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1 78390678 . AC A non_homr¢ DEL 40 50 0.2 59 28 87 0.322 link - Sgpp2 ¢.423+36d - ENSMUST intron_variant

1 1.33E+08 rs2487306 AC A non_homreDEL 265 54 319 0.169 317 86 403 0.213 link - Nfasc €.2586+95 - ENSMUST intron_variant

10 56228606 . CTCATCC C PASS DEL 259 0 259 0 197 47 244 0.193 link - Theld32  c.9_26delT p.His3_Glu9delinsGIn ENSMUST disruptive_inframe_deletion
10 81622250 . CAA C weak_evid DEL 4 0 4 0 1 7 8 0.875 link - Sirt6 c.*161_*1¢- ENSMUST 3_prime_UTR_variant

10 99010505 . ATTT AT multiallelic DEL 15 1 17 0.059 17 5 26 0.192 link - Atp2bl  ¢.2336-15: - ENSMUST intron_variant

10 99010505 . ATTT A multiallelic DEL 15 1 17 0.059 17 4 26 0.154 link - Atp2bl  ¢.2336-15(- ENSMUST intron_variant

11 3894752 . TG T non_homr¢ DEL 35 2 37 0.054 59 9 68 0.132 link - Duspl8  c.-2259del - ENSMUST upstream_gene_variant

11 3894752 . TG T non_homreDEL 35 2 37 0.054 59 9 68 0.132 link - 4921536K: ¢.248+87d - ENSMUST intron_variant

11 5063764 . TG T non_homr¢ DEL 35 9 44 0.205 53 24 77 0.312 link - Rasll0a ¢.*3700del - ENSMUST downstream_gene_variant
11 5063764 . TG T non_homreDEL 35 9 44 0.205 53 24 7 0.312 link - Gas2ll  ¢.633+61d - ENSMUST intron_variant

11 6028840 . AC A alt_allele_i DEL 34 36 70 0.514 46 56 102 0.549 link - Camk2b  ¢.160+26d - ENSMUST intron_variant

11 29821790 . Tc T non_homreDEL 123 13 136 0.096 121 22 143 0.154 link - 4931440F 1 ¢.*1700del - ENSMUST downstream_gene_variant
11 29821790 . TC T non_homr¢ DEL 123 13 136 0.096 121 22 143 0.154 link - Eml6 €.1933-34( - ENSMUST intron_variant

11 58040460 . TGG T non_homreDEL 177 19 196 0.097 176 70 246 0.285 link - Larpl c.417+20_ - ENSMUST intron_variant

11 67286062 rs2389006 GT G non_homr¢ DEL 48 3 51 0.059 44 43 87 0.494 link - Myh8 €.1148-98( - ENSMUST intron_variant

11 69407147 . TA T non_homreDEL 315 35 350 0.1 281 53 334 0.159 link - Kdméb  c.550-3del - ENSMUST splice_region_variant+intron_variant
11 69407147 . TA T non_homr¢ DEL 315 35 350 0.1 281 53 334 0.159 link - Kdmébos n.*4448de - ENSMUST downstream_gene_variant
11 83070419 . AC A non_homreDEL 26 4 30 0.133 56 23 79 0.291 link - Slfn2 c.*98delC - ENSMUST 3_prime_UTR _variant

11 97343390 . GGA G alt_allele_i DEL 25 26 51 0.51 4 16 20 0.8 link - Gprl79  c.1646-16 - ENSMUST intron_variant

11 1.07E+08 . TG T non_homreDEL 49 8 57 0.14 48 16 64 0.25 link - Ddx5 c.-1194del - ENSMUST upstream_gene_variant

11 1.07E+08 . TG T non_homr¢ DEL 49 8 57 0.14 48 16 64 0.25 link - Cep95 €.19+143d - ENSMUST intron_variant

11 1.07E+08 . AT A weak_evid DEL 398 5 403 0.012 356 15 371 0.04 link - Bptf c.3265del/ p.Met1089fs ENSMUST frameshift_variant

11 1.15E+08 . G GC base_qual INS 99 9 108 0.083 115 20 135 0.148 link - Gprl42  c.95-672di- ENSMUST intron_variant

11 1.18E+08 . CcG C non_homreDEL 34 9 43 0.209 41 28 69 0.406 link - Dnahl7  ¢.3275+56 - ENSMUST intron_variant

12 17307555 . T TG non_homr¢INS 200 13 213 0.061 161 25 186 0.134 link - Atpbvic2 c.284-56d1- ENSMUST intron_variant

12 31529423 . TG T non_homreDEL 67 21 94 0.287 91 55 146 0.377 link - Slc26a4  ¢.1803+35 - ENSMUST intron_variant

