Chr Pos D Ref Alt Filter Variant_Typ Normal REF Normal ALTNormal_Dep Normal_Alle Tumor REF. Tumor. Tumor Dept Tumor Allel ClinVar Gene_Name CDS_Chang Amino_Acid Change Transcript | Effect

1 63148890 . G GAAAAAA, non_homre INS 3 0 3 0 7 8 0.125 link - Ino80dos n.141+471- ENSMUST intron_variant

1 63148890 . G GAAAAAA, non_homre INS 3 0 3 0 7 8 0.125 link - Ndufsl  ¢.1709-33¢- ENSMUST intron_variant

1 85584067 . A AAAAGAA low_frac_il INS 3 0 3 0 1 3 0.667 link - Spl10 €.971-495 - ENSMUST intron_variant

1 85600333 rs2481777 A ACT mapping_cINS 181 0 181 0 193 199 0.03 link - Spl10 c.-4226_-4- ENSMUST upstream_gene_variant

1 85600333 rs2481777 A ACT mapping_cINS 181 0 181 0 193 199 0.03 link - Spl40 c.-827 _-8Z- ENSMUST upstream_gene_variant

1 85600333 rs2481777 A ACT mapping_cINS 181 0 181 0 193 199 0.03 link - Gm16094 n.*494_*4¢- ENSMUST downstream_gene_variant
1 85600333 rs2481777 A ACT mapping_cINS 181 0 181 0 193 199 0.03 link - Gm10552 n.*3751 ENSMUST downstream_gene_variant
1 85600333 rs2481777 A ACT mapping_cINS 181 0 181 0 193 199 0.03 link - - n.8560033 - - intergenic_region

1 87853302 . TGGC T base_qual DEL 94 1 95 0.011 91 96 0.052 link - Dgkd c.14_16del p.Ala5del ENSMUST disruptive_inframe_deletion
1 87853302 . TGGC T base_qual DEL 94 1 95 0.011 91 96 0.052 link - Gm19582 n.*42_*44c- ENSMUST downstream_gene_variant
1 88241881 . C CTTT weak_evid INS 20 2 22 0.091 16 25 0.36 link - Mroh2a  ¢.2046+23 - ENSMUST intron_variant

1 93388336 . GAAAAAAAAA G non_homr«DEL 7 0 7 0 5 7 0.286 link - Ano7 c.601-242_- ENSMUST intron_variant

1 1.16E+08 . TAC T alt_allele_i DEL 47 15 62 0.242 34 70 0.514 link - Cntnap5a ¢.2075-67_- ENSMUST intron_variant

1 1.66E+08 . GA G weak_evid DEL 315 2 317 0.006 288 6 294 0.02 link - Adcyl0  c.1061delf p.Lys354fs ENSMUST frameshift_variant

1 1.83E+08 . GTC G non_homr¢ DEL 80 9 89 0.101 91 19 110 0.173 link - Susd4 €.149-26_1- ENSMUST intron_variant

10 5246507 . AG A non_homr«DEL 69 17 86 0.198 60 29 89 0.326 link - Synel n.5246508 - - intragenic_variant

10 78715417 . AAG A non_homr¢ DEL 147 20 167 0.12 108 26 134 0.194 link - Caspl4  c.40-9_40-- ENSMUST splice_region_variant+intron_variant
10 78750669 rs2339509 TG T alt_allele_i DEL 54 17 71 0.239 31 19 50 0.38 link - Cedcl05  ¢.571-25d - ENSMUST intron_variant

10 78750669 rs2339509 TG T alt_allele i DEL 54 17 71 0.239 31 19 50 0.38 link - RP23-416(n.130+33¢ - ENSMUST intron_variant

10 1.11E+08 . T TA non_homr(INS 140 21 161 013 140 46 186 0.247 link - Zdhhcl7 ¢.398+57d - ENSMUST intron_variant

10 1.28E+08 . CcG C non_homr¢ DEL 76 29 105 0.276 80 56 136 0.412 link - Ndufadl2 c¢.*2576del - ENSMUST downstream_gene_variant
10 1.28E+08 . CcG C non_homr«DEL 76 29 105 0.276 80 56 136 0.412 link - Shmt2 c.857+46d - ENSMUST intron_variant

11 1.05E+08 . TC T non_homr¢ DEL 45 23 68 0.338 48 30 78 0.385 link - Mrc2 €.1458+80 - ENSMUST intron_variant

11 1.16E+08 rs2123610 CGG C non_homr«DEL 20 8 28 0.286 11 24 35 0.686 link - Ligl2 €.-12972 ENSMUST upstream_gene_variant

11 1.16E+08 rs2123610 CGG C non_homr¢ DEL 20 8 28 0.286 11 24 35 0.686 link - Tsen54  ¢.1311-13:- ENSMUST intron_variant

12 24830442 . GC G weak_evid DEL 3 0 3 0 1 7 8 0.875 link - Mboat2  c.-1257del - ENSMUST upstream_gene_variant
12 24830442 . GC G weak_evid DEL 3 0 3 0 1 7 8 0.875 link - - n.2483044 - - intergenic_region

13 55160141 . CcG C non_homr«DEL 129 23 152 0.151 121 38 159 0.239 link - Fgfrd ¢.909+40d - ENSMUST intron_variant

13 74041175 . G GA non_homre¢ INS 377 26 403 0.065 335 40 375 0.107 link - Cep72 €.1664-10: - ENSMUST intron_variant

14 64097259 . cG C non_homr«DEL 99 11 110 01 101 27 128 0.211 link - 4930471C(n.*2035de - ENSMUST downstream_gene_variant
14 64097259 . CG C non_homr¢ DEL 99 11 110 0.1 101 27 128 0.211 link - Prss51 €.423+76d - ENSMUST intron_variant

14 79423547 rs1134294 G GA weak_evid INS 121 2 123 0.016 140 9 149 0.06 link - Mtrfl c.*46dupA - ENSMUST 3_prime_UTR_variant

14 79423547 rs1134294 G GA weak_evid INS 121 2 123 0.016 140 9 149 0.06 link - Kbtbd7  ¢.-3183_- ENSMUST upstream_gene_variant
15 18999425 . ccrecTeet C too_few_si DEL 8 1 9 0.111 3 2 5 0.4 link - Cdh10 c.1394-43¢- ENSMUST intron_variant

15 27752811 . A AG weak_evid INS 90 1 91 0.011 90 9 99 0.091 link - Trio ¢.6466-31(- ENSMUST intron_variant

15 76347235 rs2320294 AC A non_homr«DEL 100 18 118 0.153 119 34 153 0.222 link - Mafl c.-5234del - ENSMUST upstream_gene_variant
15 76347235 rs2320294 AC A non_homr¢ DEL 100 18 118 0.153 119 34 153 0.222 link - Cycl c.*1477del - ENSMUST downstream_gene_variant
15 76347235 rs2320294 AC A non_homr«DEL 100 18 118 0.153 119 34 153 0.222 link - Sharpin  ¢.*12+23d - ENSMUST intron_variant

15 79248364 . AG A non_homr¢ DEL 76 8 84 0.095 75 18 93 0.194 link - Slc16a8 c.*2763del - ENSMUST downstream_gene_variant
15 79248364 . AG A non_homr«DEL 76 8 84 0.095 75 18 93 0.194 link - Pickl ©.979+78d - ENSMUST intron_variant

