(3013-3015)gtG>gtAp.V1005V 0.494737 FALSE TRUE TRUE

c.(775-777)ggC>ggTp.G259G 0.501408 FALSE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.494681 TRUE TRUE TRUE

c.(10669-10671)ccA>ccGp.P3557P 0.622951 TRUE TRUE TRUE

c.(841-843)Gca>Acap.A281T 0.571429 TRUE TRUE TRUE

c.(3268-3270)ggC>ggTp.G1090G 0.4 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.104167 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.548387 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.216216 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.590476 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.502165 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.486111 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.5125 TRUE TRUE TRUE



c.(1120-1122)aCg>aTgp.T374M 0.714286 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.047945 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.044577 TRUE TRUE FALSE

c.(994-996)Acc>Gccp.T332A 0.083333 FALSE TRUE FALSE

c.(367-369)acT>acCp.T123T 1 FALSE TRUE FALSE

c.(1069-1071)atC>atTp.I357I 0.5 FALSE TRUE TRUE

c.(4528-4530)caC>caTp.H1510H 0.597403 TRUE TRUE TRUE

c.(2971-2973)Aac>Gacp.N991D 0.483092 TRUE TRUE TRUE

c.(1678-1680)aaG>aaAp.K560K 0.991071 FALSE TRUE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.548148 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.469136 TRUE TRUE TRUE

c.(403-405)Aga>Tgap.R135* 0.037906 TRUE TRUE FALSE

c.(2968-2970)Agt>Ggtp.S990G 0.078313 TRUE TRUE FALSE

c.(502-504)Ata>Ttap.I168L 0.188776 TRUE TRUE FALSE

c.(1555-1557)cAg>cCgp.Q519P 0.5 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.471698 TRUE TRUE TRUE

c.(280-282)aCg>aTgp.T94M 0.45 FALSE TRUE TRUE

c.(4945-4947)Gtt>Cttp.V1649L 0.536458 FALSE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.491803 TRUE TRUE FALSE

c.(6301-6303)aTa>aCap.I2101T 0.477707 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.258333 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.478723 TRUE TRUE TRUE

c.(796-798)ctA>ctGp.L266L 1 FALSE TRUE FALSE

c.(124-126)cAa>cGap.Q42R 0.468085 FALSE TRUE TRUE

c.(2605-2607)gtC>gtTp.V869V 0.476923 TRUE TRUE FALSE

c.(835-837)ggC>ggTp.G279G 0.109272 TRUE TRUE FALSE

c.(808-810)agA>agGp.R270R 0.714286 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.521429 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.523179 FALSE TRUE FALSE

c.(3724-3726)Cac>Tacp.H1242Y 0.425532 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.56 TRUE TRUE TRUE

c.(4258-4260)Gat>Tatp.D1420Y 0.469027 FALSE TRUE TRUE

c.(1150-1152)ccC>ccTp.P384P 0.468354 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.49697 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.545455 TRUE TRUE TRUE

c.(1312-1314)ccC>ccTp.P438P 0.989899 FALSE TRUE FALSE

c.(577-579)Gtt>Attp.V193I 1 FALSE TRUE FALSE

c.(256-258)gtC>gtGp.V86V 0.275 TRUE TRUE FALSE

c.(2926-2928)gtG>gtCp.V976V 0.445714 TRUE TRUE TRUE

c.(2206-2208)aaC>aaTp.N736N 0.435714 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.497409 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.44 TRUE TRUE FALSE

c.(100-102)gaG>gaAp.E34E 0.846154 TRUE TRUE FALSE

c.(1243-1245)Act>Gctp.T415A 1 FALSE TRUE FALSE

c.(2374-2376)gaT>gaCp.D792D 0.497297 TRUE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.145522 TRUE TRUE FALSE

c.(8152-8154)Att>Gttp.I2718V 0.506122 TRUE TRUE TRUE



c.(2377-2379)tCg>tTgp.S793L 0.14514 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.473171 TRUE TRUE TRUE

c.(1240-1242)aCt>aTtp.T414I 0.5 FALSE TRUE TRUE

c.(181-183)gtT>gtCp.V61V 0.990099 FALSE TRUE FALSE

c.(2722-2724)aAa>aGap.K908R 0.533333 FALSE TRUE TRUE

c.(964-966)ttG>ttAp.L322L 0.460674 TRUE TRUE TRUE

c.(1249-1251)taC>taTp.Y417Y 0.56044 FALSE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.466667 TRUE TRUE TRUE

c.(1822-1824)cCa>cTap.P608L 0.423077 TRUE TRUE TRUE

c.(643-645)ctC>ctTp.L215L 0.987013 FALSE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.503356 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.102377 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.418367 TRUE TRUE TRUE

c.(3277-3279)gaC>gaTp.D1093D 0.4375 FALSE TRUE FALSE

c.(280-282)tcC>tcTp.S94S 0.987952 FALSE TRUE FALSE

c.(637-639)gaC>gaTp.D213D 0.992308 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.548523 TRUE TRUE TRUE

c.(49-51)Gag>Aagp.E17K 0.40678 FALSE FALSE FALSE

c.(121-123)Ctt>Tttp.L41F 0.505882 TRUE TRUE TRUE

c.(385-387)ctG>ctAp.L129L 1 FALSE TRUE FALSE

c.(973-975)Cgg>Tggp.R325W 0.085937 TRUE TRUE FALSE

c.(1486-1488)Tat>Catp.Y496H 1 FALSE TRUE FALSE

c.(1786-1788)caG>caCp.Q596H 0.517241 TRUE TRUE TRUE

c.(565-567)tgA>tgGp.*189W 1 FALSE TRUE FALSE

c.(217-219)gtG>gtAp.V73V 1 FALSE TRUE FALSE

c.(325-327)gaT>gaCp.D109D 0.463964 TRUE TRUE TRUE

c.(49-51)ctT>ctCp.L17L 1 FALSE TRUE FALSE

c.(1342-1344)agC>agTp.S448S 0.407895 TRUE TRUE FALSE

c.(1558-1560)aAc>aGcp.N520S 0.290909 FALSE FALSE FALSE

c.(268-270)caA>caGp.Q90Q 0.111111 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 0.37037 TRUE TRUE FALSE

c.(1363-1365)tcA>tcGp.S455S 0.505882 TRUE TRUE TRUE

c.(922-924)gcT>gcCp.A308A 1 FALSE TRUE FALSE

c.(379-381)tcC>tcTp.S127S 0.449541 TRUE TRUE FALSE

c.(1084-1086)tcA>tcGp.S362S 0.974359 FALSE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.992063 TRUE TRUE TRUE

c.(1000-1002)Cgc>Tgcp.R334C 1 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.433071 TRUE TRUE TRUE

c.(1261-1263)caG>caAp.Q421Q 0.092937 TRUE TRUE TRUE

c.(5053-5055)Gca>Tcap.A1685S 0.0625 TRUE FALSE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.477612 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.993007 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.310345 TRUE TRUE FALSE

c.(484-486)agC>agTp.S162S 0.375 TRUE TRUE TRUE

c.(394-396)aCa>aTap.T132I 0.385417 FALSE TRUE FALSE

c.(310-312)gCg>gTgp.A104V 0.652174 FALSE TRUE FALSE



c.(4054-4056)cAg>cGgp.Q1352R 0.517647 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.990868 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.554217 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.043478 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.503185 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.572917 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.207207 TRUE TRUE FALSE

c.(6733-6735)Ggt>Agtp.G2245S 0.522727 FALSE FALSE TRUE

c.(112-114)gtC>gtTp.V38V 1 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.466667 TRUE TRUE TRUE

c.(1351-1353)aaC>aaTp.N451N 1 FALSE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.4125 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.215054 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.666667 TRUE TRUE FALSE

c.(112-114)ccT>ccCp.P38P 1 FALSE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.518797 TRUE TRUE TRUE

c.(1849-1851)agT>agCp.S617S 0.386555 TRUE TRUE TRUE

c.(922-924)tcT>tcCp.S308S 1 FALSE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.455696 TRUE TRUE TRUE

c.(2890-2892)caT>caCp.H964H 0.453333 TRUE TRUE TRUE

c.(3670-3672)gaG>gaAp.E1224E 0.54902 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.430894 TRUE TRUE TRUE

c.(1168-1170)taC>taTp.Y390Y 0.980583 FALSE TRUE FALSE

c.(3016-3018)taC>taTp.Y1006Y 0.529412 TRUE TRUE TRUE

c.(5935-5937)ccG>ccAp.P1979P 0.5125 TRUE TRUE FALSE

c.(3070-3072)gcC>gcAp.A1024A 0.416667 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.52907 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.517073 TRUE TRUE TRUE

c.(673-675)ccG>ccAp.P225P 0.298701 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.427632 TRUE TRUE TRUE

c.(226-228)ttC>ttGp.F76L 0.5625 FALSE TRUE TRUE

c.(6478-6480)Ttg>Ctgp.L2160L 0.427807 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.491304 TRUE TRUE TRUE

c.(13-15)Gtg>Ctgp.V5L 0.645161 FALSE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.4 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.405172 TRUE TRUE TRUE

c.(2815-2817)tCt>tGtp.S939C 0.433498 TRUE TRUE TRUE

c.(2227-2229)caT>caCp.H743H 0.489011 TRUE TRUE TRUE

c.(565-567)ccG>ccAp.P189P 0.416667 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.510638 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.028302 TRUE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.409639 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.454545 TRUE TRUE TRUE

c.(2635-2637)gGc>gAcp.G879D 0.510638 TRUE TRUE TRUE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.472222 TRUE TRUE TRUE



c.(1693-1695)atT>atCp.I565I 0.535714 TRUE TRUE TRUE

c.(4708-4710)acG>acAp.T1570T 0.538462 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.422819 TRUE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.5 TRUE TRUE TRUE

c.(358-360)ggG>ggAp.G120G 1 FALSE TRUE FALSE

c.(3880-3882)aaG>aaAp.K1294K 0.539007 TRUE TRUE TRUE

c.(175-177)Acc>Gccp.T59A 0.952381 FALSE TRUE FALSE

c.(1150-1152)ggA>ggGp.G384G 1 FALSE TRUE FALSE

c.(3202-3204)Ctg>Ttgp.L1068L 0.833333 FALSE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.494624 TRUE TRUE TRUE

c.(682-684)Cgg>Tggp.R228W 0.324675 FALSE TRUE FALSE

c.(1453-1455)Tac>Cacp.Y485H 1 FALSE TRUE FALSE

c.(8821-8823)gaC>gaTp.D2941D 0.512712 TRUE TRUE TRUE

c.(5665-5667)Acc>Gccp.T1889A 0.525424 TRUE TRUE FALSE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(637-639)caG>caTp.Q213H 0.283582 TRUE FALSE FALSE

c.(2458-2460)acA>acGp.T820T 0.434555 TRUE TRUE TRUE

c.(499-501)cGa>cAap.R167Q 0.514706 TRUE TRUE TRUE

c.(6463-6465)tCg>tTgp.S2155L 0.073171 TRUE TRUE TRUE

c.(103-105)Cta>Ttap.L35L 1 FALSE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.472727 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.209091 TRUE TRUE FALSE

c.(469-471)ggT>ggCp.G157G 1 FALSE TRUE FALSE

c.(1543-1545)tCc>tAcp.S515Y 0.978947 FALSE TRUE FALSE

c.(1474-1476)cCa>cAap.P492Q 0.505263 TRUE TRUE TRUE

c.(7096-7098)Aag>Cagp.K2366Q 0.415789 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.493333 TRUE TRUE FALSE

c.(430-432)cCt>cTtp.P144L 0.571429 TRUE TRUE FALSE

c.(13192-13194)caA>caGp.Q4398Q 0.514563 TRUE TRUE TRUE

c.(385-387)Gtg>Ctgp.V129L 0.495536 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.490909 TRUE TRUE TRUE

c.(928-930)acC>acGp.T310T 0.479452 FALSE TRUE TRUE

c.(286-288)gtC>gtTp.V96V 1 FALSE TRUE FALSE

c.(940-942)gGt>gTtp.G314V 0.509091 FALSE TRUE FALSE

c.(1156-1158)agA>agCp.R386S 1 TRUE TRUE FALSE

c.(10258-10260)agA>agGp.R3420R 0.416667 FALSE TRUE TRUE

c.(334-336)Tta>Ctap.L112L 1 FALSE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.443548 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.107303 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.857143 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.442623 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.087533 TRUE TRUE FALSE

c.(268-270)caA>caTp.Q90H 0.285714 FALSE TRUE TRUE

c.(1519-1521)Aaa>Gaap.K507E 0.037879 TRUE TRUE FALSE

c.(910-912)ccC>ccAp.P304P 0.539326 TRUE TRUE TRUE

c.(514-516)gcG>gcAp.A172A 0.241176 TRUE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.962617 TRUE TRUE FALSE



c.(865-867)Aat>Catp.N289H 0.541176 TRUE TRUE TRUE

c.(1270-1272)gaC>gaTp.D424D 1 FALSE TRUE FALSE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(250-252)gaC>gaTp.D84D 0.277108 TRUE TRUE FALSE

c.(769-771)Atc>Gtcp.I257V 1 FALSE TRUE FALSE

c.(8524-8526)taT>taCp.Y2842Y 0.479821 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.464135 TRUE TRUE TRUE

c.(4447-4449)gaC>gaTp.D1483D 0.489583 TRUE TRUE FALSE

c.(1708-1710)agC>agTp.S570S 0.433333 TRUE TRUE TRUE

c.(1408-1410)Gaa>Taap.E470* 1 TRUE TRUE FALSE

c.(5152-5154)tGt>tTtp.C1718F 0.485106 TRUE TRUE TRUE

c.(2587-2589)acA>acGp.T863T 0.5 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.496 TRUE TRUE FALSE

c.(1711-1713)Ctg>Gtgp.L571V 0.188679 TRUE TRUE FALSE

c.(2518-2520)gaT>gaAp.D840E 0.475728 TRUE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.666667 TRUE TRUE FALSE

c.(4333-4335)gcG>gcAp.A1445A 0.479042 FALSE FALSE FALSE

c.(142-144)cAg>cGgp.Q48R 0.481328 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.20398 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.5 TRUE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.559322 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.488584 TRUE TRUE TRUE

c.(289-291)cGg>cAgp.R97Q 0.450331 FALSE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.44 FALSE TRUE FALSE

c.(265-267)gtG>gtAp.V89V 0.528302 FALSE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.060811 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.531429 TRUE TRUE TRUE

c.(859-861)gcG>gcAp.A287A 0.230337 FALSE FALSE FALSE

c.(247-249)caG>caAp.Q83Q 0.3125 FALSE FALSE FALSE

c.(97-99)cTg>cGgp.L33R 0.087719 TRUE TRUE FALSE

c.(610-612)cGg>cAgp.R204Q 0.052174 TRUE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.407407 TRUE TRUE TRUE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(418-420)gtG>gtTp.V140V 0.47032 FALSE TRUE TRUE

c.(22-24)aAc>aGcp.N8S 0.990291 FALSE TRUE FALSE

c.(538-540)ctA>ctCp.L180L 0.487805 TRUE TRUE TRUE

c.(3061-3063)ccG>ccAp.P1021P 0.494382 TRUE TRUE FALSE

c.(3778-3780)caA>caGp.Q1260Q 0.2 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.457895 TRUE TRUE TRUE

c.(682-684)cAg>cCgp.Q228P 0.48 TRUE TRUE FALSE

c.(358-360)gcC>gcTp.A120A 0.473684 TRUE TRUE FALSE

c.(1702-1704)caG>caAp.Q568Q 0.991525 FALSE TRUE FALSE

c.(1939-1941)Ccc>Tccp.P647S 0.4 FALSE TRUE FALSE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(2236-2238)Act>Gctp.T746A 0.449198 FALSE TRUE TRUE

c.(751-753)Cgg>Tggp.R251W 0.194631 FALSE TRUE TRUE

c.(997-999)aGc>aAcp.S333N 0.449275 FALSE TRUE FALSE



c.(724-726)cGg>cAgp.R242Q 0.481481 TRUE TRUE FALSE

c.(919-921)aCg>aTgp.T307M 0.466667 TRUE TRUE TRUE

c.(1327-1329)cTg>cCgp.L443P 0.5 TRUE TRUE FALSE

c.(499-501)gcT>gcCp.A167A 0.8 FALSE FALSE FALSE

c.(496-498)Att>Gttp.I166V 1 FALSE TRUE FALSE

c.(1-3)aTa>aCap.I1T 1 FALSE TRUE FALSE

c.(661-663)atA>atGp.I221M 1 FALSE TRUE FALSE

c.(2257-2259)Cct>Tctp.P753S 0.474654 TRUE TRUE TRUE

c.(907-909)gcA>gcGp.A303A 0.510638 TRUE TRUE TRUE

c.(5650-5652)Cgc>Tgcp.R1884C 0.941176 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.483444 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.417476 TRUE TRUE TRUE

c.(1051-1053)ctA>ctGp.L351L 1 FALSE TRUE FALSE

c.(3136-3138)ccA>ccGp.P1046P 0.994845 TRUE TRUE TRUE

c.(313-315)tGt>tTtp.C105F 0.425926 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.5375 TRUE TRUE TRUE

c.(439-441)gaT>gaCp.D147D 1 FALSE TRUE FALSE

c.(1864-1866)Gtg>Atgp.V622M 1 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.045455 TRUE TRUE FALSE

c.(1078-1080)taC>taTp.Y360Y 0.197531 TRUE TRUE FALSE

c.(823-825)Ctt>Gttp.L275V 0.044025 FALSE FALSE FALSE

c.(6043-6045)Acc>Gccp.T2015A 0.124138 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.492308 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.151042 TRUE FALSE FALSE

c.(3052-3054)acC>acAp.T1018T 0.503546 TRUE TRUE TRUE

c.(715-717)ccC>ccTp.P239P 0.25 TRUE FALSE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.466165 TRUE TRUE TRUE

