Variant_Typ Normal REF Normal AL1Normal Deg Normal Alle

imor_REF Tumor ALT Tumor

ep Tumor Allel igv

GlinVar

Gene_Name CDS_Chang Amino_Acid

Transcript | Effect

1 85610347 . cA c mapping_ DEL 153 0 153 0 164 9 173 0.052 link - Spl40  c.196-389(- ENSMUST intron_variant

1 85610347 . CA c mapping_« DEL 153 0 153 0 164 9 173 0.052 link - Gm10552 n.251-46d: - ENSMUSTintron_variant

1 87853302 . T66C T weak_evid DEL 75 1 76 0013 77 5 82 0.061 link - Dgkd  c.14_16de p.Ala5del ENSMUSTdisruptive_inframe_deletion
1 87853302 . TGGC T weak_evid DEL 75 1 76 0013 77 5 82 0.061 link - GM19582 n.*42_*44c- ENSMUST downstream_gene_variant
1 88248226 . A ATGTG  non_homr INS 17 2 19 0105 20 4 24 0167 link - Mroh2a  ¢.2851-30:- ENSMUST intron_variant

1 1.35E+08 . c CAT non_homr. INS 162 3 165  0.018 146 10 156 0.064 link - Navl — c.2840+45- ENSMUSTintron_variant

10 61482687 . GGTTTT G too_few_s DEL 11 0 11 0 15 2 17 0.118 link - Lrrc20  c.82+217_- ENSMUST intron_variant

10 89480630 . TG T non_homr DEL 31 11 42 0262 19 16 35 0457 link - Nrlh4  c.632-4del- ENSMUST splice_region_variant-+intron_variant
10 97569121 rs2341260 GC G non_homr DEL 60 7 67 0104 43 14 57 0.246 link - Lum .862+26d - ENSMUST intron_variant

10 1.11E+08 . ATTTCT A PASS  DEL 130 0 130 0 129 4 133 0.03 link - Osbpls  c.80-8_80-- ENSMUST splice_region_variant-+intron_variant
10 1.29E+08 rs1135172 AG A non_homr DEL 61 12 73 0164 51 21 72 0292 link - Gm25494 n.-1882de - ENSMUST upstream_gene_variant
10 1.29E+08 rs1135172 AG A non_homr DEL 61 12 73 0164 51 21 72 0292 link - Itga7  c.998+18d- ENSMUST intron_variant

11 8950548 . AG A non_homr DEL 48 8 56 0.143 30 10 40 0.25 link - Pkdlll  c.1360-19(- ENSMUST intron_variant

11 59031411 . CTA c base_qual DEL 6 0 6 0 14 1 15 0.067 link - Obsen  c.17771+1- ENSMUSTintron_variant

11 67349723 . AC A non_homr DEL 58 15 73 0205 40 22 62 0.355 link - Myh13  c.2435+28- ENSMUST intron_variant

11 80881713 . TG T alt_allele_ DEL 39 22 61 0361 35 28 63 0.444 link - Asic2  c.1522-33- ENSMUST intron_variant

11 95029812 . GC G non_homr DEL 122 24 146 0.164 93 31 124 0.25 link - Gm11513 n.-2946de - ENSMUST upstream_gene_variant
11 95029812 . GC G non_homr DEL 122 24 146 0.164 93 31 124 0.25 link - Samd14  c.*5080del - ENSMUST downstream_gene_variant
11 95029812 . GC non_homr DEL 122 24 146 0.164 93 31 124 0.25 link - Pdk2  c.608-82d(- ENSMUST intron_variant

11 98938276 . G GTGGTT PASS  INS 25 0 25 0 24 9 33 0273 link - Rara €.-529+40 - ENSMUST intron_variant

11 1.03E+408 . c cG non_homr. INS 81 6 87 0.069 54 18 72 0.25 link - Adamll c.479+36d- ENSMUST intron_variant

11 1.07E+08 152211011 AG A non_homr DEL 82 18 100 018 59 27 86 0314 link - Cep95  c.-2957del- ENSMUST upstream_gene_variant

11 1.07E+08 152211011 AG A non_homr DEL 82 18 100 0.18 59 27 86 0314 link - Mir3064 n.-3643de - ENSMUST upstream_gene_variant

