Gene_Name CDS_Chang Ami

1 10142391 . GGGGGGAG low_norme DEL 2 0 2 0 13 2 15 0.133 link - Arfgefl  ¢5119+17 - ENSMUST intron_variant

1 37911010 C CA alt_allele_iINS 63 14 7 0.182 74 27 101 0.267 link - Lyg2 €.187+48d - ENSMUST intron_variant

1 45340451 . TG T non_homre DEL. 28 7 35 0.2 37 24 61 0.393 link - Col3al  ¢.2604+15 - ENSMUST intron_variant

1 74286149 rs2334631 AG A weak_evid DEL 13 2 15 0.133 23 14 37 0.378 link - Aamp c.-1527del - ENSMUST upstream_gene_variant

1 74286149 rs2334631 AG A weak_evid DEL 13 2 15 0.133 23 14 37 0.378 link - Tmbiml  c.*3222del - ENSMUST downstream_gene_variant
1 74286149 rs2334631 AG A weak_evid DEL 13 2 15 0.133 23 14 37 0.378 link - Gm28364 n.*4284del - ENSMUST downstream_gene_variant
1 74286149 rs2334631 AG A weak_evid DEL 13 2 15 0.133 23 14 37 0.378 link - Gm37503 n.*1392del- ENSMUST downstream_gene_variant
1 74286149 rs2334631 AG A weak_evid DEL 13 2 15 0.133 23 14 37 0.378 link - Pnkd €.236+151 - ENSMUST intron_variant

1 74890409 . TC T non_homre DEL. 13 3 16 0.188 24 12 36 0.333 link - Fev ¢.-5200del - ENSMUST upstream_gene_variant

1 74890409 TC T non_homre DEL 13 3 16 0.188 24 12 36 0.333 link - Cryba2  c.446+121 - ENSMUST intron_variant

1 81087326 . cT C weak_evid DEL 318 1 319 0.003 315 7 322 0.022 link - Nyap2 ¢.59delT  p.Phe20fs ENSMUST frameshift_variant

1 85584067 A AAAAGAA  weak_evid INS 3 0 3 0 1 3 4 0.75 link - Spl10 €.971-495_- ENSMUST intron_variant

1 87853348 . TCCG T weak_evid DEL 186 1 187 0.005 253 8 261 0.031 link - Dgkd ¢.60_62del p.Pro21del ENSMUST disruptive_inframe_deletion
1 87853348 TCCG T weak_evid DEL 186 1 187 0.005 253 8 261 0.031 link - Gm19582 n.837_839i- ENSMUST splice_region_variant+non_coding_transcript_exon_variant
1 88238229 . G GGA non_homreINS 14 0 14 0 52 0 52 0 link - Mroh2a  ¢.1554+27 - ENSMUST intron_variant

1 88241890 T TTTTTTTClow_frac_itINS 1 1 12 0.083 32 15 47 0.319 link - Mroh2a  ¢.2046+24 - ENSMUST intron_variant

1 88251620 . A AAAAG  PASS INS 19 0 19 0 39 15 54 0.278 link - Mroh2a  ¢.3351+22 - ENSMUST intron_variant

1 88267615 rs2392254 A AG weak_evid INS 4 0 4 0 18 8 26 0.308 link - Hjurp €.526+332 - ENSMUST intron_variant

1 90798307 . TG T non_homre DEL. 25 3 28 0.107 30 7 37 0.189 link - Col6a3  ¢.5909-111- ENSMUST intron_variant

1 93190738 CG C non_homre DEL 29 5 34 0.147 56 23 79 0.291 link - Crocc2  ¢.1323+70 - ENSMUST intron_variant

1 1.31E+08 rs1135129 TG T non_homre DEL. 94 5 99 0.051 92 18 110 0.164 link - Pigr ©.1042+34 - ENSMUST intron_variant

1 1.32E+08 AC A non_homre DEL 60 5 65 0.077 7 12 89 0.135 link - Mfsdda  ¢.681+43d - ENSMUST intron_variant

1 1.32E+08 . AC A non_homre DEL. 60 5 65 0.077 7 12 89 0.135 link - Gm26892 n.1395-10(- ENSMUST intron_variant

1 1.33E+08 TG T non_homre DEL 39 8 47 0.17 63 26 89 0.292 link - Sox13 €.640-75de - ENSMUST intron_variant

1 1.36E+08 . AT A non_homre DEL. 32 10 42 0.238 48 32 80 0.4 link - Mroh3 €.2103+96 - ENSMUST intron_variant

1 1.58E+08 TG T non_homre DEL 31 8 39 0.205 37 18 55 0.327 link - Brinp2 €.776-52de - ENSMUST intron_variant

1 1.74E408 . T TACAC  non_homr¢INS 5 0 5 0 4 0 4 0 link - Sptal €.1107-19¢- ENSMUST intron_variant

1 1.78E+08 AC A non_homre DEL 148 12 160 0.075 181 20 201 0.1 link - Gm16432 c.68+45de - ENSMUST intron_variant

1 1.78E+08 . AC A non_homre DEL. 148 12 160 0.075 181 20 201 0.1 link - Gm37313 n.47-1716¢- ENSMUST intron_variant

10 61218683 A ACT low_frac_itINS 3 0 3 0 10 5 15 0.333 link - Adamts14 ¢.1719-15:- ENSMUST intron_variant

10 80676191 . TGCCGCC T non_homre DEL. 353 5 358 0.014 613 14 627 0.022 link - Mknk2 c.-204_-17- ENSMUST 5_prime_UTR _variant

10 88982346 GC G non_homre DEL 52 9 61 0.148 83 19 102 0.186 link - Ano4 €.1739-59¢- ENSMUST intron_variant

10 1.28E+08 . CcG C non_homre DEL. 71 26 97 0.268 105 45 150 0.3 link - Ndufadl2 c.*2576del - ENSMUST downstream_gene_variant
10 1.28E+08 CG C non_homre DEL 7 26 97 0.268 105 45 150 0.3 link - Shmt2 €.857+46d - ENSMUST intron_variant

1 5063764 . TG T PASS DEL 56 10 66 0.152 66 30 96 0.312 link - Rasll0a  c.*3700del - ENSMUST downstream_gene_variant
1 5063764 TG T PASS DEL 56 10 66 0.152 66 30 96 0.312 link - Gas2l1  ¢.633+61d - ENSMUST intron_variant

1 61487293 . CcG C alt_allele_i DEL 31 23 54 0.426 31 37 68 0.544 link - Mapk7  c.*1823del - ENSMUST downstream_gene_variant
1 61487293 CG C alt_allele_iDEL 31 23 54 0.426 31 37 68 0.544 link - Mfapd €.598+46d - ENSMUST intron_variant

1 67299152 . CCCTT € non_homre DEL. 25 2 27 0.074 45 13 58 0.224 link - Myh8 ©.3736-62_- ENSMUST intron_variant

1 69657662 TAC T non_homre DEL 148 29 177 0.164 237 63 300 0.21 link - Fxr2 c.*4964 *4- ENSMUST downstream_gene_variant
1 69657662 . TAC T non_homre DEL. 148 29 177 0.164 237 63 300 0.21 link - Sox15 ©.*1042_*1- ENSMUST downstream_gene_variant
1 69657662 TAC T non_homre DEL 148 29 177 0.164 237 63 300 0.21 link - Mpdul  ¢.507+61_- ENSMUST intron_variant

1 98389961 rs1133692 AG A non_homre DEL. 65 17 82 0.207 74 32 106 0.302 link - Pgap3 c.*76delC - ENSMUST 3_prime_UTR _variant

1 98389961 rs1133692 AG A non_homre DEL 65 17 82 0.207 74 32 106 0.302 link - Pnmt c.*1865del - ENSMUST downstream_gene_variant
1 1E+08 . TG T weak_evid DEL 4 0 4 0 1 6 7 0.857 link - Jup €.707+265 - ENSMUST intron_variant

1 1.01E+08 rs3871683 TC T non_homre DEL 57 10 67 0.149 75 25 100 0.25 link - Kenh4 €.829+48d - ENSMUST intron_variant

1 1.16E+08 . CcG C non_homre DEL. 20 11 31 0.355 36 54 90 0.6 link - Llgl2 €.-12972d¢- ENSMUST upstream_gene_variant
1 1.16E+08 CG C non_homre DEL 20 1 31 0.355 36 54 90 0.6 link - Tsen54  ¢.1311-13(- ENSMUST intron_variant

1 1.18E+08 rs2391229 TC T alt_allele_i DEL 29 9 38 0.237 54 33 87 0.379 link - Dnahl7  ¢.11764-1(- ENSMUST intron_variant

1 1.18E+08 rs2501790 AC A non_homre DEL 36 7 43 0.163 50 18 68 0.265 link - Dnahl7  c.4215+12- ENSMUST intron_variant

12 86744520 . AT A weak_evid DEL 8 0 8 0 9 3 12 0.25 link - Lrrc74a ¢.551-474¢- ENSMUST intron_variant

