88269887 .
45934596 .
45934596 .
25566570 .
25566570 .
26035532 .
84872125 .
84872125 .
84872125 .
32193509 .
32193509 .
83102530 .
83102530 .
1.13E+08 .
3188470 .
3188470 .

51449154

78393185 .
1.2E+08 .
1.2E+08 .

1.48E+08 .

29012066

1.35E+08 .
1.48E+08 .
1.48E+08 .
1.41E+08 .
78583854 .
78583854 .

34583479
34583479

1.31E+08 .
1.31E+08 .
1.46E+08 .
1.46E+08 .
4139188 .
4139188 .
1.26E+08 .
1.26E+08 .
1.15E+08 .
62764998 .

1.21E+08
1.21E+08

47257308 .
1.5E+08 .

55724670
55724670

32614511 .

84962558

3982145 .
1.05E+08 .

4245878
4245878
4245878

1.2E+08 .
43343148 .
43343148 .
54105818 .
26686757 .
1.01E+08 .
1.01E+08 .
1.23E+08 .
1.23E+08 .

1.52E+08

34578164 .
36153773 .
76965416 .
1.01E+08 .
1.01E+08 .
7812132 .
7812132 .
30719085 .
45054470 .
45054470 .
34353504 .
1.29E+08 .
1.29E+08 .
89300420 .
97574993 .
38739293 .
38739293 .
1.35E+08 .
80024842 .
50170653 .
50170653 .
1.02E+08 .
93398064 .
93398064 .
65783467 .
46389300 .
46389300 .
84120672 .
89047223 .
89047223 .
89047223 .
89047223 .
37402761 .
58224401 .
79716801 .
16981861 .
1.01E+08 .
4820612 .
1.13E+08 .
52792698 .

A AT too_few_s INS
TC T non_homrt DEL
TC T non_homr«DEL
TG T alt_allele_i DEL
TG T alt_allele_i DEL
T TA mapping_cINS
CG c non_homr DEL
CG 9 non_homr«DEL
CG C non_homr«DEL
TA T non_homrt DEL.
TA T non_homr«DEL
AC A alt_allele_i DEL
AC A alt_allele_i DEL
TGGG T non_homrt DEL.
ATCTTT A low_frac_i DEL
ATCTTT A low_frac_i DEL
rs2333696 GC G alt_allele_i DEL
T TTA base_qual INS
AG A alt_allele_i DEL
AG A alt_allele_i DEL
TAAA T weak_evid DEL
rs2479449 TG T non_homrt DEL.
TG T alt_allele_i DEL
GAGAAGA G mapping_c DEL
A ATT non_homr¢INS
CTTTT  C too_few_s DEL.
cT c non_homr DEL
CcT C non_homr«DEL
rs1133281 AC A non_homr«DEL
rs1133281 AC A non_homrt DEL.
GC G weak_evid DEL
GC G weak_evid DEL
TA T mapping_c DEL
TA T mapping_¢ DEL
AC A weak_evid DEL
AC A weak_evid DEL
GC G non_homr«DEL
GC G non_homrtDEL
AGG A low_frac_i DEL
AG A non_homr«DEL
rs2340670 GC G weak_evid DEL
rs2340670 GC G weak_evid DEL
CG c non_homr DEL
TG T non_homr«DEL
rs2511814 CT Cc non_homr«DEL
rs2511814 CT C non_homrtDEL.
TC T non_homr«DEL
rs2287441 CTT 9 weak_evid DEL
AC A non_homr«DEL
T TCTTC  low_frac_i INS
rs2234285 AC A non_homr«DEL
rs2234285 AC A non_homr«DEL
rs2234285 AC A non_homr«DEL
TG T PASS DEL
G GACACAC multiallelicINS
G GACAC  base_qual INS
G GT non_homr INS
c CTTCCTC non_homr«INS
TGCCAGT T too_few_s DEL
TGCCAGT T too_few_s DEL
ACC A non_homr DEL
ACC A non_homrt DEL.
rs2551877 AG A PASS DEL
AG A non_homr«DEL
TCATA T non_homr« DEL
c CTG too_few_s INS
GTC G too_few_s DEL
GTC G too_few_s DEL
AAAAAC A too_few_s DEL
AAAAAC A too_few_s DEL.
TGAGG T non_homr«DEL
TC T non_homr«DEL
TC T non_homr«DEL
TCccTc T base_qual DEL
TTT7C T base_qual DEL
TTTTC T base_qual DEL
ceT C PASS DEL
GCGGGGCEG long_indel DEL
GAAAAC G weak_evid DEL
GAAAAC G weak_evid DEL
CGAG C weak_evid DEL
CA C weak_evid DEL
CTTTGT C too_few_s DEL
CTTTGT C too_few_s DEL
TCAAAA T weak_evid DEL
TCGAGGCT weak_evid DEL
TCGAGGCT weak_evid DEL
CCCGGGCC weak_evid DEL
cT C PASS DEL
cT C PASS DEL
CG C weak_evid DEL
G GAACACA multiallelic INS
G GAACACA multiallelicINS
G GAACACA multiallelicINS
G GAACACA multiallelicINS
T TGGGGGC too_few_s INS
c A mapping_c SNV
A c base_qual SNV
G A PASS SNV
T G base_qual SNV
G A PASS SNV
A c base_qual SNV
C A base_qual SNV
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79
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0.271
0.271