11 1.07E+08 152211011 AG A non_homr DEL 82 18 100 0.18 59 27 86 0314 link - Gm25994 n.-3131de - ENSMUST upstream_gene_variant
11 1.07E+08 152211011 AG A non_homr DEL 82 18 100 0.18 59 27 86 0314 link - Ddx5  ¢.308-43d(- ENSMUST intron_variant

12 52024170 . TG T PASS  DEL 194 0 194 0 197 20 217 0.092 link - Gpr33  c.84delC p.Thr30fs ENSMUST frameshift_variant

13 6603014 . TG T alt_allele_ DEL 79 35 114 0307 50 48 98 0.49 link - Pfkp €.1221+64 - ENSMUST intron_variant

13 21481470 . TG T non_homr DEL 23 3 26 0115 19 11 30 0367 link - Gm10065 c.-2030del - ENSMUST upstream_gene_variant
13 21481470 . TG T non_homr DEL 23 3 26 0115 19 11 30 0367 link - Gm23779 n.*4867de - ENSMUST downstream_gene_variant
13 21481470 . TG T non_homr DEL 23 3 26 0115 19 11 30 0367 link - Zkscand  c.574+50d- ENSMUSTintron_variant

13 53110302 . cccT  C weak_evid DEL 205 4 209 0.019 260 16 276 0.058 link - Ror2 €.2750_27'p.Glu917d ENSMUST disruptive_inframe_deletion
14 33624873 . AT A non_homr DEL 117 20 137 0.146 65 49 114 0.43 link - Ptpn20  c.511-12d(- ENSMUST intron_variant

14 55758017 . AG A alt_allele_ DEL 20 6 26 0231 19 13 32 0.406 link - Ltbdr2  c.-3906del- ENSMUST upstream_gene_variant
14 55758017 . AG A alt_allele_ DEL 20 6 26 0231 19 13 32 0.406 link - Nopd  c.*4220del- ENSMUST downstream_gene_variant
14 55758017 . AG A alt_allele_ DEL 20 6 26 0231 19 13 32 0.406 link - Cideb  c.42-32del - ENSMUST intron_variant

15 55519067 . G GT alt_allele_ INS 45 54 99 0545 51 65 116 0.56 link - Coll4al c.5317+74- ENSMUST intron_variant

17 13367891 . c caT non_homr. INS 32 4 36 0111 38 13 51 0.255 link - TeplOc  c.919-159 - ENSMUST intron_variant

17 23344265 . G GAA mapping_cINS 66 0 66 0 72 7 79 0.089 link - Vmn2r115 ¢.197+92_- ENSMUSTintron_variant

17 23344267 . ATG A mapping_« DEL 65 0 65 0 71 7 78 0.09 link - Vmn2r115 c.197+95_- ENSMUST intron_variant

17 35830829 . TG T alt_allele_ DEL 37 11 48 0229 29 22 51 0431 link - Tubbs  c.*4152del - ENSMUST downstream_gene_variant
17 35830829 . TG T alt_allele_ DEL 37 11 48 0229 29 22 51 0431 link - Flotl  c.1089+49- ENSMUST intron_variant

17 46304127 rs2173003 TG T non_homr DEL 102 10 112 0.089 107 19 126 0.151 link - DIk2 ©.¥1030del - ENSMUST downstream_gene_variant
17 46304127 rs2173003 TG T non_homr DEL 102 10 112 0.089 107 19 126 0.151 link - Abccl0  c.4305+29- ENSMUST intron_variant

17 56614845 . TG T alt_allele_ DEL 67 15 82 0183 42 19 61 0311 link - RpI36  c.*633delC- ENSMUST downstream_gene_variant
17 56614845 . TG T alt_allele_ DEL 67 15 82 0183 42 19 61 0311 link - Lonpl  ¢.2505+28- ENSMUST intron_variant

17 73350405 . CCAGGCCC non_homr DEL 100 0 100 0 100 6 106 0.057 link - Capnl3  c.768+39_- ENSMUSTintron_variant

18 12472349 52607379 AC A non_homr DEL 79 10 89 0112 72 20 92 0217 link - Lama3  c.3327+42- ENSMUST intron_variant

18 76138101 . GCCACA G too_few_s DEL 5 0 5 0 2 2 4 0.5 link - Zbtb7c  c.1208+52- ENSMUST intron_variant

2 83678616 . AT A weak_evid DEL 186 2 188 0.011 233 11 244 0.045 link - 0Ifr1193 c.768delT p.Phe256f ENSMUST frameshift_variant