12 1E+08 AG A non_homre DEL 72 20 92 0.217 88 35 123 0.285 link - Tte7b €.1967-36¢ - ENSMUST intron_variant

12 1.04E+08 . AG A non_homre DEL. 99 12 111 0.108 132 28 160 0.175 link - Serpinala ¢.698-73de¢- ENSMUST intron_variant

12 1.07E+08 CTCCTCT C low_frac_it DEL 139 6 145 0.041 177 15 192 0.078 link - - n.1071111: - - intergenic_region

12 1.09E+08 . CGAG C weak_evid DEL 298 8 306 0.026 442 23 465 0.049 link - Yyl €.141_143¢p.Glud7del ENSMUST disruptive_inframe_deletion
12 1.14E+08 T TG non_homreINS 141 13 154 0.084 147 30 177 0.169 link - Gm7003 n.-4501 -4- ENSMUST upstream_gene_variant
12 1.14E+408 . T TG non_homreINS 141 13 154 0.084 147 30 177 0.169 link - Ighv2-7  c.-87_-86ii- ENSMUST upstream_gene_variant
12 1.14E+08 T TG non_homreINS 141 13 154 0.084 147 30 177 0.169 link - - n.1138078:- - intergenic_region

13 93144271 . TG T non_homre DEL. 43 14 57 0.246 65 43 108 0.398 link - Papd4 ©.*3319del - ENSMUST downstream_gene_variant
13 93144271 TG T non_homre DEL 43 14 57 0.246 65 43 108 0.398 link - Cmya5  c.149+86d - ENSMUST intron_variant

13 98145443 rs1132873 GC G non_homre DEL. 48 9 57 0.158 38 10 48 0.208 link - Arhgef28 ¢.33+108d - ENSMUST intron_variant

14 13899688 GT G weak_evid DEL 114 1 115 0.009 124 8 132 0.061 link - Gm281  c.241-9del - ENSMUST intron_variant

14 20264127 . AGG A low_frac_it DEL 48 11 59 0.186 82 30 112 0.268 link - Kenk16  c.495+31_ - ENSMUST intron_variant

14 23336074 G GT weak_evid INS 362 1 363 0.003 307 7 314 0.022 link - Kenmal — ¢.3028+87 - ENSMUST intron_variant

14 56060155 . AC A non_homre DEL. 108 9 117 0.077 137 34 171 0.199 link - Mcptd ©.598-56d¢ - ENSMUST intron_variant

14 63017696 AC A non_homre DEL 21 4 25 0.16 16 12 28 0.429 link - Defb43  ¢.59-70del - ENSMUST intron_variant

14 64075698 . cT Cc weak_evid DEL 333 3 336 0.009 338 10 348 0.029 link - Prss55  c.735delA p.Gly246fs ENSMUST frameshift_variant

14 67008604 AC A non_homre DEL 33 12 45 0.267 74 34 108 0.315 link - Bnip3l €.97+83de - ENSMUST intron_variant

14 70493039 rs2221378 TG T non_homre DEL. 14 3 17 0.176 21 9 30 0.3 link - Bmpl ©.1196-14¢- ENSMUST intron_variant

14 78949762 TIT7G6 T too_few_siDEL 9 0 9 0 13 2 15 0.133 link - Vwa8 €.1422+20 - ENSMUST intron_variant

15 33381280 rs2212721 T TTTA weak_evid INS 92 1 93 0.011 65 6 71 0.085 link - Cpg c.844-8 84~ ENSMUST splice_region_variant+intron_variant
15 84032874 AC A non_homre DEL 46 16 62 0.258 39 23 62 0.371 link - Rpl31-ps2:n.*2200del - ENSMUST downstream_gene_variant
15 84032874 . AC A non_homre DEL. 46 16 62 0.258 39 23 62 0.371 link - Efcab6  c.429+54d - ENSMUST intron_variant

15 91182564 AG A alt_allele_iDEL 20 6 26 0.231 38 23 61 0.377 link - Abcd2 1242411 - ENSMUST intron_variant

15 97979015 rs2165853 AC A non_homre DEL. 102 16 118 0.136 156 35 191 0.183 link - Col2al ©.3436-85¢- ENSMUST intron_variant

15 98721392 CTGTGTG C base_qualiDEL 6 0 6 0 9 1 10 0.1 link - Fkbpll  c.*2961 *Z- ENSMUST downstream_gene_variant
15 98721392 . CTGTGTG C base_qualiDEL 6 0 6 0 9 1 10 0.1 link - Ccdc65  ¢.1035+24 - ENSMUST intron_variant

15 1.04E+08 GAAA G low_norme DEL 2 0 2 0 0 4 4 1 link - Mucl2 c.-458 -45- ENSMUST upstream_gene_variant

15 1.04E+08 . GAAA G low_normz DEL 2 0 2 0 0 4 4 1 link - - n.1038996' - - intergenic_region

16 7039829 rs2645073 TA T non_homre DEL 43 7 50 0.14 38 15 53 0.283 link - Rbfox1 n.7039842: - - intragenic_variant

16 84809323 . TC T non_homre DEL. 60 22 82 0.268 48 44 92 0.478 link - Jam2 c.245-8del - ENSMUST splice_region_variant+intron_variant
17 23292072 G GAAA mapping_cINS 9 0 9 0 13 1 14 0.071 link - Vmn2r114 c.1652-22(- ENSMUST intron_variant

17 23360307 . GGAC G mapping_c DEL 3 0 3 0 22 4 26 0.154 link - Vmn2rl15 ¢.*180_*1¢&- ENSMUST downstream_gene_variant
17 23360307 GGAC G mapping_c DEL 3 0 3 0 22 4 26 0.154 link - - n.2336030: - - intergenic_region

17 23360311 . A ATG mapping_cINS 3 0 3 0 20 4 24 0.167 link - Vmn2rl15 c.*183_*1¢&- ENSMUST downstream_gene_variant
17 23360311 A ATG mapping_cINS 3 0 3 0 20 4 24 0.167 link - - n.2336031 - - intergenic_region

17 27148721 . TC T alt_allele_i DEL. 28 6 34 0.176 39 24 63 0.381 link - Ip6k3. ¢.575-76d¢- ENSMUST intron_variant

17 28160698 AC A non_homre DEL 22 4 26 0.154 46 16 62 0.258 link - Scube3  ¢.713-103c- ENSMUST intron_variant

17 30737165 . AC A alt_allele_i DEL 22 8 30 0.267 13 17 30 0.567 link - Dnah8 ©.6204-T4c- ENSMUST intron_variant

17 34838469 CG C non_homre DEL 34 6 40 0.15 39 16 55 0.291 link - Stk19 c.-1594del - ENSMUST upstream_gene_variant
17 34838469 . CcG C non_homre DEL. 34 6 40 0.15 39 16 55 0.291 link - Skiv2l ©.*935delC - ENSMUST downstream_gene_variant
17 34838469 CG C non_homre DEL 34 6 40 0.15 39 16 55 0.291 link - Mir6971  n.*3339del- ENSMUST downstream_gene_variant
17 34838469 . CcG C non_homre DEL. 34 6 40 0.15 39 16 55 0.291 link - Dxo ©.812+35d - ENSMUST intron_variant

17 36128871 CG C non_homre DEL 174 7 181 0.039 237 25 262 0.095 link - Gm19684 c.*293delC- ENSMUST 3_prime_UTR variant

17 36128871 . CcG C non_homre DEL. 174 7 181 0.039 237 25 262 0.095 link - Gm7030 c.346+23d - ENSMUST intron_variant

17 46538847 GC G weak_evid DEL 27 3 30 0.1 28 10 38 0.263 link - Gm26904 n.37-6106: - ENSMUST intron_variant

17 46538847 . GC G weak_evid DEL 27 3 30 0.1 28 10 38 0.263 link - Culg ©.1590+84 - ENSMUST intron_variant

17 46663275 AC A alt_allele_iDEL 46 33 79 0.418 67 56 123 0.455 link - Rrp36 c.*4674del - ENSMUST downstream_gene_variant
17 46663275 . AC A alt_allele_i DEL 46 33 79 0.418 67 56 123 0.455 link - Cul? c.4414-32¢- ENSMUST intron_variant

17 46663275 AC A alt_allele_iDEL 46 33 79 0.418 67 56 123 0.455 link - Gm26904 n.70+6333 - ENSMUST intron_variant

17 71900880 . TC T weak_evid DEL 45 5 50 0.1 90 25 115 0.217 link - Alk €.2927-69¢- ENSMUST intron_variant

18 12236192 ACAG A non_homre DEL 312 17 329 0.052 448 29 477 0.061 link - Npcl c.43_45del p.Leulbdel ENSMUST conservative_inframe_deletion
18 22517873 . T TTA weak_evid INS 10 1 11 0.091 6 10 16 0.625 link - AsxI3 €.2868+80 - ENSMUST intron_variant

18 35221711 TG T low_frac_it DEL 8 1 9 0.111 2 13 15 0.867 link - Ctnnal  ¢.1063-33¢- ENSMUST intron_variant