c.(346-348)gCc>gGcp.A116G 0.948718 FALSE FALSE FALSE

c.(403-405)Aga>Tgap.R135* 0.039076 TRUE TRUE FALSE

c.(949-951)aAa>aCap.K317T 0.545455 TRUE TRUE TRUE

c.(448-450)Aac>Gacp.N150D 1 FALSE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.36129 TRUE TRUE TRUE

c.(502-504)gaG>gaTp.E168D 0.555024 FALSE TRUE TRUE

c.(598-600)tcC>tcGp.S200S 0.625 TRUE TRUE FALSE

c.(805-807)Gtg>Ttgp.V269L 0.519231 TRUE TRUE TRUE

c.(280-282)aAc>aGcp.N94S 1 FALSE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.080483 TRUE TRUE TRUE

c.(6499-6501)Cgt>Tgtp.R2167C 0.076923 TRUE TRUE FALSE

c.(5083-5085)tcG>tcAp.S1695S 0.483221 FALSE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.479339 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.505747 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.55814 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.882353 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.447853 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.522523 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.478723 TRUE TRUE TRUE



c.(3658-3660)gcA>gcGp.A1220A 0.43125 TRUE TRUE TRUE

c.(4048-4050)cGt>cTtp.R1350L 0.581818 FALSE TRUE FALSE

c.(115-117)Atg>Ctgp.M39L 0.472222 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.526667 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.42963 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 0.444444 TRUE TRUE FALSE

c.(7513-7515)cCc>cAcp.P2505H 0.578313 FALSE FALSE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.295455 TRUE TRUE FALSE

c.(835-837)gTg>gCgp.V279A 0.119565 TRUE TRUE FALSE

c.(2101-2103)taC>taTp.Y701Y 0.55914 FALSE TRUE TRUE

c.(10843-10845)gGa>gCap.G3615A 0.492063 TRUE TRUE TRUE

c.(5551-5553)agC>agTp.S1851S 0.83871 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.478261 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.913043 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.085366 FALSE TRUE TRUE

c.(3184-3186)Gcc>Accp.A1062T 0.532374 TRUE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.082547 TRUE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 0.416 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 0.52071 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.210526 FALSE TRUE FALSE

c.(1300-1302)Gaa>Aaap.E434K 0.139785 FALSE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.484472 TRUE TRUE FALSE

c.(2587-2589)acA>acGp.T863T 0.508982 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.507692 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.254902 TRUE TRUE FALSE

c.(97-99)aaG>aaAp.K33K 0.443182 TRUE TRUE FALSE

c.(1411-1413)aaG>aaAp.K471K 0.482456 TRUE TRUE FALSE

c.(1885-1887)acT>acAp.T629T 0.555556 TRUE TRUE TRUE

c.(490-492)ctA>ctGp.L164L 1 FALSE TRUE FALSE

c.(3949-3951)cgA>cgGp.R1317R 0.526087 TRUE TRUE TRUE

c.(3496-3498)cTa>cCap.L1166P 0.817204 TRUE TRUE TRUE

c.(394-396)aCa>aTap.T132I 0.341772 FALSE TRUE FALSE

c.(1783-1785)gaT>gaCp.D595D 0.545455 FALSE TRUE TRUE

c.(2926-2928)gtG>gtCp.V976V 0.549133 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.442953 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.492462 TRUE TRUE TRUE

c.(1030-1032)ggG>ggAp.G344G 1 FALSE TRUE FALSE

c.(3859-3861)Gag>Aagp.E1287K 0.52 TRUE TRUE TRUE

c.(736-738)atG>atAp.M246I 0.289474 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.962963 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.061033 TRUE TRUE FALSE

c.(1942-1944)caA>caGp.Q648Q 0.503311 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.503759 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.467742 TRUE TRUE TRUE

c.(271-273)cGc>cAcp.R91H 0.506024 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.242236 TRUE TRUE FALSE

c.(673-675)Tgg>Cggp.W225R 0.52439 TRUE TRUE TRUE



c.(1522-1524)caT>caCp.H508H 1 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.144124 TRUE TRUE TRUE

c.(1135-1137)Gca>Acap.A379T 0.094118 FALSE TRUE FALSE

c.(334-336)cGa>cAap.R112Q 0.058333 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 0.5 TRUE TRUE TRUE

c.(2623-2625)acG>acAp.T875T 0.165049 FALSE TRUE TRUE

c.(1507-1509)gcA>gcGp.A503A 0.435897 TRUE TRUE TRUE

c.(910-912)Tat>Catp.Y304H 1 FALSE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.055749 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.983607 TRUE TRUE TRUE

c.(1699-1701)ccA>ccCp.P567P 0.554913 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.512346 TRUE TRUE FALSE

c.(2623-2625)Acg>Ccgp.T875P 0.163462 FALSE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 1 TRUE TRUE FALSE

c.(805-807)Tgt>Cgtp.C269R 0.100559 TRUE TRUE FALSE

c.(2695-2697)aAg>aGgp.K899R 1 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.455696 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 1 TRUE TRUE TRUE

c.(1507-1509)ggC>ggTp.G503G 0.44586 FALSE TRUE TRUE

c.e30+1 0.983607 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.45614 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 1 TRUE TRUE FALSE

c.(1672-1674)gCa>gTap.A558V 0.09434 FALSE TRUE TRUE

c.(13-15)Gtg>Ctgp.V5L 0.55814 FALSE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.52795 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.031847 TRUE TRUE FALSE

c.(823-825)cGa>cTap.R275L 0.384615 TRUE TRUE TRUE

c.(4246-4248)Aaa>Caap.K1416Q 0.511765 TRUE TRUE TRUE

c.(9418-9420)cAa>cGap.Q3140R 0.502825 TRUE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.206587 TRUE FALSE FALSE

c.(859-861)aaA>aaGp.K287K 1 FALSE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.727273 TRUE TRUE FALSE

c.(2887-2889)gcT>gcCp.A963A 0.505747 FALSE TRUE TRUE

c.(808-810)Cgc>Tgcp.R270C 0.121212 FALSE TRUE TRUE

c.(2407-2409)cgC>cgTp.R803R 0.387324 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.38764 TRUE TRUE TRUE

c.(391-393)aGa>aAap.R131K 0.541667 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.898551 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.53125 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.6 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.480315 TRUE TRUE FALSE

c.(4504-4506)Agt>Ggtp.S1502G 0.435583 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.484127 TRUE TRUE TRUE

c.(706-708)Ctt>Attp.L236I 1 FALSE TRUE FALSE

c.(1909-1911)Att>Gttp.I637V 0.481203 TRUE TRUE TRUE



c.(1069-1071)Gcc>Cccp.A357P 0.545455 FALSE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.438596 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.031519 TRUE TRUE FALSE

c.(385-387)Gtg>Ctgp.V129L 0.486339 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.987013 TRUE TRUE TRUE

c.(3724-3726)Cac>Tacp.H1242Y 0.484211 TRUE TRUE TRUE

c.e2+1 0.186603 FALSE FALSE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.608 TRUE TRUE FALSE

c.(3988-3990)Ttg>Atgp.L1330M 0.471074 TRUE TRUE TRUE

c.(157-159)atG>atAp.M53I 1 FALSE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.502732 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 1 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.932203 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.926606 TRUE TRUE TRUE

c.(3739-3741)caG>caAp.Q1247Q 0.428571 TRUE TRUE TRUE

c.(316-318)gGa>gAap.G106E 0.907895 TRUE TRUE TRUE

c.(9223-9225)ttA>ttGp.L3075L 0.462585 TRUE TRUE TRUE

c.(1447-1449)caG>caCp.Q483H 0.210526 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.479167 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.173611 TRUE TRUE FALSE

c.(910-912)ccC>ccAp.P304P 0.494505 TRUE TRUE TRUE

c.(781-783)cCa>cTap.P261L 0.478261 FALSE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.508333 TRUE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.455882 TRUE TRUE TRUE

c.(2026-2028)ccG>ccAp.P676P 0.350427 FALSE TRUE TRUE

c.(214-216)tGc>tAcp.C72Y 0.237681 TRUE TRUE FALSE

c.(2737-2739)Cct>Actp.P913T 0.990291 TRUE TRUE TRUE

c.(9610-9612)Aaa>Gaap.K3204E 0.408046 FALSE FALSE FALSE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.366197 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 1 TRUE TRUE TRUE

c.(745-747)gcC>gcTp.A249A 0.068966 TRUE FALSE FALSE

c.(7861-7863)tcC>tcAp.S2621S 0.833333 TRUE TRUE FALSE

c.(796-798)atG>atAp.M266I 0.072539 TRUE FALSE TRUE

c.(472-474)gcA>gcGp.A158A 0.505208 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.364516 TRUE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.504425 TRUE TRUE TRUE

c.(385-387)atG>atAp.M129I 0.09 FALSE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.684211 TRUE TRUE FALSE

c.(2029-2031)ccC>ccTp.P677P 0.459459 FALSE TRUE FALSE

c.(577-579)gGg>gAgp.G193E 0.636364 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.458333 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.523256 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.457627 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.44385 TRUE TRUE TRUE

c.(775-777)ccC>ccTp.P259P 0.082474 TRUE TRUE TRUE

c.(1156-1158)gcG>gcAp.A386A 0.462185 FALSE TRUE TRUE



c.(3556-3558)gCc>gAcp.A1186D 0.445312 FALSE TRUE TRUE

c.(4162-4164)gTc>gCcp.V1388A 0.178218 TRUE TRUE FALSE

c.(175-177)acG>acAp.T59T 0.876923 TRUE TRUE TRUE

c.(1900-1902)tcC>tcTp.S634S 0.432203 TRUE TRUE TRUE

c.(595-597)tcA>tcGp.S199S 0.496454 FALSE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.03321 TRUE FALSE FALSE

c.(1741-1743)cgC>cgGp.R581R 0.156028 TRUE TRUE FALSE

c.(2140-2142)gcG>gcTp.A714A 0.482587 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.46988 TRUE TRUE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.88172 TRUE TRUE TRUE

c.(1825-1827)ccA>ccGp.P609P 0.945652 TRUE TRUE TRUE

c.(169-171)atG>atAp.M57I 1 FALSE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.510067 TRUE TRUE TRUE

c.(1342-1344)Agc>Tgcp.S448C 0.583333 TRUE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.097222 FALSE TRUE TRUE

c.(178-180)Aag>Tagp.K60* 0.648649 FALSE FALSE FALSE

c.(895-897)gaA>gaGp.E299E 0.449275 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.5 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.138158 TRUE TRUE FALSE

c.(481-483)Atg>Gtgp.M161V 0.052632 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.531034 TRUE TRUE TRUE

c.(976-978)taC>taTp.Y326Y 0.56 TRUE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.118774 TRUE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.108844 TRUE TRUE FALSE

c.(1576-1578)ctG>ctAp.L526L 0.528926 FALSE TRUE TRUE

c.(3643-3645)gcG>gcAp.A1215A 0.469512 FALSE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.443038 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.102731 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.571429 TRUE TRUE TRUE

c.(1663-1665)cTa>cAap.L555Q 1 FALSE TRUE FALSE

c.(3886-3888)aCg>aTgp.T1296M 0.512077 TRUE TRUE TRUE

c.(1810-1812)taA>taGp.*604* 1 FALSE TRUE FALSE

c.(9688-9690)Cca>Acap.P3230T 0.514925 FALSE TRUE TRUE

c.(1369-1371)gAg>gCgp.E457A 0.8 FALSE TRUE FALSE

c.e7+1 1 FALSE TRUE FALSE

c.(703-705)Cga>Tgap.R235* 0.325991 TRUE TRUE TRUE

c.(106-108)ttC>ttTp.F36F 1 FALSE TRUE FALSE

c.(3025-3027)Gat>Aatp.D1009N 0.446809 FALSE TRUE TRUE

c.(1375-1377)gaA>gaGp.E459E 0.551913 TRUE TRUE TRUE

c.(8728-8730)gAg>gTgp.E2910V 0.497207 FALSE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.472826 TRUE TRUE TRUE

c.(874-876)gaA>gaGp.E292E 0.571429 TRUE TRUE TRUE

c.(3973-3975)Act>Tctp.T1325S 0.574803 FALSE TRUE FALSE

c.(205-207)ttC>ttTp.F69F 0.064885 FALSE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.488235 TRUE TRUE TRUE

c.(1933-1935)Gtg>Atgp.V645M 0.5 FALSE TRUE FALSE

c.(814-816)Cgt>Tgtp.R272C 0.140625 TRUE TRUE FALSE



c.(166-168)gtT>gtCp.V56V 1 FALSE TRUE FALSE

c.(3949-3951)caT>caCp.H1317H 1 TRUE TRUE TRUE

c.(439-441)gcT>gcCp.A147A 1 FALSE TRUE FALSE

c.(166-168)acA>acGp.T56T 0.307692 FALSE TRUE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.52027 FALSE TRUE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.5 TRUE TRUE FALSE

c.(1222-1224)agC>agTp.S408S 0.535714 FALSE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.576923 TRUE TRUE FALSE

c.(823-825)Aga>Cgap.R275R 0.517766 TRUE TRUE TRUE

c.(1066-1068)tTa>tCap.L356S 0.076923 FALSE TRUE FALSE

c.(1885-1887)acT>acAp.T629T 0.551724 TRUE TRUE TRUE

c.(1285-1287)Atg>Gtgp.M429V 0.571429 TRUE TRUE TRUE

c.(2095-2097)gaA>gaGp.E699E 0.52071 FALSE TRUE TRUE

c.(367-369)atC>atTp.I123I 1 FALSE TRUE FALSE

c.(205-207)ttC>ttTp.F69F 0.035556 FALSE TRUE TRUE

c.(1051-1053)tTt>tCtp.F351S 0.525773 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 1 TRUE TRUE TRUE

c.(3070-3072)gcC>gcAp.A1024A 1 TRUE TRUE TRUE

c.(535-537)tgA>tgGp.*179W 1 FALSE TRUE FALSE

c.(3670-3672)gaG>gaAp.E1224E 0.488722 TRUE TRUE TRUE

c.(3514-3516)ttC>ttTp.F1172F 0.533333 TRUE TRUE TRUE

c.(13543-13545)ggG>ggAp.G4515G 0.510638 FALSE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.09589 TRUE TRUE FALSE

c.(2767-2769)acA>acGp.T923T 0.530612 FALSE TRUE TRUE

c.(22-24)gCt>gTtp.A8V 0.540541 FALSE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.409091 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.434211 TRUE TRUE TRUE

c.(6775-6777)ggT>ggCp.G2259G 0.488372 FALSE TRUE FALSE

c.(2155-2157)Agc>Ggcp.S719G 0.454023 FALSE TRUE FALSE

c.(6478-6480)Ttg>Ctgp.L2160L 0.525641 TRUE TRUE TRUE

c.(106-108)Tct>Cctp.S36P 0.473684 TRUE TRUE TRUE

c.(1156-1158)gGg>gTgp.G386V 0.444444 FALSE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.994505 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.625 TRUE TRUE TRUE

c.(958-960)tgC>tgTp.C320C 0.43956 FALSE TRUE TRUE

c.(196-198)cAc>cGcp.H66R 0.199357 TRUE FALSE FALSE

c.(1693-1695)atT>atCp.I565I 0.44 TRUE TRUE TRUE

c.(5878-5880)tGt>tAtp.C1960Y 0.458537 FALSE TRUE TRUE

c.(358-360)ggG>ggAp.G120G 1 FALSE TRUE FALSE

c.(949-951)gcA>gcTp.A317A 0.447917 FALSE FALSE FALSE

c.(964-966)ttG>ttAp.L322L 0.529412 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.185714 TRUE TRUE FALSE

c.(1474-1476)cCa>cAap.P492Q 0.508197 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 1 TRUE TRUE TRUE

c.(1240-1242)caG>caAp.Q414Q 1 TRUE TRUE TRUE

c.(1681-1683)cgC>cgTp.R561R 0.403846 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.238806 TRUE TRUE FALSE



c.(844-846)gcC>gcTp.A282A 0.467593 TRUE TRUE TRUE

c.(7165-7167)aCa>aGap.T2389R 0.594406 FALSE TRUE TRUE

c.(2857-2859)aTg>aCgp.M953T 0.474684 FALSE FALSE TRUE

c.(589-591)caA>caTp.Q197H 0.564516 FALSE TRUE TRUE

c.(2383-2385)ttC>ttTp.F795F 1 TRUE TRUE TRUE

c.(1138-1140)Ctt>Tttp.L380F 0.472727 FALSE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(796-798)ctA>ctGp.L266L 1 FALSE TRUE FALSE

c.(1291-1293)ctG>ctTp.L431L 0.391304 FALSE FALSE FALSE

c.(277-279)ctC>ctGp.L93L 0.497175 TRUE TRUE TRUE

c.(12331-12333)gcC>gcTp.A4111A 0.489583 FALSE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.517391 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.577778 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.464286 TRUE TRUE TRUE

c.(5974-5976)gaG>gaAp.E1992E 0.473684 FALSE TRUE FALSE

c.(820-822)aCg>aTgp.T274M 0.285714 FALSE TRUE TRUE

c.(2518-2520)gaT>gaAp.D840E 0.558824 TRUE TRUE FALSE

c.(697-699)caA>caTp.Q233H 0.542857 TRUE TRUE FALSE

c.(2581-2583)gaG>gaAp.E861E 0.5 FALSE TRUE TRUE

c.(2998-3000)acC>acTp.T1000T 0.43299 FALSE TRUE TRUE

c.(3754-3756)atC>atTp.I1252I 0.478261 FALSE TRUE TRUE

c.(37-39)Atc>Gtcp.I13V 1 FALSE TRUE FALSE

c.(3442-3444)acC>acTp.T1148T 0.528986 FALSE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.363636 TRUE TRUE FALSE

c.(250-252)cAc>cGcp.H84R 0.462585 FALSE TRUE TRUE

c.(457-459)Ctc>Ttcp.L153F 0.057143 FALSE FALSE FALSE

c.(1192-1194)acT>acCp.T398T 0.565217 FALSE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.466102 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 1 TRUE TRUE TRUE