12 40180927 rs3870271 CA C non_homr¢ DEL 5 0 5 0 10 9 19 0.474 link - Lsmeml ¢.128-154(- ENSMUST intron_variant

12 84604289 . CGGG C non_homreDEL 13 8 21 0.381 26 17 43 0.395 link - Abcd4 €.1559+41 - ENSMUST intron_variant

12 1.03E+08 rs3876513 TG T weak_evid DEL 12 1 13 0.077 20 10 30 0.333 link - Unc79 €.1365+12 - ENSMUST intron_variant

13 17804427 . CGCG C weak_evid DEL 304 5 309 0.016 253 9 262 0.034 link - Cdk13 €.222_224p.Ala75del ENSMUST disruptive_inframe_deletion
13 77030044 . TC T non_homr¢ DEL 47 6 53 0.113 60 20 80 0.25 link - Mectpl c.*104delC - ENSMUST 3_prime_UTR _variant

13 78198888 . Tc T PASS DEL 31 2 33 0.061 17 10 27 0.37 link - Nr2fl c.-316delC - ENSMUST5_prime_UTR _variant

13 78198888 . TC T PASS DEL 31 2 33 0.061 17 10 27 0.37 link - A830082K n.-3898del - ENSMUST upstream_gene_variant
13 78198888 . Tc T PASS DEL 31 2 33 0.061 17 10 27 0.37 link - A830082K n.7819889 - - intragenic_variant

14 19417866 . GA G weak_evid DEL 396 12 408 0.029 120 9 129 0.07 link - Gm21738 ¢.161-501¢- ENSMUST intron_variant

14 21848352 . AC A non_homreDEL 154 5 159 0.031 171 9 180 0.05 link - A430057M n.-94delC - ENSMUST upstream_gene_variant
14 21848352 . AC A non_homr¢ DEL 154 5 159 0.031 171 9 180 0.05 link - Vdac2 c.*3116del - ENSMUST downstream_gene_variant
14 21848352 . AC A non_homreDEL 154 5 159 0.031 171 9 180 0.05 link - Comtdl  ¢.223-38d - ENSMUST intron_variant

14 21848352 . AC A non_homr¢ DEL 154 5 159 0.031 171 9 180 0.05 link - A430057M n.2184836 - - intragenic_variant

14 42794463 . A AAGGAGG low_frac_il INS 20 2 22 0.091 38 8 46 0.174 link - Gm10377 ¢.490+239 - ENSMUST intron_variant

14 54550039 . T TAAAA non_homr¢INS 143 4 147 0.027 75 7 82 0.085 link - Haus4 ¢.56-7_56- - ENSMUST splice_region_variant+intron_variant
14 63017696 . AC A alt_allele_i DEL 18 3 21 0.143 22 12 34 0.353 link - Defb43  c.59-70del - ENSMUST intron_variant

14 65731255 . GC G non_homr¢ DEL 34 1 45 0.244 33 21 54 0.389 link - Scara5  ¢.916+73d - ENSMUST intron_variant

15 9071392 . Tc T non_homreDEL 20 13 33 0.394 15 21 36 0.583 link - Nadk2 c.-97delC - ENSMUST5_prime_UTR _variant

15 9071392 . TC T non_homr¢ DEL 20 13 33 0.394 15 21 36 0.583 link - Ranbp3l  c¢.*6386del - ENSMUST downstream_gene_variant
15 9609543 . AT A weak_evid DEL 363 1 364 0.003 349 5 354 0.014 link - Spef2 c.3894del/ p.Lys1298fs ENSMUST frameshift_variant

15 99524645 . GC G non_homr¢ DEL 62 20 82 0.244 65 44 109 0.404 link - Faim2 €.214+55d - ENSMUST intron_variant

15 1E+08 . GC G non_homreDEL 92 11 103 0.107 131 22 153 0.144 link - Slclla2  c.-14242di- ENSMUST upstream_gene_variant

15 1E+08 . GC G non_homr¢ DEL 92 1 103 0.107 131 22 153 0.144 link - Gm5475  ¢.274-490¢ - ENSMUST intron_variant

16 42340621 . TcTce T weak_evid DEL 56 1 57 0.018 92 7 99 0.071 link - Gapd3 €.-123 -1z - ENSMUST5_prime_UTR _variant

16 44449272 . AC A non_homr¢ DEL 35 6 41 0.146 78 21 99 0.212 link - Cfap44  c.3573+76- ENSMUST intron_variant

17 7326305 . TG T alt_allele_i DEL 29 13 42 031 33 36 69 0.522 link - Tcpl0a  ¢.106-63d - ENSMUST intron_variant

17 23460746 . C CTTGTAA mapping_cINS 19 4 23 0.174 15 5 20 0.25 link - Vmn2r117 c.1655-15! - ENSMUST intron_variant