18 35793449 . G GT non_homreINS 296 11 307 0.036 249 19 268 0.071 link - Ube2d2a c¢.25-7dup - ENSMUST splice_region_variant+intron_variant
18 36796436 CG C alt_allele_iDEL 21 10 31 0.323 41 30 7 0.423 link - Hars2 ¢.*5308del - ENSMUST downstream_gene_variant
18 36796436 . CcG C alt_allele_i DEL 21 10 31 0.323 41 30 71 0.423 link - Zmat2 €.311-49d¢ - ENSMUST intron_variant

18 67512821 rs2651711 CT C alt_allele_iDEL 172 105 277 0.379 128 117 245 0.478 link - Spirel €.716-609¢ - ENSMUST intron_variant

18 74638013 rs2369192 GTTTGT G weak_evid DEL 246 1 247 0.004 224 4 228 0.018 link - Myo5b ©.947-15 ¢~ ENSMUST intron_variant

19 4192410 AC A alt_allele_iDEL 24 7 31 0.226 43 25 68 0.368 link - Thcld10c c.-1602del - ENSMUST upstream_gene_variant
19 4192410 . AC A alt_allele_i DEL 24 7 31 0.226 43 25 68 0.368 link - Rad9a c.*3576del - ENSMUST downstream_gene_variant
19 4192410 AC A alt_allele_iDEL 24 7 31 0.226 43 25 68 0.368 link - Ppplca  ¢.55+151d- ENSMUST intron_variant

19 4215862 . T TTTCTTC low_frac_itINS 43 0 43 0 58 17 75 0.227 link - Gm26115 n.-380_-37- ENSMUST upstream_gene_variant
19 4215862 T TTTCTTC low_frac_itINS 43 0 43 0 58 17 75 0.227 link - Clcfl €.16+1435 - ENSMUST intron_variant
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55
113
113
44
43
61
59
276

222

45
45
11
16
21

52
21
51
51
45
45
15

293
293
146
130
141

46
118
449
449
119
120

269
269
75

125

113
113
113
64
64
113
113
149
96
96
96
127
116
94
94
13
13
91
33
11
44
66
66
66
66
66
41
170
40
236
100
254
254
254
37
62
62
157
157
115
115
115
141
141
55
16
81
78
310
310
156

344
29

13
130
63
33
232
232

0.154 link
0.154 link
0.075 link
0.354 link
0.149 link
0.043 link
0.568 link
0.022 link
0.022 link
0.134 link
0.358 link
0.02 link
0.02 link
0.42 link
0.42 link
0.42 link
0.289 link
0.25 link
0.427 link
0.427 link
0.292 link
0.571 link
0.571 link
0.571 link
0.035 link
0.158 link
0.158 link
0.158 link
0.6 link
0.2 link
0.5 link
0.5 link
0.4 link
0.3 link
0.3 link
0.319 link
0.525 link
0.19 link
0.19 link
0.6 link
0.6 link
0.12 link
0.309 link
0.062 link
0.062 link
0.267 link
0.267 link
0.267 link
0.023 link
0.058 link
0.058 link
0.058 link
0.021 link
0.021 link
0.301 link
0.301 link
0.301 link
0.297 link
0.297 link
0.301 link
0.301 link
0.282 link
0.229 link
0.229 link
0.229 link
0.339 link
0.224 link
0.34 link
0.34 link
0.308 link
0.308 link
0.165 link
0 link
0.364 link
0.159 link
0.273 link
0.273 link
0.273 link
0.273 link
0.273 link
0.195 link
0.018 link
0.325 link
0.14 link
0.26 link
0.315 link
0.315 link
0.315 link
0.405 link
0.274 link
0.274 link
0.025 link
0.025 link
0.522 link
0.522 link
0.522 link
0.199 link
0.199 link
0.2 link
0.065 link
0.247 link
0.244 link
0.11 link
0.11 link
0.288 link
0.023 link
0.023 link
0.379 link
1 link
0.692 link
0.2 link
0.317 link
0.242 link
0.043 link
0.043 link

Slc25a45
Frmd8
Cedcsgb
Vwce
Papss2
Marveld1
Nfkb2
Notch1
Mir6996
Ssipl
Rasgrpl
AV039307
Ttbk2
Tmem239
Gm28372
17000204
Rad21l
Bpi

Peifl
2p335
Prexl
Ankrds0
Pppérll-ps

Rprd2

Itgal0
Pexl1b
Chial
Chial
Prokl
A630076)1
Dditd!
Vmnlr2

Chd7
Skint5
Cdc20
Elovll
Catsperd
Cnksrl
7fp982
Zfp534
Dnaje11
Thap3
Isgl5
Agm
AW011738
Gm10354
Gm21847
Gm30613
Gm21083
Gm21847
Speerdd
Rbks
Mrpi33
Gm43809
Rgs12
Hgfac
Gm43552
Smim14
Art3
2610524H(
Gm20499

Serpinel
Pcolce
Mir7037
Ints1
Gm42805
Gm4869
Daglb
Strip2
Atp6v0ad
Agk
76p775
Gm44119
Gm44965
Gm45021
7fp775
Znrf2
Rmnd5a
Atpéy1bl
Dysf

Spr

Hifx
AC153872.
GmS5577
Fgd5
Gm24391
Cecr5
Gm6614
Gm23775
Gm24605
Gm15494
Rdh13
Pglyrpl
Cedc6l
Lypds
Atpla3
Fbxo27
Mapakl
Gm44632
Dpfl
Spty2d1
Recdl
UncdSa
Blm
Dnah3
Abcald
Kenul
Galntle
Cpe
Gm43263
RP23-468}

c.-3833del -
c.1-28delC-
€.218+35d -
c.424+68d -
€.1089+40 -
c.-103_-86-
©.145-43de -

¢.3685delC p.Asp1230fs

n.*42delC -
©.1224-13¢~
€.2253+35 -
n.-305delC-
¢.66+56de -
¢.*110delC-
c.*75delC -
¢.*1259del -
€.1392+10 -
©.533+49d -
¢.*3372del -
€.3189+36 -
€.2625+92 -
c.-62delG -
n.*2035del -
n.17357841-

€.3869delC p.Pro1290fs
GmA2957 ¢.738delC p.Trp247fs
.183delC p.Trp62fs

€.*3403del -
€1177+39 -
€1177+40 -
c.*2775del -
c.84+132d -
c.*176dup -
€.955_*9¢ -
n.3173958 -
€.3172-3dc-
€.2792-12¢-
€.*1596du; -
.376-33d1 -
c.-1581del -
.1833+21 -
1574117 -
€31-477 2~
*3167_*
.268-162_-
¢.*50delG -
c.-2114del -
c.-3774del -
4434115 -
1.222+551 -
n.211-271c-
.627+215 -
n.223-342(-
€.168-96_1-
.798+441 -
€.149-6981-
11914268 -
€.*3675del -
.466+139 -
€.75+1525 -
.267+44d -
.904-61d¢ -
c.-T4delG -
c.-T4delG -
1.1148235 -
c.-1-53deli-
.797+72d -
n.-670delC -
€1920-113-
1.-2806.
€.199-198 -
€.248-22 %~
.1680-76._-
€.1030-247 -
.875-70_¢-
c.-171delC-
n.915delC -
€.151-109¢ -
c.-51-109c -
1.4861306' -
.458-213¢-
.421-15_¢-
.910-82d¢ -
€.1383+26 -
c.*42delC -

©.377_386¢p.Arg126fs

n.*634_*6¢-
n.101_110¢-
€.2899-15¢ -
n.-3505del -
€.331-86de -
©.1438-10_-
n.-2175_-;
n.-2934del -
n.*1497del -
€.65+498d -
c.*35delC -
€.*709delC -
€.188-116¢ -
€.606+308 -
c.A67+27_ -
€.1465-91c-
n.*3808del -
©.598+45d -
¢.1878-53¢-
€.-7508_-7-
€.2007-19_-
€.2589-127-
€.2779-25(-
©.859-140¢ -
€.657-48de -
€.1488+40 -
€.1113+92 -
n.419-2del -
n.*3229del -

ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST 5_prime_UTR _variant
ENSMUST intron_variant

ENSMUST frameshift_variant
ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST 3_prime_UTR _variant
ENSMUST 3_prime_UTR _variant
ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant
ENSMUST downstream_gene_variant
- intergenic_region
ENSMUST frameshift_variant
ENSMUST frameshift_variant
ENSMUST frameshift_variant
ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST 3_prime_UTR _variant
ENSMUST downstream_gene_variant

- intergenic_region

ENSMUST splice_region_variant-+intron_variant

ENSMUST intron_variant
ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST 3_prime_UTR _variant
ENSMUST upstream_gene_variant
ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant
ENSMUST upstream_gene_variant

- intergenic_region
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant
ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

- intragenic_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST 3_prime_UTR _variant
ENSMUST frameshift_variant
ENSMUST downstream_gene_variant

ENSMUST non_coding_transcript_exon_variant

ENSMUST intron_variant
ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST splice_region_variant-+intron_variant

ENSMUST upstream_gene_variant
ENSMUST upstream_gene_variant
ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST 3_prime_UTR _variant
ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST splice_acceptor_variant+intron_variant

ENSMUST downstream_gene_variant
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GL456210.
GL456210.