2 88678616 . AT A weak_evid DEL 186 2 188 0.011 233 11 244 0.045 link - OIfr1195 c.*4187del- ENSMUST downstream_gene_variant
2 1.36E+08 . G GA PASS  INS 26 0 26 0 22 13 35 0371 link - Lamps  c.665-113(- ENSMUST intron_variant

2 1.52E+08 152399128 AG A non_homr DEL 160 9 169 0.053 147 27 174 0.155 link - 6820408C c.11+34de - ENSMUST intron_variant

2 1.74E+408 . CCCGG  C weak_evid DEL 144 3 147 0.02 154 5 159 0.031 link - Slmo2  c.-80_-77c- ENSMUSTS5_prime_UTR_variant

3 19628714 . cT c weak_evid DEL 267 2 269 0.007 269 9 278 0.032 link - 1700064H c.-107delA - ENSMUST upstream_gene_variant

3 19628714 . cT c weak_evid DEL 267 2 269 0.007 269 9 278 0.032 link - - n.1962871 - - intergenic_region

3 83032015 . AC A alt_allele_ DEL 54 23 77 0299 33 28 61 0.459 link - Fga .1660+49 - ENSMUST intron_variant

3 92080981 . AGCC A weak_evid DEL 354 5 359 0.014 435 18 453 0.04 link - Lor ¢.994_9961p.Gly332di ENSMUST conservative_inframe_deletion
3 94480386 . TC T non_homr DEL 46 1 57 0193 42 21 63 0333 link - Celf3  c.228+48d- ENSMUSTintron_variant

3 1.27E+08 . AG A alt_allele_ DEL 66 29 95 0305 32 38 70 0543 link - Ank2  c.1485+51- ENSMUST intron_variant

3 1.33E+408 . AG A non_homr DEL 16 2 18 0111 19 9 28 0321 link - Gsted  c.898-15di- ENSMUST intron_variant

4 43640003 . c CGTGT  weak_evidINS 14 1 15 0.067 16 9 25 0.36 link - Npr2  c.874-109 - ENSMUST intron_variant

4 43640003 . c CGTGT  weak_evidINS 14 1 15 0.067 16 9 25 0.36 link - Gm12473 n.266+12€- ENSMUSTintron_variant

4 1.07E+08 . TG T alt_allele_ DEL 60 16 76 0211 54 31 85  0.365 link - Ttc22  c.623+38d- ENSMUST intron_variant

4 1.13E+408 . A ATC low_frac_i INS 23 3 26 0115 19 11 30 0367 link - Skint6  c.3689-88 - ENSMUST intron_variant

4 1.38E+408 . A AGG base_qual INS 15 3 18 0.167 15 6 21 0.286 link - Camk2nl c.*200_*2(- ENSMUST3_prime_UTR_variant

4 1.38E+08 . A AGGAGGA base_qual INS 17 1 18 0.056 16 5 21 0.238 link - Camk2n1 c.*202_*2(- ENSMUST3_prime_UTR _variant

4 1.48E+08 . AAAG A non_homr DEL 68 3 71 0042 9 11 105 0.105 link - 7fp985  c.158-140_- ENSMUST intron_variant

5 14974027 . AAG A mapping_«DEL 6 0 6 0 10 2 12 0.167 link - GM10354 c.*468_*4¢- ENSMUST downstream_gene_variant
5 14974027 . AAG A mapping_«DEL 6 0 6 0 10 2 12 0.167 link - - 11497402 - - intergenic_region

5 15029709 . AC A mapping_« DEL 37 0 37 0 45 6 51 0118 link - Gm17019 c.625-283(- ENSMUSTintron_variant

5 23980469 . AT A PASS  DEL 186 0 186 0 182 16 198 0.081 link - Fam126a c.831+17d- ENSMUST intron_variant

5 26021365 . TTCAC T mapping_« DEL 8 0 8 0 5 2 7 0286 link - GM5862  €.299+235- ENSMUST intron_variant

5 1.13E+408 . TeeTte T weak_evid DEL 52 2 54 0.037 43 6 49 0122 link - Myol8b c.5638-43 - ENSMUST intron_variant

5 1.15E+08 . AC A alt_allele_ DEL 21 17 38 0447 18 29 47 0617 link - Msil  ¢.791-92d(- ENSMUSTintron_variant

6 31432783 . c CCTAT  PASS NS 11 0 11 0 13 6 19 0.316 link - Mkinl  ¢511-110.- ENSMUST intron_variant