c.(73-75)gaT>gaCp.D25D 1 FALSE TRUE FALSE

c.(1945-1947)aTg>aCgp.M649T 0.518519 FALSE TRUE TRUE

c.(931-933)gaG>gaAp.E311E 0.132075 FALSE FALSE FALSE

c.(115-117)tcG>tcAp.S39S 0.944444 FALSE TRUE FALSE

c.(7693-7695)Ctc>Ttcp.L2565F 0.482993 FALSE TRUE TRUE

c.(2902-2904)gcA>gcGp.A968A 0.540698 FALSE TRUE TRUE

c.(1990-1992)ccT>ccCp.P664P 0.47619 FALSE TRUE TRUE

c.(1183-1185)ccC>ccTp.P395P 0.430108 TRUE TRUE TRUE

c.(1246-1248)gtG>gtAp.V416V 0.433333 FALSE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.570815 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(304-306)caA>caGp.Q102Q 0.478992 FALSE FALSE TRUE

c.(1717-1719)gtA>gtGp.V573V 0.462963 FALSE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.393103 TRUE TRUE FALSE

c.(1204-1206)agC>agTp.S402S 0.45 FALSE TRUE TRUE

c.(403-405)aCa>aAap.T135K 0.547619 TRUE TRUE TRUE

c.(7207-7209)caG>caAp.Q2403Q 0.487179 FALSE TRUE TRUE

c.(3949-3951)cgA>cgGp.R1317R 0.467181 TRUE TRUE TRUE



c.(2188-2190)ttG>ttCp.L730F 0.438503 FALSE TRUE FALSE

c.(334-336)Tta>Ctap.L112L 1 FALSE TRUE FALSE

c.(2050-2052)cAg>cGgp.Q684R 0.462963 FALSE TRUE FALSE

c.(2023-2025)tgC>tgTp.C675C 0.563636 TRUE TRUE FALSE

c.(430-432)tgA>tgGp.*144W 1 FALSE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.471831 TRUE TRUE TRUE

c.(112-114)ccT>ccCp.P38P 0.96 FALSE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.988095 TRUE TRUE TRUE

c.(3157-3159)Cac>Tacp.H1053Y 0.5 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 0.5 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 1 TRUE TRUE TRUE

c.(1231-1233)ctG>ctAp.L411L 0.608696 FALSE TRUE FALSE

c.(8236-8238)ggG>ggAp.G2746G 0.506667 FALSE TRUE TRUE

c.(3895-3897)gtG>gtAp.V1299V 0.560606 FALSE TRUE TRUE

c.(289-291)acC>acGp.T97T 0.456897 FALSE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.49635 TRUE TRUE TRUE

c.(205-207)acC>acTp.T69T 1 FALSE TRUE FALSE

c.(1426-1428)Gca>Acap.A476T 0.537313 TRUE TRUE TRUE

c.(1495-1497)gaA>gaGp.E499E 0.470588 TRUE TRUE TRUE

c.(493-495)gaC>gaTp.D165D 0.980392 TRUE TRUE FALSE

c.(658-660)taC>taTp.Y220Y 0.568627 TRUE TRUE FALSE

c.(3907-3909)aAa>aGap.K1303R 0.527027 FALSE TRUE TRUE

c.(3712-3714)tcG>tcAp.S1238S 0.567164 FALSE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.495146 TRUE TRUE FALSE

c.(2488-2490)Gcc>Accp.A830T 0.426087 TRUE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 0.560976 TRUE TRUE TRUE

c.(1372-1374)Gtc>Atcp.V458I 0.496644 FALSE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.460937 TRUE TRUE TRUE

c.(286-288)gtC>gtTp.V96V 1 FALSE TRUE FALSE

c.(1900-1902)tgC>tgTp.C634C 0.541667 FALSE TRUE FALSE

c.(904-906)Ctc>Ttcp.L302F 0.446154 FALSE TRUE TRUE

c.(49-51)ctT>ctCp.L17L 0.952381 FALSE TRUE FALSE

c.(1684-1686)caA>caGp.Q562Q 1 TRUE TRUE FALSE

c.(4390-4392)cgA>cgGp.R1464R 0.601307 FALSE TRUE TRUE

c.(652-654)gtG>gtCp.V218V 0.428571 FALSE TRUE TRUE

c.(2116-2118)Atg>Ttgp.M706L 0.508197 FALSE TRUE TRUE

c.(4729-4731)gaT>gaCp.D1577D 0.541436 FALSE TRUE TRUE

c.(439-441)Acc>Gccp.T147A 0.452381 FALSE TRUE TRUE

c.(4039-4041)ttA>ttGp.L1347L 0.454976 FALSE TRUE TRUE

c.(5152-5154)tGt>tTtp.C1718F 0.534483 TRUE TRUE TRUE

c.(2143-2145)Act>Tctp.T715S 0.55303 FALSE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.75 TRUE TRUE FALSE

c.(1909-1911)tcC>tcTp.S637S 0.492754 FALSE FALSE FALSE

c.(4873-4875)tgT>tgCp.C1625C 0.988827 TRUE TRUE TRUE

c.(1867-1869)ctC>ctTp.L623L 0.486842 FALSE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(1858-1860)gCt>gTtp.A620V 0.435 FALSE TRUE TRUE



c.(46-48)ggA>ggGp.G16G 1 FALSE TRUE FALSE

c.(1849-1851)cGc>cAcp.R617H 0.509259 FALSE TRUE FALSE

c.(10501-10503)caG>caAp.Q3501Q 0.989583 TRUE TRUE TRUE

c.(7339-7341)ggT>ggAp.G2447G 0.545455 TRUE TRUE TRUE

c.(1513-1515)gcG>gcAp.A505A 0.476923 FALSE TRUE FALSE

c.(115-117)Aaa>Gaap.K39E 0.131148 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.442623 TRUE TRUE FALSE

c.(238-240)caG>caAp.Q80Q 0.4 FALSE FALSE FALSE

c.(850-852)gCg>gTgp.A284V 0.535714 TRUE TRUE FALSE

c.(8158-8160)Aca>Ccap.T2720P 0.458333 TRUE TRUE TRUE

c.(1156-1158)Cct>Actp.P386T 0.038241 FALSE FALSE FALSE

c.(106-108)agG>agAp.R36R 0.076642 TRUE TRUE FALSE

c.(454-456)ccC>ccTp.P152P 0.323232 FALSE TRUE TRUE

c.(496-498)Att>Gttp.I166V 1 FALSE TRUE FALSE

c.(1063-1065)aCa>aTap.T355I 0.5 TRUE TRUE TRUE

c.(1948-1950)acG>acAp.T650T 0.432432 FALSE TRUE FALSE

c.(2596-2598)aaG>aaAp.K866K 0.526316 FALSE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.59375 TRUE TRUE FALSE

c.(4360-4362)Aaa>Gaap.K1454E 0.539326 FALSE TRUE TRUE

c.(847-849)ctA>ctGp.L283L 0.875 FALSE TRUE FALSE

c.(1147-1149)atA>atGp.I383M 1 FALSE TRUE FALSE

c.(691-693)Tgt>Cgtp.C231R 0.074713 TRUE TRUE FALSE

c.(8734-8736)Aat>Gatp.N2912D 0.48913 FALSE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.426471 TRUE TRUE TRUE

c.(340-342)Ctg>Ttgp.L114L 0.454545 FALSE TRUE TRUE

c.(1312-1314)ccC>ccTp.P438P 0.965517 FALSE TRUE FALSE

c.(217-219)gtG>gtAp.V73V 1 FALSE TRUE FALSE

c.(4792-4794)Gaa>Taap.E1598* 0.509615 FALSE TRUE FALSE

c.(718-720)aGc>aTcp.S240I 0.47561 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(1141-1143)ctA>ctGp.L381L 0.276923 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.991561 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.147208 TRUE TRUE FALSE

c.(1657-1659)gcC>gcTp.A553A 0.444444 TRUE TRUE FALSE

c.(496-498)atG>atTp.M166I 0.521739 TRUE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.469697 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.091304 TRUE TRUE FALSE

c.(5098-5100)tcC>tcTp.S1700S 0.988095 TRUE TRUE TRUE

c.(8062-8064)ggA>ggGp.G2688G 0.503704 FALSE TRUE TRUE

c.(5083-5085)aCa>aTap.T1695I 0.588652 TRUE TRUE TRUE

c.(163-165)taC>taTp.Y55Y 0.964286 FALSE TRUE FALSE

c.(2614-2616)gaC>gaTp.D872D 0.994975 TRUE TRUE TRUE

c.(247-249)ctG>ctCp.L83L 0.130435 FALSE TRUE FALSE

c.(382-384)Ctg>Ttgp.L128L 0.333333 FALSE TRUE FALSE

c.(367-369)Att>Gttp.I123V 0.4625 TRUE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.583333 TRUE TRUE FALSE

c.(268-270)caA>caGp.Q90Q 0.179687 TRUE TRUE FALSE



c.(5326-5328)Gat>Catp.D1776H 0.457516 FALSE TRUE TRUE

c.(127-129)tcA>tcGp.S43S 0.056911 TRUE TRUE FALSE

c.(5080-5082)aGt>aAtp.S1694N 0.570552 FALSE TRUE TRUE

c.(7660-7662)gcC>gcGp.A2554A 0.307692 FALSE TRUE FALSE

c.(1837-1839)caG>caAp.Q613Q 0.429032 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.489474 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.042929 TRUE TRUE FALSE

c.(91-93)Aag>Gagp.K31E 0.067308 TRUE TRUE FALSE

c.(7735-7737)gAc>gTcp.D2579V 0.531034 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 1 TRUE TRUE TRUE

c.(1036-1038)gtG>gtAp.V346V 0.086567 TRUE TRUE FALSE

c.(214-216)tGc>tAcp.C72Y 0.219136 TRUE TRUE FALSE

c.(409-411)Caa>Aaap.Q137K 0.035836 TRUE FALSE FALSE

c.(262-264)gTt>gCtp.V88A 1 FALSE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.954545 FALSE TRUE FALSE

c.(226-228)tcG>tcAp.S76S 0.459091 FALSE TRUE TRUE

c.(568-570)acA>acGp.T190T 0.344538 FALSE TRUE FALSE

c.(3721-3723)taT>taCp.Y1241Y 0.557692 FALSE TRUE TRUE

c.(7474-7476)gtT>gtCp.V2492V 0.45641 FALSE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.49635 TRUE TRUE FALSE

c.(292-294)gtG>gtTp.V98V 0.493506 FALSE TRUE TRUE

c.(1150-1152)ggA>ggGp.G384G 1 FALSE TRUE FALSE

c.(8377-8379)aGt>aAtp.S2793N 0.497076 TRUE TRUE TRUE

c.(343-345)Gca>Acap.A115T 0.133005 FALSE TRUE TRUE

c.(4891-4893)agT>agCp.S1631S 0.490798 FALSE TRUE TRUE

c.(5677-5679)ggC>ggTp.G1893G 0.53125 FALSE TRUE FALSE

c.(1900-1902)ccA>ccGp.P634P 0.421053 FALSE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 0.326923 TRUE TRUE FALSE

c.(6421-6423)Ctg>Ttgp.L2141L 0.426752 TRUE TRUE TRUE

c.(337-339)aaG>aaAp.K113K 0.983871 FALSE TRUE FALSE

c.(508-510)gaA>gaGp.E170E 1 TRUE TRUE FALSE

c.(1291-1293)ccA>ccGp.P431P 0.333333 TRUE TRUE TRUE

c.(166-168)Aca>Gcap.T56A 0.347222 FALSE TRUE TRUE

c.(1504-1506)Cgt>Tgtp.R502C 1 TRUE TRUE FALSE

c.(13192-13194)caA>caGp.Q4398Q 0.487395 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.586207 TRUE TRUE TRUE

c.(3277-3279)gaC>gaTp.D1093D 0.323077 FALSE TRUE FALSE

c.(7624-7626)cgC>cgGp.R2542R 1 TRUE TRUE TRUE

c.(430-432)ggC>ggTp.G144G 0.415254 FALSE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.10339 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.519685 TRUE TRUE TRUE

c.(571-573)tCc>tAcp.S191Y 0.477273 FALSE TRUE FALSE

c.(205-207)Caa>Aaap.Q69K 0.073171 TRUE TRUE FALSE

c.(277-279)Aca>Gcap.T93A 0.081081 FALSE FALSE FALSE

c.(5857-5859)cgA>cgGp.R1953R 0.990826 TRUE TRUE TRUE

c.(901-903)Gat>Aatp.D301N 0.070588 FALSE FALSE FALSE



c.(6172-6174)cCc>cTcp.P2058L 0.495935 FALSE TRUE TRUE

c.(2233-2235)gaA>gaGp.E745E 0.411111 FALSE TRUE TRUE

c.(6466-6468)gaA>gaGp.E2156E 0.467532 FALSE TRUE TRUE

c.(3946-3948)ggC>ggTp.G1316G 0.42953 FALSE FALSE FALSE

c.(3289-3291)Gca>Ccap.A1097P 0.52907 FALSE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.05632 TRUE TRUE FALSE

c.(1234-1236)tcG>tcTp.S412S 0.605263 FALSE TRUE TRUE

c.(139-141)gGa>gAap.G47E 0.136778 TRUE TRUE TRUE

c.(499-501)Gac>Cacp.D167H 0.092896 FALSE TRUE TRUE

c.(2980-2982)acG>acAp.T994T 0.443114 FALSE TRUE TRUE

c.(283-285)caA>caGp.Q95Q 0.316265 TRUE TRUE FALSE

c.(1198-1200)ttC>ttGp.F400L 0.393939 FALSE TRUE TRUE

c.(457-459)Atc>Gtcp.I153V 0.513889 FALSE TRUE TRUE

c.(4162-4164)Ttc>Gtcp.F1388V 0.537975 FALSE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.340771 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.496815 TRUE TRUE TRUE

c.(1330-1332)Agc>Ggcp.S444G 0.517241 TRUE TRUE FALSE

c.(1864-1866)tgC>tgTp.C622C 0.485714 FALSE TRUE FALSE

c.(235-237)aaC>aaTp.N79N 0.411765 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.12963 TRUE FALSE FALSE

c.(3169-3171)tcG>tcAp.S1057S 0.521472 TRUE TRUE TRUE

c.(1168-1170)taC>taTp.Y390Y 1 FALSE TRUE FALSE

c.(391-393)aGa>aAap.R131K 0.573333 TRUE TRUE TRUE

c.(442-444)Gcc>Accp.A148T 0.962963 FALSE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.521053 TRUE TRUE TRUE

c.(1750-1752)atT>atCp.I584I 1 FALSE TRUE FALSE

c.(835-837)acG>acAp.T279T 0.503597 TRUE TRUE TRUE

c.(2170-2172)ccG>ccAp.P724P 0.540541 TRUE TRUE TRUE

c.(490-492)Acc>Tccp.T164S 1 FALSE TRUE FALSE

c.(1360-1362)caC>caTp.H454H 0.454545 TRUE TRUE TRUE

c.(985-987)gaA>gaGp.E329E 0.05567 FALSE FALSE FALSE

c.(451-453)gCc>gTcp.A151V 0.197605 TRUE TRUE FALSE

c.(223-225)Ggg>Aggp.G75R 0.5 FALSE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.984848 TRUE TRUE TRUE

c.(1258-1260)ctC>ctGp.L420L 1 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.048193 TRUE TRUE FALSE

c.(2548-2550)tcA>tcGp.S850S 0.37069 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.476923 TRUE TRUE TRUE

c.(1483-1485)ccG>ccTp.P495P 0.433333 FALSE TRUE TRUE

c.(6610-6612)Cca>Gcap.P2204A 0.55 FALSE TRUE TRUE

c.(1453-1455)Tac>Cacp.Y485H 1 FALSE TRUE FALSE

c.(637-639)gaC>gaTp.D213D 0.536424 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.453608 TRUE TRUE TRUE

c.(1486-1488)Tat>Catp.Y496H 0.857143 FALSE TRUE FALSE

c.(91-93)agC>agAp.S31R 0.518987 TRUE TRUE TRUE

c.(1108-1110)gcT>gcCp.A370A 0.520833 FALSE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.075377 TRUE TRUE FALSE



c.(2776-2778)tcA>tcGp.S926S 0.526627 FALSE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.5 TRUE TRUE FALSE

c.(583-585)Gga>Agap.G195R 0.474654 FALSE TRUE FALSE

c.(3436-3438)cgA>cgGp.R1146R 0.181818 TRUE TRUE FALSE

c.(3703-3705)gcC>gcTp.A1235A 0.5 FALSE TRUE TRUE

c.(8764-8766)Atc>Gtcp.I2922V 0.581152 FALSE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.678571 TRUE TRUE FALSE

c.(8380-8382)gcC>gcTp.A2794A 0.5 TRUE TRUE TRUE

c.(1045-1047)gaT>gaCp.D349D 0.5 TRUE TRUE TRUE

c.(2209-2211)Gct>Cctp.A737P 0.450617 FALSE TRUE TRUE

c.(112-114)gtC>gtTp.V38V 0.966667 FALSE TRUE FALSE

c.(2254-2256)ggG>ggAp.G752G 0.53913 TRUE TRUE TRUE

c.(2716-2718)agG>agAp.R906R 0.5 TRUE TRUE TRUE

c.(2203-2205)aaC>aaTp.N735N 0.569444 FALSE TRUE FALSE

c.(7387-7389)Att>Gttp.I2463V 0.514706 FALSE TRUE TRUE

c.(2125-2127)Gtt>Tttp.V709F 0.515528 FALSE TRUE TRUE

c.(2191-2193)tGg>tTgp.W731L 0.538462 FALSE FALSE FALSE

c.(4189-4191)caC>caTp.H1397H 0.447619 FALSE TRUE TRUE

c.(3088-3090)gCg>gTgp.A1030V 0.51634 FALSE TRUE TRUE

c.(7555-7557)acC>acTp.T2519T 0.503448 FALSE TRUE TRUE

c.(502-504)Tta>Ctap.L168L 0.96 FALSE TRUE FALSE

c.(175-177)Acc>Gccp.T59A 1 FALSE TRUE FALSE

c.(4981-4983)gaT>gaCp.D1661D 0.433962 TRUE TRUE FALSE

c.(2176-2178)aCg>aAgp.T726K 0.558974 TRUE TRUE TRUE

c.(5998-6000)Ggt>Agtp.G2000S 0.464567 FALSE TRUE TRUE

c.(292-294)Tgg>Cggp.W98R 0.15625 TRUE TRUE FALSE

c.(1084-1086)taC>taTp.Y362Y 0.595745 FALSE TRUE TRUE

c.(544-546)tcA>tcGp.S182S 0.962963 FALSE TRUE FALSE

c.(340-342)Acc>Gccp.T114A 1 FALSE TRUE FALSE

c.(1138-1140)tcT>tcCp.S380S 1 FALSE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.8 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.594595 TRUE TRUE TRUE