JH584292.

1
10

1

o

1.07E+08

1.07E+08 .

1.07E+08

1.07E+08 .

1.14E+08

3027600 .

3027600

3027600 .

3027600
21485535
21732198
35047192
37417160

37417160 .

38499572

51076255 .

56995880

58032602 .

58032602
65488934
65488934

1.08E+08 .

1.08E+08

1.09E+08 .

1.09E+08

1.02E+08 .

1.02E+08

1.02E+08 .

1.41E+08

1.43E+08 .

1.43E+08

1.54E+08 .

1.6E+08

2786902 .

130509

130509 .

3788

6244849 .

78036761

1.16E+08 .

4779246

14850891 .

70422643

59359307 .

76065020

10731784 .

12909903

1.27E+08 .

32837857

1.05E+08 .

49450658

1.16E+08 .

1.29E+08

45549897 .

1.06E+08

1.36E+08 .

59948297

37309110 .

3670384

6233950 .

16645611

23849599 .

23849599

30943394 .

36429598

36599977 .

36599977

37123870 .

37890423

37890423 .

37890423

44126339 .

45407385
45423443
56052762

55052762 .

55052763

55052763 .

55195447

59116619 .

59116619

59116619 .

60372707

63166434 .

63166434
63620247
63620247

69870097 .

71577684

72712927 .

74470233

74882710 .

74882710
74891887
75248547

75248547 .

75248547

75558042 .

78390751

82377490 .

82528897
85088901
85088901

85094003 .

85094003
85094004
85094004
85112076
85112076
85112076
85112076
85254775
85254775
85254775
85272813

CT C weak_evid DEL

cT C weak_evid DEL

CT C weak_evid DEL

cT C weak_evid DEL
rs1133198 TC T non_homre DEL
cT C too_few_siDEL

CT C too_few_siDEL

cT C too_few_siDEL

CT C too_few_siDEL

rs2314181 AG A non_homre DEL.
TCACACA T weak_evid DEL
rs2270498 ACC A non_homre DEL.
AG A non_homre DEL

AG A non_homre DEL.

TA T PASS DEL

AC A weak_evid DEL

CG C weak_evid DEL

TG T non_homre DEL.

TG T non_homre DEL
rs2269634 GC G weak_evid DEL
rs2269634 GC G weak_evid DEL
CcG C non_homre DEL.
rs2545454 AC A non_homre DEL
GC G weak_evid DEL

GC G weak_evid DEL

TG T non_homre DEL.

TG T non_homre DEL

TG T non_homre DEL.

TG T alt_allele_iDEL

TGCC T weak_evid DEL

TGCC T weak_evid DEL

c cT non_homreINS

TCcC T non_homre DEL
AAAGGGA A weak_evid DEL
AACAAAC(A long_indel, DEL
AACAAAC(A long_indel, DEL
TTATACT/too_few_siINS

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

PASS SNV

rs5272610

HH A4 > > > 000> 0 4> 44 4>>> 4 4000>» 40000 400>»00> 40006040000 -

rs2535284 T
rs2535284 T
c

rs5253092

>> 40> >»>0 440 > >

rs2564797 T
rs2564797 T
c
C
rs1132672 T
rs1132672 T
rs5811090 G
rs5811090 G
rs5811090 G
rs5811090 G
rs1133149 T
rs1133149 T
rs1133149 T
rs1131831 C

weak_evid SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
weak_evid SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
PASS SNV
base_quali SNV
base_quali SNV
base_quali SNV
alt_allele_i SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
too_few_siSNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
too_few_siSNV
base_quali SNV
base_quali SNV
base_quali SNV
mapping_c SNV
mapping_c SNV
no_reliable SNV
no_reliable SNV
weak_evid SNV
weak_evid SNV

PASS SNV
PASS SNV
PASS SNV
PASS SNV

mapping_c SNV
mapping_c SNV
mapping_c SNV
mapping_c SNV

1P OO 0000000000 D A000 400> 00> 00000000 4>>»00>»0000000000—4—4>00>—44>»0-4-460-4>»00-40-4>»03>4-40

193
38

71
7
129
129
170
159
69
69
94
94
94

170
170

22
456
456
385
312
456
226
158

279
282
384
196
261
261
316
208
222

329
289
374
409
304
390

157
47
17

119
50
35
35
58
32
32
32
68
25

17

20
20
139

193
128
128
212
212

10

37

116

22
71

167
167
23
23
24
24
164
164
164
164
52
52
52
10

261
261
261

193
a3

80
80
133
133
191
182
79
79
97
97
97

190
190

22
456
456
385
312
456
226
158

279
282
384
196
262
261
316
208
223
341
329
289
374
409
304
391

161

139

211
130
130
213
213

39

119
119
34

24
72

170
170
23
23
24
24
164
164
164
164
58
58
58
1

0.004
0.004
0.004
0.004
0.061

0.279
0.04

0.169
0.169

0.116

0.113
0.113

0.03

0.03

0.11
0.126
0.127
0.127
0.031
0.031
0.031
0.286
0.105
0.105

cocoococoocooocooooooo

0.004

0.004

oo oo oo

0.003

0.025

0.06
0.056
0.056
0.078
0.123
0.146
0.146
0.049

0.085
0.015
0.015
0.005
0.005
0.167
0.051

0.025
0.025
0.059

0.083
0.014
0.051
0.018
0.018

coocooooo

0.103
0.103
0.103
0.091

4
51

84
84
110
41
10
129
129
143
143
180
212
71
7
125
125
125

172
172

13

36
508
508
374
259
322
199
131
298
251
292
392
220
225
272
300
220
225
338
247
265
415
496

122
122

107

21
21
21
21
24
24
24

8

311
311
311
311
108

84
81

115
115
165

58

21
155
155
155
155
216
261

93

93
135
135
135

36
203
203

20
4
508
508
374
311
395
206
190
305
265
296
459
227
237
276
310
224
230
343
285
270
420
506
357
309
27
154
66
22
22
112
67
60
60
67
54
54
54
95
42

35
35
37
37
172
22
22
22
183
128
128
213
213
41
80
11

162

132
50
50
52
52

168

168

168

168

131

131

131
15

0.023 link
0.023 link
0.023 link
0.023 link
0.111 link
0.4 link
0.4 link
0.4 link
0.4 link
0.44 link
0.37 link
0.833 link
0.27 link
0.27 link
0.333 link
0.293 link
0.524 link
0.168 link
0.168 link
0.077 link
0.077 link
0.167 link
0.188 link
0.237 link
0.237 link
0.074 link
0.074 link
0.074 link
0.778 link
0.153 link
0.153 link
0.5 link
0.35 link
0.234 link
0 link

0 link

0 link
0.167 link
0.185 link
0.034 link
0.311 link
0.023 link
0.053 link
0.014 link
0.146 link
0.031 link
0.051 link
0.014 link
0.032 link
0.018 link
0.022 link
0.015 link
0.133 link
0.019 link
0.012 link
0.02 link
0.014 link
0.013 link
0.148 link
0.045 link
0.182 link
0.136 link
0.136 link
0.143 link
0.209 link
0.283 link
0.283 link
0.134 link
0.056 link
0.056 link
0.056 link
0.179 link
0.167 link
0.5 link
0.371 link
0.371 link
0.216 link
0.216 link
0.041 link
0.227 link
0.227 link
0.227 link
0.104 link
0.078 link
0.078 link
0.019 link
0.019 link
0.341 link
0.1 link
0.455 link
0.25 link
0.086 link
0.086 link
0.125 link
0.235 link
0.235 link
0.235 link
0.133 link
0.2 link
0.056 link
0.13 link
0.076 link
0.076 link
0.08 link
0.08 link
0.096 link
0.096 link
0.125 link
0.125 link
0.125 link
0.125 link
0.183 link
0.183 link
0.183 link
0.533 link