6 1.42E+08 2237803 AAAAC A PASS  DEL 113 0 113 0 84 4 88 0.045 link - Gm6614  c.1438-10 - ENSMUST splice_region_variant-+intron_variant
6 1.42E+08 152237803 AAAAC A PASS  DEL 113 0 113 0 84 4 88 0.045 link - Gm23775 n.-2175_%- ENSMUST upstream_gene_variant

7 24112230 . TG T alt_allele_ DEL 37 1 48 0229 33 22 55 0.4 link - Zfpl12  c.-6138del- ENSMUST upstream_gene_variant

7 24112230 . TG T alt_allele_ DEL 37 11 48 0229 33 22 55 0.4 link - Zfp180  c.*6106del - ENSMUST downstream_gene_variant
7 24112230 . TG T alt_allele_ DEL 37 11 48 0229 33 22 55 0.4 link - Gm44793 n.*223del(- ENSMUST downstream_gene_variant
7 24112230 . TG T alt_allele_ DEL 37 11 48 0229 33 22 55 0.4 link - - n.2411223 - - intergenic_region

7 34099671 rs2646431 CG c non_homr DEL 49 12 61 0197 37 16 53 0.302 link - Scgb1b30 c.62-23del - ENSMUSTintron_variant

7 80397715 . TG T weak_evid DEL 8 0 8 0 3 8 11 0.727 link - Furin  c.372+182- ENSMUST intron_variant

7 98083261 . GC G non_homr DEL 43 10 53 0189 31 23 54 0.426 link - Myo7a  c.2095-45(- ENSMUST intron_variant

7 1.02E+408 . AcC A too_few_s DEL 5 0 5 0 0 2 2 1 link - Inppll  ¢.*199_*2(~ ENSMUST3_prime_UTR_variant

7 1.02E+08 . ACC A too_few_s DEL 5 0 5 0 0 2 2 1 link - Phox2a  ¢.*968_*9¢- ENSMUST downstream_gene_variant
7 1.02E+08 . TG T non_homr DEL 12 9 21 0429 12 13 25 052 link - Numal — c.4665+10- ENSMUST intron_variant

7 1.26+08 . T TCTGCCT weak_evid INS 22 0 22 0 8 3 11 0.273 link - Dnah3  c.8360-35i- ENSMUST intron_variant

7 126408 . T TCTGCCT weak_evid INS 22 0 22 0 8 3 11 0.273 link - Lyrml  n.1199531- - intragenic_variant

7 1.22E+08 152331294 GA G weak_evid DEL 186 0 186 0 206 6 212 0.028 link - Ern2 ©.304-10d- ENSMUSTintron_variant

8 11441159 . AC A non_homr DEL 112 6 118 0.051 107 18 125 0.144 link - Colda2  c.3620-53- ENSMUST intron_variant

8 36248765 . AGGC A non_homr DEL 253 3 256 0.012 250 13 263 0.049 link - Lonrfl  c.712_7141p.Ala238di ENSMUST conservative_inframe_deletion
8 70760256 rs2467108 T TG non_homr: INS 113 11 124 0.089 109 23 132 0.174 link - Rab3a  c.*2168_*i- ENSMUST downstream_gene_variant
8 70760256 rs2467108 T TG non_homr: INS 113 1 124 0.089 109 23 132 0.174 link - 1130 ©.*2718du - ENSMUST downstream_gene_variant
8 70760256 rs2467108 T TG non_homr: INS 113 11 124 0.089 109 23 132 0.174 link - Mpv17i2 c.358+111- ENSMUST intron_variant

8 79689188 . AAAAC A weak_evid DEL 239 1 240 0.004 246 7 253 0.028 link - Abcel — c.1205-9 (- ENSMUST splice_region_variant-+intron_variant
8 86527207 . TG T non_homr DEL 57 12 69 0174 47 22 69 0319 link - Abccl2  c.2891+455- ENSMUST intron_variant

8 1.1E+08 52145861 C caT PASS  INS 140 2 142 0.014 137 11 148 0.074 link - Tat €1125+32- ENSMUSTintron_variant

9 60602827 . c cT PASS  INS 109 3 112 0.027 77 44 121 0.364 link - Lrred9  c.1368-12(- ENSMUST intron_variant

X 9265358 . TA T too_few_s DEL 9 0 9 0 3 2 5 0.4 link - Lancl3  c.1104-16(- ENSMUST intron_variant