17 24441836 . CcG C non_homreDEL 85 15 100 0.15 70 25 95 0.263 link - Ecil c.*2722del - ENSMUST downstream_gene_variant
17 24441836 . CcG C non_homr¢ DEL 85 15 100 0.15 70 25 95 0.263 link - E4f1 c.*2144del - ENSMUST downstream_gene_variant
17 24441836 . CcG C non_homreDEL 85 15 100 0.15 70 25 95 0.263 link - Dnasell2 c¢.531+21d - ENSMUST intron_variant

17 25245069 . CcG C non_homr¢ DEL 21 9 30 03 36 28 64 0.438 link - Gnptg c.-4959del - ENSMUST upstream_gene_variant

17 25245069 . CcG C non_homreDEL 21 9 30 03 36 28 64 0.438 link - Tsr3 ©.*2409del - ENSMUST downstream_gene_variant
17 25245069 . CcG C non_homr¢ DEL 21 9 30 03 36 28 64 0.438 link - Mir3547  n.*481delC - ENSMUST downstream_gene_variant
17 25245069 . CcG C non_homreDEL 21 9 30 03 36 28 64 0.438 link - Baiap3  c.2745+67 - ENSMUST intron_variant

17 29690168 . AC A alt_allele_i DEL 16 5 21 0.238 29 18 47 0.383 link - Cmtrl ¢.1190-12¢ - ENSMUST intron_variant

17 29690168 . AC A alt_allele_i DEL 16 5 21 0.238 29 18 47 0.383 link - Gm28043 ¢.*292-12¢ - ENSMUST intron_variant

17 29690168 . AC A alt_allele_i DEL 16 5 21 0.238 29 18 47 0.383 link - Ccdc167 n.2969016 - - intragenic_variant

17 35874841 . CTCCT € weak_evid DEL 272 5 217 0.018 280 10 290 0.034 link - Ppplrl8 c.*853_*8t- ENSMUST 3_prime_UTR _variant

17 35874841 . CTCCT C weak_evid DEL 272 5 277 0.018 280 10 290 0.034 link - Dhx16 €.-5070_-£ - ENSMUST upstream_gene_variant
17 43064683 . C CTGTG  weak_evid INS 5 0 5 0 3 4 7 0.571 link - Tnfrsf21  ¢.1244-23" - ENSMUST intron_variant

17 46538847 . GC G non_homr¢ DEL 24 5 29 0.172 35 9 44 0.205 link - Gm26904 n.37-6106: - ENSMUST intron_variant

17 46538847 . GC G non_homreDEL 24 5 29 0.172 35 9 44 0.205 link - Cul9 ¢.1590+84 - ENSMUST intron_variant

17 74724609 . cT C weak_evid DEL 136 2 138 0.014 171 4 175 0.023 link - Tte27 c.409-4del - ENSMUST splice_region_variant+intron_variant
17 84619594 . AC A non_homreDEL 29 4 33 0.121 27 16 43 0.372 link - Gm26066 n.-4807del - ENSMUST upstream_gene_variant
17 84619594 . AC A non_homr¢ DEL 29 4 33 0.121 27 16 43 0.372 link - Plekhh2  ¢.4291-18¢- ENSMUST intron_variant

18 34628223 . TG T PASS DEL 87 10 97 0.103 96 21 123 0.22 link - Brd8 c.-3668del - ENSMUST upstream_gene_variant
18 34628223 . TG T PASS DEL 87 10 97 0.103 96 27 123 0.22 link - Cdc23 ¢.*5770del - ENSMUST downstream_gene_variant
18 34628223 . TG T PASS DEL 87 10 97 0.103 96 21 123 0.22 link - Kif20a €.829+52d - ENSMUST intron_variant

18 60808355 rs8255759 A AG non_homr¢INS 135 20 155 0.129 128 32 160 0.2 link - Mir5107 n.-3721 -Z- ENSMUST upstream_gene_variant
18 60808355 rs8255759 A AG non_homrcINS 135 20 155 0.129 128 32 160 0.2 link - Cd74 €.327+55d - ENSMUST intron_variant

19 3484797 . CA C weak_evid DEL 253 1 254 0.004 245 5 250 0.02 link - Ppp6r3  ¢.1545+33 - ENSMUST intron_variant

19 6966305 rs1134297 TGAG T non_homreDEL 191 13 204 0.064 292 35 327 0.107 link - Plcb3 ©.247-25_% - ENSMUST intron_variant

19 8169130 . TG T non_homr¢ DEL 72 3 75 0.04 106 15 121 0.124 link - Slc22a29 ¢.1282+24 - ENSMUST intron_variant

19 23374103 . CGG C alt_allele_i DEL 42 13 55 0.236 35 25 60 0.417 link - Mamdc2  ¢.506-50_¢ - ENSMUST intron_variant