17 23829063 . TC T non_homr¢ DEL 214 2 216 0.009 215 7 222 0.032 link - Prss33 c.*4801del - ENSMUST downstream_gene_variant
17 23829063 . Tc T non_homr«DEL 214 2 216 0.009 215 7 222 0.032 link - Srrm2. c.*4839del - ENSMUST downstream_gene_variant
17 23829063 . TC T non_homr¢ DEL 214 2 216 0.009 215 7 222 0.032 link - Tceb2 c.3+19del( - ENSMUST intron_variant

17 23993652 . GCA G weak_evid DEL 8 0 8 0 3 6 9 0.667 link - Prss22  c.*184_*1¢- ENSMUST 3_prime_UTR_variant

17 46508680 . GC G non_homr¢ DEL 51 9 60 0.15 34 16 50 0.32 link - Gm26904 n.36+3715- ENSMUST intron_variant

17 46508680 . GC G non_homr«DEL 51 9 60 0.15 34 16 50 0.32 link - Cul9 ©.5949-69¢- ENSMUST intron_variant

17 50169232 rs1132965 AC A weak_evid DEL 53 2 55 0.036 46 14 60 0.233 link - Rftnl c.-12-74de - ENSMUST intron_variant

18 31243186 rs2412346 C CA non_homr(INS 273 15 288 0.052 262 30 292 0.103 link - Rit2 ¢.104-10d - ENSMUST intron_variant

19 9000289 . CcG C non_homr¢ DEL 111 18 129 0.14 108 30 138 0.217 link - Ahnak ¢.157+45d - ENSMUST intron_variant

19 45025280 . GT G non_homr«DEL 4 0 4 0 8 5 13 0.385 link - Pdzd7 c.*2334del - ENSMUST downstream_gene_variant
19 45025280 . GT G non_homr¢ DEL 4 0 4 0 8 5 13 0.385 link - Lzts2 €.1332+432 - ENSMUST intron_variant

2 23234311 . CcG C non_homr«DEL 70 7 7 0.091 74 11 85 0.129 link - Gm13422 n.-924delC - ENSMUST upstream_gene_variant

2 23234311 . CG C non_homr¢ DEL 70 7 77 0.091 74 11 85 0.129 link - 4931423N c.865+431 - ENSMUST intron_variant

2 26386069 . G GA non_homrcINS 261 27 288 0.094 260 42 302 0.139 link - Sdccag3  ¢.814-7duj - ENSMUST splice_region_variant+intron_variant
2 26386069 . G GA non_homre¢ INS 261 27 288 0.094 260 42 302 0.139 link - Pmpca €.-3296_-% ENSMUST upstream_gene_variant

2 26386069 . G GA non_homrcINS 261 27 288 0.094 260 42 302 0.139 link - Gm13563 n.-1388_-1- ENSMUST upstream_gene_variant

2 26386069 . G GA non_homre¢ INS 261 27 288 0.094 260 42 302 0.139 link - Gm13563 n.2638608 - - intragenic_variant

2 31210592 . TcTCC T weak_evid DEL 140 2 142 0.014 177 4 181 0.022 link - Gprl07  c.1559+38 - ENSMUST intron_variant

2 31210592 . TCTCC T weak_evid DEL 140 2 142 0.014 177 4 181 0.022 link - Gm13405 n.407+194 - ENSMUST intron_variant

2 76816472 . C CcT non_homr(INS 129 10 139 0.072 137 17 154 0.11 link - Ttn ©.38452+7 - ENSMUST intron_variant

2 1.21E+08 . TTC T weak_evid DEL 98 6 104 0.058 70 15 85 0.176 link - Stard9 €.1254+479 - ENSMUST intron_variant

2 1.21E+08 . ACCCT A weak_evid DEL 270 2 272 0.007 250 6 256 0.023 link - Ppip5kl  ¢.2450+16 - ENSMUST intron_variant

2 1.3E+08 rs1134907 AC A alt_allele i DEL 50 15 65 0.231 43 29 72 0.403 link - Tmem239 c.*110delC - ENSMUST 3_prime_UTR_variant

2 1.3E+08 rs1134907 AC A alt_allele_i DEL 50 15 65 0.231 43 29 72 0.403 link - Gm28372 c¢.*75delC - ENSMUST 3_prime_UTR_variant

2 1.3E+08 rs1134907 AC A alt_allele i DEL 50 15 65 0.231 43 29 72 0.403 link - 1700020A: ¢.*1259del - ENSMUST downstream_gene_variant
2 1.49E+08 rs2260572 T TA non_homr(INS 266 9 275 0.033 256 18 274 0.066 link - Napb c.736-12dt - ENSMUST intron_variant

2 1.49E+08 . A AT non_homre¢ INS 76 4 80 0.05 69 10 79 0.127 link - Cstl2 €.-3712 ENSMUST upstream_gene_variant

2 1.49E+08 . A AT non_homr(INS 76 4 80 0.05 69 10 79 0.127 link - 8030411F%¢.313-89d! - ENSMUST intron_variant

2 1.53E+08 . ATCCCC A non_homr¢ DEL 64 4 68 0.059 72 6 78 0.077 link - Cox4i2 c.*81_*85¢ - ENSMUST 3_prime_UTR_variant

2 1.65E+08 . AG A non_homr«DEL 242 6 248 0.024 234 19 253 0.075 link - Wifdc8 ¢.1074delCp.Trp359fs ENSMUST frameshift_variant

2 1.65E+08 . AG A non_homr¢ DEL 242 6 248 0.024 234 19 253 0.075 link - Eppin c.-3871del - ENSMUST upstream_gene_variant

2 1.65E+08 . AG A non_homr«DEL 242 6 248 0.024 234 19 253 0.075 link - Gm25512 n.-4549del - ENSMUST upstream_gene_variant

3 40967347 . G GT non_homre¢ INS 153 14 167 0.084 133 24 157 0.153 link - Larplb  ¢.161-8duj- ENSMUST splice_region_variant+intron_variant
3 89957440 rs2436302 T TG non_homr(INS 110 14 124 0.113 121 34 155 0.219 link - Atp8b2  ¢.439-73d - ENSMUST intron_variant

3 94480386 . TC T non_homr¢ DEL 83 17 100 0.17 86 27 113 0.239 link - Celf3 €.228+48d - ENSMUST intron_variant

3 95685165 . Tc T non_homr«DEL 23 7 30 0.233 33 20 53 0.377 link - Adamtsl4 c.21-150d - ENSMUST intron_variant

3 1.04E+08 rs2293120 AG A base_qual DEL 16 2 18 0.111 16 5 21 0.238 link - Syté €.513-323(- ENSMUST intron_variant

4 3173957 . CTG C too_few_si DEL 7 0 7 0 2 1 3 0.333 link - Vmnlr2  c.*955_*9t- ENSMUST downstream_gene_variant
4 3173957 . CTG C too_few_si DEL 7 0 7 0 2 1 3 0.333 link - - n.3173958 - - intergenic_region

4 1.08E+08 . AG A alt_allele_i DEL 24 35 59 0.593 15 34 49 0.694 link - Podn ¢.1516-6d - ENSMUST splice_region_variant+intron_variant
4 1.19E+08 . TC T non_homr¢ DEL 24 3 27 0.111 24 14 38 0.368 link - Ccdc30  ¢.505-836¢ - ENSMUST intron_variant

4 1.32E+08 . T TA low_frac_il INS 9 0 9 0 7 2 9 0.222 link - Epbdl ¢.1203-19(- ENSMUST intron_variant