GL456212 95070 . AT A mapping_« DEL 124 0 124 0 133 4 137 0.029 link - - n.95071de - - intergenic_region

1 78499008 . A G mapping_« SNV 148 9 157 0.057 168 10 178 0.056 link - BC035947 ¢.886T>C p.Ser296P ENSMUST missense_variant

1 1.74E+08 . T G PASS SNV 352 2 354 0.006 318 56 374 0.15 link - Pydcd  c.720A>C p.GIn240H ENSMUST missense_variant

10 58224915 . A c mapping_« SNV 752 11 763 0.014 772 25 797 0.031 link - AW82207:c.16T>G  p.Trp6Gly ENSMUST missense_variant

10 81148404 . T G base_qual SNV 171 5 176 0.028 203 8 211 0.038 link - Zbtb7a  c.1679T>(p.Val560G ENSMUST missense_variant

11 68556997 . c A PASS SNV 257 0 257 0 275 25 300 0.083 link - Mfsd6l  c.673C>A p.Pro225T ENSMUSTmissense_variant

11 98372122 . T G base_qual SNV 170 2 172 0.012 150 15 165  0.091 link - Stard3  c.2T>G  p.Metl? ENSMUSTstart_lost
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0.028

0.046

0.029
0.003

0.017
0.096

0.011
0.025
0.004
0.052

0.007
0.042
0.041
0.006

0.011
0.007

0.004
0.058

0.083
0.017

0.013
0.01

0.008
0.05

0.082
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0.042
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0.065
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0.154
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0.049
0.049
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0.042
0.042
0.042
0.042
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0.129
0.129
0.012

oo oo o

0.079
0.085

0.088
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245
160
191
113
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309
378
246
311

262
172
195
122
170
322
386
266
314

217
303
201
492
278

179
214
536
233
291
112

0.065 link
0.07 link
0.021 link
0.074 link
0.024 link
0.04 link
0.021 link
0.075 link
0.01 link
0.186 link
0.134 link
0.32 link
0.025 link
0.035 link
0.04 link
0.082 link
0.112 link
0.093 link
0.172 link
0.013 link
0.062 link
0.116 link
0.02 link
0.082 link
0.095 link
0.031 link
0.042 link
0.157 link
0.081 link
0.087 link
0.015 link
0.074 link
0.097 link
0.015 link
0.018 link
0.14 link
0.034 link
0.018 link
0.059 link
0.028 link
0.055 link
0.116 link
0.025 link
0.111 link
0.121 link
0.092 link
0.092 link
0.132 link
0.073 link
0.073 link
0.073 link
0.071 link
0.071 link
0.071 link

0.3 link
0.225 link
0.111 link
0.143 link
0.143 link
0.143 link
0.097 link
0.097 link
0.097 link
0.153 link
0.153 link
0.153 link
0.153 link
0.079 link
0.079 link
0.079 link
0.079 link
0.25 link
0.25 link
0.25 link
0.25 link
0.176 link
0.176 link
0.176 link
0.074 link
0.074 link
0.074 link
0.261 link
0.134 link
0.111 link
0.147 link
0.147 link
0.185 link
0.185 link
0.25 link
0.099 link
0.029 link
0.25 link
0.151 link
0.159 link
0.159 link
0.137 link
0.273 link
0.167 link
0.167 link
0.182 link
0.182 link
0.036 link
0.128 link

0.2 link
0.126 link
0.126 link
0.033 link
0.261 link

Krtd0  c.757G>A p.Asp253A ENSMUST missense_variant

Etvd ¢.722A>C p.GIn241P ENSMUSTmissense_variant

Frmd6  c.721A>G p.Arg241G ENSMUST missense_variant

Actnl  c.1232A>1p.Aspd11VENSMUST missense_variant+splice_region_variant
Fezf2  c.812A>C p.Asn271TENSMUSTmissense_variant