c.(1279-1281)tcA>tcGp.S427S 0.58 FALSE TRUE TRUE

c.(472-474)tgA>tgGp.*158W 1 FALSE TRUE FALSE

c.(2197-2199)agC>agTp.S733S 0.49375 FALSE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(103-105)Cta>Ttap.L35L 0.952381 FALSE TRUE FALSE

c.(1591-1593)gGa>gAap.G531E 0.326829 TRUE TRUE TRUE

c.(1429-1431)gtC>gtTp.V477V 0.424242 FALSE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.484472 TRUE TRUE TRUE

c.(1294-1296)Gaa>Taap.E432* 0.382979 FALSE FALSE FALSE

c.(9730-9732)ctG>ctTp.L3244L 0.469136 FALSE TRUE TRUE

c.(619-621)ctA>ctGp.L207L 1 FALSE TRUE FALSE

c.(769-771)Atc>Gtcp.I257V 1 FALSE TRUE FALSE

c.(5740-5742)Ata>Gtap.I1914V 0.504902 FALSE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.459854 TRUE TRUE TRUE

c.(607-609)Ccc>Gccp.P203A 0.537313 TRUE TRUE TRUE



c.(1606-1608)Agt>Ggtp.S536G 0.524476 FALSE FALSE FALSE

c.(8710-8712)cAg>cGgp.Q2904R 0.466667 TRUE TRUE TRUE

c.(700-702)Cgt>Tgtp.R234C 0.087209 TRUE FALSE FALSE

c.(4483-4485)gaT>gaCp.D1495D 0.444444 FALSE TRUE TRUE

c.(973-975)taC>taTp.Y325Y 0.507692 TRUE TRUE TRUE

c.(2029-2031)ggC>ggTp.G677G 0.44898 FALSE TRUE FALSE

c.(5545-5547)gGc>gTcp.G1849V 0.496403 FALSE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.100917 TRUE TRUE TRUE

c.(8005-8007)Cct>Tctp.P2669S 0.480519 FALSE TRUE TRUE

c.(1084-1086)cAt>cGtp.H362R 0.587413 FALSE TRUE TRUE

c.(889-891)cGg>cCgp.R297P 0.363636 FALSE TRUE FALSE

c.(1825-1827)ccA>ccGp.P609P 0.421739 TRUE TRUE TRUE

c.(1204-1206)Cac>Aacp.H402N 0.266667 FALSE TRUE FALSE

c.(1306-1308)ctT>ctGp.L436L 0.514451 FALSE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.481203 TRUE TRUE TRUE

c.(1528-1530)ccG>ccAp.P510P 0.484375 FALSE TRUE FALSE

c.(5902-5904)gaG>gaCp.E1968D 0.475524 FALSE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.569767 TRUE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.468619 TRUE TRUE TRUE

c.(2119-2121)aaT>aaCp.N707N 0.489583 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.503597 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.495536 TRUE TRUE TRUE

c.(874-876)gaA>gaGp.E292E 0.538462 TRUE TRUE TRUE

c.(2350-2352)ccC>ccGp.P784P 0.508197 TRUE TRUE FALSE

c.(292-294)Gaa>Aaap.E98K 0.468966 FALSE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.06383 TRUE TRUE FALSE

c.(2092-2094)Cct>Actp.P698T 0.506977 TRUE TRUE TRUE

c.(2161-2163)aCg>aTgp.T721M 0.457944 TRUE TRUE TRUE

c.(4387-4389)cGg>cAgp.R1463Q 0.486111 TRUE TRUE FALSE

c.(13687-13689)ccC>ccTp.P4563P 0.545455 TRUE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 0.571429 TRUE TRUE FALSE

c.(646-648)gGa>gAap.G216E 0.505882 FALSE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.977273 TRUE TRUE TRUE

c.(2281-2283)ggC>ggTp.G761G 0.522727 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.98 TRUE TRUE TRUE

c.(691-693)Tgt>Cgtp.C231R 0.096774 TRUE TRUE FALSE

c.(280-282)ctG>ctCp.L94L 0.513514 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.072785 TRUE TRUE FALSE

c.(2062-2064)Aac>Gacp.N688D 0.5 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.409938 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.990909 TRUE TRUE TRUE

c.(778-780)Aat>Catp.N260H 0.080882 FALSE FALSE FALSE

c.(724-726)cGg>cAgp.R242Q 0.329268 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.566265 TRUE TRUE TRUE

c.(37-39)Gcc>Cccp.A13P 0.444444 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 0.75 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 0.981818 TRUE TRUE TRUE



c.(217-219)tAc>tGcp.Y73C 0.045016 FALSE FALSE FALSE

c.(451-453)gCc>gTcp.A151V 0.285714 TRUE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.566265 TRUE TRUE TRUE

c.(1975-1977)tcG>tcAp.S659S 0.530516 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.952381 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.52518 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.505376 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.360656 TRUE TRUE FALSE

c.(472-474)Aca>Gcap.T158A 1 FALSE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1357-1359)aaT>aaGp.N453K 0.392857 TRUE TRUE TRUE

c.(4951-4953)acT>acCp.T1651T 0.311828 TRUE TRUE FALSE

c.(226-228)gcA>gcGp.A76A 0.056782 FALSE FALSE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.987342 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.105263 TRUE TRUE FALSE

c.(1717-1719)Cct>Tctp.P573S 0.483607 FALSE TRUE FALSE

c.(250-252)gaC>gaTp.D84D 0.358209 TRUE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.42446 TRUE TRUE TRUE

c.(4630-4632)ccG>ccAp.P1544P 0.185567 FALSE TRUE TRUE

c.(337-339)gCc>gTcp.A113V 0.086957 TRUE TRUE FALSE

c.(1171-1173)tgC>tgAp.C391* 0.044798 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.990476 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.450704 TRUE TRUE TRUE

c.(2002-2004)tcA>tcGp.S668S 0.483871 TRUE TRUE TRUE

c.(400-402)gcT>gcGp.A134A 0.061947 TRUE TRUE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.77551 FALSE TRUE FALSE

c.(919-921)cGt>cAtp.R307H 0.416667 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.495868 TRUE TRUE TRUE

c.(2893-2895)Gcc>Accp.A965T 0.375 FALSE TRUE TRUE

c.(361-363)gTc>gCcp.V121A 0.75 TRUE TRUE FALSE

c.(301-303)gcG>gcAp.A101A 0.471338 TRUE FALSE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.474227 TRUE TRUE FALSE

c.(91-93)agC>agAp.S31R 0.487603 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.130435 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(127-129)tcA>tcGp.S43S 0.142857 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.506944 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.118812 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.636364 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.5 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.496855 TRUE TRUE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.636364 TRUE TRUE FALSE

c.(6043-6045)Acc>Gccp.T2015A 0.079511 TRUE TRUE TRUE

c.(724-726)gaA>gaGp.E242E 1 FALSE TRUE FALSE

c.(1798-1800)gtT>gtCp.V600V 0.705882 TRUE TRUE TRUE

c.(37-39)Gtc>Ctcp.V13L 0.155039 FALSE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 1 TRUE TRUE TRUE



c.(7219-7221)cGc>cAcp.R2407H 0.41573 FALSE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.495146 TRUE TRUE TRUE

c.(2689-2691)gcC>gcTp.A897A 0.5 FALSE TRUE FALSE

c.(4642-4644)Ccc>Tccp.P1548S 0.48 TRUE TRUE FALSE

c.(2053-2055)cgT>cgCp.R685R 0.471795 TRUE TRUE TRUE

c.(6667-6669)gCg>gTgp.A2223V 0.448454 FALSE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.454545 TRUE TRUE FALSE

c.(4207-4209)gAg>gTgp.E1403V 0.547945 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.537037 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.485714 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.990826 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.487179 TRUE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 0.457143 TRUE TRUE TRUE

c.(91-93)Aag>Gagp.K31E 0.183908 TRUE TRUE FALSE

c.(922-924)tcG>tcAp.S308S 0.734375 TRUE TRUE TRUE

c.(1810-1812)Act>Gctp.T604A 0.493671 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 1 TRUE TRUE TRUE

c.(202-204)acA>acCp.T68T 0.052632 FALSE FALSE FALSE

c.(1282-1284)Ggt>Agtp.G428S 0.492754 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.171429 TRUE TRUE FALSE

c.(1336-1338)tgT>tgCp.C446C 0.565217 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 0.5 TRUE TRUE TRUE

c.(5842-5844)aGc>aTcp.S1948I 0.090129 FALSE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.403846 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.536364 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.145038 TRUE TRUE FALSE

c.(889-891)gtC>gtTp.V297V 0.413333 TRUE TRUE FALSE

c.(340-342)acT>acCp.T114T 0.75 TRUE TRUE FALSE

c.(850-852)Acc>Gccp.T284A 0.921569 FALSE TRUE FALSE

c.(4738-4740)aaC>aaTp.N1580N 0.509009 TRUE TRUE TRUE

c.(1090-1092)tcA>tcCp.S364S 0.458128 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.275862 TRUE TRUE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.444444 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.394366 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.44 TRUE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.49537 TRUE TRUE TRUE

c.(13-15)Gtg>Ctgp.V5L 0.454545 FALSE TRUE FALSE

c.(1906-1908)tAt>tTtp.Y636F 0.424658 FALSE FALSE FALSE

c.(211-213)tgA>tgGp.*71W 0.977273 FALSE TRUE FALSE

c.(7339-7341)ggT>ggAp.G2447G 0.5 TRUE TRUE TRUE

c.(7504-7506)Gta>Atap.V2502I 0.492063 FALSE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.064572 TRUE TRUE FALSE

c.(1279-1281)atT>atCp.I427I 0.939394 FALSE TRUE FALSE

c.(61-63)aCt>aGtp.T21S 0.507003 FALSE TRUE FALSE

c.(1495-1497)gaA>gaGp.E499E 0.443548 TRUE TRUE TRUE

c.(271-273)Gtt>Attp.V91I 0.96 FALSE TRUE FALSE

c.(4972-4974)gcG>gcAp.A1658A 0.198582 FALSE TRUE FALSE



c.(646-648)aCg>aGgp.T216R 0.5 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.444079 TRUE TRUE TRUE

c.(7222-7224)cTc>cAcp.L2408H 0.489362 FALSE TRUE TRUE

c.(10-12)Cac>Tacp.H4Y 0.964286 FALSE TRUE FALSE

c.(256-258)Cat>Gatp.H86D 0.787402 TRUE TRUE FALSE

c.(2662-2664)caC>caTp.H888H 0.490909 FALSE TRUE FALSE

c.(6421-6423)Ctg>Ttgp.L2141L 0.321678 TRUE TRUE TRUE

c.(382-384)ggC>ggTp.G128G 0.169492 FALSE FALSE TRUE

c.(508-510)gaA>gaGp.E170E 0.964912 TRUE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.539823 TRUE TRUE TRUE

c.(1432-1434)acC>acTp.T478T 0.833333 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.656716 TRUE TRUE FALSE

c.(2095-2097)gcC>gcTp.A699A 0.8 FALSE TRUE FALSE

c.(3724-3726)Cac>Tacp.H1242Y 0.368421 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.508772 TRUE TRUE TRUE

c.(466-468)Cat>Tatp.H156Y 0.225989 TRUE TRUE TRUE

c.e4+1 0.446154 FALSE FALSE FALSE

c.(391-393)gCg>gTgp.A131V 0.52381 TRUE TRUE TRUE

c.(700-702)Cgt>Tgtp.R234C 0.07563 TRUE FALSE FALSE

c.(7918-7920)Cgc>Tgcp.R2640C 0.542857 FALSE TRUE FALSE

c.(823-825)Ctt>Gttp.L275V 0.161826 FALSE FALSE FALSE

c.(760-762)tTa>tGap.L254* 0.046875 FALSE FALSE FALSE

c.(3346-3348)agG>agAp.R1116R 0.952381 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.954338 TRUE TRUE TRUE

c.(25-27)Gag>Tagp.E9* 0.416667 FALSE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.975806 TRUE TRUE TRUE

c.(46-48)cAc>cGcp.H16R 0.972973 FALSE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.045191 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.977273 TRUE TRUE FALSE

c.(223-225)ccG>ccAp.P75P 0.933333 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.979167 TRUE TRUE FALSE

c.(916-918)ttC>ttTp.F306F 0.409524 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.981221 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.525424 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.985075 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.505415 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.969957 TRUE TRUE TRUE

c.(1252-1254)aAc>aGcp.N418S 0.727273 TRUE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.968254 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.431818 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.785714 TRUE TRUE FALSE

c.(556-558)gaG>gaAp.E186E 0.425197 TRUE TRUE TRUE

c.(4240-4242)gaC>gaTp.D1414D 0.510204 TRUE TRUE FALSE

c.(391-393)aGa>aAap.R131K 0.585586 TRUE TRUE TRUE

c.(814-816)ggT>ggCp.G272G 1 FALSE TRUE FALSE

c.(172-174)caG>caAp.Q58Q 0.992701 TRUE TRUE TRUE

c.(2506-2508)cgC>cgTp.R836R 0.551282 TRUE TRUE TRUE



c.(208-210)aaG>aaAp.K70K 0.776119 TRUE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 1 TRUE TRUE FALSE

c.(1408-1410)Gaa>Taap.E470* 0.922222 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.53125 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.489451 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.537688 TRUE TRUE TRUE

c.(688-690)gAc>gGcp.D230G 0.5 FALSE FALSE FALSE

c.(652-654)Atg>Gtgp.M218V 0.144578 FALSE TRUE TRUE

c.(4621-4623)gCg>gGgp.A1541G 0.571429 TRUE TRUE FALSE

c.(4162-4164)gTc>gCcp.V1388A 0.145833 TRUE TRUE FALSE

c.(1756-1758)Gag>Aagp.E586K 0.25 FALSE FALSE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.977064 TRUE TRUE TRUE

c.(424-426)Gcg>Acgp.A142T 0.653846 FALSE FALSE FALSE

c.(334-336)cGa>cAap.R112Q 0.05848 TRUE TRUE TRUE

c.(1237-1239)ccG>ccAp.P413P 0.638889 FALSE TRUE TRUE

c.(1753-1755)aGa>aAap.R585K 0.531646 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.156028 TRUE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.474074 TRUE TRUE TRUE

c.(1741-1743)cgC>cgGp.R581R 0.103896 TRUE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.977778 TRUE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.557692 TRUE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.410448 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.225 TRUE TRUE FALSE

c.(4507-4509)tcC>tcTp.S1503S 0.422535 TRUE TRUE FALSE

c.(895-897)gaA>gaGp.E299E 0.542553 TRUE TRUE TRUE

c.(1231-1233)aGc>aAcp.S411N 0.695652 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.980392 TRUE TRUE FALSE

c.(772-774)ttG>ttAp.L258L 0.081395 FALSE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.545045 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.528571 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.061538 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.494505 TRUE TRUE TRUE

c.(1282-1284)Ccc>Gccp.P428A 0.981818 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.478261 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 1 TRUE TRUE TRUE

c.(874-876)gaA>gaGp.E292E 0.5 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.666667 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.078125 TRUE TRUE FALSE

c.(2938-2940)ccC>ccTp.P980P 0.55 TRUE TRUE TRUE

c.(1234-1236)ctG>ctAp.L412L 0.4 FALSE TRUE TRUE

c.(106-108)Tct>Cctp.S36P 0.4 TRUE TRUE TRUE

c.(7669-7671)cCg>cTgp.P2557L 0.571429 FALSE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.647059 TRUE TRUE TRUE

c.(1555-1557)cGt>cAtp.R519H 0.333333 FALSE FALSE TRUE

c.(5071-5073)Aag>Gagp.K1691E 0.56 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.588235 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.9 TRUE TRUE TRUE



c.(1993-1995)atG>atAp.M665I 0.6 TRUE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.238095 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 1 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.590909 TRUE TRUE TRUE

c.(1495-1497)gCg>gTgp.A499V 0.46875 TRUE TRUE TRUE

c.(1534-1536)Agg>Cggp.R512R 0.392857 TRUE TRUE TRUE

c.(6373-6375)acG>acAp.T2125T 0.45 FALSE TRUE TRUE

c.(2560-2562)Ctg>Gtgp.L854V 0.407407 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.416667 TRUE TRUE TRUE

c.(7624-7626)cgC>cgGp.R2542R 0.53125 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.526316 TRUE TRUE FALSE

c.(328-330)cGa>cAap.R110Q 0.608696 FALSE FALSE TRUE

c.(1741-1743)caA>caCp.Q581H 0.5 TRUE TRUE TRUE

c.(2458-2460)aAg>aGgp.K820R 0.454545 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 1 TRUE TRUE TRUE

c.(4393-4395)ccA>ccGp.P1465P 0.428571 TRUE TRUE TRUE

c.(2623-2625)Acg>Ccgp.T875P 0.541667 TRUE TRUE TRUE

c.(400-402)gcT>gcGp.A134A 0.136364 TRUE TRUE FALSE

c.(1105-1107)Gtg>Ttgp.V369L 0.482759 FALSE FALSE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.45 FALSE TRUE FALSE

c.(2209-2211)gaT>gaCp.D737D 0.428571 TRUE TRUE TRUE

c.(2623-2625)acG>acAp.T875T 0.52 TRUE TRUE TRUE

c.(1588-1590)gcG>gcAp.A530A 0.470588 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.8 TRUE TRUE FALSE

c.(805-807)Tgt>Cgtp.C269R 0.230769 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(2872-2874)gaC>gaAp.D958E 0.1875 FALSE FALSE FALSE