19 46322005 . CcG C alt_allele_i DEL 44 10 54 0.185 63 28 91 0.308 link - Psd €.1553+50 - ENSMUST intron_variant

19 58955593 rs2451609 TC T non_homreDEL 74 12 86 0.14 87 22 109 0.202 link - Enod €.945+55d - ENSMUST intron_variant

2 19238253 . T TAC too_few_s INS 4 0 4 0 10 2 12 0.167 link - Armc3 c.167-346_- ENSMUST intron_variant

2 76595415 . Tc T non_homreDEL 37 5 42 0.119 56 29 85 0.341 link - Osbpl6  ¢.2796-44" - ENSMUST intron_variant

2 1.66E+08 . AG A non_homr¢ DEL 62 10 72 0.139 98 21 119 0.176 link - Zmynd8  c.-3731del - ENSMUST upstream_gene_variant

2 1.66E+08 . AG A non_homreDEL 62 10 72 0.139 98 21 119 0.176 link - Gm11465 n.-565delC - ENSMUST upstream_gene_variant

2 1.66E+08 . AG A non_homr¢ DEL 62 10 72 0.139 98 21 119 0.176 link - Zmynd8  n.1658794 - - intragenic_variant

3 10088031 . GAAAA G PASS DEL 27 0 27 0 34 5 39 0.128 link - Gm9833  c.-141 -1%- ENSMUST upstream_gene_variant

3 10088031 . GAAAA G PASS DEL 27 0 27 0 34 5 39 0.128 link - Gm37308 n.*1821 _*: - ENSMUST downstream_gene_variant
3 10088031 . GAAAA G PASS DEL 27 0 27 0 34 5 39 0.128 link - - n.1008803 - - intergenic_region

3 1.08E+08 . CcG C alt_allele_i DEL 20 24 44 0.545 19 35 54 0.648 link - Gnat2 c.461+32d - ENSMUST intron_variant

4 1.18E+08 . TG T non_homreDEL 273 40 313 0.128 229 62 291 0.213 link - Cedc24  c.*4317del - ENSMUST downstream_gene_variant
4 1.18E+08 . TG T non_homr¢ DEL 273 40 313 0.128 229 62 291 0.213 link - Gm17114 n.385+28€ - ENSMUST intron_variant

4 1.18E+08 . TG T non_homreDEL 273 40 313 0.128 229 62 291 0.213 link - Slc6a9  ¢.1548+22 - ENSMUST intron_variant

4 1.39E+08 . CcG C non_homr¢ DEL 45 5 50 0.1 69 23 92 0.25 link - Vwabbl  ¢.1119+45 - ENSMUST intron_variant

4 1.41E+08 . Tc T weak_evid DEL 82 5 87 0.057 126 23 149 0.154 link - Faml13lc c.*1588del - ENSMUST downstream_gene_variant
4 1.41E+08 . TC T weak_evid DEL 82 5 87 0.057 126 23 149 0.154 link - Clenka €.2016+42 - ENSMUST intron_variant

4 1.46E+08 . AC A no_reliable DEL 33 0 33 0 33 5 38 0.132 link - Zfp992  ¢.30+287d - ENSMUST intron_variant

4 1.46E+08 . AC A no_reliable DEL 33 0 33 0 33 5 38 0.132 link - Gm26573 n.1421-17: - ENSMUST intron_variant

4 1.48E+08 . T TA mapping_cINS 73 1 74 0.014 83 8 91 0.088 link - Zfp982  ¢.157+117 - ENSMUST intron_variant

4 1.48E+08 . T TTAAC mapping_¢INS 137 1 138 0.007 162 7 169 0.041 link - Zfp985  ¢.31-631 - ENSMUST intron_variant

5 24602055 . G GC non_homrcINS 204 3 207 0.014 222 7 229 0.031 link - Smarcd3  c.-198dup! - ENSMUST upstream_gene_variant

5 24602055 . G GC non_homr¢INS 204 3 207 0.014 222 7 229 0.031 link - Smarcd3  n.2460205 - - intragenic_variant

5 26035532 . T TA mapping_cINS 12 0 12 0 7 3 10 0.3 link - Speerda  ¢.627+333 - ENSMUST intron_variant

5 31255389 . GGGGA G weak_evid DEL 86 8 94 0.085 115 9 124 0.073 link - Nrbpl C.*4261 *4- ENSMUST downstream_gene_variant
5 31255389 . GGGGA G weak_evid DEL 86 8 94 0.085 115 9 124 0.073 link - Krtcap3  ¢.*2388_*. - ENSMUST downstream_gene_variant
5 31255389 . GGGGA G weak_evid DEL 86 8 94 0.085 115 9 124 0.073 link - 1ft172 €.4540-23 - ENSMUST intron_variant