Cog8 €.*3797del -

Pdf ©.*2103del -
Vpsda €.1213-24¢-
Pdf n.1070450 -
Vatll €.1072-34(-

Gm10718 c.*2383del -

Gm10717 c.*1214del-

Gm26870 n.3027601 -

Gm10717 n.3027605 -

Dnm2  ¢.1423-10¢-

Ldir €191-71.1-

St3gald  c.*239_*24-

Robod  c.*3774del -

Robo3  ¢.3973+16 -

OIfr907  c.910delA p.Thr304fs
Layn  c.109+66d -

Ptond  c.63+237d -

Cede33  ¢.2275+79 -

Gm16130 n.243+97d-

Spgal  c.*1986del -

- 1.6548893 -

Cacna2d? ¢.1782+32 -

Uspld 1839425 -

Mir711  n*2120del-

Col7al  c5754+59 -

Gm14858 n.-2192del -

Gm26318 n.*4971del-

Citedl  c.-66+157'-

Coldab  c.1429+42-

Ammecrl ¢.268_270¢p.Gly90del
Gma4351 n.-3749_-2-
22100130;¢.*247-181-

Sh3kbpl c.858+100 -

GmA0sd  c.737+160 -
AC125149.¢.*4720_*4-

- n.130510_ -

Vmn2r122 c.168_169i p.lle57fs
Rblccl  c.1225C>Cp.Prod09hla
Aire €.1025G>/p.Cys342Tyr
Gga3  c.488G>A p.Argl63Gin
Gm902  c.463C>A p.LeulSslle
Nek10  ¢.935T>C p.lle312Thr
Piwil2  c404C>T p.Serl35Phe
E430025E+¢.1106G>/ p.Cys369Tyr
Scrib  c.1163C>Cp.Ala388Gly
Clecl6a  ¢.2720C>Tp.Ser907Phe
Osbplla c.580A>C p.Lys194Gin
SIc27a2  ¢.521A>G p.Lys174Arg
Uspl3  c.184G>A p.Val62lie
Cttnbp2nl ¢.307G>A p.Alal03Thr
Acnatl  c452T>C p.Leul51Pro
Genlll  ¢3946C>Tp.Argl316Trp
Adgrdl  c.1672C>Tp.Leus58Phe
Plekhad  ¢.1846T>Cp.Ser616Pro
Smpd3  c.1933C>Tp.Arg645Trp
lghl  c.2306G>/p.Trp782*
Medd  ¢31C>T p.Ginll*
Eve €.2371C>Tp.GIn791*
Xkrd 7974168 -

Rblecl  c.72-11A> -

Tcebl  c214+75C-

B3gat?  c.*4412C>-

Smapl  c.715-131(-

Ptpdal  c.405-T1A:-

Lman2l  c.505-143/-

GmB428  n.-1825A> -

Fam178b c.1094+14 -

Vwa3b  c.1654-81/-

Mitdl  c.-113A>C-

Mrpl30  c.-3542T> -

- 1.3789042 -

Bvm  c-53A>C -

Colsa2  c.1252-10¢-

Colsa2  c.684+239 -

Coglob  c.-113A>C-
£330011M n.351T>G -

Coglob  c.-112G>A-
£330011M n.350C>T -

Rftn2 1047469 -
G730003C n.-3214A> -

Mppd  c.4634T> -

Tmem237 ¢.148+223 -

Cyp20al c.850+63T-

GM24557 n.*4491T> -

Ndufsl ~ c.262-67A: -

Dytn  c.*2768A> -

n.6362024 -
Spaglé  c519-167(-
Atic €.1504-10z -

Rpl37a  ¢.216-575/-
Usp37 1472430 -
Gm16582 n.*2757T>-
Fev .128-48A: -
Cryba2  ¢.303+59€ -
Gm28294 n.-3775A> -
Dnajb2  c.*4734A> -
Ptorn 2735417~
Slcda3  ¢.3606+24 -
Sgpp2  c.423+97T-
Rhbddl  ¢.713-T1A: -
Coldad  c.793-92T:-
A530032D ¢.597+626 -
€13002612 n.8508890 -
A530032D c.430+294 -
€13002612 n.8509400 -
A530032D ¢.430+293 -
€13002612 n.8509400.-
A530032D c.-2708C> -
Gm16038 n.-3243G>-
A530040En.896+117 -
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base_quali SNV
base_quali SNV
base_quali SNV
weak_evid SNV
non_homre SNV
non_homre SNV
mapping_c SNV
mapping_c SNV
mapping_c SNV
mapping_c SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
alt_allele_i SNV
alt_allele_i SNV
base_quali SNV
weak_evid SNV
base_quali SNV
base_quali SNV
weak_evid SNV
non_homre SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
too_few_siSNV
too_few_siSNV
too_few_siSNV
too_few_siSNV
PASS SNV
base_quali SNV

98
195

177
177

31
31
31
137
137

108
108
108

175
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101
196

103

177
177

194
22
101
101
79
33
33
262
115
115
115

0.03
0.005
0.069
0.069
0.069
0.067
0.067

0.071
0.061
0.051
0.051
0.051
0.051
0.074
0.125

0.1
0.014
0.05

0.069
0.062
0.077
0.077

0.05
0.05
0.227

0.114
0.114
0.114
0.021
0.021

0.172
0.172
0.154
0.154
0.167
0.167
0.086
0.016
0.016
0.043
0.043

0.059
0.059
0.038
0.167
0.167
0.053

0.024
0.024
0.026
0.182
0.059
0.059
0.051
0.061
0.061
0.099
0.061
0.061
0.061

0.059

o oo oo

0.033

116
69
21
28
37
15
61
37
36
36
59

170
24

260
44
26
20
48
98
96
a8
32
32
32

196

133
133
21
42
42
36
36
30
30
45
308
305
54
54
15
a3
43
22
23
23
20
30
234
234
249

103
103
93
47
47

159
159
159
36
32

24
24
24
22
208

106
220
56
56
56
34
34
34
34
28
28
115
98
84
84
84
84
38
26
21
46
186
76
63
95
95
52
83
80
80

74
51
53
34

39
126
86
25
37
a8
25
72
54
42
42
72
179
36
280
56
35
22
59
113
109
58
49
49
49
216
124
328
328
219
219
21
21
55
55
55
141
141
33
68
68
49
49
38
38
55
321
321
66
66
19
53
53
31
34
34
35
33
242
242
253
28
123
123
106
60
60
236
172
172
172
44
37

26
26
26
34

220

0.189 link
0.077 link
0.161 link
0.161 link
0.161 link
0.235 link
0.235 link
0.265 link
0.265 link
0.25 link
0.25 link
0.13 link
0.082 link
0.119 link
0.119 link
0.119 link
0.119 link
0.184 link
0.269 link
0.286 link
0.261 link
0.027 link
0.276 link
0.302 link
0.105 link
0.105 link
0.231 link
0.12 link
0.138 link
0.138 link
0.108 link
0.108 link
0.118 link
0.151 link
0.294 link
0.143 link
0.231 link
0.079 link
0.198 link
0.16 link
0.243 link
0.229 link
0.4 link
0.153 link
0.315 link
0.143 link
0.143 link
0.181 link
0.05 link
0.333 link
0.071 link
0.214 link
0.257 link
0.091 link
0.186 link
0.133 link
0.119 link
0.172 link
0.347 link
0.347 link
0.347 link
0.093 link
0.032 link
0.012 link
0.012 link
0.018 link
0.018 link
0.095 link
0.095 link
0.164 link
0.164 link
0.164 link
0.057 link
0.057 link
0.364 link
0.382 link
0.382 link
0.265 link
0.265 link
0.211 link
0.211 link
0.182 link
0.05 link
0.05 link
0.182 link
0.182 link
0.211 link
0.189 link
0.189 link
0.29 link
0.324 link
0.324 link
0.429 link
0.091 link
0.033 link
0.033 link
0.016 link
0.357 link
0.163 link
0.163 link
0.123 link
0.217 link
0.217 link
0.123 link
0.076 link
0.076 link
0.076 link
0.182 link
0.135 link
0 link
0.077 link
0.077 link
0.077 link
0.353 link
0.055 link

Gm28635
Madd
Dgkz
Chrmé
Mdk
Alxd

Ext2
Alxd

Ext2
Rag?

c.421-45A: -
€.4571-90C -
c.*3137A> -
€.*1584T> -
€.398-1574-
¢.871-1524-
n.9367708 -
¢.871-1514-
n.9367708 -
€.-25-119/-