c.(3949-3951)cgA>cgGp.R1317R 0.457143 TRUE TRUE TRUE

c.(1846-1848)acG>acAp.T616T 0.5 TRUE TRUE TRUE

c.(859-861)cTc>cCcp.L287P 0.684211 TRUE TRUE TRUE

c.(583-585)Gga>Agap.G195R 0.447368 FALSE TRUE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.916667 FALSE TRUE FALSE

c.(3436-3438)cgA>cgGp.R1146R 0.25 TRUE TRUE FALSE

c.(1051-1053)gTc>gCcp.V351A 0.416667 FALSE FALSE FALSE

c.(9037-9039)cGc>cTcp.R3013L 0.32 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.967742 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.472222 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.857143 TRUE TRUE TRUE

c.(1996-1998)atC>atTp.I666I 0.357143 TRUE TRUE FALSE

c.(247-249)aAc>aGcp.N83S 1 TRUE TRUE TRUE

c.(2023-2025)tgC>tgTp.C675C 0.444444 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 1 TRUE TRUE TRUE

c.(1474-1476)cGt>cAtp.R492H 0.4 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 0.619048 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.307692 TRUE TRUE FALSE

c.(3670-3672)gaG>gaAp.E1224E 0.40625 TRUE TRUE TRUE



c.(1213-1215)atT>atCp.I405I 0.277778 TRUE TRUE TRUE

c.(1321-1323)Cag>Gagp.Q441E 1 FALSE TRUE FALSE

c.(220-222)Cga>Tgap.R74* 0.090909 TRUE TRUE TRUE

c.(7735-7737)gAc>gTcp.D2579V 0.545455 TRUE TRUE TRUE

c.(55-57)caC>caTp.H19H 0.576923 TRUE TRUE TRUE

c.(2785-2787)Cag>Gagp.Q929E 0.448276 TRUE TRUE TRUE

c.(2227-2229)aaT>aaCp.N743N 0.545455 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.23913 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.473684 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.347826 TRUE TRUE TRUE

c.(8278-8280)gAt>gGtp.D2760G 0.461538 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.357143 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.958333 TRUE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.558824 TRUE TRUE TRUE

c.(712-714)Tgg>Aggp.W238R 0.4 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.409091 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.961538 TRUE TRUE TRUE

c.(2458-2460)acA>acGp.T820T 0.516129 TRUE TRUE TRUE

c.(5626-5628)cGg>cAgp.R1876Q 0.459459 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.88 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.352941 TRUE TRUE TRUE

c.(1339-1341)aTg>aCgp.M447T 0.424242 TRUE TRUE TRUE

c.(4504-4506)Agt>Ggtp.S1502G 0.368421 TRUE TRUE TRUE

c.(1927-1929)gtG>gtAp.V643V 1 TRUE TRUE FALSE

c.(3388-3390)atC>atTp.I1130I 0.6 TRUE TRUE TRUE

c.(3880-3882)aaG>aaAp.K1294K 0.333333 TRUE TRUE TRUE

c.(658-660)taC>taTp.Y220Y 0.384615 TRUE TRUE FALSE

c.(766-768)gGa>gCap.G256A 0.454545 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 0.65 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 1 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 1 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.580645 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 1 TRUE TRUE TRUE

c.(3232-3234)tgC>tgTp.C1078C 0.514286 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.375 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.4 TRUE TRUE TRUE

c.(616-618)caG>caCp.Q206H 0.48 FALSE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.684211 TRUE TRUE TRUE

c.(2803-2805)tgC>tgTp.C935C 0.444444 TRUE TRUE FALSE

c.(3634-3636)caG>caAp.Q1212Q 0.55 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 0.5 TRUE TRUE TRUE

c.(3523-3525)Tcc>Cccp.S1175P 0.428571 TRUE TRUE FALSE

c.(844-846)gcC>gcTp.A282A 0.325 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.3 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.928571 TRUE TRUE TRUE

c.(2626-2628)Ggc>Tgcp.G876C 0.076923 FALSE FALSE FALSE



c.(571-573)tCc>tAcp.S191Y 0.529412 FALSE TRUE FALSE

c.(997-999)aGc>aAcp.S333N 0.5 FALSE TRUE FALSE

c.(943-945)gcT>gcCp.A315A 1 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.4 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.368421 TRUE TRUE TRUE

c.(8710-8712)cAg>cGgp.Q2904R 0.681818 TRUE TRUE TRUE

c.(724-726)gaG>gaAp.E242E 0.4 TRUE TRUE FALSE

c.(2590-2592)cCt>cTtp.P864L 0.631579 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.525 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.9375 TRUE TRUE TRUE

c.(3283-3285)acA>acGp.T1095T 1 TRUE TRUE FALSE

c.(2170-2172)ccG>ccAp.P724P 1 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.772727 TRUE TRUE TRUE

c.(166-168)caA>caGp.Q56Q 0.333333 TRUE TRUE TRUE

c.(1519-1521)Gtc>Atcp.V507I 0.566667 TRUE TRUE TRUE

c.(172-174)ccC>ccTp.P58P 0.75 FALSE FALSE FALSE

c.(2254-2256)ggG>ggAp.G752G 0.481481 TRUE TRUE TRUE

c.(262-264)tTt>tCtp.F88S 0.048035 TRUE TRUE FALSE

c.(202-204)ggA>ggTp.G68G 1 FALSE TRUE FALSE

c.(6796-6798)ttG>ttTp.L2266F 0.090909 FALSE FALSE FALSE

c.(10501-10503)caG>caAp.Q3501Q 1 TRUE TRUE TRUE

c.(2152-2154)gtG>gtAp.V718V 0.444444 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.227273 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 1 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 1 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.470588 TRUE TRUE TRUE

c.(850-852)gCg>gTgp.A284V 0.444444 TRUE TRUE FALSE

c.e1+1 0.365854 FALSE FALSE FALSE

c.(4912-4914)cgT>cgAp.R1638R 0.588235 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.419355 TRUE TRUE TRUE

c.(1708-1710)agC>agTp.S570S 0.428571 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.4 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.076923 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.403226 TRUE TRUE TRUE

c.(409-411)Caa>Aaap.Q137K 0.036298 TRUE FALSE FALSE

c.(301-303)gcG>gcAp.A101A 0.5 TRUE FALSE TRUE

c.(2080-2082)Gca>Acap.A694T 0.461039 TRUE TRUE TRUE

c.(865-867)Gat>Aatp.D289N 0.46875 TRUE TRUE TRUE

c.(1921-1923)Agg>Gggp.R641G 0.45045 FALSE TRUE FALSE

c.(379-381)Aga>Ggap.R127G 0.071942 FALSE FALSE FALSE

c.(2047-2049)Ccc>Tccp.P683S 0.956522 TRUE TRUE FALSE

c.(6046-6048)cCg>cTgp.P2016L 0.473684 TRUE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 0.314286 TRUE TRUE FALSE

c.(367-369)cGt>cAtp.R123H 0.423077 FALSE TRUE TRUE

c.(2083-2085)gcA>gcGp.A695A 0.470588 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.45679 TRUE TRUE TRUE



c.(802-804)acG>acCp.T268T 1 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.445545 TRUE TRUE TRUE

c.(9244-9246)cGt>cAtp.R3082H 0.419847 FALSE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.042857 FALSE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.454545 TRUE TRUE TRUE

c.(148-150)Ttt>Cttp.F50L 1 FALSE TRUE FALSE

c.(9481-9483)Ttc>Atcp.F3161I 0.515152 TRUE TRUE TRUE

c.(1264-1266)gaG>gaAp.E422E 0.475 FALSE TRUE TRUE

c.(1429-1431)cGg>cAgp.R477Q 0.116667 TRUE TRUE FALSE

c.(3052-3054)acC>acAp.T1018T 0.391753 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.170732 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.230769 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.475728 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.971631 TRUE TRUE TRUE

c.(745-747)cTg>cCgp.L249P 0.705882 TRUE TRUE FALSE

c.(1837-1839)gcC>gcTp.A613A 0.485149 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.457143 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.989011 TRUE TRUE FALSE

c.(3658-3660)gcA>gcGp.A1220A 0.552083 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.510067 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.448529 TRUE TRUE TRUE

c.(277-279)ctC>ctGp.L93L 0.577778 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.530973 TRUE TRUE TRUE

c.(988-990)cTg>cCgp.L330P 0.588889 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.520548 TRUE TRUE TRUE

c.(1942-1944)caA>caGp.Q648Q 0.458647 TRUE TRUE TRUE

c.(892-894)tGt>tCtp.C298S 0.456311 TRUE TRUE TRUE

c.(748-750)gcA>gcGp.A250A 0.46875 TRUE TRUE TRUE

c.(2878-2880)gcA>gcGp.A960A 0.45 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.954545 TRUE TRUE FALSE

c.(1708-1710)gAc>gGcp.D570G 0.450549 TRUE TRUE TRUE

c.(781-783)Ctg>Gtgp.L261V 0.156627 TRUE TRUE FALSE

c.(208-210)aaG>aaAp.K70K 0.965517 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.621053 TRUE TRUE TRUE

c.(13-15)tcA>tcGp.S5S 0.503448 FALSE FALSE FALSE

c.(7129-7131)tCa>tAap.S2377* 0.461538 TRUE TRUE TRUE

c.(2968-2970)Agt>Ggtp.S990G 0.099415 TRUE TRUE FALSE

c.(76-78)aaG>aaAp.K26K 0.116883 TRUE TRUE FALSE

c.(514-516)gcG>gcAp.A172A 0.158273 TRUE TRUE FALSE

c.(1738-1740)aGc>aCcp.S580T 0.347826 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.495238 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.45614 TRUE TRUE TRUE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1258-1260)aAt>aGtp.N420S 0.622047 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.426966 TRUE TRUE FALSE

c.(250-252)gaC>gaTp.D84D 0.340909 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.41573 TRUE TRUE TRUE



c.(55-57)caC>caTp.H19H 0.563636 TRUE TRUE TRUE

c.(400-402)gcT>gcGp.A134A 0.0625 TRUE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.068548 TRUE TRUE FALSE

c.(2188-2190)ttG>ttCp.L730F 0.408805 FALSE TRUE FALSE

c.(3859-3861)Gag>Aagp.E1287K 0.882353 TRUE TRUE TRUE

c.(7-9)gCc>gTcp.A3V 0.126761 FALSE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 0.980769 TRUE TRUE TRUE

c.(136-138)gaC>gaTp.D46D 0.28125 TRUE TRUE FALSE

c.(217-219)Ctt>Tttp.L73F 0.454545 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.468531 TRUE TRUE FALSE

c.(2758-2760)tcT>tcCp.S920S 0.297619 TRUE TRUE FALSE

c.(1849-1851)agT>agCp.S617S 0.375 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 0.5 TRUE TRUE TRUE

c.(175-177)Gca>Acap.A59T 0.457143 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.195122 TRUE TRUE FALSE

c.(4054-4056)Gaa>Aaap.E1352K 0.634409 FALSE TRUE FALSE

c.(5551-5553)agC>agTp.S1851S 0.376238 TRUE TRUE TRUE

c.(3928-3930)tCg>tTgp.S1310L 0.482759 FALSE TRUE TRUE

c.(2572-2574)ggC>ggTp.G858G 0.495327 TRUE TRUE TRUE

c.(2407-2409)cgC>cgTp.R803R 0.525424 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.5 TRUE TRUE TRUE

c.(118-120)tgC>tgTp.C40C 1 FALSE TRUE FALSE

c.(415-417)gaC>gaTp.D139D 0.56 TRUE TRUE TRUE

c.(901-903)Cag>Gagp.Q301E 0.435897 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.57971 TRUE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.063559 TRUE TRUE FALSE

c.(400-402)ccC>ccAp.P134P 0.492958 TRUE TRUE TRUE

c.(973-975)Cgg>Tggp.R325W 0.131313 TRUE TRUE FALSE

c.(3343-3345)gGa>gAap.G1115E 0.43949 FALSE TRUE TRUE

c.(814-816)ttG>ttCp.L272F 0.440678 FALSE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.573529 TRUE TRUE FALSE

c.(739-741)aaC>aaAp.N247K 0.534884 FALSE TRUE TRUE

c.(2281-2283)ggA>ggCp.G761G 0.512821 FALSE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.948276 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.255319 TRUE TRUE FALSE

c.(7861-7863)tcC>tcAp.S2621S 0.75 TRUE TRUE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.490566 TRUE TRUE TRUE

c.(1063-1065)aCa>aTap.T355I 0.455696 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.104348 TRUE TRUE FALSE

c.(544-546)Tca>Gcap.S182A 1 FALSE TRUE FALSE

c.(1282-1284)aaG>aaCp.K428N 0.461538 FALSE TRUE FALSE

c.(715-717)ccC>ccTp.P239P 0.291667 TRUE FALSE FALSE

c.(502-504)Ata>Ttap.I168L 0.156463 TRUE TRUE FALSE

c.(3109-3111)caG>caAp.Q1037Q 1 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.062718 TRUE TRUE FALSE

c.(7081-7083)ccC>ccTp.P2361P 0.409091 FALSE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.992857 TRUE TRUE TRUE



c.(472-474)aGt>aAtp.S158N 0.991803 TRUE TRUE TRUE

c.(2272-2274)gcT>gcCp.A758A 1 TRUE TRUE TRUE

c.(835-837)gTg>gCgp.V279A 0.073394 TRUE TRUE FALSE

c.(2773-2775)gtA>gtCp.V925V 0.424779 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.08156 TRUE TRUE FALSE

c.(739-741)taC>taGp.Y247* 0.051282 TRUE TRUE FALSE

c.(121-123)Ctt>Tttp.L41F 0.444444 TRUE TRUE TRUE

c.(3406-3408)Gat>Tatp.D1136Y 0.721519 FALSE FALSE FALSE

c.(1342-1344)agC>agTp.S448S 0.978723 TRUE TRUE FALSE

c.(2026-2028)ccG>ccAp.P676P 0.481132 FALSE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.206667 TRUE TRUE FALSE

c.(1930-1932)Aat>Catp.N644H 0.625 TRUE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.456376 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.532895 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.470588 TRUE TRUE TRUE

c.(844-846)atT>atCp.I282I 1 TRUE TRUE TRUE

c.(538-540)Cga>Tgap.R180* 0.212389 FALSE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 0.362963 TRUE TRUE TRUE

c.(1108-1110)caG>caAp.Q370Q 0.409091 FALSE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.945736 TRUE TRUE TRUE

c.(712-714)Cta>Ttap.L238L 1 FALSE FALSE FALSE

c.(148-150)gTt>gAtp.V50D 0.222772 TRUE TRUE TRUE

c.(88-90)cAc>cCcp.H30P 0.0625 FALSE TRUE FALSE

c.(808-810)Cgc>Tgcp.R270C 0.36 TRUE TRUE TRUE

c.(196-198)Ttg>Ctgp.L66L 0.54321 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.525 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.55814 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.540541 TRUE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.943182 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.666667 FALSE TRUE FALSE

c.(7624-7626)cgC>cgGp.R2542R 0.435294 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.510417 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.423729 TRUE TRUE TRUE

c.(3022-3024)Ctg>Gtgp.L1008V 0.75 FALSE FALSE FALSE

c.(2785-2787)Cag>Gagp.Q929E 0.544304 TRUE TRUE TRUE

c.(205-207)Caa>Aaap.Q69K 0.046512 TRUE TRUE FALSE

c.(85-87)ccA>ccGp.P29P 0.496855 TRUE TRUE TRUE

c.(250-252)Tta>Ctap.L84L 0.972222 FALSE TRUE FALSE

c.(496-498)ttC>ttTp.F166F 0.16 TRUE TRUE FALSE

c.(643-645)caG>caTp.Q215H 0.1875 TRUE FALSE FALSE

c.(4735-4737)cAg>cGgp.Q1579R 0.526316 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.513333 TRUE TRUE TRUE

c.(2059-2061)ttC>ttTp.F687F 0.408602 FALSE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.489796 TRUE TRUE FALSE

c.(976-978)taC>taTp.Y326Y 0.5 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.547945 TRUE TRUE TRUE

c.(493-495)gGc>gTcp.G165V 0.5 TRUE TRUE TRUE



c.(4528-4530)caC>caTp.H1510H 0.571429 TRUE TRUE TRUE

c.(487-489)Gac>Cacp.D163H 0.164557 TRUE FALSE FALSE

c.(1459-1461)gGa>gAap.G487E 0.086957 FALSE TRUE FALSE

c.(1555-1557)cAg>cCgp.Q519P 0.395833 TRUE TRUE TRUE

c.(1342-1344)Atc>Gtcp.I448V 0.485714 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.507463 TRUE TRUE TRUE

c.(1138-1140)cGt>cTtp.R380L 0.09434 TRUE TRUE TRUE

c.(979-981)ccA>ccCp.P327P 0.307692 FALSE TRUE FALSE

c.(5299-5301)Cac>Tacp.H1767Y 0.421053 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.337079 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.467532 TRUE TRUE FALSE

c.(1234-1236)Gtg>Ctgp.V412L 0.183673 TRUE TRUE TRUE

c.(1093-1095)Gcg>Acgp.A365T 0.491803 FALSE TRUE TRUE

c.(4786-4788)Gtt>Cttp.V1596L 0.466667 TRUE TRUE TRUE

c.(1222-1224)cgC>cgTp.R408R 0.4 TRUE TRUE TRUE

c.(4198-4200)taT>taCp.Y1400Y 0.428571 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 1 TRUE TRUE TRUE

c.(805-807)Tgt>Cgtp.C269R 0.078652 TRUE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.5 TRUE TRUE TRUE

c.(3130-3132)Acc>Gccp.T1044A 0.965517 TRUE TRUE FALSE

c.(1030-1032)cGg>cAgp.R344Q 0.866667 TRUE TRUE FALSE

c.(1147-1149)Aac>Cacp.N383H 0.380952 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.44898 TRUE TRUE TRUE

c.(340-342)tgA>tgGp.*114W 1 FALSE TRUE FALSE

c.(736-738)atG>atAp.M246I 0.477273 TRUE TRUE TRUE

c.(103-105)caG>caAp.Q35Q 0.846154 FALSE TRUE FALSE

c.(826-828)cGa>cAap.R276Q 0.545455 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.460317 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.512 TRUE TRUE TRUE