5 35043063 rs2124468 TG T weak_evid DEL 11 0 11 0 28 12 40 0.3 link - Rgs12 c.*3675del - ENSMUST downstream_gene_variant
5 35043063 rs2124468 TG T weak_evid DEL 11 0 1 0 28 12 40 0.3 link - Hgfac €.466+139 - ENSMUST intron_variant

5 38739293 . GAAAAC G weak_evid DEL 411 2 413 0.005 302 8 310 0.026 link - Clnk c.655+44_- ENSMUST intron_variant
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Clnkos
Cwh43
Idua
Myo18b
Cedc60
GmM26995
Nos1
Pcolce
Ppplr9a
Cpas
4930590J0
4930590J0
Kbtbd8
Kbtbd8os
Kbtbd8
Cd27
Mir8113
Tapbpl
Vampl
Vwf

Pzp
Gucy2e
Uba2
KIk9
2310002F(
15820
Hmx3
Fgfr2
Chrna6
Cypav3
Pmfbpl
Gm10719
Gm10721
Gm26870
Gm10720
Alkbh8
Mcam
Chl
Gm11149
Necam1
Ttk
Psmb6-ps
Hdac6
Tafl
Diaph2
Wnt6
Dekd
Claspl
Shisad
Fmo4

Nvl

Duxf3
0Ifr803
Pex13
Ankfyl
Nebp3
1700020L%
Septd
Qrich2
Dus4l
Prkar2b
Nrxn3
Farpl
Dcaf13
Gm7489
Hsfl
Lalba
vgli3
Vps52
Ddr1
Adgrf2
Hspa9
Tshzl
Cfapa3
Otudl
Cep152
Pkig
Cebpb
Dpm1
Gm20716
Ntngl
Plpprd
Pde5a
Lingo2
Olfr272
Tnfsf8
Pou3fl
Sde3
Srpk2
Rintl
Lrre8d
Med13|
Mmrnl
Mobla
Fkrp
Rsphéa
Numbl!
Rrm1
Smel
Jakmip3
Lonp2
Exosct
Pkd112
Slc7ab
Tripd
1190002N
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Topazl
Gpcd
Mecp2
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n.46-2470 -
€.1061-10(-
€.491-82d( -
€.2188+78 -
.1029-76. -
n.-4233del -
©.3704-58(-
€.797+72d -

1631421 -
€199-35_1 -

c.*56delC -

1.9195070 -
©.-593_-5¢ -
n.40+225_-

n.9511737 -
c.*2840del -

n.*4214de -
€.308-53d -
©.341-985: -
€.2187-34(-
€.992-9_9¢-
€.1085-5d! -
c871+128 -
€.200+55d -

n.4379237 -
€.229-53d: -
c.*439_*ac -

1.1315450 -
©.374+56d -
€.802-75d -
2301473
c.-4057del -
c.*1754del -

1.219-174 -
©.160+282 -
€.-227_-2%-
€.*100delC -
.*9540del -
c.-2463del -
€.2020+23 -
©.136+486 -