Gm21738 ¢.257G>C p.Ser86Th ENSMUST missense_variant

Kenmal ¢37G>A p.Glyl3Se ENSMUSTmissense_variant

Ptgdr  c.772G>A p.Glu258L ENSMUSTmissense_variant

Vmn2r89 c.1097A>(p.Lys366A ENSMUST missense_variant
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9 3025938 . G A weak_evid SNV 171 0 171 0 313 9 322 0.028 link - Gm10718 c.*720G>/- ENSMUSTdownstream_gene_variant
9 3025938 . G A weak_evid SNV 171 0 171 0 313 9 322 0.028 link - Gm26870 n.3025938 - - intragenic_variant
9 3031318 rs1133300 A T too_few_s SNV 7 0 7 0 4 1 5 0.2 link - Gm17535 c.-3281A>- ENSMUST upstream_gene_variant
9 3031318 rs1133300 A T too_few_s SNV 7 0 7 0 4 1 5 0.2 link - Gm10717 c.*4931A>- ENSMUSTdownstream_gene_variant
9 3031318 rs1133300 A T too_few_s SNV 7 0 7 0 4 1 5 0.2 link - Gm26870 n.3031318 - - intragenic_variant
9 3031318 rs1133300A T too_few_s SNV 7 0 7 0 4 1 5 0.2 link - Gm10717 n.3031318 - - intragenic_variant
9 21928948 . A C base_qual SNV 18 2 20 0.1 30 3 33 0.091 link - Tmem205 ¢.-2600T> - ENSMUST upstream_gene_variant
9 21928948 . A C base_qual SNV 18 2 20 0.1 30 3 33 0.091 link - Cedc159  c.36-145A - ENSMUSTintron_variant
9 22018407 . A c base_qual SNV 23 1 24 0.042 24 7 31 0.226 link - Elavi3 c.*96T>G - ENSMUST3_prime_UTR _variant
9 22018407 . A [ base_qual SNV 23 1 24 0.042 24 7 31 0.226 link - Prkcsh C.*5245A> - ENSMUSTdownstream_gene_variant
9 22068628 . A G too_few_s SNV 13 0 13 0 6 2 8 0.25 link - Gm16845 n.-2404A>- ENSMUST upstream_gene_variant
9 22068628 . A G too_few_s SNV 13 0 13 0 6 2 8 0.25 link - Ecsit €.*3696T> - ENSMUSTdownstream_gene_variant
9 22068628 . A G too_few_s SNV 13 0 13 0 6 2 8 0.25 link - Zfp653  c.294-437 - ENSMUSTintron_variant
9 45731984 . T G base_qual SNV 121 0 121 0 106 18 124 0.145 link - Dscamll ¢.3743-43 - ENSMUSTintron_variant
9 58019521 . A T PASS SNV 97 0 97 0 93 8 101 0.079 link - Cypllal c.820+25A- ENSMUSTintron_variant
9 60614945 . T A PASS SNV 98 0 98 0 75 16 91 0.176 link - Lrrc49 ©.1203+14 - ENSMUSTintron_variant
9 64924248 . C T too_few_s SNV 14 0 14 0 19 2 21 0.095 link - Slc24al  c.*173G>/- ENSMUST3_prime_UTR _variant
9 64924248 . o T too_few_s SNV 14 0 14 0 19 2 21 0.095 link - Dennd4a ¢.*7153C>- ENSMUSTdownstream_gene_variant
9 72971863 . C G base_qual SNV 32 8 40 0.2 33 20 53 0.377 link - Gm23567 n.*2155C>- ENSMUSTdownstream_gene_variant
9 72971863 . C G base_qual SNV 32 8 40 0.2 33 20 53 0.377 link - Gm37710 n.*422G>(- ENSMUSTdownstream_gene_variant
9 72971863 . C G base_qual SNV 32 8 40 0.2 33 20 53 0.377 link - Dyxlcl  c.1042-11(- ENSMUSTintron_variant
9 72971863 . o G base_qual SNV 32 8 40 0.2 33 20 53 0.377 link - GmA44503 ¢.1042-11(- ENSMUSTintron_variant
9 79673877 . T A too_few_s SNV 20 0 20 0 13 2 15 0.133 link - Coll2al c.4417+18- ENSMUSTintron_variant
9 83857219 . C A base_qual SNV 23 3 26 0.115 29 5 34 0.147 link - Ttk ©.1441-99(- ENSMUSTintron_variant
9 95885321 . C A base_qual SNV 119 3 122 0.025 106 6 112 0.054 link - Atr €.3451-21(- ENSMUSTintron_variant