c.(10462-10464)cTa>cCap.L3488P 0.517857 TRUE TRUE TRUE

c.(2542-2544)Tca>Acap.S848T 0.363636 FALSE FALSE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.988889 TRUE TRUE TRUE

c.(2209-2211)gAt>gCtp.D737A 0.391304 FALSE TRUE TRUE

c.(2023-2025)Ata>Gtap.I675V 0.504425 TRUE TRUE TRUE

c.(6907-6909)ctG>ctAp.L2303L 0.367089 TRUE TRUE TRUE

c.(1099-1101)cGg>cAgp.R367Q 0.583333 FALSE TRUE TRUE

c.(922-924)tcG>tcAp.S308S 0.653846 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.216418 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 1 TRUE TRUE TRUE

c.(1063-1065)Gtg>Atgp.V355M 0.474138 TRUE TRUE TRUE

c.(7-9)Gcc>Tccp.A3S 0.128571 FALSE TRUE FALSE

c.(241-243)tgA>tgGp.*81W 1 FALSE TRUE FALSE

c.(2575-2577)Atg>Gtgp.M859V 0.490741 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 1 TRUE TRUE TRUE

c.(2173-2175)acC>acTp.T725T 0.611111 FALSE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.037383 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 0.427083 TRUE TRUE TRUE



c.(2140-2142)gcG>gcTp.A714A 0.489362 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.4875 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.458015 TRUE TRUE TRUE

c.(1360-1362)ttG>ttCp.L454F 0.258065 TRUE TRUE FALSE

c.(3919-3921)aTa>aAap.I1307K 0.595361 FALSE FALSE TRUE

c.(1345-1347)cTg>cCgp.L449P 0.64 TRUE TRUE FALSE

c.(1120-1122)aCg>aTgp.T374M 0.777778 TRUE TRUE TRUE

c.(43-45)Ccc>Tccp.P15S 0.082353 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.465517 TRUE TRUE TRUE

c.(1126-1128)ctG>ctCp.L376L 0.298851 TRUE TRUE TRUE

c.(949-951)aAa>aCap.K317T 0.465517 TRUE TRUE TRUE

c.(16-18)Tgg>Cggp.W6R 0.103448 TRUE TRUE FALSE

c.(808-810)agA>agGp.R270R 0.722222 TRUE TRUE TRUE

c.(5014-5016)aaC>aaTp.N1672N 0.612546 TRUE TRUE TRUE

c.(3436-3438)cgA>cgGp.R1146R 0.189024 TRUE TRUE FALSE

c.(6259-6261)cAt>cGtp.H2087R 0.604502 FALSE TRUE TRUE

c.(541-543)Ttg>Ctgp.L181L 0.987805 FALSE TRUE FALSE

c.(3877-3879)taT>taCp.Y1293Y 0.615044 FALSE TRUE TRUE

c.(1576-1578)agC>agTp.S526S 1 TRUE TRUE TRUE

c.(1885-1887)gcG>gcAp.A629A 0.545455 TRUE TRUE TRUE

c.(3949-3951)caT>caCp.H1317H 0.617647 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.496774 TRUE TRUE TRUE

c.(1252-1254)ttT>ttCp.F418F 0.452381 FALSE TRUE TRUE

c.(6046-6048)cCg>cTgp.P2016L 0.542857 TRUE TRUE FALSE

c.(1000-1002)taC>taTp.Y334Y 1 FALSE TRUE FALSE

c.(1363-1365)tcA>tcGp.S455S 0.482759 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.518519 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.743802 TRUE TRUE TRUE

c.(1678-1680)tcA>tcGp.S560S 0.995885 TRUE TRUE TRUE

c.(4207-4209)gAg>gTgp.E1403V 0.543726 TRUE TRUE TRUE

c.(247-249)aAc>aGcp.N83S 0.488987 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.987124 TRUE TRUE TRUE

c.(1561-1563)aaG>aaAp.K521K 0.448276 TRUE TRUE TRUE

c.(1522-1524)caT>caCp.H508H 0.515385 TRUE TRUE TRUE

c.(220-222)Cga>Tgap.R74* 0.236515 FALSE TRUE TRUE

c.(1000-1002)gcC>gcTp.A334A 0.714286 FALSE FALSE FALSE

c.(1138-1140)Ttt>Attp.F380I 0.297619 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.108434 TRUE TRUE FALSE

c.(1336-1338)tgT>tgCp.C446C 0.44186 TRUE TRUE TRUE

c.(568-570)caC>caTp.H190H 0.5625 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.466667 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.978261 TRUE TRUE FALSE

c.(2938-2940)ccC>ccTp.P980P 0.5 TRUE TRUE TRUE

c.(649-651)ctA>ctGp.L217L 0.988636 FALSE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.460123 TRUE TRUE TRUE

c.(1630-1632)tCg>tTgp.S544L 0.365591 TRUE TRUE TRUE

c.(2548-2550)tcA>tcGp.S850S 0.445652 TRUE TRUE TRUE



c.(2227-2229)caT>caCp.H743H 0.505119 TRUE TRUE TRUE

c.(7498-7500)aCa>aTap.T2500I 0.453416 FALSE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.590909 TRUE TRUE TRUE

c.(1639-1641)ccG>ccAp.P547P 0.567164 TRUE TRUE TRUE

c.(2314-2316)Cat>Aatp.H772N 0.672414 TRUE TRUE TRUE

c.(4432-4434)tcA>tcGp.S1478S 0.509677 FALSE TRUE TRUE

c.(1549-1551)Ccc>Tccp.P517S 0.217391 FALSE TRUE FALSE

c.(1009-1011)tCt>tGtp.S337C 0.990654 TRUE TRUE FALSE

c.(2383-2385)ttC>ttTp.F795F 0.537879 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.498182 TRUE TRUE TRUE

c.(2329-2331)gtC>gtTp.V777V 0.371711 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 0.510448 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.466851 TRUE TRUE TRUE

c.(1006-1008)acC>acAp.T336T 0.121212 FALSE TRUE FALSE

c.(1288-1290)gtT>gtCp.V430V 0.486301 TRUE TRUE TRUE

c.(745-747)cTg>cCgp.L249P 0.142857 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.996429 TRUE TRUE TRUE

c.(1171-1173)atA>atGp.I391M 0.473186 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.56044 TRUE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 0.498168 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.273764 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.436364 TRUE TRUE TRUE

c.(1213-1215)ttC>ttTp.F405F 0.5 FALSE FALSE FALSE

c.(2518-2520)gaT>gaAp.D840E 0.581818 TRUE TRUE FALSE

c.(892-894)tGt>tCtp.C298S 0.656442 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.508929 TRUE TRUE TRUE

c.e8-1 0.346939 FALSE FALSE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.386473 TRUE TRUE FALSE

c.(1342-1344)Agc>Tgcp.S448C 0.470588 TRUE TRUE TRUE

c.(5650-5652)Cgc>Tgcp.R1884C 0.540984 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.447236 TRUE TRUE TRUE

c.(2362-2364)Aag>Gagp.K788E 0.380952 TRUE TRUE TRUE

c.(13-15)Gtc>Atcp.V5I 0.365385 TRUE TRUE FALSE

c.(2971-2973)Aac>Gacp.N991D 0.458924 TRUE TRUE TRUE

c.(2338-2340)Cat>Aatp.H780N 0.417544 TRUE TRUE TRUE

c.(1456-1458)taT>taCp.Y486Y 0.648936 TRUE TRUE TRUE

c.(679-681)cGa>cAap.R227Q 0.502347 FALSE TRUE TRUE

c.(3382-3384)Gca>Acap.A1128T 0.386885 FALSE TRUE FALSE

c.(2113-2115)acA>acGp.T705T 0.25 TRUE TRUE TRUE

c.(5542-5544)acG>acAp.T1848T 0.50365 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 0.97561 TRUE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.505882 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.126761 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(4951-4953)acT>acCp.T1651T 0.360825 TRUE TRUE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.286885 TRUE TRUE TRUE

c.(28-30)gCg>gAgp.A10E 0.505376 FALSE TRUE FALSE



c.(3784-3786)tAt>tCtp.Y1262S 0.490421 FALSE TRUE TRUE

c.(250-252)gaA>gaGp.E84E 0.289157 TRUE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 1 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.504451 TRUE TRUE TRUE

c.(2188-2190)ttG>ttCp.L730F 0.501792 FALSE TRUE FALSE

c.(682-684)aTt>aCtp.I228T 0.237864 FALSE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.59009 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.69697 TRUE TRUE TRUE

c.(3178-3180)Gta>Atap.V1060I 1 TRUE TRUE TRUE

c.(3628-3630)Aca>Gcap.T1210A 0.421941 FALSE TRUE FALSE

c.(2743-2745)ggC>ggTp.G915G 0.420814 TRUE TRUE TRUE

c.(28-30)cGg>cAgp.R10Q 0.454545 FALSE TRUE TRUE

c.(1138-1140)taC>taTp.Y380Y 0.5625 TRUE TRUE TRUE

c.(2488-2490)Gcc>Accp.A830T 0.494898 TRUE TRUE TRUE

c.(559-561)Atc>Gtcp.I187V 1 FALSE TRUE FALSE

c.(682-684)cAg>cCgp.Q228P 0.494949 TRUE TRUE FALSE

c.(142-144)cAg>cGgp.Q48R 0.534286 TRUE TRUE TRUE

c.(865-867)Aat>Catp.N289H 0.492481 TRUE TRUE TRUE

c.(862-864)ctT>ctCp.L288L 0.991228 FALSE TRUE FALSE

c.(1966-1968)tcT>tcCp.S656S 0.39528 TRUE TRUE TRUE

c.(2935-2937)Ggc>Agcp.G979S 0.591837 TRUE TRUE TRUE

c.(4873-4875)tgT>tgCp.C1625C 0.485437 TRUE TRUE TRUE

c.(1414-1416)ctT>ctGp.L472L 0.266667 TRUE TRUE FALSE

c.(1588-1590)gcG>gcAp.A530A 0.400826 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 0.36 TRUE TRUE TRUE

c.(2752-2754)Cgc>Tgcp.R918C 0.461255 FALSE TRUE TRUE

c.(505-507)Tgc>Cgcp.C169R 0.25641 TRUE TRUE FALSE

c.(7861-7863)tcC>tcAp.S2621S 0.75 TRUE TRUE FALSE

c.(775-777)ggC>ggTp.G259G 0.673333 FALSE TRUE TRUE

c.(106-108)agG>agAp.R36R 0.054187 TRUE TRUE FALSE

c.(850-852)ccG>ccAp.P284P 0.560606 TRUE TRUE TRUE

c.(874-876)gaA>gaGp.E292E 0.647059 TRUE TRUE TRUE

c.(2092-2094)Cct>Actp.P698T 0.658163 TRUE TRUE TRUE

c.(1606-1608)caC>caTp.H536H 0.227273 FALSE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.488827 TRUE TRUE TRUE

c.(919-921)aCg>aTgp.T307M 0.516667 TRUE TRUE TRUE

c.(2299-2301)gcA>gcGp.A767A 0.438356 FALSE TRUE TRUE

c.(1813-1815)Cac>Aacp.H605N 0.962264 FALSE TRUE FALSE

c.(85-87)Gat>Aatp.D29N 0.495077 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 1 TRUE TRUE TRUE

c.(1357-1359)aaT>aaGp.N453K 0.370968 TRUE TRUE TRUE

c.(1333-1335)agG>agAp.R445R 0.26087 TRUE TRUE FALSE

c.(916-918)gCg>gTgp.A306V 0.157895 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.994695 TRUE TRUE TRUE

c.(8284-8286)gaC>gaTp.D2762D 0.478261 TRUE TRUE TRUE

c.(2854-2856)caT>caCp.H952H 0.505319 TRUE TRUE TRUE

c.(757-759)tcT>tcCp.S253S 0.342657 FALSE TRUE TRUE



c.(367-369)Att>Gttp.I123V 0.551839 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.248408 TRUE TRUE FALSE

c.(1954-1956)gTt>gAtp.V652D 0.6 FALSE TRUE FALSE

c.(445-447)ccA>ccGp.P149P 0.435045 TRUE TRUE TRUE

c.(601-603)atT>atCp.I201I 0.538462 TRUE TRUE FALSE

c.(2563-2565)Gga>Agap.G855R 0.488055 FALSE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 0.333333 TRUE TRUE TRUE

c.(1141-1143)aaC>aaTp.N381N 0.666667 TRUE TRUE FALSE

c.(427-429)Tct>Gctp.S143A 0.989796 TRUE TRUE TRUE

c.(3016-3018)taC>taTp.Y1006Y 0.994911 TRUE TRUE TRUE

c.(889-891)gtC>gtTp.V297V 0.981481 TRUE TRUE FALSE

c.(3727-3729)gtC>gtGp.V1243V 0.469072 FALSE FALSE FALSE

c.(487-489)gcG>gcTp.A163A 0.436364 FALSE TRUE FALSE

c.(361-363)gcC>gcTp.A121A 0.5 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.711628 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.423077 TRUE TRUE FALSE

c.(58-60)ctA>ctGp.L20L 0.09375 TRUE TRUE FALSE

c.(1504-1506)Cgt>Tgtp.R502C 0.372881 TRUE TRUE FALSE

c.(346-348)cgC>cgTp.R116R 0.473684 FALSE TRUE FALSE

c.(850-852)acC>acTp.T284T 0.979381 FALSE TRUE FALSE

c.(3346-3348)agG>agAp.R1116R 0.471698 TRUE TRUE TRUE

c.(22-24)Cat>Tatp.H8Y 0.377778 TRUE TRUE FALSE

c.(10105-10107)gTc>gCcp.V3369A 0.486405 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.271739 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.452736 TRUE TRUE TRUE

c.(97-99)cTg>cGgp.L33R 0.27897 TRUE TRUE FALSE

c.(964-966)ttG>ttAp.L322L 0.584906 TRUE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.484099 TRUE TRUE TRUE

c.(2251-2253)ttC>ttTp.F751F 0.628205 TRUE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.278351 TRUE TRUE TRUE

c.(3973-3975)gaC>gaTp.D1325D 0.75 FALSE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.040956 TRUE FALSE FALSE

c.(418-420)gtG>gtTp.V140V 0.472393 FALSE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.540773 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.456311 TRUE TRUE TRUE

c.(5233-5235)cGc>cAcp.R1745H 0.994681 TRUE TRUE TRUE

c.(5299-5301)Cac>Tacp.H1767Y 0.538813 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.18552 TRUE TRUE FALSE

c.(13045-13047)acG>acAp.T4349T 0.993421 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.976378 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.229545 TRUE TRUE TRUE

c.(493-495)gGc>gTcp.G165V 0.333333 TRUE TRUE TRUE

c.(1039-1041)Cag>Gagp.Q347E 0.333333 TRUE TRUE FALSE

c.(2281-2283)ggC>ggTp.G761G 0.390244 TRUE TRUE TRUE

c.(1555-1557)cAg>cCgp.Q519P 0.483871 TRUE TRUE TRUE

c.(772-774)tTc>tCcp.F258S 0.377451 TRUE TRUE FALSE

c.(7393-7395)tgC>tgTp.C2465C 0.596491 TRUE TRUE TRUE



c.(529-531)tcG>tcAp.S177S 0.65812 FALSE TRUE TRUE

c.(3031-3033)Ctg>Ttgp.L1011L 0.316364 FALSE TRUE TRUE

c.(253-255)gaT>gaGp.D85E 0.454545 TRUE TRUE TRUE

c.(4813-4815)gtG>gtTp.V1605V 0.519084 TRUE TRUE TRUE

c.(1324-1326)tcA>tcCp.S442S 0.489796 FALSE TRUE TRUE

c.(3658-3660)atT>atCp.I1220I 0.478088 FALSE FALSE FALSE

c.(2002-2004)tcA>tcGp.S668S 0.598291 TRUE TRUE TRUE

c.(142-144)acG>acAp.T48T 0.082474 TRUE FALSE FALSE

c.(1222-1224)cgC>cgTp.R408R 0.979167 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.52551 TRUE TRUE TRUE

c.(91-93)agC>agAp.S31R 0.46 TRUE TRUE TRUE

c.(364-366)Ctg>Gtgp.L122V 0.5 TRUE TRUE TRUE

c.(2440-2442)acG>acTp.T814T 0.628866 TRUE TRUE FALSE

c.(1846-1848)acG>acAp.T616T 0.517647 TRUE TRUE TRUE

c.(367-369)gGt>gCtp.G123A 0.5 FALSE TRUE FALSE

c.(3850-3852)cAc>cGcp.H1284R 0.075342 TRUE TRUE FALSE

c.(1030-1032)cGg>cAgp.R344Q 0.611111 TRUE TRUE FALSE

c.(667-669)ttC>ttTp.F223F 0.714286 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.434109 TRUE TRUE TRUE

c.(5023-5025)aaG>aaAp.K1675K 0.478873 TRUE TRUE TRUE

c.(532-534)agC>agTp.S178S 0.470588 TRUE TRUE TRUE

c.(4000-4002)Aca>Gcap.T1334A 0.474886 FALSE TRUE TRUE

c.(3127-3129)atC>atTp.I1043I 0.425 FALSE TRUE TRUE

c.(2257-2259)Cct>Tctp.P753S 0.529412 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.409091 TRUE TRUE FALSE

c.(2176-2178)aCg>aAgp.T726K 0.981595 TRUE TRUE TRUE

c.(1330-1332)cCg>cGgp.P444R 0.226415 FALSE TRUE FALSE

c.(802-804)caA>caGp.Q268Q 0.470588 FALSE TRUE TRUE

c.(3388-3390)atC>atTp.I1130I 0.560694 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.454545 TRUE TRUE TRUE

c.(1819-1821)gcG>gcTp.A607A 0.549618 TRUE TRUE TRUE

c.(379-381)Gct>Actp.A127T 0.114583 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.220551 TRUE TRUE TRUE