n.*3067de -
.90+36de -
c.412+28d -
€.2352+43 -

c.994A>T p.Ser332Cys
©€.2210G>/ p.Gly737Asp
€907A>C p.lle303Leu
¢.206>A p.Arg7His
€557G>A p.Argl86His
©.1847G>/ p.Gly616Asp
.488G>A p.Argl63GIn
c73A>G p.lle25Val
c62G>A  p.Gly21Asp
€.2919T>C p.Asn973Lys
¢.726A>C p.Leu242Phe
¢.23C>A p.Thr8Asn
©.383C>T p.Alal28Val
©.3590A>1p.Lys1197Met
c4T6T>G p.llel59Arg
€.329G>A p.Argl10His
€.2921A>C p.Lys974Thr
©.2738C>1p.Thr913Met
€337C>T p.Argll3Trp
.446T>C p.Leuld9Pro
c2T>G  p.Metl?
c.432A>G p.TerlddTrpext*?
€210G>T p.Glu70Asp
c80A>G  p.Glu27Gly
€.2141G>/ p.ArgT14His
c4TT>G  plllel6Arg
€.1608T>C p.Asp536Glu
.785C>T p.Thr262Met
€.986A>G p.Lys329Arg
c79G>A p.Ala27Thr
€.3497C>1p.Alal166Val
c97G>A  p.Val33Met
€595G>A p.Alal99Thr
€.647G>A p.Arg216GIn
c.647G>A p.Arg216GIn
€.1323G>1p.Lys441Asn
c95G>A  p.Arg32His
€.1739T>C p.Met580Arg
€.1819T>C p.Ter607Gluext*?
.154G>T p.Asp52Tyr
€.260G>A p.Cys8TTyr
€527C>T p.Alal76Val
€.124G>A p.Alad2Thr
¢.115G>A p.Ala39Thr
€.1589C>1p.Ala530Val
c7A>C  p.Thr3Pro
€.442C>T p.ArgldsTrp
€.1052A>Tp.Asn351lle
c.433A>C p.Metl45Leu
€.1113C>/ p.Asp371Glu
€.1811G>/ p.Cys604Tyr
©.1132G>/ p.Ala378Thr
€.190G>A p.Alab4Thr
©¢.3044A>C p.Tyr1015Ser
©539A>G p.Lys180Arg
€.2275C>1p.Arg759Trp
€.499G>A p.Alal67Thr
©.2884C>1p.Arg962Cys
¢56C>A  p.Alal9Glu
¢.20C>T  p.Ala7val
€535C>A p.Leul79Met
€95C>T  p.Ala32val
.4032A>C p.Leul344Phe
€.1263T>C p.Aspd21Glu
€22G>A  p.Ala8Thr
¢.164G>A p.Gly55Asp
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0.011 link
0.057 link
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Poflb  c.1085C>1p.Ala362Val
Pcnx  €.3958C>1p.GIn1320*
Atpbvlh  c.580-378) -
Smapl  c.415-94A -
4931408C; c.-499G> -
- 1.2668792 -
EifSb  c.2260-80(-
IIrl2 c733+88T-
Tpp2  c.1914-9A -
Pgapl 3014857~
Gm24545 n.-1289T> -
Gm973 1937411~
Sumol  n.5962529 -
Pikfyve 9114137~
Ikzf2 .4-552G> -
Spaglé  c.1238+16 -
Stk36  c.1381-60) -
Cedcl08 c.*40T>G -
Gm15841 n.-276A>C -
Mir375  n.-1374T>-
Mir375  n.-3874C> -
Cedcl08 c.4718+38 -
Gm15841 n.88-851G -
Dockl0  c.4394-36/ -
A530032D c.-2636C> -
Gm16038 n.-3315G> -
A530040E n.896-+45€ -
€13002612 n.8511200 -
Gm16028 n.-1638C> -
C13002612 ¢.*1724G> -
Gm2619  n.379+691 -
€13002612 n.8524521 -
€13002612 ¢.*420C>T -
GmM16028 n.-334G>/ -
Gm2619  n.379+67¢ -
C13002612 ¢.677-432 -
Gm16028 n.543+175 -
Gm2619  n.379+667 -
C13002612 ¢.677-433( -
GmM16028 n.543+17€ -
Gm2619  n.379+667-
GmM16028 n.*1644A> -
€13002612 ¢.451+277 -
Gm2619  n.379+572 -
Gm16028 n.*1685G> -
C13002612 ¢.451+236 -
Gm2619  n.379+572 -
Gm16092 n.192-81G -
Gm2427  n.782+17C-
Spll0  c.-5102A> -
Gm16094 n*1371T>-
GM10552 n.*2875A> -
Spl40  ¢.32+19T>-
Spl40  c.973-450;-
Mroh2a  c.557-389(-
Mroh2a  ¢.557-358(-
Mroh2a  c.655+409 -
Mroh2a  c.1554+26 -
Mroh2a  ¢.1554+30 -
Mroh2a  ¢.1702+34 -
Mroh2a  c.1702+41 -
Mroh2a  ¢.2566-21: -
Mroh2a  ¢.*230T>C -
Hjurp  .*4925A> -
Glrpl  c.506-28A -
Rabl7  c.435+66C -
Farp2 3314169 -
Gm29427 c.513+32C -
Pfkfb2  c.513+32C -
Slcdlal  c.ATT+70T-
Ube2t  c.109+65T-
Tmem9  c.158+247 -
Cacnals ©.1394-11¢-
€230024C n.-3750A> -
Gm28513 n.*1973A> -
Rgsl6  c.156-41T:-
Cacnale ©.3562-16(-
Lhxd  c*113A>C-
Axdndl  c572+113 -
Axdndl  c.487-120; -
Astnl  c.2964+28 -
Rfwd2 8374109
Rgs7  C.-46-59G: -
Wdr64  c.3148+11 -
Ahctfl  c.4263-15: -