4 1.36E+08 rs2199099 TC T non_homr¢ DEL 190 14 204 0.069 202 26 228 0.114 link - E2f2 €.259-15d¢ - ENSMUST intron_variant

4 1.48E+08 . T TA mapping_cINS 67 1 68 0.015 68 12 80 0.15 link - Zfp982  ¢.157+117 - ENSMUST intron_variant

5 31255389 . GGGGA G weak_evid DEL 110 8 118 0.068 118 7 125 0.056 link - Nrbpl C.F4261 *- ENSMUST downstream_gene_variant
5 31255389 . GGGGA G weak_evid DEL 110 8 118 0.068 118 7 125 0.056 link - Krtcap3  ¢.*2388_*Z- ENSMUST downstream_gene_variant
5 31255389 . GGGGA G weak_evid DEL 110 8 118 0.068 118 7 125 0.056 link - 1ft172 c.4540-23 - ENSMUST intron_variant

5 35611056 . Tc T non_homr«DEL 162 20 182 0.11 170 44 214 0.206 link - Acox3, c.1984-94¢- ENSMUST intron_variant

5 76882174 . AC A non_homr¢ DEL 26 4 30 0.133 15 5 20 0.25 link - Aasdh €.2485+92 - ENSMUST intron_variant

5 88554386 . TG T non_homr«DEL 5 0 5 0 6 3 9 0.333 link - Utp3 c.-227delC - ENSMUST upstream_gene_variant

5 88554386 . TG T non_homr¢ DEL 5 0 5 0 6 3 9 0.333 link - - n.8855438 - - intergenic_region

5 1.09E+08 . A AAT weak_evid INS 32 1 33 0.03 37 9 46 0.196 link - Vmn2rl7 ¢.1519-51 - ENSMUST intron_variant

5 1.16E+08 . TC T alt_allele_i DEL 18 28 46 0.609 15 46 61 0.754 link - Rplp0 ¢.54+136d - ENSMUST intron_variant

5 1.16E+08 . A ATGAGAG PASS INS 289 0 289 0 281 7 288 0.024 link - Cit ¢.586_612p.Ser196_Glu204dup ~ ENSMUST conservative_inframe_insertion
5 1.16E+08 . A ATGAGAG PASS INS 289 0 289 0 281 7 288 0.024 link - GmA42473 n.*1482_* - ENSMUST downstream_gene_variant
5 1.2E+08 . CcG C base_qual DEL 102 6 108 0.056 99 11 110 0.1 link - Sds! €.797-20d - ENSMUST intron_variant

5 1.35E+08 . AC A non_homr¢ DEL 97 11 108 0.102 102 25 127 0.197 link - Hipl 1464487 - ENSMUST intron_variant

5 1.37E+08 . TG T weak_evid DEL 13 2 15 0.133 15 6 21 0.286 link - Zan c.15431+1 - ENSMUST intron_variant

5 1.38E+08 . A AC PASS INS 437 2 439 0.005 420 36 456 0.079 link - Tsc22d4  c.554dupC p.Leul86fs ENSMUST frameshift_variant

5 1.45E+08 . AC A non_homr«DEL 63 7 70 01 49 17 66 0.258 link - Tmem130 ¢.1110+93 - ENSMUST intron_variant

5 1.46E+08 . C CAT mapping_cINS 8 0 8 0 5 5 10 0.5 link - Cyp3ad4 c.165+245- ENSMUST intron_variant

6 30366910 . AAAAC A weak_evid DEL 16 0 16 0 23 4 21 0.148 link - Zc3hel  ¢.1438-16¢- ENSMUST intron_variant

6 30510215 . AAAAC A PASS DEL 322 0 322 0 330 5 335 0.015 link - Tmem209 c.-532_-5Z - ENSMUST upstream_gene_variant

6 30510215 . AAAAC A PASS DEL 322 0 322 0 330 5 335 0.015 link - Ssmeml c.-2144_-Z- ENSMUST upstream_gene_variant

6 30510215 . AAAAC A PASS DEL 322 0 322 0 330 5 335 0.015 link - Ssmeml n.3051023 - - intragenic_variant

6 90662882 . T TG non_homr(INS 368 5 373 0.013 325 12 337 0.036 link - lgsecl ¢.2872dup p.GIn958fs ENSMUST frameshift_variant

6 1.35E+08 rs2569506 TC T non_homr¢ DEL 47 16 63 0.254 29 24 53 0.453 link - Fam234b ¢.1870-15¢ - ENSMUST intron_variant

6 1.35E+08 rs2569506 TC T non_homr«DEL 47 16 63 0.254 29 24 53 0.453 link - Gsgl ©.329-61dc- ENSMUST intron_variant

6 1.43E+08 . TG T weak_evid DEL 16 2 18 0.111 10 5 15 0.333 link - St8sial  c.489-174c- ENSMUST intron_variant

7 4793293 . ACC A non_homr«DEL 116 28 144 0.194 136 36 172 0.209 link - Tmem238 c.-3753_ ENSMUST upstream_gene_variant