c.(130-132)ggG>ggAp.G44G 1 FALSE TRUE FALSE

c.(1405-1407)Caa>Aaap.Q469K 0.201439 FALSE TRUE FALSE

c.(1108-1110)gcA>gcGp.A370A 0.5 FALSE TRUE TRUE

c.(961-963)gCg>gAgp.A321E 0.394737 TRUE TRUE FALSE

c.(1945-1947)tcG>tcAp.S649S 0.4 TRUE TRUE FALSE

c.(850-852)cCa>cAap.P284Q 0.410909 TRUE TRUE TRUE

c.(406-408)caG>caAp.Q136Q 0.380531 FALSE TRUE FALSE

c.(1420-1422)aaG>aaAp.K474K 0.240506 FALSE TRUE FALSE

c.(1753-1755)aGa>aAap.R585K 0.344569 TRUE TRUE TRUE

c.(916-918)ttC>ttTp.F306F 0.472477 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.037175 TRUE TRUE TRUE

c.(586-588)cgC>cgTp.R196R 0.5625 FALSE TRUE FALSE

c.(3499-3501)ccA>ccTp.P1167P 0.298701 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.623418 TRUE TRUE TRUE



c.(2092-2094)Cct>Actp.P698T 0.986441 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.505085 TRUE TRUE TRUE

c.(2362-2364)Aag>Gagp.K788E 0.422925 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.478261 TRUE TRUE TRUE

c.(718-720)aGc>aTcp.S240I 0.453608 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.461538 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.102941 TRUE TRUE FALSE

c.(43-45)Ccc>Tccp.P15S 0.088697 TRUE TRUE FALSE

c.(2161-2163)aCg>aTgp.T721M 0.519481 TRUE TRUE TRUE

c.(2971-2973)Aac>Gacp.N991D 0.533808 TRUE TRUE TRUE

c.(943-945)Cgg>Tggp.R315W 0.43956 TRUE TRUE TRUE

c.(1282-1284)aaG>aaCp.K428N 0.5 FALSE TRUE FALSE

c.(88-90)cAc>cCcp.H30P 0.399038 TRUE TRUE FALSE

c.(481-483)cGt>cAtp.R161H 0.138298 FALSE FALSE TRUE

c.(811-813)Aat>Gatp.N271D 0.481752 FALSE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.403361 TRUE TRUE FALSE

c.(1555-1557)cAg>cCgp.Q519P 0.4 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.405797 TRUE TRUE TRUE

c.(1048-1050)ccG>ccAp.P350P 0.042424 TRUE TRUE FALSE

c.(844-846)gcC>gcTp.A282A 0.498507 TRUE TRUE TRUE

c.(2044-2046)ccA>ccCp.P682P 0.436782 TRUE TRUE TRUE

c.(1993-1995)atG>atAp.M665I 0.5 TRUE TRUE FALSE

c.(1516-1518)cgG>cgAp.R506R 0.210526 TRUE TRUE TRUE

c.(865-867)Aat>Catp.N289H 0.539216 TRUE TRUE TRUE

c.(1480-1482)tgA>tgGp.*494W 0.947368 FALSE TRUE FALSE

c.(5542-5544)acG>acAp.T1848T 0.992883 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.786207 TRUE TRUE FALSE

c.(181-183)atA>atGp.I61M 0.945455 FALSE TRUE FALSE

c.(196-198)cGc>cAcp.R66H 0.097046 FALSE TRUE FALSE

c.(472-474)aGt>aAtp.S158N 0.988142 TRUE TRUE TRUE

c.(724-726)cGg>cAgp.R242Q 0.635071 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 1 TRUE TRUE FALSE

c.(1141-1143)ctA>ctGp.L381L 0.234483 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.993902 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.996678 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.5189 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.480363 TRUE TRUE TRUE

c.(490-492)acC>acTp.T164T 0.576923 FALSE TRUE FALSE

c.(1921-1923)Agg>Gggp.R641G 0.48951 FALSE TRUE FALSE

c.(28-30)gCg>gAgp.A10E 0.50641 FALSE TRUE FALSE

c.(457-459)cCc>cTcp.P153L 0.458515 FALSE TRUE TRUE

c.(1288-1290)gcC>gcAp.A430A 0.928571 TRUE TRUE TRUE

c.(361-363)gTc>gCcp.V121A 0.394737 TRUE TRUE FALSE

c.(1144-1146)ggC>ggTp.G382G 0.47191 FALSE TRUE FALSE

c.(340-342)ggC>ggTp.G114G 0.537344 TRUE TRUE TRUE

c.(325-327)gaT>gaCp.D109D 0.989324 TRUE TRUE TRUE



c.(367-369)Att>Gttp.I123V 0.459016 TRUE TRUE TRUE

c.(64-66)ctC>ctTp.L22L 0.525773 TRUE TRUE FALSE

c.(12304-12306)Ttg>Ctgp.L4102L 0.493103 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.235294 TRUE TRUE FALSE

c.(802-804)acG>acCp.T268T 0.536585 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.795918 TRUE TRUE FALSE

c.(271-273)Gtt>Attp.V91I 0.954545 FALSE TRUE FALSE

c.(892-894)tGt>tCtp.C298S 0.512915 TRUE TRUE TRUE

c.(1930-1932)Aat>Catp.N644H 0.509554 TRUE TRUE TRUE

c.(280-282)ttG>ttAp.L94L 0.9375 FALSE TRUE FALSE

c.(538-540)ctA>ctCp.L180L 0.5 TRUE TRUE TRUE

c.(1144-1146)aAt>aGtp.N382S 0.486111 FALSE TRUE TRUE

c.(856-858)ccA>ccGp.P286P 0.549738 FALSE TRUE TRUE

c.(907-909)aaG>aaAp.K303K 0.462329 TRUE TRUE TRUE

c.(1411-1413)gtA>gtCp.V471V 0.473469 FALSE TRUE TRUE

c.(100-102)ctC>ctTp.L34L 0.468254 FALSE TRUE TRUE

c.(1267-1269)gGa>gAap.G423E 1 TRUE TRUE FALSE

c.(1678-1680)tcA>tcGp.S560S 0.478405 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.986014 TRUE TRUE TRUE

c.(682-684)tgT>tgCp.C228C 0.540816 TRUE TRUE TRUE

c.(10648-10650)gaG>gaAp.E3550E 0.45302 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.523364 TRUE TRUE TRUE

c.(820-822)Cct>Tctp.P274S 0.940828 TRUE TRUE TRUE

c.(943-945)gcT>gcCp.A315A 0.482353 TRUE TRUE TRUE

c.(1870-1872)Atc>Gtcp.I624V 0.481203 FALSE TRUE TRUE

c.(487-489)cCa>cAap.P163Q 0.137652 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.464286 TRUE TRUE FALSE

c.(205-207)caA>caGp.Q69Q 0.068293 TRUE TRUE FALSE

c.(409-411)Caa>Aaap.Q137K 0.031638 TRUE FALSE FALSE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.461165 TRUE TRUE TRUE

c.(772-774)Cgt>Tgtp.R258C 0.333333 FALSE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.241803 TRUE TRUE FALSE

c.(1345-1347)cTg>cCgp.L449P 0.567568 TRUE TRUE FALSE

c.(7117-7119)gaC>gaGp.D2373E 0.487952 TRUE TRUE TRUE

c.(340-342)acT>acCp.T114T 1 TRUE TRUE FALSE

c.(748-750)gcA>gcGp.A250A 0.509434 TRUE TRUE TRUE

c.(4738-4740)aaC>aaTp.N1580N 0.5 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.501818 TRUE TRUE TRUE

c.(4666-4668)agG>agAp.R1556R 0.5 FALSE TRUE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.438462 TRUE TRUE TRUE

c.(700-702)cAt>cGtp.H234R 0.8 FALSE TRUE FALSE

c.(1681-1683)cgC>cgTp.R561R 0.203883 TRUE TRUE TRUE

c.(31-33)Gct>Actp.A11T 0.453125 FALSE FALSE FALSE

c.(2227-2229)caT>caCp.H743H 0.517647 TRUE TRUE TRUE

c.(16-18)aGt>aAtp.S6N 0.33871 FALSE TRUE FALSE

c.(1042-1044)Gac>Aacp.D348N 0.030875 TRUE TRUE FALSE



c.(4246-4248)Aaa>Caap.K1416Q 0.490196 TRUE TRUE TRUE

c.(6193-6195)atT>atCp.I2065I 0.484058 TRUE TRUE TRUE

c.(1279-1281)atT>atCp.I427I 0.984848 FALSE TRUE FALSE

c.(196-198)cAc>cGcp.H66R 0.246459 TRUE FALSE FALSE

c.(9850-9852)tTt>tAtp.F3284Y 0.642857 FALSE FALSE FALSE

c.(7621-7623)gcC>gcTp.A2541A 0.439394 TRUE TRUE FALSE

c.(1516-1518)gcG>gcAp.A506A 0.488 TRUE TRUE FALSE

c.(2560-2562)Cac>Tacp.H854Y 0.043887 FALSE FALSE FALSE

c.(196-198)cGc>cAcp.R66H 0.051491 FALSE TRUE FALSE

c.(4471-4473)aCg>aTgp.T1491M 0.508982 FALSE FALSE TRUE

c.(4282-4284)atA>atCp.I1428I 0.51046 TRUE TRUE TRUE

c.(46-48)aaG>aaAp.K16K 0.391304 TRUE TRUE FALSE

c.(2293-2295)gaT>gaCp.D765D 0.473498 TRUE TRUE TRUE

c.(646-648)aCg>aGgp.T216R 0.976744 TRUE TRUE TRUE

c.(1474-1476)cCa>cAap.P492Q 0.515284 TRUE TRUE TRUE

c.(682-684)cAg>cCgp.Q228P 0.461538 TRUE TRUE FALSE

c.(3283-3285)acA>acGp.T1095T 0.192053 TRUE TRUE FALSE

c.(7096-7098)Aag>Cagp.K2366Q 0.498141 TRUE TRUE TRUE

c.(58-60)cCg>cTgp.P20L 0.46875 FALSE TRUE FALSE

c.(196-198)Tgc>Cgcp.C66R 0.09816 TRUE FALSE FALSE

c.(1006-1008)Cct>Tctp.P336S 0.044199 TRUE TRUE FALSE

c.(3178-3180)Gta>Atap.V1060I 0.4 TRUE TRUE TRUE

c.(1591-1593)gGa>gAap.G531E 0.212371 TRUE TRUE TRUE

c.(403-405)cGg>cTgp.R135L 0.527273 FALSE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.545455 FALSE TRUE FALSE

c.(3988-3990)Ttg>Atgp.L1330M 0.4625 TRUE TRUE TRUE

c.e2-1 0.558011 FALSE FALSE FALSE

c.(634-636)Cag>Gagp.Q212E 0.5 TRUE TRUE TRUE

c.(142-144)cAg>cGgp.Q48R 0.504202 TRUE TRUE TRUE

c.(850-852)cCa>cAap.P284Q 0.473469 TRUE TRUE TRUE

c.(1837-1839)gcC>gcTp.A613A 0.49569 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 0.471947 TRUE TRUE FALSE

c.(205-207)Caa>Aaap.Q69K 0.047564 TRUE TRUE FALSE

c.(9169-9171)ggC>ggTp.G3057G 0.152941 FALSE FALSE FALSE

c.(214-216)tGc>tAcp.C72Y 0.257373 TRUE TRUE FALSE

c.(4753-4755)aCg>aTgp.T1585M 0.493103 FALSE TRUE TRUE

c.(2329-2331)gtC>gtTp.V777V 0.459259 TRUE TRUE TRUE

c.(6202-6204)taT>taCp.Y2068Y 0.464789 TRUE TRUE TRUE

c.(673-675)Tgg>Cggp.W225R 0.5209 TRUE TRUE TRUE

c.(12790-12792)Gta>Ctap.V4264L 0.511111 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.503311 TRUE TRUE TRUE

c.(661-663)Tgt>Cgtp.C221R 0.445545 TRUE TRUE TRUE

c.(157-159)agT>agCp.S53S 0.469767 TRUE TRUE TRUE

c.(3802-3804)cGg>cAgp.R1268Q 0.470414 FALSE TRUE TRUE

c.(2254-2256)ggG>ggAp.G752G 0.512 TRUE TRUE TRUE

c.(490-492)gtA>gtGp.V164V 0.920635 FALSE TRUE FALSE

c.(8320-8322)tgC>tgTp.C2774C 0.513605 TRUE TRUE TRUE



c.(199-201)taC>taTp.Y67Y 0.948276 FALSE FALSE FALSE

c.(2587-2589)acA>acGp.T863T 0.494071 TRUE TRUE TRUE

c.(1363-1365)tcA>tcGp.S455S 0.521008 TRUE TRUE TRUE

c.(1711-1713)Ctg>Gtgp.L571V 0.12 TRUE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.463087 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 1 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.52809 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.5 TRUE TRUE FALSE

c.(247-249)cCa>cAap.P83Q 0.041322 TRUE FALSE FALSE

c.(496-498)ttC>ttTp.F166F 0.393258 TRUE TRUE FALSE

c.(4720-4722)gGg>gCgp.G1574A 0.455621 TRUE TRUE TRUE

c.(1357-1359)tcC>tcTp.S453S 0.364865 TRUE TRUE TRUE

c.(4912-4914)cgT>cgAp.R1638R 0.465517 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.264605 TRUE TRUE TRUE

c.(2062-2064)Aac>Gacp.N688D 0.472222 TRUE TRUE TRUE

c.(2335-2337)Gct>Actp.A779T 0.574803 FALSE TRUE TRUE

c.(6301-6303)aTa>aCap.I2101T 0.977528 TRUE TRUE TRUE

c.(3001-3003)caC>caGp.H1001Q 0.517094 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.094444 TRUE TRUE TRUE

c.(796-798)Cga>Tgap.R266* 0.056872 TRUE FALSE FALSE

c.(808-810)agA>agGp.R270R 0.783784 TRUE TRUE TRUE

c.(823-825)cGg>cAgp.R275Q 0.492228 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.694737 TRUE TRUE FALSE

c.(148-150)cTt>cCtp.L50P 0.043956 TRUE TRUE FALSE

c.(2878-2880)gcA>gcGp.A960A 0.527132 TRUE TRUE TRUE

c.(166-168)ttT>ttCp.F56F 0.891304 FALSE TRUE FALSE

c.(1819-1821)gcG>gcTp.A607A 0.982222 TRUE TRUE TRUE

c.(4138-4140)atG>atTp.M1380I 0.467532 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.771084 TRUE TRUE TRUE

c.(3772-3774)caG>caAp.Q1258Q 0.1 TRUE FALSE TRUE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(781-783)Ctg>Gtgp.L261V 0.272358 TRUE TRUE FALSE

c.(673-675)ccG>ccAp.P225P 0.537931 TRUE TRUE FALSE

c.(262-264)tTt>tCtp.F88S 0.065574 TRUE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.128169 TRUE TRUE FALSE

c.e6+1 0.273973 FALSE TRUE TRUE

c.(1324-1326)gAa>gGap.E442G 0.50237 FALSE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.134615 TRUE TRUE FALSE