Ling ¢.573-51A -
Ling c.573-45A -
Nvl ¢.1323-64 -

Gm38251 n.-3366T> -
Markl ¢.553-16A -
Eprs c.-29C>T -
4930532G. n.-304G>/ -
Ush2a €.2159-42; -
Ush2a €.4234-12: -
Plxna2  c.4765-16!-
Gm16254 n.-2015G> -
Lrpll €.1297+18 -
Sashl €.493+497T -
Sashl C.493+45T -
Pex3 €.205+17C -
Nhsl1 ©.293-146¢ -
Map3ks  ¢.1955+90 -
Pde7b n.2072482 -
Gm17196 n.-691A>C -
Sec63 ¢.-117C>T -
Gm15199 n.-2988G> -
Gm26860 n.1437G>/ -
Rfx6 €.1020-13¢ -
Gm10807 n.-3537G> -
Gm4981  ¢.*3327G> -
Nodal c*119T>C -
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base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
alt_allele_i SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
weak_evid SNV
base_qual SNV
weak_evid SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
non_homrSNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV
base_qual SNV

118
184
387
469
417
253
453
399
494
278
277
288
236
263
215
192
358
209
164
223
248
580
207
379
252
548
358
416
111
112
201
262
142
119
157
216
164
183
183
242
256
217
154
177
221
286
292
330
199
179
266
141
252
325
267
167
206
205
302
307
211
238
155
239
240
208
285
185
195
212
258
200
153
210
270
268
281
244
198
213
131
303
246
246
187
169
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169

0.004
0.002

0.003
0.042

0.073

0.035
0.051
0.005
0.011
0.007
0.033
0.019
0.018

0.03
0.011
0.011
0.008
0.027

0.04
0.013
0.017
0.018
0.034

0.01
0.018

0.01
0.043
0.043
0.041
0.045
0.027
0.007
0.023
0.024

0.019
0.019
0.032
0.004
0.083

0.02

0.02
0.033

0.036

0.03
0.005

0.03
0.029
0.061
0.009
0.022
0.007
0.031
0.008
0.043
0.005
0.022

0.028
0.028
0.005

111
227
229
128
129
181
103
142
149
149
240
209
222
161
185
135
255
308
281
209
190
217
141
248
334
272
145
264
177
241
341
220
219
154
202
174
208
192
174
243
223
250
194
104
210
179
189
194
222
175
231
131
260
241
241
182
106

0.133 link
0.175 link
0.018 link
0.231 link
0.231 link
0.011 link
0.011 link
0.186 link
0.069 link
0.069 link
0.065 link
0.161 link
0.161 link
0.19 link
0.231 link
0.222 link

0.5 link
0.194 link
0.15 link
0.134 link
0.052 link
0.462 link
0.462 link
0.25 link
0.116 link
0.075 link
0.042 link
0.015 link
0.024 link
0.011 link
0.042 link
0.023 link
0.032 link
0.011 link
0.016 link
0.042 link
0.041 link
0.08 link
0.034 link
0.023 link
0.012 link
0.013 link
0.015 link
0.026 link
0.026 link
0.057 link
0.099 link
0.014 link
0.187 link
0.041 link
0.026 link
0.097 link
0.011 link
0.077 link
0.126 link
0.046 link
0.069 link
0.023 link
0.037 link
0.042 link
0.064 link
0.078 link
0.051 link
0.051 link
0.02 link
0.063 link
0.055 link
0.058 link
0.066 link
0.106 link
0.038 link
0.01 link
0.041 link
0.041 link
0.069 link
0.103 link
0.108 link
0.042 link
0.04 link
0.018 link
0.071 link
0.05 link
0.097 link
0.051 link
0.047 link
0.056 link
0.014 link
0.055 link
0.015 link
0.039 link
0.076 link
0.09 link
0.108 link
0.047 link
0.039 link
0.057 link
0.03 link
0.111 link
0.05 link
0.038 link
0.036 link
0.076 link
0.022 link
0.022 link
0.021 link
0.044 link
0.078 link
0.028 link
0.028 link
0.037 link
0.109 link