7 4793293 . ACC A non_homr«DEL 116 28 144 0.194 136 36 172 0.209 link - Ube2s C.*4360_*- ENSMUST downstream_gene_variant
7 4793293 . ACC A non_homr¢ DEL 116 28 144 0.194 136 36 172 0.209 link - Rpl28 c.-8-15_-8 - ENSMUST intron_variant
7 19769277 rs2159693 AC A non_homr«DEL 248 16 264 0.061 219 28 247 0.113 link - Gm26600 n.-1333del - ENSMUST upstream_gene_variant
7 19769277 rs2159693 AC A non_homr¢ DEL 248 16 264 0.061 219 28 247 0.113 link - Bcam €.65-705d¢ - ENSMUST intron_variant
7 29044030 . CcG C non_homr«DEL 25 4 29 0.138 25 13 38 0.342 link - Gm44408 n.-1597del - ENSMUST upstream_gene_variant
7 29044030 . CcG C non_homr¢ DEL 25 4 29 0.138 25 13 38 0.342 link - Ryrl ¢.11621-1(- ENSMUST intron_variant
7 34228896 . AG A non_homr«DEL 193 26 219 0.119 198 38 236 0.161 link - Gm26762 n.4147+6¢ - ENSMUST splice_region_variant-+intron_variant
7 34228896 . AG A non_homr¢ DEL 193 26 219 0.119 198 38 236 0.161 link - Gm12762 n.*1523de - ENSMUST downstream_gene_variant
7 34228896 . AG A non_homr«DEL 193 26 219 0.119 198 38 236 0.161 link - Gpil ©.282+31d - ENSMUST intron_variant
7 73766492 . GA G weak_evid DEL 298 1 299 0.003 257 7 264 0.027 link - Fam174b c¢.337delA p.Argll3fs ENSMUST frameshift_variant
7 1.02E+08 . cG C alt_allele_i DEL 60 72 132 0.545 50 96 146 0.658 link - Pde2a €.2319+33 - ENSMUST intron_variant
7 1.02E+08 . CcG C alt_allele i DEL 60 72 132 0.545 50 96 146 0.658 link - Pde2a €.2271433 - ENSMUST intron_variant
7 1.28E+08 . AG A non_homr«DEL 105 5 110 0.045 82 13 95 0.137 link - Itgam c.427+62d - ENSMUST intron_variant
7 1.28E+08 . AG A non_homr¢ DEL 105 5 110 0.045 82 13 95 0.137 link - Itgam c.427+62d - ENSMUST intron_variant
7 1.33E+08 . TTCC T weak_evid DEL 456 5 461 0.011 437 11 448 0.025 link - Nkx1-2  ¢.279_281:p.Glu9ddel ENSMUST disruptive_inframe_deletion
7 1.33E+08 . TTCC T weak_evid DEL 456 5 461 0.011 437 11 448 0.025 link - Gm16764 n.301+74_- ENSMUST intron_variant
7 1.33E+08 . TTCC T weak_evid DEL 456 5 461 0.011 437 11 448 0.025 link - Fgfr2 n.1325977 - - intragenic_variant
7 1.41E+08 . C CGTGTGT multiallelic INS 7 0 7 0 10 1 14 0.071 link - Irf7 c.-4849 -4 - ENSMUST upstream_gene_variant
7 1.41E+08 . C CGTGTGT multiallelic INS 7 0 7 0 10 1 14 0.071 link - Cdhrs c.1874-46¢- ENSMUST intron_variant
7 1.41E+08 . C CGTGTGT multiallelic INS 7 0 7 0 10 3 14 0.214 link - Irf7 C.-4847 -4 - ENSMUST upstream_gene_variant
7 1.41E+08 . C CGTGTGT multiallelic INS 7 0 7 0 10 3 14 0.214 link - Cdhrs c.1874-46¢- ENSMUST intron_variant
9 7973911 . A ATTTAAG/ PASS INS 319 1 320 0.003 317 14 331 0.042 link - Yapl ©.528-1 5i- ENSMUST splice_acceptor_variant+intron_variant
9 7973911 . A ATTTAAG/ PASS INS 319 1 320 0.003 317 14 331 0.042 link - Gm20416 n.269_270 - ENSMUST non_coding_transcript_exon_variant
9 21700943 . CGAG C weak_evid DEL 384 10 394 0.025 364 16 380 0.042 link - Smarca4 c.4649_46! p.Glu1550del ENSMUST disruptive_inframe_deletion
9 31064369 . TG T non_homr«DEL 57 13 70 0.186 53 19 72 0.264 link - Zbtbdd  ¢.1267+39 - ENSMUST intron_variant
9 35047192 . AC A non_homr¢ DEL 3 0 3 0 6 6 12 0.5 link - St3gald  c.*240delC - ENSMUST 3_prime_UTR_variant
9 76130219 . CTTTT C non_homr«DEL 64 1 65 0.015 80 3 83 0.036 link - Hmgcelll  ¢.796-83_7- ENSMUST intron_variant
9 1.06E+08 . TG T PASS DEL 302 3 305 0.01 343 10 353 0.028 link - Ppmim  ¢.984+17d- ENSMUST intron_variant
9 1.08E+08 . CcG C non_homr«DEL 124 26 150 0.173 124 37 161 0.23 link - Cacna2d2 c.1782+32 - ENSMUST intron_variant
9 1.24E+08 . T TA non_homre¢ INS 253 8 261 0.031 255 17 272 0.062 link - Ccr3 c.714dupA p.His239fs ENSMUST frameshift_variant
X 1.58E+08 . Tc T alt_allele_i DEL 48 13 61 0213 47 26 73 0.356 link - Smpx c.127-3del - ENSMUST splice_region_variant-+intron_variant
GL456211. 183062 . T TC mapping_cINS 12 0 12 0 14 3 17 0.176 link - AC133103.¢.511+371 - ENSMUST intron_variant
GL456216. 33879 . A ACTCC  too_few_s/INS 8 0 8 0 4 0 4 0 link - DHRSX  ¢.389-258 - ENSMUST intron_variant
JH584292. 3945 . T TA mapping_cINS 20 0 20 0 22 7 29 0.241 link - Vmn2r122 ¢.206+120 - ENSMUST intron_variant
JH584292. 3948 . T TTC mapping_cINS 17 0 17 0 22 1 23 0.043 link - Vmn2r122 ¢.206+122 - ENSMUST intron_variant
JH584292. 3951 . ATC A mapping_c DEL 16 0 16 0 22 1 23 0.043 link - Vmn2r122 ¢.206+126 - ENSMUST intron_variant
1 97755948 . T G base_qual SNV 290 5 295 0.017 312 10 322 0.031 link - Ppip5k2  ¢.425A>C p.GIn142Pro ENSMUST missense_variant
1 1.18E+08 . A C base_qual SNV 315 3 318 0.009 320 10 330 0.03 link - Claspl ¢.907A>C p.lle303Leu ENSMUST missense_variant
1 1.33E+08 . C T weak_evid SNV 460 2 462 0.004 455 7 462 0.015 link - Plekha6  ¢.2482C>1p.Arg828Cys ENSMUST missense_variant
1 1.93E+08 . C G PASS SNV 439 0 439 0 421 16 437 0.037 link - Traf3ip3  ¢.204G>C p.Arg68Ser ENSMUST missense_variant
10 28075096 . G A weak_evid SNV 328 1 329 0.003 364 4 368 0.011 link - Ptprk c.16G>A p.Ala6Thr ENSMUST missense_variant
10 91060249 . T G base_qual SNV 214 6 220 0.027 216 9 225 0.04 link - Apafl €.993A>C p.Leu331Phe ENSMUST missense_variant
11 81152399 . C T PASS SNV 205 1 206 0.005 162 12 174 0.069 link - Asic2 c.67G>A p.Ala23Thr ENSMUST missense_variant
11 99985093 . G A weak_evid SNV 241 0 241 0 262 3 265 0.011 link - Krtap16-1 ¢.1484C>1p.Ala495Val ENSMUST missense_variant