9 1.03E+08 . G T base_qual SNV 21 2 23 0.087 18 9 27 0.333 link - Topbpl  ¢.2811-13:- ENSMUSTintron_variant
9 1.07E+08 . T G base_qual SNV 125 0 125 0 114 14 128 0.109 link - Rad5412  ¢.2829+12- ENSMUSTintron_variant
9 1.08E+08 . A C base_qual SNV 79 3 82 0.037 62 6 68 0.088 link - Gm9917 n.*1421T>- ENSMUSTdownstream_gene_variant
9 1.08E+08 . A c base_qual SNV 79 3 82 0.037 62 6 68 0.088 link - Rassfl  ¢.370-65A - ENSMUSTintron_variant
9 1.08E+08 . A c too_few_s SNV 104 4 108 0.037 100 2 102 0.02 link - Gm20529 n.*124A>(- ENSMUSTdownstream_gene_variant
9 1.08E+08 . A C too_few_s SNV 104 4 108 0.037 100 2 102 0.02 link - Amigo3  ¢.*3810A>- ENSMUSTdownstream_gene_variant
9 1.08E+08 . A c too_few_s SNV 104 4 108 0.037 100 2 102 0.02 link - Rnfl23  c.2767+67- ENSMUSTintron_variant
9 1.09E+08 . A T base_qual SNV 9 0 9 0 8 3 11 0.273 link - Fbxw20  ¢.622-201 - ENSMUSTintron_variant
9 1.11E+08 . A c base_qual SNV i 0 7 0 72 8 80 0.1 link - Als2cl c.667-89A - ENSMUSTintron_variant
9 1.12E+08 . G A alt_allele_ SNV 35 7 42 0.167 27 14 41 0.341 link - Arpp21  ¢.-35-20C: - ENSMUSTintron_variant
X 12048722 . T G base_qual SNV 19 1 20 0.05 20 9 29 0.31 link - Beor €.3512-75, - ENSMUSTintron_variant
X 71376722 . C T too_few_s SNV 10 0 10 0 17 2 19 0.105 link - Mtmrl  c.265-647¢- ENSMUSTintron_variant
X 94387914 . o A weak_evid SNV 11 0 11 0 6 4 10 0.4 link - Apoo ©.334+195- ENSMUSTintron_variant
X 1.01E+08 . G A PASS SNV 90 0 90 0 103 6 109 0.055 link - Kif4. c.-1171G>- ENSMUST upstream_gene_variant
GL456211 168106 . G T mapping_«SNV 185 24 209 0.115 220 39 259 0.151 link - AC133103 ¢.32+118C - ENSMUSTintron_variant
GL456221 57314 . C T no_reliable SNV 26 1 27 0.037 16 5 21 0.238 link - AC132444 c.-1429C>- ENSMUSTupstream_gene_variant
GL456221 57314 . o T no_reliable SNV 26 1 27 0.037 16 5 21 0.238 link - - n.57314C= - - intergenic_region
GL456221 112949 . C G mapping_«SNV 39 5 44 0.114 42 15 57 0.263 link - Csprs ©.*214G>(- ENSMUST3_prime_UTR _variant
GL456210 956 . G A no_reliable SNV 104 4 108 0.037 109 26 135 0.193 link - - n.956G>A - - intergenic_region
JH584292. 3962 . T G mapping_«SNV 20 3 23 0.13 21 1 22 0.045 link - Vmn2r122 c.206+136 - ENSMUSTintron_variant
1 1.74E+08 . G A PASS SNV 282 0 282 0 242 40 282 0.142 link - 1fi204 €.1731C>7p.Leu577L ENSMUST synonymous_variant
11 87101493 . A c base_qual SNV 187 4 191 0.021 185 6 191 0.031 link - Prr1l ¢.555T>G p.Pro185P ENSMUST synonymous_variant
11 98982666 . A c base_qual SNV 141 4 145 0.028 160 14 174 0.08 link - Gjd3 ¢.351T>G p.Argl17A ENSMUST synonymous_variant
11 1.02E+08 . A c base_qual SNV 140 7 147 0.048 155 19 174 0.109 link - Etv4 ¢.717T>G p.Ala239A ENSMUST synonymous_variant
12 76603392 . o G PASS SNV 131 0 131 0 140 4 144 0.028 link - Sptb. ¢.5550G>(p.Val1850' ENSMUST synonymous_variant
14 79767545 . C T PASS SNV 275 0 275 0 222 29 251 0.116 link - Pcdh8 ¢.3039G>/p.Leul013 ENSMUST synonymous_variant
15 76173124 . A c base_qual SNV 282 0 282 0 221 16 237 0.068 link - Plec €.13122T>p.Thr4374 ENSMUST synonymous_variant