Gm36995 n.3312+1€ -

Sytls  c.832-18G -

Fgfl3  n.5925090 -

Xir3a  c.5391A> -

Xirda  c.-31-136/ -

Gm27554 n.*1337C> -

Ophnl  ¢.597+27C~

Tafl €.3130-47 -

Mir3112  n.-2952A> -

Csti2  ¢.890-772/-

Prpsl  c.704+23T-

Alas2  c.305-29A -

Apex2  n.1505539 -

22100130 ¢.*247-14( -

Sh3kbpl c.858+65T -

Rbbp7  C.481+60T-

Zrs2 cA51-167 -

Glra2  c.68+125C-

Uty ©.2084+59 -

uty .2084+54 -

Uspdy  c.323-12A -

AC133103 ¢.*337A>C -

- n.301467T> -

- n.82880C> -

AC133103 ¢.32+118C -
AC168977.¢.973+204 -

Fmn2  c.3477C>7p.Leul159Leu
Cdcd2bpa ¢.3375C>1p.Cys1125Cys
SIc22a21 ¢.672G>A p.Lys22dLys
Hoxb3  c.474C>T p.Glyl58Gly
Plekhh3  c.474T>G p.Argl58Arg
Gdf7  c993C>T p.Gly331Gly
Cded2bpb ¢.192G>A p.GIn64GIn
I3lra  c.1188G>/p.Pro396Pro
Adk €.402G>A p.GIn134GIn
Adrala  ¢.1299C>1p.Cys433Cys
Epha3  ¢.2535A>1p.Pro845Pro
Ephx3  ¢100C>T p.Leu3dLeu
Dsc2  c.2019T>Cp.Thr673Thr
Dsg3  c.1656A>(p.Leuss2Leu
Cnih2  c54C>A p.Alal8Ala
Map3k11 c.1818T>Cp.Thr606Thr
Sardh  c.354G>A p.Argl18Arg
Bubl  c.1155T>Cp.Pro385Pro
cp ¢372A>T p.Vall24val
4932438 ¢.11485A> p.Arg3829Arg
Gmags8  c.360C>T p.Cys120Cys
cga ¢.102G>A p.Pro34Pro
Spen  c.6060G>/ p.Arg2020Arg
Foxnd  c.T14T>C p.Pro238Pro
Uspl7lb  ¢.153C>T p.Cys51Cys
Dusp8  c.1474C>1p.Leud92Leu
Cdon  c.2689G>/ p.Arg863Arg
Tbeld25 c93G>A p.Pro31Pro
Tripl2  c.5568+2T-

Trplz  c.3182-4A -

Claspl  c.866-5A> -

Epb41l5  c.1523-2A -

Suco  c.990+2Ts-

Uapl  c.662-2A> -

Copa  c.3448-2A -

Utrn c.4765-2A -

Gm29096 ¢.5811+2T -

Cedc162 1992427~

Gliprll2  c.695-4A> -

Fit4 €.2406+48 -

Aff4 1072427~

Ankfyl  c.2923+2T-

Casc3  c.777-2A> -

Kenh6  ¢.2390+27T-

Ddx5  c.307+2T>-

Wipil  c.163+2T:-

Slc26ad  c.1544+2T -

Heatrd  c.1262+27T-

Nrxn3  C.758-8A> -

Lrrcl6a  C.3556-8A -

Ntrk2  c.854-2A> -

Te37  c3015-3A -

Mastd  c.827+2T-

Ano6 1389427~

Toxl  c1003+2T-

Abi3bp  .2642-8A -

Gbel — c.1618+5C-

Wdrd3  ¢.912-8A> -

Rit2 €.104-2A> -

Hspad  c.1633+67-

Slc6a7  c.34-8A>C -

Atpdb  C.T7542T:-

Lamps  C.238-2A> -

Dsnl  c424-2A>-

Pigt c.1246+27 -

Med12l  c.3186-7C -

Fnip2  c.1137+2T-

Mapg  c.1819-3T:-

Lrred0  C.538-4A> -

Chd7  ¢.5505-6A -

Sle35al  ¢.507+2T> -

Manlcl c52542Ts-

Hspg2  c.245-4A> -

Taok3  c.2140-5G -

Slcl5ad  ¢.565+2T> -

Ephbd 2861427~

Cadps2  c.3741+2T~

Igkv18-36 .50-5A>C -

Usp39  c.1024+2T-

Dnah6  C.228+6T>-

Cleclb  c.545+5G: -

Pik3c2g  C.2617-2A -

Pik3c2g  C.1513-2A -

Mcmbp  ¢.575-6A> -

Tubgep3 ¢.2301+5€ -

ENSMUST intron_variant

ENSMUST intron_variant

- intragenic_variant

ENSMUST downstream_gene_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

- intragenic_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

- intergenic_region

- intergenic_region

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 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_donor_variant+intron_variant
ENSMUST splice_acceptor_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_region_variant-+intron_variant
ENSMUST splice_region_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
ENSMUST splice_donor_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_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_region_variant+intron_variant
ENSMUST splice_acceptor_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_acceptor_variant+intron_variant
ENSMUST splice_donor_variant+intron_variant
ENSMUST splice_region_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_donor_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_donor_variant-+intron_variant
ENSMUST splice_donor_variant+intron_variant
ENSMUST splice_region_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_acceptor_variant+intron_variant
ENSMUST splice_region_variant+intron_variant
ENSMUST splice_region_variant-+intron_variant



8 1.06E+08 .
8 1.22E+408 .
9 82974925 .
9 1.12E+08 .
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base_qual SNV
PASS SNV
base_qual SNV
base_qual SNV

229
169
100
125

(RN

236

04
127

0
0.038
0.016

148
115

84
129

156
133

89
144

0.051 link
0.135 link
0.056 link
0.104 link

Nfatc3
Fbxo31
Phip
Stac

c.1405-2A -
€.955-7T> -
€.129+2T> -
€.1113+67 -

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