11 1.01E+08 . A C base_qual SNV 369 16 385 0.042 425 26 451 0.058 link - Dnajc7  ¢.854T>G p.lle285Arg ENSMUST missense_variant
11 1.01E+08 . A C base_qual SNV 296 6 302 0.02 343 7 350 0.02 link - Plekhh3  ¢.1774T>Cp.Trp592Gly ENSMUST missense_variant
11 1.08E+08 . C T base_qual SNV 264 2 266 0.008 255 6 261 0.023 link - Cacngd  c.17G>A p.Arg6His ENSMUST missense_variant
12 51602647 . G A PASS SNV 133 0 133 0 153 13 166 0.078 link - Coch €.740G>A p.Gly247Glu ENSMUST missense_variant+splice_region_variant
12 76310928 . A G weak_evid SNV 373 1 374 0.003 374 4 378 0.011 link - Mthfdl  ¢.2198A>(p.Lys733Arg ENSMUST missense_variant
12 84348314 . A C base_qual SNV 348 5 353 0.014 344 5 349 0.014 link - Fam161lb ¢.1625T>C p.lle542Arg ENSMUST missense_variant
14 32214590 . T G base_qual SNV 290 16 306 0.052 293 24 317 0.076 link - Parg ¢.1581T>( p.Ser527Arg ENSMUST missense_variant
14 32214607 . A C base_qual SNV 309 5 314 0.016 314 6 320 0.019 link - Parg €.1598A>( p.GIn533Pro ENSMUST missense_variant
15 9058729 . C T PASS SNV 375 1 376 0.003 407 4 411 0.01 link - Ranbp3l  ¢.1058C>1p.Thr353Met ENSMUST missense_variant
15 80368700 . G A PASS SNV 300 0 300 0 270 5 275 0.018 link - Cacnali ¢.1903G>/p.Val635Met ENSMUST missense_variant
15 1.01E+08 . G A base_qual SNV 213 2 215 0.009 226 8 234 0.034 link - Fignl2 ¢.1504C>1p.Arg502Trp ENSMUST missense_variant
16 81576146 . T G base_qual SNV 240 1 241 0.004 222 6 228 0.026 link - Ncam2  ¢.1748T>(p.lle583Arg ENSMUST missense_variant
16 87946596 . T A PASS SNV 414 0 414 0 400 12 412 0.029 link - Grikl ¢.1697A>Tp.Tyr566Phe ENSMUST missense_variant
17 23397691 . A G mapping_c SNV 462 1 463 0.002 439 9 448 0.02 link - Vmn2r116 c.1582A>( p.Met528Val ENSMUST missense_variant
17 44237236 . T G base_qual SNV 380 9 389 0.023 383 12 395 0.03 link - Clics c.167T>G p.Leu56Arg ENSMUST missense_variant
18 20533377 . A C base_qual SNV 196 4 200 0.02 176 11 187 0.059 link - Dsg3 €.1642A>Cp.Thr548Pro ENSMUST missense_variant+splice_region_variant
18 37727610 . C A PASS SNV 532 0 532 0 499 12 511 0.023 link - Pcdhga8 ¢.1718C>#p.Thr573Asn ENSMUST missense_variant
19 11079400 . T C PASS SNV 224 0 224 0 196 5 201 0.025 link - Msd4a8a ¢.317A>G p.Lys106Arg ENSMUST missense_variant
19 38124573 . C A too_few_si SNV 264 3 267 0.011 245 0 245 0 link - Rbp4 ¢.189G>T p.Glu63Asp ENSMUST missense_variant
19 40612442 . G A PASS SNV 296 0 296 0 283 3 286 0.01 link - Entpdl  ¢.22G>A p.Ala8Thr ENSMUST missense_variant
19 45234999 . C T PASS SNV 301 0 301 0 316 9 325 0.028 link - Lbx1 ¢.229G>A p.Ala77Thr ENSMUST missense_variant
2 49619666 . C T PASS SNV 264 0 264 0 235 4 239 0.017 link - Kifse c5C>T  p.Ala2val ENSMUST missense_variant
2 73273921 . C T base_qual SNV 137 8 145 0.055 162 16 178 0.09 link - Sp9 c.818C>T p.Ala273Val ENSMUST missense_variant
3 38455767 . G T PASS SNV 339 0 339 0 339 22 361 0.061 link - Ankrd50  ¢.2450C>/ p.Ala817Glu ENSMUST missense_variant
3 79091866 . A C base_qual SNV 361 1 362 0.003 331 4 335 0.012 link - Rapgef2 ¢.2042T>Cp.Leu681Arg ENSMUST missense_variant
3 1.46E+08 . C T weak_evid SNV 413 0 413 0 395 4 399 0.01 link - Wdr63 €.1307G>/ p.Arg436His ENSMUST missense_variant
4 3834970 . A C base_qual SNV 429 8 437 0.018 445 8 453 0.018 link - Rps20 c.143T>G p.Leud8Arg ENSMUST missense_variant
4 1.02E+08 . G T PASS SNV 357 0 357 0 315 7 322 0.022 link - Gm12790 c¢.230C>A p.Thr77Asn ENSMUST missense_variant
4 1.19E+08 . C A base_qual SNV 382 3 385 0.008 400 12 412 0.029 link - Ermap ¢.1544G>1p.Cys515Phe ENSMUST missense_variant
4 1.32E+08 . G A PASS SNV 406 0 406 0 386 17 403 0.042 link - Phactr4  ¢.1790C>1p.Ala597Val ENSMUST missense_variant
4 1.38E+08 . C T PASS SNV 292 0 292 0 272 21 293 0.072 link - Hspg2 ¢.8762C>1p.Ala2921Val ENSMUST missense_variant
4 1.48E+08 . T G base_qual SNV 136 16 152 0.105 136 21 157 0.134 link - Fvl €.1378T>C p.Ter460Gluext*? ENSMUST stop_lost+splice_region_variant
4 1.55E+08 . C T base_qual SNV 409 4 413 0.01 490 9 499 0.018 link - Ski c.287G>A p.Arg96His ENSMUST missense_variant
5 1.05E+08 . A C base_qual SNV 216 6 222 0.027 245 14 259 0.054 link - Gbp9 c.864T>G p.Asn288Lys ENSMUST missense_variant+splice_region_variant
5 1.37E+08 . G A PASS SNV 438 3 441 0.007 362 5 367 0.014 link - Ephb4 c.935G>A p.Arg312His ENSMUST missense_variant
5 1.43E+08 . C T PASS SNV 460 0 460 0 473 5 478 0.01 link - Zdhhc4  c.65G>A p.Cys22Tyr ENSMUST missense_variant
6 27618497 . C T weak_evid SNV 184 1 185 0.005 193 3 196 0.015 link - Grm8 ¢.1345G>/ p.Vald49Met ENSMUST missense_variant
6 42215386 . C A PASS SNV 360 1 361 0.003 293 7 300 0.023 link - Tas2r144 c59C>A p.Pro20His ENSMUST missense_variant
6 47799240 . G A weak_evid SNV 324 1 325 0.003 357 4 361 0.011 link - Pdiad ¢.1222C>1p.Argd08Cys ENSMUST missense_variant
6 1.16E+08 . C G PASS SNV 330 0 330 0 336 34 370 0.092 link - Alox5 €.238G>C p.Asp80His ENSMUST missense_variant
7 19585309 . G A weak_evid SNV 447 2 449 0.004 418 7 425 0.016 link - Clasrp ¢.1430C>Tp.Alad77Val ENSMUST missense_variant
7 49982785 . T G base_qual SNV 278 2 280 0.007 266 8 274 0.029 link - Nelll c.165T>G p.Ser55Arg ENSMUST missense_variant
7 1.2E+08 . A C base_qual SNV 194 6 200 0.03 208 8 216 0.037 link - Acsml ¢.750A>C p.Leu250Phe ENSMUST missense_variant
8 1.06E+08 . C T PASS SNV 357 0 357 0 380 26 406 0.064 link - Smpd3  c.415G>A p.Alal39Thr ENSMUST missense_variant