c.(226-228)ttC>ttGp.F76L 0.40678 FALSE TRUE TRUE

c.(3136-3138)ccA>ccGp.P1046P 0.432961 TRUE TRUE TRUE

c.(1891-1893)Atc>Ctcp.I631L 0.492669 TRUE TRUE TRUE

c.(3067-3069)acA>acGp.T1023T 0.521739 TRUE TRUE TRUE

c.(2980-2982)gaC>gaTp.D994D 0.996875 TRUE TRUE TRUE

c.(13045-13047)acG>acAp.T4349T 0.996885 TRUE TRUE TRUE

c.(1120-1122)aCg>aTgp.T374M 0.583333 TRUE TRUE TRUE

c.(262-264)cGa>cAap.R88Q 0.187135 TRUE TRUE FALSE

c.(3160-3162)Gag>Aagp.E1054K 0.45 TRUE TRUE TRUE



c.(4528-4530)caC>caTp.H1510H 0.505017 TRUE TRUE TRUE

c.(247-249)cCa>cAap.P83Q 0.04375 TRUE FALSE FALSE

c.(1456-1458)taT>taCp.Y486Y 0.507246 TRUE TRUE TRUE

c.(7129-7131)tCa>tAap.S2377* 0.543568 TRUE TRUE TRUE

c.(3037-3039)caC>caTp.H1013H 0.496855 TRUE TRUE TRUE

c.(3052-3054)acC>acAp.T1018T 0.502165 TRUE TRUE TRUE

c.(2269-2271)cgG>cgAp.R757R 0.482353 TRUE TRUE TRUE

c.(502-504)Ata>Ttap.I168L 0.29064 TRUE TRUE FALSE

c.(2005-2007)gGc>gAcp.G669D 0.502092 TRUE TRUE TRUE

c.(2407-2409)agC>agGp.S803R 0.529915 TRUE TRUE TRUE

c.(7624-7626)cgC>cgGp.R2542R 0.483974 TRUE TRUE TRUE

c.(1342-1344)Atc>Gtcp.I448V 1 TRUE TRUE TRUE

c.(280-282)ctG>ctCp.L94L 0.446043 TRUE TRUE TRUE

c.(772-774)tTc>tCcp.F258S 0.53125 TRUE TRUE FALSE

c.(1048-1050)ccG>ccAp.P350P 0.040097 TRUE TRUE FALSE

c.(106-108)agG>agAp.R36R 0.133838 TRUE TRUE FALSE

c.(724-726)cGg>cAgp.R242Q 0.413146 TRUE TRUE FALSE

c.(2044-2046)ccA>ccCp.P682P 0.441296 TRUE TRUE TRUE

c.(1783-1785)tCc>tTcp.S595F 0.53112 FALSE TRUE TRUE

c.(11599-11601)tgT>tgCp.C3867C 1 TRUE TRUE TRUE

c.(808-810)agA>agGp.R270R 1 TRUE TRUE TRUE

c.(1516-1518)cgG>cgAp.R506R 0.395522 TRUE TRUE TRUE

c.(2113-2115)acA>acGp.T705T 1 TRUE TRUE TRUE

c.(1699-1701)Ctg>Ttgp.L567L 1 TRUE TRUE TRUE

c.(523-525)agC>agTp.S175S 0.444954 TRUE TRUE TRUE

c.(256-258)gtC>gtGp.V86V 0.366935 TRUE TRUE FALSE

c.(4111-4113)tgT>tgCp.C1371C 0.521127 FALSE TRUE TRUE

c.(622-624)cGg>cAgp.R208Q 0.25 FALSE TRUE FALSE

c.(2560-2562)Ctg>Gtgp.L854V 0.99375 TRUE TRUE TRUE

c.(5692-5694)Gaa>Aaap.E1898K 0.461957 TRUE TRUE TRUE

c.(472-474)aGt>aAtp.S158N 0.530249 TRUE TRUE TRUE

c.(1078-1080)taC>taTp.Y360Y 0.293173 TRUE TRUE FALSE

c.(2872-2874)atG>atTp.M958I 0.582524 TRUE TRUE FALSE

c.(2251-2253)agC>agTp.S751S 0.563218 FALSE TRUE TRUE

c.(1258-1260)aAt>aGtp.N420S 0.286486 TRUE TRUE FALSE

c.(2272-2274)gcT>gcCp.A758A 0.451389 TRUE TRUE TRUE

c.(250-252)gaC>gaTp.D84D 0.367347 TRUE TRUE FALSE

c.(994-996)gGc>gCcp.G332A 0.470339 TRUE TRUE TRUE

c.(1234-1236)Gtg>Ctgp.V412L 0.331522 TRUE TRUE TRUE

c.(1171-1173)tgC>tgAp.C391* 0.044229 TRUE TRUE FALSE

c.(1276-1278)atG>atTp.M426I 0.283688 FALSE FALSE FALSE

c.(4393-4395)ccA>ccGp.P1465P 0.986239 TRUE TRUE TRUE

c.(967-969)cGg>cAgp.R323Q 0.40613 FALSE TRUE TRUE

c.(637-639)gaC>gaTp.D213D 0.5 TRUE TRUE TRUE

c.(4984-4986)aAc>aGcp.N1662S 0.537162 TRUE TRUE TRUE

c.(2614-2616)gaC>gaTp.D872D 0.501408 TRUE TRUE TRUE

c.(1342-1344)Aac>Tacp.N448Y 0.625 FALSE TRUE FALSE



c.(1921-1923)Agg>Gggp.R641G 0.481865 FALSE TRUE FALSE

c.(943-945)Ggt>Agtp.G315S 0.430939 TRUE TRUE TRUE

c.(1966-1968)caC>caTp.H656H 0.510823 TRUE TRUE TRUE

c.(5629-5631)cCc>cTcp.P1877L 0.512821 TRUE TRUE TRUE

c.(121-123)Ctt>Tttp.L41F 0.526718 TRUE TRUE TRUE

c.(2341-2343)cGt>cAtp.R781H 0.515493 FALSE TRUE TRUE

c.(3367-3369)Cca>Tcap.P1123S 0.586667 FALSE TRUE TRUE

c.(2047-2049)Ccc>Tccp.P683S 0.615385 TRUE TRUE FALSE

c.(1123-1125)tGc>tAcp.C375Y 0.16129 TRUE TRUE FALSE

c.(1135-1137)acG>acAp.T379T 0.19403 FALSE TRUE TRUE

c.(1342-1344)agC>agTp.S448S 0.654206 TRUE TRUE FALSE

c.(1549-1551)tAt>tGtp.Y517C 0.462264 TRUE TRUE TRUE

c.(268-270)caA>caGp.Q90Q 0.364303 TRUE TRUE FALSE

c.(2083-2085)gcA>gcGp.A695A 1 TRUE TRUE FALSE

c.(4675-4677)Gtg>Atgp.V1559M 0.503333 TRUE TRUE TRUE

c.(802-804)acG>acCp.T268T 0.59375 TRUE TRUE TRUE

c.(1885-1887)acT>acAp.T629T 0.508065 TRUE TRUE TRUE

c.(76-78)Gac>Aacp.D26N 0.540741 FALSE TRUE FALSE

c.(1345-1347)cTg>cCgp.L449P 0.4375 TRUE TRUE FALSE

c.(3130-3132)Acc>Gccp.T1044A 0.616438 TRUE TRUE FALSE

c.(8284-8286)gaC>gaTp.D2762D 0.451505 TRUE TRUE TRUE

c.(6475-6477)taT>taCp.Y2159Y 0.443299 TRUE TRUE TRUE

c.(2725-2727)agG>agAp.R909R 0.291498 FALSE FALSE FALSE

c.(7501-7503)Ata>Gtap.I2501V 0.510714 TRUE TRUE TRUE

c.(9037-9039)cGc>cTcp.R3013L 0.523035 TRUE TRUE TRUE

c.(3658-3660)gcA>gcGp.A1220A 0.479263 TRUE TRUE TRUE

c.(445-447)ccA>ccGp.P149P 0.460377 TRUE TRUE TRUE

c.(2053-2055)cgT>cgCp.R685R 0.526104 TRUE TRUE TRUE

c.(3859-3861)Gag>Aagp.E1287K 0.483553 TRUE TRUE TRUE

c.(2773-2775)gtA>gtCp.V925V 0.511166 TRUE TRUE TRUE

c.(4372-4374)aAa>aGap.K1458R 0.554517 FALSE FALSE FALSE

c.(1900-1902)tcC>tcTp.S634S 0.494118 TRUE TRUE TRUE

c.(2680-2682)cGg>cAgp.R894Q 0.035874 TRUE TRUE FALSE

c.(682-684)tgT>tgCp.C228C 0.537879 TRUE TRUE TRUE

c.(9481-9483)Ttc>Atcp.F3161I 0.502591 TRUE TRUE TRUE

c.(8380-8382)gcC>gcTp.A2794A 1 TRUE TRUE TRUE

c.(2233-2235)Gag>Cagp.E745Q 0.234432 TRUE TRUE FALSE

c.(1810-1812)Act>Gctp.T604A 0.472325 TRUE TRUE TRUE

c.(3391-3393)acC>acGp.T1131T 1 TRUE TRUE TRUE

c.(4822-4824)gAg>gGgp.E1608G 0.265193 FALSE TRUE FALSE

c.(283-285)caA>caGp.Q95Q 0.117519 TRUE TRUE FALSE

c.(154-156)tTg>tCgp.L52S 0.568093 FALSE FALSE FALSE

c.(5023-5025)aaG>aaAp.K1675K 0.505102 TRUE TRUE TRUE

c.(5278-5280)gcG>gcAp.A1760A 0.52 TRUE TRUE TRUE

c.(2758-2760)tcT>tcCp.S920S 0.220588 TRUE TRUE FALSE

c.(1927-1929)gtG>gtAp.V643V 0.344828 TRUE TRUE FALSE

c.(7735-7737)gAc>gTcp.D2579V 0.491289 TRUE TRUE TRUE



c.(1849-1851)agT>agCp.S617S 0.398649 TRUE TRUE TRUE

c.(3157-3159)Cac>Tacp.H1053Y 0.5625 TRUE TRUE TRUE

c.(205-207)caA>caGp.Q69Q 0.100629 TRUE TRUE FALSE

c.(217-219)Ctt>Tttp.L73F 0.409091 TRUE TRUE TRUE

c.(1729-1731)cTg>cCgp.L577P 0.428571 FALSE TRUE FALSE

c.(1036-1038)gtG>gtAp.V346V 0.029549 TRUE TRUE FALSE

c.(1108-1110)gcG>gcAp.A370A 0.527132 FALSE TRUE TRUE

c.(1171-1173)ccC>ccTp.P391P 0.25 TRUE TRUE TRUE

c.(4525-4527)atC>atTp.I1509I 0.545723 TRUE TRUE TRUE

c.(427-429)Tct>Gctp.S143A 1 TRUE TRUE TRUE

c.(526-528)cGt>cAtp.R176H 0.221311 TRUE TRUE FALSE

c.(1213-1215)atT>atCp.I405I 0.994709 TRUE TRUE TRUE

c.(7117-7119)gaC>gaGp.D2373E 0.470588 TRUE TRUE TRUE

c.(850-852)Acc>Gccp.T284A 1 FALSE TRUE FALSE

c.(1561-1563)aGg>aAgp.R521K 0.424312 TRUE TRUE TRUE

c.(2695-2697)aAg>aGgp.K899R 0.512129 TRUE TRUE TRUE

c.(7945-7947)cGt>cAtp.R2649H 0.996774 TRUE TRUE TRUE

c.(5068-5070)Aga>Cgap.R1690R 0.074074 TRUE TRUE FALSE

c.(1957-1959)gGg>gAgp.G653E 0.54 FALSE TRUE TRUE

c.(97-99)aaG>aaAp.K33K 0.457447 TRUE TRUE FALSE

c.(2458-2460)acA>acGp.T820T 0.541219 TRUE TRUE TRUE

c.(805-807)gAt>gGtp.D269G 0.227758 FALSE FALSE FALSE

c.(2416-2418)caT>caCp.H806H 0.528926 TRUE TRUE TRUE

c.(37-39)Aca>Gcap.T13A 0.98 FALSE TRUE FALSE

c.(5626-5628)cGg>cAgp.R1876Q 0.996753 TRUE TRUE TRUE

c.(919-921)cGt>cAtp.R307H 0.570248 TRUE TRUE TRUE

c.(4981-4983)gaT>gaCp.D1661D 0.607843 TRUE TRUE FALSE

c.(1339-1341)aTg>aCgp.M447T 0.48254 TRUE TRUE TRUE

c.(1042-1044)Gac>Aacp.D348N 0.036313 TRUE TRUE FALSE

c.(6193-6195)atT>atCp.I2065I 0.490446 TRUE TRUE TRUE

c.(3499-3501)ccA>ccTp.P1167P 1 TRUE TRUE TRUE

c.(700-702)cAt>cGtp.H234R 0.444444 FALSE TRUE FALSE

c.(808-810)Cgc>Tgcp.R270C 0.464286 TRUE TRUE TRUE

c.(4282-4284)Gtg>Ttgp.V1428L 0.480769 TRUE TRUE FALSE

c.(8101-8103)tgC>tgTp.C2701C 0.457045 FALSE TRUE TRUE

c.(12547-12549)ggG>ggAp.G4183G 0.46732 FALSE FALSE FALSE

c.(7894-7896)Aat>Gatp.N2632D 0.475771 TRUE TRUE TRUE

c.(8377-8379)aGt>aAtp.S2793N 1 TRUE TRUE TRUE

c.(8821-8823)gaC>gaTp.D2941D 0.996633 TRUE TRUE TRUE

c.(2176-2178)aCg>aTgp.T726M 0.49115 FALSE FALSE TRUE

c.(808-810)Gtc>Atcp.V270I 0.48913 FALSE TRUE TRUE

c.(2023-2025)Ata>Gtap.I675V 0.478992 TRUE TRUE TRUE

c.(12280-12282)Aag>Gagp.K4094E 0.996016 TRUE TRUE TRUE

c.(1909-1911)Att>Gttp.I637V 0.570248 TRUE TRUE TRUE

c.(1270-1272)gaC>gaTp.D424D 0.1875 FALSE TRUE FALSE

c.(457-459)ctT>ctCp.L153L 1 FALSE TRUE FALSE

c.(3268-3270)ggC>ggTp.G1090G 0.449102 TRUE TRUE TRUE



c.(7753-7755)aTc>aCcp.I2585T 0.491803 FALSE TRUE TRUE

c.(8353-8355)taC>taTp.Y2785Y 0.995781 TRUE TRUE FALSE

c.(1240-1242)caG>caAp.Q414Q 0.441176 TRUE TRUE TRUE

c.(280-282)aCg>aTgp.T94M 0.438127 FALSE TRUE TRUE

c.(3634-3636)caG>caAp.Q1212Q 1 TRUE TRUE TRUE

c.(3109-3111)caG>caAp.Q1037Q 0.487069 TRUE TRUE TRUE

c.(3346-3348)agG>agAp.R1116R 0.993151 TRUE TRUE TRUE

c.(1489-1491)gaG>gaCp.E497D 1 TRUE TRUE TRUE

c.(466-468)Cat>Tatp.H156Y 0.5 TRUE TRUE TRUE

c.(2254-2256)taC>taTp.Y752Y 0.490411 TRUE TRUE TRUE

c.(391-393)gCg>gTgp.A131V 0.512064 TRUE TRUE TRUE

c.(634-636)Cag>Gagp.Q212E 1 TRUE TRUE TRUE

c.(10105-10107)gTc>gCcp.V3369A 0.510274 TRUE TRUE TRUE

c.(79-81)cGg>cAgp.R27Q 0.996644 TRUE TRUE TRUE

c.(1684-1686)caA>caGp.Q562Q 0.493333 TRUE TRUE FALSE

c.(2815-2817)tCt>tGtp.S939C 0.495327 TRUE TRUE TRUE

c.(3805-3807)gtT>gtCp.V1269V 1 TRUE TRUE FALSE

c.(97-99)cTg>cGgp.L33R 0.333333 TRUE TRUE FALSE

c.(1138-1140)cGt>cTtp.R380L 0.049265 TRUE TRUE TRUE

c.(1009-1011)tCt>tGtp.S337C 0.5 TRUE TRUE FALSE

c.(1075-1077)gtC>gtAp.V359V 0.489164 TRUE TRUE TRUE

c.(1354-1356)gcT>gcCp.A452A 0.438017 TRUE TRUE TRUE

c.(988-990)cTg>cCgp.L330P 0.493939 TRUE TRUE TRUE

c.(2527-2529)gGt>gAtp.G843D 0.488136 FALSE TRUE TRUE

c.(10000-10002)gTg>gCgp.V3334A 0.508197 TRUE TRUE TRUE

c.(8524-8526)taT>taCp.Y2842Y 1 TRUE TRUE TRUE

c.(8851-8853)gtT>gtCp.V2951V 0.471698 TRUE TRUE TRUE

c.(1279-1281)Gag>Tagp.E427* 0.28777 FALSE FALSE FALSE

c.(7861-7863)tcC>tcAp.S2621S 1 TRUE TRUE FALSE

c.(8710-8712)cAg>cGgp.Q2904R 0.996667 TRUE TRUE TRUE

c.(6514-6516)caC>caTp.H2172H 0.302752 TRUE TRUE TRUE

c.(556-558)gaG>gaAp.E186E 0.478088 TRUE TRUE TRUE

c.(1138-1140)taC>taTp.Y380Y 0.5 TRUE TRUE TRUE

c.(256-258)Cat>Gatp.H86D 0.410557 TRUE TRUE FALSE

c.(1063-1065)Gtg>Atgp.V355M 0.99569 TRUE TRUE TRUE

c.(172-174)caG>caAp.Q58Q 0.520408 TRUE TRUE TRUE

c.(1945-1947)tcG>tcAp.S649S 0.4 TRUE TRUE FALSE

c.(8278-8280)gAt>gGtp.D2760G 0.99661 TRUE TRUE TRUE

c.(208-210)aaG>aaAp.K70K 0.605691 TRUE TRUE TRUE

c.(796-798)Aag>Gagp.K266E 0.506944 FALSE TRUE TRUE

c.(1705-1707)ggC>ggTp.G569G 0.485294 TRUE TRUE FALSE

c.(3739-3741)aCt>aTtp.T1247I 0.504854 TRUE TRUE TRUE

c.(496-498)ttC>ttTp.F166F 0.291262 TRUE TRUE FALSE

c.(1357-1359)tcC>tcTp.S453S 0.382114 TRUE TRUE TRUE

c.(1501-1503)gaT>gaCp.D501D 0.472 TRUE TRUE TRUE

c.(859-861)gAa>gTap.E287V 0.4 TRUE TRUE TRUE

c.(109-111)gcG>gcAp.A37A 0.530159 TRUE TRUE TRUE



c.(499-501)gGc>gAcp.G167D 0.45 TRUE TRUE TRUE

c.(12304-12306)Ttg>Ctgp.L4102L 0.519164 TRUE TRUE TRUE

c.(1798-1800)gtT>gtCp.V600V 1 TRUE TRUE TRUE

c.(334-336)cGa>cAap.R112Q 0.083789 TRUE TRUE TRUE

c.(826-828)cGa>cAap.R276Q 0.514706 TRUE TRUE TRUE

c.(775-777)Ggt>Cgtp.G259R 0.520147 TRUE TRUE TRUE

c.(4735-4737)cAg>cGgp.Q1579R 0.480874 TRUE TRUE TRUE

c.(508-510)gaA>gaGp.E170E 0.528169 TRUE TRUE FALSE

c.(505-507)Tgc>Cgcp.C169R 0.198347 TRUE TRUE FALSE

c.(5233-5235)cGc>cAcp.R1745H 0.495385 TRUE TRUE TRUE

c.(358-360)gcC>gcTp.A120A 0.56962 TRUE TRUE FALSE

c.(5299-5301)Cac>Tacp.H1767Y 0.49162 TRUE TRUE TRUE

c.(4948-4950)gCg>gTgp.A1650V 0.482558 FALSE TRUE TRUE

c.(1147-1149)Aac>Cacp.N383H 0.445714 TRUE TRUE TRUE

c.(895-897)gaA>gaGp.E299E 0.487805 TRUE TRUE TRUE

c.(22-24)aaC>aaTp.N8N 1 FALSE TRUE FALSE

c.(277-279)ctC>ctGp.L93L 0.493369 TRUE TRUE TRUE

c.(9682-9684)agG>agAp.R3228R 0.444444 TRUE TRUE TRUE

c.(8158-8160)Aca>Ccap.T2720P 0.996732 TRUE TRUE TRUE

c.(538-540)Cgg>Tggp.R180W 0.510714 TRUE TRUE TRUE

c.(115-117)Aaa>Gaap.K39E 0.194332 TRUE TRUE FALSE

c.(1681-1683)gtG>gtAp.V561V 1 FALSE FALSE FALSE

c.(1282-1284)Ccc>Gccp.P428A 0.514815 TRUE TRUE TRUE

c.(367-369)Att>Gttp.I123V 0.544304 TRUE TRUE TRUE