B230118H n.1016292 -
D430041D ¢.3476-66/ -

Ryr3 €.7569+92 -
Meis2  ¢.-1303T> -
G630016G n.-1852A> -
2700033N:n.*102T>C -
- n.1160661 -
In080  ¢.3841+12 -
Nusapl ~ ¢.1079-161-
Mapkbpl ¢.330+242 -
Tmem87a c.417+134 -
Ppipskl  ¢.3169+29 -
Myef2  c.1352-92/-
Myef2  ¢.1352-10¢-
Fef? CAE8ASG -
Fam227b ¢.976+112 -
Mrps5  ¢.938-109/-
Tmem87b ¢.505-117-
Gm14023 n.108-209;-
il1a €.500-65A: -
Gm14023 n.108-208:-
Il1a €.500-73A: -
Ptpra  c416-1301-
Ptpra  .416-120/-
At .3467-14¢ -
- n.1315304 -
Tmxd  c.280+294-
Pakl  c.-442A>C-
Slc52a3  c.1047-10¢-
Mylk2  ¢528-161/-
Sun5  c.453+156-
Suns 4534143~
Bpifaz 1214164 -
Bpifbdb  ¢.266-1117-
Cdkbrapl c.1389+11-
1700003F1c.-3431T> -
Necab3  .942-165/-
Edem2  ¢.1114+97-
Ferlld  c.325-80A:-
Phf20 3404178
Digap4  c.2011-42(-
Mroh8  ¢.1360-10¢-
Dhx35  c1347+18-
Tox2  c.1087-20:-
Hnfda  c.386-142/-
Wisp2  c.277+76C-
Wisp2  c277+81T-
Csell  c675+119-
Mocs3  c.*105T>G-
Dpml  c.-1769A> -
Gm20716 c.-1769A> -
Spoll  ¢.335-16A:-
Cdh4  c2535+50-
Abhd16b  c.*2651A> -
Tpd5212  c.19+50A> -
Gm25184 n.-874C>T-
Tpd5212  c.545+61C-
Impal  ¢.458-220/-
Gm38303 c.*142-22C-
Sicl0a5  c.*6072T> -
Impal 1974123~
Gm38303 ¢.211-203i-
1810022K(c.*3581A> -
E2f5 5884537 -
Sirpbla  c.748+208 -
Sirpble  c.-191T>A~
- 1.1584860. -
Sirpble  ¢.-220T>G-
- 1.1584863 -
Sirpble  ¢.-230T>C-
- 1.1584864 -
Actléa  c.278-127/-
Anxa5  c.-783A>C-
Mir7009  n.-691A>C-
Exosc8  C.-T78G>A-
Algs €.66+153C -
Siah2  c.420+171-
Schipl  ¢.*171C>T-
Gm21949 c*171C>T-
1180 €.1076+14 -
Gm22009 n.*790A>C-
Kpnad  ¢.1339-161-
Tdo2 142137
Trim2  c2160+15-
Rrnadl  c*871T>G-
Mrpl2d  c.384-15A: -
Hapln2  c.88+62T>-
Ashll  c.6671+90 -
Mir7012  n*1611A> -
Dennddb ¢.1852+41 -
Dennddb c.2801-80/-
Iif2 c*11IT>G-
Snapin  c.*1762A> -
Pogz  ¢.1670-19/-
Aphla  c*1524T>-
Carld  c948-T0A:-
Aphla  n.9589828.-
Wdr3  ¢.1095-93/ -
Slc22al5 c.*175C>T-
Wnt2b  c.940+277 -
Gm12522 n.-3193G>-
Celsr2  c.*5697G>-
Psicl  c.868+198-
Celsr2  c.6014-181-

Agl

c.-32A>C -

ENSMUST intron_variant
ENSMUST intron_variant

ENSMUST downstream_gene_variant
ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

- intragenic_variant
ENSMUST intron_variant

- intragenic_variant
ENSMUST intron_variant

- intragenic_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant
ENSMUST upstream_gene_variant
ENSMUST downstream_gene_variant
- intergenic_region
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST 3_prime_UTR _variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

- intergenic_region
ENSMUST intron_variant

ENSMUST 5_prime_UTR _variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST 3_prime_UTR _variant
ENSMUST upstream_gene_variant
ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant

- intergenic_region
ENSMUST upstream_gene_variant

- intergenic_region
ENSMUST upstream_gene_variant

- intergenic_region
ENSMUST intron_variant

ENSMUST upstream_gene_variant
ENSMUST upstream_gene_variant
ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST 3_prime_UTR _variant
ENSMUST 3_prime_UTR _variant
ENSMUST intron_variant

ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST 3_prime_UTR _variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST 3_prime_UTR _variant
ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST downstream_gene_variant
ENSMUST intron_variant

- intragenic_variant
ENSMUST intron_variant

ENSMUST 3_prime_UTR _variant
ENSMUST intron_variant

ENSMUST upstream_gene_variant
ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST 5_prime_UTR _variant
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1.19E+08

1.23E+08 .

1.3E+08

1.3E+08 .

1.35E+08

1.35E408 .

1.35E+08

1.38E+08 .

1.38E+08

1.38E+08 .

1.38E+08
1.38E+08
1.39E+08

1.39E+08 .

1.42E+08

1.45E408 .

1.45E+08

1.45E+408 .

1.46E+08

1.46E+08 .

1.47E+08

1.52E+08 .

1.52E+08

1556408 .

1.55E+08

1556408 .

3184052
3184052
3241768
3241768
25280804

25280805 .

32771772

33045300 .

33208960

33208960 .

34571627

34571627 .

34674942

43656314 .

43656314

43656314 .

46502301

46502301 .

46502301

48048882 .

48048882

49448940 .

52440111

52440111 .

52440111

56925423 .

58805810

58836399 .

62054177

62054177 .

62423166

62423166 .

82966572

89179245 .

89179245

94919905 .

1E+08

1.03E+08 .

1.07E+08

1.08E+08 .

1.09E+08

1.1E+08 .

1.13E+08

1.13E+08 .

1.13E+08

1.15E+408 .

1.16E+08

1.19E+08 .

1.19E+08

1.21E+08 .

1.23E+08

1.23E+08 .

1.23E+08

1.25E+408 .

1.25E+08
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1.29E+08 .

1.29E+08

1.29E+08 .

1.29E+08

1.34E+08 .

1.35E+08

1.35E408 .

1.38E+08

1.38E+08 .

1.41E+08

1.42E408 .

1.42E+08

1.45E+408 .

1.45E+08
1.46E+08
1.46E+08
1.46E+08
1.46E+08

1.47E+08 .

1.47E+08

1.47E+08 .

1.48E+08
1.48E+08
1.48E+08
1.48E+08
1.48E+08
1.48E+08
1.48E+08
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rs5805839 G
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base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
too_few_siSNV
too_few_siSNV
base_quali SNV
too_few_siSNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
mapping_c SNV
mapping_c SNV
mapping_c SNV
mapping_c SNV
base_quali SNV
base_quali SNV
non_homre SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
alt_allele_i SNV
base_quali SNV
base_quali SNV
base_quali SNV
alt_allele_i SNV
alt_allele_i SNV
alt_allele_i SNV
alt_allele_i SNV
alt_allele_i SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
too_few_siSNV
base_quali SNV
base_quali SNV
alt_allele_i SNV
alt_allele_i SNV
base_quali SNV
base_quali SNV
too_few_siSNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
alt_allele_i SNV
base_quali SNV
base_quali SNV
base_quali SNV
too_few_siSNV
base_quali SNV
base_quali SNV
too_few_siSNV
too_few_siSNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
too_few_siSNV
weak_evid SNV
base_quali SNV
too_few_siSNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
mapping_c SNV
mapping_c SNV
mapping_c SNV
mapping_c SNV
base_quali SNV
base_quali SNV
base_quali SNV
mapping_c SNV
weak_evid SNV
mapping_c SNV
mapping_c SNV
weak_evid SNV
weak_evid SNV
mapping_c SNV

82
11
197

135

50
173
34
79
165
31
100
95
46
20
19

61
53
53

213
213

12
32
32
32
64
64
64
27
46
72

190
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82
11
204
73
31
31
60
69
94
29
29
21
35
35

106
99
150

138

53
174
34
83
167
31
106
99
a8
22
200
12
64
59
59

218
218

13
35
35
35
66
66
66
27
47
76

190

0.113
0.044
0.088
0.022
0.054
0.054
0.054

0.111
0.111

0.034
0.055
0.097
0.097
0.067

0.13
0.043
0.069
0.069
0.143

0.085
0.071

0.02
0.086
0.088
0.088
0.025
0.025
0.231
0.068
0.068
0.068
0.067
0.067
0.067
0.222
0.222
0.111

0.053
0.062

coocooooo

0.022

0.057
0.006

0.048
0.012

0.057
0.04
0.042
0.091
0.02
0.25
0.047
0.102
0.102

0.023
0.023

0.077
0.086
0.086
0.086
0.03
0.03
0.03

0.021
0.053

0.042

0.019
0.019
0.037
0.167
0.023
0.023
0.023
0.023
0.042
0.042
0.042
0.013
0.019
0.048

97
42
33

110

109
21
188
74
35
35
53
71
92
36
36
21
66
66
31
31
93
86
139
37
29
29
53
53
32
190

16
20
20

112
112

12
12
91
32
28
228
69
111
116
43
102
89
58
32
202
29
49
62
62
16
201
201
20

27
34
34
34
69
69
69
54
61
87
13

176
49
22
80
80
67
a7

279

279

275

275

103

103

103

125
95
60
a4
16

155

26

125
52
40

117

117
23
210

237
78
118
124
55
109
98
70
38
211
36
58
80
80

213
213
22
20
38
49
49
49
80
80
80
68
67
94
15
179
56
24
84
84
76
55
315
315
311
311
119
119
119
142
105
66
49
20
21
181

0.224 link
0.192 link
0.175 link
0.06 link
0.214 link
0.214 link
0.214 link
0.269 link
0.269 link
0.269 link