8 1.1E+08 . T G base_qual SNV 422 4 426 0.009 394 7 401 0.017 link - Dhodh c.80A>C  p.Tyr27Ser ENSMUST missense_variant
9 7953116 . G C non_homr¢ SNV 226 3 229 0.013 212 22 234 0.094 link - Yapl ¢.776C>G p.Thr259Ser ENSMUST missense_variant
9 62767715 . C T weak_evid SNV 354 1 355 0.003 314 4 318 0.013 link - ltgall €.2528C>1p.Thr843Met ENSMUST missense_variant
9 90103709 . A G weak_evid SNV 295 1 296 0.003 310 5 315 0.016 link - Morfdll  ¢.218T>C p.Leu73Pro ENSMUST missense_variant
9 1.06E+08 . C T weak_evid SNV 205 0 205 0 221 3 224 0.013 link - Col6ad  c.4951G>/p.Alal651Thr ENSMUST missense_variant
X 1E+08 . G A weak_evid SNV 129 0 129 0 120 3 123 0.024 link - Eda ¢.508G>A p.Vall70lle ENSMUST missense_variant
X 1.02E+08 . A C base_qual SNV 135 2 137 0.015 131 4 135 0.03 link - Tafl c.4569A>(p.Leul523Phe ENSMUST missense_variant
12 1.16E+08 . G A PASS SNV 327 1 328 0.003 356 4 360 0.011 link - Wdr60 €.1882C>1p.GIn628* ENSMUST stop_gained
14 24486904 . G A weak_evid SNV 367 1 368 0.003 354 4 358 0.011 link - Polr3a c.13C>T  p.GIn5* ENSMUST stop_gained
4 1.08E+08 . C T weak_evid SNV 284 1 285 0.004 308 3 311 0.01 link - Zyglla  ¢.1962G>/p.Trp654* ENSMUST stop_gained
9 20876452 . G A PASS SNV 253 0 253 0 257 5 262 0.019 link - Angptlé  ¢.664C>T p.GIn222* ENSMUST stop_gained
1 30946178 . T G base_qual SNV 96 3 99 0.03 132 9 141 0.064 link - Ptpdal  c.-36A>C - ENSMUST 5_prime_UTR_variant
1 34472302 . A G base_qual SNV 76 4 80 0.05 103 5 108 0.046 link - Gm28417 n.-1868T> - ENSMUST upstream_gene_variant
1 34472302 . A G base_qual SNV 76 4 80 0.05 103 5 108 0.046 link - 4930568A7n.*4865T> - ENSMUST downstream_gene_variant
1 34472302 . A G base_qual SNV 76 4 80 0.05 103 5 108 0.046 link - Ptpn18  ¢.1013+11- ENSMUST intron_variant
1 34472302 . A G base_qual SNV 76 4 80 0.05 103 5 108 0.046 link - Gm28417 n.3447230 - - intragenic_variant
1 37911254 . C T base_qual SNV 78 6 84 0.071 76 15 91 0.165 link - Lyg2 c.44-52G> - ENSMUST intron_variant
1 45807231 . C A base_qual SNV 30 2 32 0.062 30 7 37 0.189 link - Wdr75 ¢.686+439 - ENSMUST intron_variant
1 53411346 . A C base_qual SNV 17 2 19 0.105 17 6 23 0.261 link - Dnah7a  ¢.11764+1 - ENSMUST intron_variant
1 55014395 . A C base_qual SNV 66 4 70 0.057 74 7 81 0.086 link - Sf3bl €.495+88T - ENSMUST intron_variant
1 58150438 . C T base_qual SNV 181 6 187 0.032 172 10 182 0.055 link - Gm24548 n.*4543G> - ENSMUST downstream_gene_variant
1 58150438 . C T base_qual SNV 181 6 187 0.032 172 10 182 0.055 link - Aox3 €.1263+34 - ENSMUST intron_variant
1 59685351 . T G base_qual SNV 39 3 42 0.071 38 6 44 0.136 link - Nop58 c.45+125T - ENSMUST intron_variant
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9 39597429 . G T base_qual SNV 19 0 19 0 18 3 21 0.143 link - AW551984¢.1019+17 - ENSMUST intron_variant
9 42670997 . A C base_qual SNV 28 4 32 0.125 21 5 26 0.192 link - Grikd c511+141 - ENSMUST intron_variant
9 46228778 . C T weak_evid SNV 29 0 29 0 40 3 43 0.07 link - Sik3 €.*7557C> - ENSMUST downstream_gene_variant
9 46228778 . C T weak_evid SNV 29 0 29 0 40 3 43 0.07 link - Apoc3 c.*4445G> - ENSMUST downstream_gene_variant
9 46228778 . C T weak_evid SNV 29 0 29 0 40 3 43 0.07 link - Apoal c.-20+42C - ENSMUST intron_variant
9 61925249 . T G base_qual SNV 29 1 30 0.033 21 5 26 0.192 link - Kif23 ¢.1717-10¢- ENSMUST intron_variant
9 62883716 . T C base_qual SNV 199 2 201 0.01 183 8 191 0.042 link - Piasl €.1662+10 - ENSMUST intron_variant
9 63235418 . T G base_qual SNV 100 3 103 0.029 107 14 121 0.116 link - Map2k5  ¢.1045-10(- ENSMUST intron_variant
9 67879018 . A C base_qual SNV 123 3 126 0.024 133 11 144 0.076 link - Vpsl3c  ¢.826-60A - ENSMUST intron_variant
9 78421604 . A C alt_allele_i SNV 49 9 58 0.155 52 12 64 0.188 link - Ddx43 c.1828-94/ - ENSMUST intron_variant
9 78634801 . G A base_qual SNV 54 7 61 0.115 42 35 77 0.455 link - 4921509A(n.-4673C> - ENSMUST upstream_gene_variant
9 78634801 . G A base_qual SNV 54 7 61 0.115 42 35 7 0.455 link - Cd109 ©.273+126 - ENSMUST intron_variant
9 79715575 . T G base_qual SNV 58 7 65 0.108 70 6 76 0.079 link - Coll2al c.-35-104/- ENSMUST intron_variant
9 80434890 . C T PASS SNV 92 0 92 0 105 7 112 0.062 link - Impgl ¢.494+107 - ENSMUST intron_variant
9 88477045 . A C base_qual SNV 242 8 250 0.032 247 9 256 0.035 link - Syncrip  ¢.489+29T - ENSMUST intron_variant
9 89091776 . T G base_qual SNV 52 6 58 0.103 40 16 56 0.286 link - Trimd3b  c.-4-94A> - ENSMUST intron_variant
9 91369094 . C T too_few_si SNV 13 0 13 0 11 2 13 0.154 link - Zicl ¢.-4077G> - ENSMUST upstream_gene_variant
9 91369094 . C T too_few_si SNV 13 0 13 0 11 2 13 0.154 link - Zic4 n.9136909 - - intragenic_variant
9 92488520 . A C base_qual SNV 62 4 66 0.061 62 13 75 0.173 link - Plscré c.613-T4A - ENSMUST intron_variant
9 98919822 . T G base_qual SNV 83 2 85 0.024 75 9 84 0.107 link - - n.9891982 - - intergenic_region
9 1.03E+08 . A C too_few_si SNV 5 0 5 0 3 2 5 0.4 link - Amotl2  c.-268A>C - ENSMUST upstream_gene_variant
9 1.03E+08 . A C too_few_si SNV 5 0 5 0 3 2 5 0.4 link - Amotl2  n.1027167 - - intragenic_variant
9 1.04E+08 . A C base_qual SNV 60 3 63 0.048 78 11 89 0.124 link - Acpp C.A53+74T - ENSMUST intron_variant
9 1.1E+08 rs5822060 A G alt_allele_i SNV 4 0 4 0 0 2 2 1 link - Elp6 ©.525+328 - ENSMUST intron_variant