16 32246767 . A c base_qual SNV 146 5 151 0.033 145 18 163 0.11 link - Fbxo45  c.45T>G p.Alal5Ale ENSMUSTsynonymous_variant
17 74352008 . A G weak_evid SNV 212 1 213 0.005 223 4 227 0.018 link - Spast ¢.468A>G p.Lys156L ENSMUST synonymous_variant
19 46515162 . T G base_qual SNV 249 0 249 0 241 17 258 0.066 link - Trim8 ¢.1152T>(p.Pro384P ENSMUST synonymous_variant
2 11254230 . C T PASS SNV 160 0 160 0 160 6 166 0.036 link - Prkcq €.960C>T p.Leu320L ENSMUST synonymous_variant
2 1.03E+08 . A c base_qual SNV 219 12 231 0.052 218 24 242 0.099 link - Slcla2  c.459A>C p.Leul53L ENSMUSTsynonymous_variant
3 5400849 . T A weak_evid SNV 148 1 149 0.007 117 5 122 0.041 link - Zfhx4 €.6141T>#p.Pro2047 ENSMUST synonymous_variant
3 1.08E+08 . G C PASS SNV 211 0 211 0 198 21 219 0.096 link - Gstm3 ¢.114C>G p.Ala38Ale ENSMUST splice_region_variant+synonymous_variant
4 45529904 . G c weak_evid SNV 197 1 198 0.005 188 5 193 0.026 link - Shb ¢.357C>G p.Gly119G ENSMUST synonymous_variant
5 3647455 . A c base_qual SNV 187 6 193 0.031 205 9 214 0.042 link - Gatadl  ¢.165T>G p.Gly55Gly ENSMUSTsynonymous_variant
5 98186336 . T G base_qual SNV 156 6 162 0.037 177 16 193 0.083 link - Prdm8 €.1761T>(p.Ala587A ENSMUST synonymous_variant
6 1.21E+08 . T G base_qual SNV 198 0 198 0 192 10 202 0.05 link - Mical3  c.4272A>(p.Ser1424: ENSMUST synonymous_variant
8 1.13E+08 . C T PASS SNV 154 0 154 0 172 33 205 0.161 link - Cntnap4 c.1476C>1p.Val492V. ENSMUST synonymous_variant
9 3025938 . G A weak_evid SNV 171 0 171 0 313 9 322 0.028 link - Gm10717 ¢.522G>A p.GIn174G ENSMUSTsynonymous_variant
1 88257866 . G A PASS SNV 884 0 884 0 893 27 920 0.029 link - Mroh2a  c.4617+1C- ENSMUSTsplice_donor_variant+intron_variant
15 85789122 . G A no_reliable SNV 116 0 116 0 101 3 104 0.029 link - Ppara ©.508+5G: - ENSMUST splice_region_variant+intron_variant
17 35887543 . A c base_qual SNV 53 3 56 0.054 51 6 57 0.105 link - Dhx16 ©.2167+47 - ENSMUSTsplice_region_variant+intron_variant
19 34040455 . G T base_qual SNV 116 8 124 0.065 146 8 154 0.052 link - Lipk €.900+7G: - ENSMUSTsplice_region_variant+intron_variant
2 65748436 . G T base_qual SNV 146 1 147 0.007 156 3 159 0.019 link - Scn2al  c.4449+5C- ENSMUSTsplice_region_variant+intron_variant
419553904 . T A base_qual SNV 101 6 107 0.056 101 10 111 0.09 link - Cpne3 €.133-7A>- ENSMUST splice_region_variant+intron_variant
6 30370258 . A C base_qual SNV 115 3 118 0.025 129 6 135 0.044 link - Zc3hel  c.1437+7T- ENSMUSTsplice_region_variant+intron_variant
6 71238544 . A c base_qual SNV 132 0 132 0 116 20 136 0.147 link - Smydl  c.528+4T>- ENSMUSTsplice_region_variant+intron_variant
6 1.25E+08 . A c base_qual SNV 122 0 122 0 110 19 129 0.147 link - Mif2 C.*24A>C - ENSMUSTsplice_region_variant
7 23407105 . T C too_few_s SNV 19 0 19 0 11 2 13 0.154 link - Gm25196 n.110T>C - ENSMUST splice_region_variant+non_coding_transcript_exon_variant
7 30241223 . G A weak_evid SNV 95 1 96 0.01 103 12 115 0.104 link - Wdr62 c.4174+8C- ENSMUSTsplice_region_variant+intron_variant