0.3 link

0.3 link
0.069 link
0.069 link
0.068 link
0.087 link
0.105 link
0.129 link
0.167 link
0.167 link
0.197 link
0.155 link
0.124 link
0.234 link
0.234 link
0.25 link
0.29 link
0.29 link
0.184 link
0.184 link
0.147 link
0.204 link
0.054 link
0.245 link
0.237 link
0.237 link
0.159 link
0.159 link
0.238 link
0.091 link
0.091 link
0.091 link
0.697 link
0.697 link
0.697 link
0.258 link
0.258 link
0.174 link
0.462 link
0.462 link
0.462 link
0.111 link

0.2 link
0.31 link
0.625 link
0.625 link
0.082 link
0.082 link
0.333 link
0.25 link
0.25 link
0.108 link

0.2 link
0.125 link
0.038 link
0.115 link
0.059 link
0.065 link
0.218 link
0.064 link
0.092 link
0.171 link
0.158 link
0.043 link
0.194 link
0.155 link
0.225 link
0.225 link
0.111 link
0.056 link
0.056 link
0.091 link

0.1 link
0.289 link
0.306 link
0.306 link
0.306 link
0.138 link
0.138 link
0.138 link
0.206 link
0.09 link
0.074 link
0.133 link
0.017 link
0.125 link
0.083 link
0.048 link
0.048 link
0.118 link
0.145 link
0.114 link
0.114 link
0.116 link
0.116 link
0.134 link
0.134 link
0.134 link
0.12 link
0.095 link
0.091 link
0.102 link

0.2 link
0.19 link
0.144 link

Dpyd  c-147A>C-
Synpo2  ¢.106-107/-
Egf €1743-11¢-
Egf €.1208-73/~
49305390 n.-2190C> -
Gm43379 n.-4061C>-
Ube2d3  c.24+151G-
Dnajbld  c.-2054G> -
GmA3403 n.-1496C> -
H2afz  196-141C-
Gm16559 n.*1804C>-
Adhl  c19-127G -
Mirl956 n*191C>T-
Eifde  c.-30+3821-
Uncse 1790470 -
Clca3a2  ¢.2126-20¢-
odf2l  c502-15A:-
Odf2l  c914485T-
Mcoln3  ¢.-131T>C~
Mcoln3 14612161~
T .2619-35¢ -
Usp33  c.639-140/-
Usp33  c.639-113/-
Cryz .-10593A: -
Tyw3  c255+142-
Tonisk  ¢333+174-
Vmnlr3  c*333G>T-
- 1.3184052 -
AI838599 n.-4237A> -
- n.3241768.-
ufiL .78-36T> -
ufil .78-37A> -
Mdnl  c.16375-6¢-
Ube2jl  ¢.678+101 -
Srsfl2 c-122G>A-
- 1.33208961 -
Akirin2  c.*5402A> -
Orc3 2042410~
Slc35al  c507+88C-
Spags  c.-2773C> -
Fam221b c.*3341C> -
Hint2  c.81+45Cs-
Triml4  c*4591T> -
Nans  c.871-134/-
Triml4  n.4650230 -
Nrda3  c.-234A>C-
Nr4a3  n.4804888 -
Acnatl  c.669+156 -
Smc2os  n.-1146T> -
Tmed-ps  n.*3804T>-
Smc2  c.-55-00A:-
Tmem245 ¢.905-208(-
AI314180 c5117-16¢-
AI314180 ¢.2083-14-
Mup20  c.-128C>A-
- n.6206417 -
Rnfl83  c.*4821T> -
Prpfd  ¢1373-62/-
Freml  c.3547-40¢-
GM26490 n.*3736T>-
Mtap  c.814-223/-
Eqtn .641+18C-
Rorl .611-135/-
Sgipl  c.484-145/-
Mroh7  ¢.2830-31/-
Slcla7  ¢.825-108(-
Prpf38a  C.722+75T-
Elavid  c.266-43A:-
Skint  c.1963+11-
Skints  c.4391-62/-
Skints  c.4391-68/-
stil €.753-125/-
Fash  c309+119-
Zmynd12 ¢595-13A:-
Zmynd12 c.829+175-
Gm8439  c.171+98T-
Pptl c.-102A>C-
- 11228361 -
Pptl €.536+136 -
Mir697  n.-3232T> -
Sf3a3 1281433~
Oscpl  c.435+196 -
Ago3  c.1029+20-
CK137956 ¢.1440+15 -
Gm26722 n.-2864T> -
Rbbpd  c.*3875A> -
Sync  c1201-12¢-
Gm26722 n.-2837G>-
Rbbpd  .*3848C> -
Sync  c.1201-98(-
Zbtb8os  ¢.381-165(-
Catsperd ¢.387+120 -
Tmem57  c.653-62A: -
Srml c.214271G-
- n.1375819. -
Uspds  c.2381+14 -
Arhgef10l c.2165+31 -
Caspd  c.-4708T> -
Dnajcl6  c.-18-T4A:-
Tnfrsfs  ¢.1039-10¢-
Tnfrsf8  c.1039-12:-
7fp992  c30+127C-
Gm26573 n.1421-17¢-
7fp992  c30+128T-
Gm26573 n.1421-17¢-
Gm26624 n.1907+84 -
C230088H n.1321+34 -
7fp988  c.-T4-67A:-
7fp982  c.157+108-
7fp982  c157+129 -
7fp982  c157+171-
7fp982  c.157+196 -
7fp979  c.202+188 -
7fp979  c.202+185-
Zfp534  c*88ASG -
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26003606 .
26003606 G
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base_quali SNV
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mapping_c SNV
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23
23
206
64
65
62
44

115
44
59
99

131
37

110

161
161

59
380
51

54
66
335
11
26
68
68
64
106
57

12
133
133

61

61

14

73
226

86

86

50

50
287

29
29
35
35
1
308
36
36
36
13

13
23
23
44
44
59
59
37
15
23

107

120

26
26
220
68
69
63
44

120
45
66

107

134
39

111

452

165
165

59
384
53

57
67
338
1
29
72
72
79
110
61

12
135
135

66

66

14

75
228

89

89

52

52
290
290

29

29

39

39

1
316

42

42

42

13

15

26
26
45
45
65
65
40
16
25

113

0.038
0.038
0.053
0.047
0.133
0.133

0.053
0.034
0.061
0.061
0.027
0.027
0.057

0.038

0.053
0.015
0.009

0.103
0.056
0.056

0.19
0.036
0.066

0.015
0.015
0.076
0.076

0.027
0.009
0.034
0.034
0.038
0.038

0.01

0.01

0.103
0.103

0.025
0.143
0.143
0.143

0.071
0.115
0.115
0.022
0.022
0.092
0.092
0.075
0.062

0.08

0.053

155
20
20
33
33

226
60
73
88
57

116
52
41
93

50
154
154
121
121

1217
1217

104
95
36
36
94
94
81
31
31
12
93
93
16

197

197
23
25
13

67
356
79
19
62

352
25
29
61
61
52

120

12
12

19
19

181
22
22
a4
44

73
87
97
71
20
134
65
64
99
115
59
161
161
129
129
1269
1269

216
216
29
27
16

77
371
91
22
74
88
362
27
37
7
71
76
130

36
15
127
127
77
7
21
108
285
111
111
79
79
361
361
25
25
63
63

286
65
65
65
2
22
44
56
56
99
99
86
86
80
43
37

176

0.144 link
0.091 link
0.091 link
0.25 link
0.25 link
0.074 link
0.178 link
0.161 link
0.093 link
0.197 link
0.25 link
0.134 link
0.2 link
0.359 link
0.061 link
0.07 link
0.153 link
0.043 link
0.043 link
0.062 link
0.062 link
0.041 link
0.041 link
0.2 link
0.186 link
0.208 link
0.208 link
0.208 link
0.208 link
0.192 link
0.192 link
0.192 link
0.192 link
0.2 link
0.2 link
0.229 link
0.229 link
0.095 link
0.118 link
0.2 link
0.2 link
0.389 link
0.389 link
0.778 link
0.252 link
0.095 link
0.143 link
0.143 link
0.078 link
0.078 link
0.182 link
0 link

0 link
0.143 link
0.114 link
0.114 link
0.385 link
0.088 link
0.088 link
0.207 link
0.074 link
0.188 link
0.111 link
0.13 link
0.04 link
0.132 link
0.136 link
0.162 link
0.114 link
0.028 link
0.074 link
0.216 link
0.141 link
0.141 link
0.316 link
0.077 link
0.129 link
0.194 link
0.2 link
0.087 link
0.087 link
0.195 link
0.195 link
0.095 link
0.157 link
0.098 link
0.126 link
0.126 link
0.215 link
0.215 link
0.042 link
0.042 link
0.08 link
0.08 link
0.254 link
0.254 link
0.375 link
0.031 link
0.354 link
0.354 link
0.354 link
0.08 link
0.182 link
0.159 link
0.321 link
0.321 link
0.172 link
0.172 link
0.209 link
0.209 link
0.188 link
0.326 link
0.189 link
0.75 link
0.091 link