9 1.14E+08 . C G base_qual SNV 100 0 100 0 60 22 82 0.268 link - Glbl c.1147-97(- ENSMUST intron_variant
9 1.19E+08 . G A base_qual SNV 62 6 68 0.088 70 9 79 0.114 link - Xylb ¢.1240-11(- ENSMUST intron_variant
9 1.21E+08 . C A weak_evid SNV 412 3 415 0.007 403 5 408 0.012 link - Trakl ¢.1735+16 - ENSMUST intron_variant
X 7594771 . T G base_qual SNV 111 4 115 0.035 93 7 100 0.07 link - Foxp3 ©.*1728T> - ENSMUST 3_prime_UTR_variant
X 7594771 . T G base_qual SNV 111 4 115 0.035 93 7 100 0.07 link - Ccdc22  ¢.1636-28) - ENSMUST intron_variant
X 7594771 . T G base_qual SNV 111 4 115 0.035 93 7 100 0.07 link - Gm36995 n.3036-28, - ENSMUST intron_variant
X 7794079 . C G base_qual SNV 15 2 17 0.118 8 8 16 0.5 link - Gripapl  ¢.172-181(- ENSMUST intron_variant
X 20699208 . A C base_qual SNV 162 3 165 0.018 192 8 200 0.04 link - Cdk16 c.*562A>C - ENSMUST 3_prime_UTR _variant
X 20699208 . A C base_qual SNV 162 3 165 0.018 192 8 200 0.04 link - Uspll c.-4T60A> - ENSMUST upstream_gene_variant
X 1E+08 . G A weak_evid SNV 129 0 129 0 120 3 123 0.024 link - Mir676  n.*275G>/ - ENSMUST downstream_gene_variant
X 1.02E+08 . A C base_qual SNV 51 6 57 0.105 46 8 54 0.148 link - Tafl €.3130-47; - ENSMUST intron_variant
X 1.02E+08 . A G base_qual SNV 29 2 31 0.065 18 9 21 0.333 link - Ogt ©.532-108/ - ENSMUST intron_variant
X 1.05E+08 . G A too_few_si SNV 131 0 131 0 121 2 123 0.016 link - Zdhhcl5 c.968-413:- ENSMUST intron_variant
X 1.11E+08 . G A base_qual SNV 91 4 95 0.042 91 11 102 0.108 link - Rps6kab ¢.366+463 - ENSMUST intron_variant
X 1.11E+08 . A C base_qual SNV 106 8 114 0.07 100 11 111 0.099 link - Rps6kab ¢.366+446 - ENSMUST intron_variant
X 1.24E+08 rs2230459 C T weak_evid SNV 9 0 9 0 8 4 12 0.333 link - Vmn2r121 c.204-146( - ENSMUST intron_variant
X 1.52E+08 . A G base_qual SNV 33 3 36 0.083 23 7 30 0.233 link - Kdm5c  ¢.1123-10¢ - ENSMUST intron_variant
X 1.64E+08 . G T weak_evid SNV 40 1 41 0.024 38 3 41 0.073 link - Car5b ¢.556-95C - ENSMUST intron_variant
X 1.64E+08 . G A too_few_si SNV 24 0 24 0 16 2 18 0.111 link - Bmx €.959+484 - ENSMUST intron_variant
X 1.65E+08 . A C weak_evid SNV 96 2 98 0.02 118 3 121 0.025 link - Fancb ¢.1084-30/ - ENSMUST intron_variant
X 1.67E+08 . C T weak_evid SNV 75 0 75 0 91 3 94 0.032 link - Prps2 €.306+37C - ENSMUST intron_variant
X 1.68E+08 . A C base_qual SNV 60 2 62 0.032 47 9 56 0.161 link - Frmpd4  ¢.41+107T- ENSMUST intron_variant
Y 3782127 . G A mapping_c SNV 5 0 5 0 3 4 7 0.571 link - Gm3376  ¢.738-197(- ENSMUST intron_variant
GL456211 30120 . G C mapping_c SNV 13 1 14 0.071 13 3 16 0.188 link - AC133103.¢.*363C>C - ENSMUST downstream_gene_variant
GL456211. 30120 . G C mapping_c SNV 13 1 14 0.071 13 3 16 0.188 link - - n.30120G= - - intergenic_region
GL456211 61827 . C G no_reliable SNV 11 0 11 0 17 4 21 0.19 link - - n.61827C> - - intergenic_region
GL456221. 57314 . C T non_homr¢ SNV 27 4 31 0.129 13 10 23 0.435 link - AC132444.¢.-1429C> - ENSMUST upstream_gene_variant
GL456221 57314 . C T non_homre SNV 27 4 31 0.129 13 10 23 0.435 link - - n.57314C= - - intergenic_region
GL456210. 1017 . T A mapping_c SNV 223 4 227 0.018 247 14 261 0.054 link - - n.1017T>/- - intergenic_region
GL456210. 130688 . A G mapping_c SNV 123 9 132 0.068 122 11 133 0.083 link - AC125149.¢.*4707T> - ENSMUST downstream_gene_variant
GL456210. 130688 . A G mapping_c SNV 123 9 132 0.068 122 11 133 0.083 link - - n.130688A - - intergenic_region
GL456212. 135531 . G A weak_evid SNV 26 0 26 0 25 5 30 0.167 link - AC168977.¢.974-310( - ENSMUST intron_variant
1 85085142 . T C mapping_c SNV 1186 17 1203 0.014 1239 25 1264 0.02 link - A530032D ¢.600A>G p.Glu200GIu ENSMUST splice_region_variant+synonymous_variant
1 1.72E+08 . C A weak_evid SNV 337 0 337 0 397 3 400 0.007 link - lgsf9 ¢.1782C># p.Pro594Pro ENSMUST synonymous_variant
1 1.76E+08 . G A weak_evid SNV 347 0 347 0 323 4 327 0.012 link - Kmo c.189G>A p.Arg63Arg ENSMUST synonymous_variant
11 1.1E+08 . G A base_qual SNV 259 12 271 0.044 221 15 242 0.062 link - Abca8a  ¢.3429C>1p.Vall143Val ENSMUST splice_region_variant+synonymous_variant
13 93794077 . G A PASS SNV 264 0 264 0 256 4 260 0.015 link - Arsb ¢.552G>A p.Prol84Pro ENSMUST synonymous_variant
16 91660355 rs2387318 C A base_qual SNV 325 10 335 0.03 300 14 314 0.045 link - Son ¢.5989C>/p.Arg1997Arg ENSMUST synonymous_variant
17 33882271 . C T weak_evid SNV 543 1 544 0.002 556 4 560 0.007 link - Kifel €.1716G>/ p.Arg5T2Arg ENSMUST synonymous_variant
17 78657990 . G A PASS SNV 285 0 285 0 305 4 309 0.013 link - Strn ¢.1872C>1p.Ser624Ser ENSMUST synonymous_variant
2 3226351 . A C base_qual SNV 361 7 368 0.019 282 7 289 0.024 link - Fam171al ¢.2520A>( p.Ser840Ser ENSMUST synonymous_variant
2 74682659 . C T weak_evid SNV 419 1 420 0.002 447 6 453 0.013 link - Hoxdll  ¢.267C>T p.Gly89Gly ENSMUST synonymous_variant
3 53497968 . C T weak_evid SNV 215 2 217 0.009 206 4 210 0.019 link - Stoml3  ¢.69C>T p.Cys23Cys ENSMUST synonymous_variant
3 88342546 . T G base_qual SNV 269 8 217 0.029 278 4 282 0.014 link - Smgb ¢.279T>G p.Leu93Leu ENSMUST synonymous_variant
4 40853611 . G A base_qual SNV 405 1 406 0.002 506 9 515 0.017 link - B4galtl ¢.195C>T p.Asn65Asn ENSMUST synonymous_variant
4 1.02E+08 . G T PASS SNV 353 0 353 0 313 7 320 0.022 link - Gm12790 ¢.231C>A p.Thr77Thr ENSMUST synonymous_variant