Gm16211
Gm13156
Mfn2
Pik3cd
Clstnl
Rere
Camtal
Nol9
Prdm16
Prdm16
Cdk14
1700015F1
Steap2
Abebd
Sema3a
Sema3e
Gm10354
Gm21847
Gm21190
Gm21847
Gm21190
Gm21190
Gm21847
Cacna2dl
Hgf
Gm21999
Speer4f2
Gm21999
Speerdf2
Gm21999
Speer4f2
Gm21999
Speerdf2
Gm21999
Speer4f2
Kmt2e
Srpk2
Kmt2c
Gm21663
GmS5067
Gm1979
GmS5067
Gm1979
Gm5862
Gm10471
Dpp6
Dpp6
Speerdb
Speerdb
Dpp6
Cenpa
Gm36840
Plbl
Rnf4
Mird67g
Grkd

Ht
Gm24878
D5Ertd579
Jakmipl
Eve
Bod1l
5730480H(
Kenipd
Smim20
Arap2
Yipf7
Gufl
Gufl
Cngal
Aasdh
Ge
Nup54
Art3
Septll
Antxr2
Bmp3
Prkg2
Sec3la
Gm15777
Hpse
Gm15777
Hpse
Helg
Pkd2
Tefbr3
Gm42669
Glmn
Gm43083
Cedcl8
Gm8493
Crif2
Gm43136
Chfr
Gm6583
Hpsd
Sshl
Msil
Gm14508
Cit

Cit
Rph3a
Kntel
Sbnol
Gtizh3
Tetn2
Dnah10
Cedc92
Gm42978
Sfswap
Gusb

Eln
Bazlb
Upk3b
Cldn15

n.-3283A> -
n.*4837T> -
c.-4-188A: -
C.*6361T> -
€.2110+81 -
€.396+20C -
c.4188+67 -
€.2010477 -
€.38-45T> -
©.38-61A> -
€.1294+15 -
€.442+90T -
c.-33-37A:-
©.2915+81 -
€.1495-48/ -
©.999-9A> -
€.139+410 -
n.222+237-
©.140-238/ -
n.222+244 -
€.140-315(-
€-91G>C -
n.222+337-
©.880-320: -
€.1545-127-
n.-3530C> -
€.607-344(-
n.-3528C> -
€.607-342(-
n.-3523G>-
€.607-337(-
n.-3522C> -
€.607-336(-
n.-3519A> -
€.607-333/-
c*104T>G-
C.*4385A> -
©.3695-74(~
€.139+283 -
n.-3421G>-
¢.140-10C: -
n.-3005A> -
€.140-4267-
©.299+428 -
€.94+133A-
€.226-120¢ -
€.609+314 -
©.139+294 -
€.-213T>A-
€.609+320 -
€.85+368A -
n.134+130-
€.3208-16¢-
©.386+206 -
n.*2725A> -
C.967+86T -
€.5166-10¢-
n.*4670A> -
€.231+110 -
€.1561-18¢-
€.703-204/-
©.363-160/ -
€.609+232 -
©.62-3798% -
€.115+663 -
©.3741-75/-
€.602+149 -
¢.885-85A: -
€.885-T4A: -
€.315-40C: -
€.231-190(-
c.473+115 -
C.*4894A> -
€.990+121 -
€.1275-22¢-
©.945+64T -
c*117T>G-
€. 1777-15¢-
€.403-205/-
n.*2983T> -
©.1449-58/ -
n.*3020A> -
€.1449-957-
C*174G>A -
€.2517-75/-
©.2435-46/ -
€.1595+19 -
©.1212-69/-
n.-44517> -
©.3547-10% -
n.-2823T> -
©.343+22T -
n*2179T> -
€.785-219/ -
C.*5246A> -
€.133-1047-
¢.111-8711-
€.791-23A: -
n.-2837G>-
¢*151G>T-
n.1160064 -
€.71+228T -
€.1546-17¢-
€.3839+15 -
C.*3588A> -
n.274-132; -
c*78G>T -
€.*1316C> -
n.-3678T> -
©.389-84A: -
€.910-83T: -
€.760+173 -
€.225-66A: -
©.541+268 -
€.-2384A> -
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Fam214a n.7495369 -
MyoSa  ¢.1402-28/-
Fbxo9  c91-114A:-
Cox7a2  c.108+79A-
Myo6  .3439+14 -
Sh3bgrl2 c.*495G>A -
Plscrd  c.613-T4A:-
Plod2  ¢.880-92G: -
1700008A%n.-881A>C -
Esyt3 1320415~
Cldn18  ¢.385+115-
Ryk ©.1266+84 -
Astel  c*1618A> -
Atp2el  c*6127T>-
Astel  n.1054069 -
Atp2cl  n.1054069 -
Atp2el  c524+89C-
Slc25a20 c.105+62C -
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Beorll  ¢.4913-94/-
Snord61  n.*2804A> -
Fgfl3  n.5916590 -
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OIft943  c63A>C  p.Ser21Ser
Twf2z  c876T>G p.Ala292Ala
Idh1 €.12246T>-

4930533K: c.*180-6A: -

Naplll  c.287+2T>-

Xpot  c.2688+2T-

Anxab  c.1138+2T-

Nfl .2257+6T -

Sgsh  c.949+8T>-

Gm281  c.241-2A> -

Wdfyd  c.2975+8€-

Fam35a  c.2438-2A:-

Vpsi3b  c.9324+2T-

L3mbtl2  c.1889-8A: -

Vmn2r115 ¢.1654+5C -

Srsf3 c-2-4A>C-

AWS54918 ¢.56-2A>C -

Ythdc2  c.1256-2A:-

Loxhdl  ¢.3760+2T -

SIc22a29 c.1282+2T-

Itga8  c.1397-2A:-

Rasgrpl  .2253+2T-

ENSMUST intron_variant
- intragenic_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST 3_prime_UTR _variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST downstream_gene_variant
ENSMUST downstream_gene_variant

- intragenic_variant

- intragenic_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST 3_prime_UTR _variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST downstream_gene_variant

- intragenic_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant

ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant

ENSMUST intron_variant

ENSMUST downstream_gene_variant

- intragenic_variant

ENSMUST downstream_gene_variant

- intragenic_variant

- intragenic_variant

ENSMUST intron_variant

ENSMUST downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant

- intergenic_region

- intergenic_region

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST synonymous_variant

ENSMUST splice_region_variant+intron_variant
ENSMUST splice_region_variant+intron_variant
ENSMUST splice_donor_variant-+intron_variant
ENSMUST splice_donor_variant+intron_variant
ENSMUST splice_donor_variant-+intron_variant
ENSMUST splice_region_variant+intron_variant
ENSMUST splice_region_variant+intron_variant
ENSMUST splice_acceptor_variant-+intron_variant
ENSMUST splice_region_variant+intron_variant
ENSMUST splice_acceptor_variant-+intron_variant
ENSMUST splice_donor_variant-+intron_variant
ENSMUST splice_region_variant+intron_variant
ENSMUST splice_region_variant+intron_variant
ENSMUST splice_region_variant+intron_variant
ENSMUST splice_acceptor_variant-+intron_variant
ENSMUST splice_acceptor_variant-+intron_variant
ENSMUST splice_donor_variant-+intron_variant
ENSMUST splice_donor_variant+intron_variant
ENSMUST splice_acceptor_variant-+intron_variant
ENSMUST splice_donor_variant+intron_variant



XX 0w oo s s s W W

37029899

83031981 .

32741315

48181495 .

1.18E+08

1.24E408 .

72630147

99317670 .

1.25E+08

1.02E+08 .

1.71E+08

® A4 > A e o>

00000000600

base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
alt_allele_i SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV
base_quali SNV

152
227
124
132
265

37

89
265
342

90
145

T N

157
235
130
134
272

40

98
266
344

91
152

0.032
0.034
0.046
0.015
0.026
0.075
0.092
0.004
0.006
0.011
0.046

144
252
146
150
237

47

84

300
86
154

16
20
12

32

11

16

13

1

160
272
158
153
269

58
100
225
313

98
165

0.1 link
0.074 link
0.076 link

0.02 link
0.119 link
0.19 link
0.16 link
0.036 link
0.042 link
0.122 link
0.067 link

4932438A1c.11466-2/ -

Fga
Mdn1
Stx17
Tiel
Pitpnm2
Gm15401
Map6
Gnpat
Tafl
Asmt

€.1660+2T -
c.11424-84-
C.667-4A> -
€.3333+2T -
€.-98-2A>1-
n.145+2T= -
€.1703+2T -
€.694-2A> -
Cc.412+8T>-
€.581-4G> -

ENSMUST splice_acceptor_variant-+intron_variant
ENSMUST splice_donor_variant-+intron_variant
ENSMUST splice_region_variant+intron_variant
ENSMUST splice_region_variant+intron_variant
ENSMUST splice_donor_variant+intron_variant
ENSMUST splice_acceptor_variant-+intron_variant
ENSMUST splice_donor_variant+intron_variant
ENSMUST splice_donor_variant-+intron_variant
ENSMUST splice_acceptor_variant-+intron_variant
ENSMUST splice_region_variant+intron_variant

ENSMUST splice_region_variant+intron_variant