4 1.37E+08 . C T weak_evid SNV 314 1 315 0.003 362 6 368 0.016 link - Kdmla c.42G>A p.AlaldAla ENSMUST synonymous_variant
5 31191587 . G A base_qual SNV 416 13 429 0.03 410 13 423 0.031 link - Eif2b4 ¢.498C>T p.Gly166Gly ENSMUST synonymous_variant
5 90365943 . G A weak_evid SNV 324 1 325 0.003 384 5 389 0.013 link - Ankrd17  ¢.105C>T p.Gly35Gly ENSMUST synonymous_variant
5 1.24E+08 . C T base_qual SNV 275 13 288 0.045 290 29 319 0.091 link - Rsrc2 c.177G>A p.Lys59Lys ENSMUST synonymous_variant
7 6480726 . C T PASS SNV 499 0 499 0 411 17 428 0.04 link - Olfr5 ¢.429G>A p.GIn143GIn ENSMUST synonymous_variant
7 44840147 . G A base_qual SNV 485 10 495 0.02 536 13 549 0.024 link - 114i1 ¢.1359G>/p.Pro453Pro ENSMUST synonymous_variant
7 1.41E+08 . G T base_qual SNV 154 5 159 0.031 153 8 161 0.05 link - Deafl c.84C>A p.Ala28Ala ENSMUST synonymous_variant
8 84085641 . C T PASS SNV 396 0 396 0 362 5 367 0.014 link - Rfx1 ¢.876C>T p.Gly292Gly ENSMUST synonymous_variant
9 7953084 . A G non_homre SNV 271 3 274 0.011 242 23 265 0.087 link - Yapl ¢.808T>C p.Leu270Leu ENSMUST synonymous_variant
9 7953091 . G T non_homreSNV 264 3 267 0.011 237 23 260 0.088 link - Yapl ¢.801C>A p.Pro267Pro ENSMUST synonymous_variant
9 7953097 . C T non_homre SNV 250 3 253 0.012 232 23 255 0.09 link - Yapl €.795G>A p.Lys265Lys ENSMUST synonymous_variant
9 7953121 . C T PASS SNV 219 3 222 0.014 203 23 226 0.102 link - Yapl c.771G>A p.Arg257Arg ENSMUST synonymous_variant
9 18532923 . A G PASS SNV 302 0 302 0 295 8 303 0.026 link - Mucl6 €.23305T> p.Leu7769Leu ENSMUST synonymous_variant
9 64917065 . C T PASS SNV 299 0 299 0 301 4 305 0.013 link - Denndd4a ¢.5580C>1p.Cys1860Cys ENSMUST synonymous_variant
1 91196767 . A C base_qual SNV 191 9 200 0.045 207 13 220 0.059 link - Rampl  ¢.53-4A>C- ENSMUST splice_region_variant+intron_variant
10 58490761 . T G base_qual SNV 156 4 160 0.025 160 6 166 0.036 link - Ranbp2  ¢.8247+6T - ENSMUST splice_region_variant+intron_variant
11 23491469 . A C base_qual SNV 222 3 225 0.013 230 4 234 0.017 link - Ahsa2 ¢.669+6° ENSMUST splice_region_variant+intron_variant
11 63073510 . T G base_qual SNV 307 3 310 0.01 331 4 335 0.012 link - Tekt3 c.663+2T> ENSMUST splice_donor_variant+intron_variant
12 35091358 . A C base_qual SNV 210 10 220 0.045 225 12 237 0.051 link - Snx13 C.A444-5A> - ENSMUST splice_region_variant+intron_variant
12 86024218 . A C base_qual SNV 219 16 235 0.068 235 16 251 0.064 link - TtlI5 ©.3866-2A - ENSMUST splice_acceptor_variant+intron_variant
13 11676249 . T G base_qual SNV 344 3 347 0.009 300 6 306 0.02 link - Ryr2 €.9015-2A - ENSMUST splice_acceptor_variant+intron_variant
13 33494872 rs1135039 A C base_qual SNV 255 10 265 0.038 222 13 235 0.055 link - Serpinb9g ¢.727-3A> - ENSMUST splice_region_variant-+intron_variant
13 58573523 . T G too_few_s SNV 299 5 304 0.016 298 2 300 0.007 link - Slc28a3  ¢.829-2A> - ENSMUST splice_acceptor_variant+intron_variant
14 32214564 . A C base_qual SNV 287 3 290 0.01 217 8 285 0.028 link - Parg c.1558-3A - ENSMUST splice_region_variant-+intron_variant
14 67728752 . T G base_qual SNV 226 1 227 0.004 213 2 215 0.009 link - Kctd9 €.31146T> - ENSMUST splice_region_variant+intron_variant
14 1.23E+08 . T G base_qual SNV 128 1 129 0.008 147 3 150 0.02 link - Nalcn c.3584-2A - ENSMUST splice_acceptor_variant+intron_variant
16 11237529 . A C base_qual SNV 182 4 186 0.022 184 5 189 0.026 link - Gsptl €.695+2T> - ENSMUST splice_donor_variant-+intron_variant
16 38712572 . A C base_qual SNV 184 9 193 0.047 210 14 224 0.062 link - Arhgap31 ¢.100+2T> - ENSMUST splice_donor_variant+intron_variant
17 29098395 . A C base_qual SNV 145 2 147 0.014 155 8 163 0.049 link - Cdknla c.-11-2A> - ENSMUST splice_acceptor_variant+intron_variant
17 36874283 . T G base_qual SNV 215 4 219 0.018 214 9 223 0.04 link - Triml0  c.895+2T>- ENSMUST splice_donor_variant+intron_variant
18 44845673 . A C base_qual SNV 146 6 152 0.039 131 16 147 0.109 link - Ythdc2  ¢.1256-7A: - ENSMUST splice_region_variant+intron_variant
19 6910362 . G T base_qual SNV 298 5 303 0.017 341 5 346 0.014 link - Trmtl12  ¢.79-1G>T- ENSMUST splice_acceptor_variant+intron_variant
2 69179381 . A C base_qual SNV 267 6 273 0.022 301 10 311 0.032 link - Nostrin ~ ¢.856-4A> - ENSMUST splice_region_variant+intron_variant
2 76846232 . A C base_qual SNV 219 12 231 0.052 221 22 243 0.091 link - Ttn c.33343+4 - ENSMUST splice_region_variant-+intron_variant
2 1.4E+08 . T G base_qual SNV 172 5 177 0.028 129 16 145 0.11 link - Esfl €.1385+8A - ENSMUST splice_region_variant+intron_variant
2 1.47E+08 . A C base_qual SNV 172 6 178 0.034 166 8 174 0.046 link - Kiz c.186-4A> - ENSMUST splice_region_variant-+intron_variant
3 88923915 . T G base_qual SNV 245 7 252 0.028 267 7 274 0.026 link - Dap3 ¢.1106-2A - ENSMUST splice_acceptor_variant+intron_variant
3 1.01E+08 . A G base_qual SNV 282 8 290 0.028 268 16 284 0.056 link - Vtenl c.32+4A>(~ ENSMUST splice_region_variant-+intron_variant
3 1.6E408 . A C base_qual SNV 216 10 226 0.044 238 11 249 0.044 link - Wis €.973-2A> - ENSMUST splice_acceptor_variant+intron_variant
4 46078312 . A C base_qual SNV 258 0 258 0 289 1 290 0.003 link - Tmodl  ¢.121-2A> - ENSMUST splice_acceptor_variant+intron_variant
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