0.247
0.247
0.247
0.181
0.181
0.343
0.343

0.05
0.227
0.227
0.147

0.222
0.222
0.087
0.149
0.195
0.164
0.095

0.15
0.15
0.136
0.136
0.07

0.135
0.135

0.07
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0.087
0.047
0.047
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(SN

525
198
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540
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0.667 link
0.516 link
0.516 link
0.5 link
0.5 link
0.5 link
0.474 link
0.474 link
0.474 link
0.442 link
0.442 link
0.442 link
0.442 link
0.429 link
0.421 link
0.421 link
0.419 link
0.391 link
0.389 link
0.389 link
0.385 link
0.385 link
0.378 link
0.37 link
0.333 link
0.333 link
0.325 link
0.325 link
0.32 link
0.32 link
0.319 link
0.319 link
0.318 link
0.318 link
0.304 link
0.304 link
0.3 link
0.3 link
0.294 link
0.29 link
0.276 link
0.276 link
0.276 link
0.25 link
0.25 link
0.25 link
0.245 link
0.231 link
0.222 link
0.222 link
0.206 link
0.206 link
0.206 link
0.203 link
0.188 link
0.188 link
0.186 link
0.182 link
0.182 link
0.182 link
0.182 link
0.182 link
0.165 link
0.163 link
0.158 link
0.154 link
0.133 link
0.133 link
0.125 link
0.125 link
0.118 link
0.105 link
0.105 link
0.08 link
0.077 link
0.077 link
0.074 link
0.046 link
0.039 link
0.039 link
0.038 link
0.037 link
0.033 link
0.033 link
0.032 link
0.027 link
0.027 link
0.025 link
0.024 link
0.024 link
0.023 link
0 link

0 link

0 link

0 link

0 link
0.028 link
0.034 link
0.02 link
0.023 link
0.024 link
0.076 link
0.064 link

Gene_Name CDS_Chang Amino_Acid Transcript I Effect

Hiurp  c.354+314-
Cedcl10  c.-108delC -

- n.4593459 -
Mamdc4  ¢.1985-3d«-
Edfl c.*4659del -

Speerda ¢.627+333-
Syce2 c.-101delC -
Farsa c.*3122del -
Mir7069 n.*4118de -
Gm23946 n.-1460del -
Timm23  ¢.260-23d¢-
Serhl ©.341-82d -
Gm17206 n.269-151(-
Dhx29 ¢.3066+69 -
sfil ©.23+466_ -
Drgl n.3188475 -
Shc3 c.841+72d-
Tte29 €.1397+94 -
Gm27199 n.-4487del -
Lhx5 ©.676-43d -
Zfp982  ¢.31-227_%-
Ntm €.782+34d -
Dockl €.130+70d -
7fp534  ¢.31-477_%
7fp982  ¢.31-227_
lace €.631-347_-
Sydel c.*1647del -

Ilvbl ©.1615-11c-
Ifit3 c.-120delC -
- n.3458348 -

Nsmceda c¢.362-51d¢-
Fgfr2 n.1305428 -
Zfp992  ¢.31-235d¢-
Gm26573 n.1421-17:-
Gprl52  c.-3273del -
Cabp4 ©.354+14d -
GmA44876 n.-3169del -
lldra €.902+108 -
Trabd2b ¢.1349+19-
Nrp2 ©.1786+15 -
Cnn3 ©.*3978del -
Slc44a3  ¢.1630-66¢-
Coll5a1 ¢.1059+49-
Pla2gda c.33+84de-
Pcbd2 c.-2702del -
Txndcl5  ¢.838+44d-
Stk10 ©.2335-3di -
Car4 ¢.109+132 -
Efr3b ©.850-41d¢ -
Uspl7le ¢.131-121:-
Tefbr3l  c.-2404del -
Map2k7  c.1304+63 -
Map2k7  ¢.1304+63 -
Adad2 c.1461-85¢-
1700001F(c.491-423 -
1700001F(c.491-421 -
Sfxnl ©.872+33d-
4931408C: c.186+483 -
Krt7 ©.*4969_*¢ -
Krt87 ©.1263-26¢ -
Tnrcéa  ¢.53+92 5 -
RP23-243(n.304-447: -
Kcnab2  ¢.119+49d -
Notch4  ¢.2853+41 -
Sorcs2 c.648+46_ -
Hdhd2  ¢.612+193-
Krt7 ©.*4949 3L -
Krt87 ©.1263-24(-
Mir1198 n.*4912 *:-
Gripapl  ¢.1588-13(~
Dnah8 c.4917+33 -
Prr12 c.-1590del -
Prrg2 ©.578+48d -
Fam25c  ¢.136+190-
Gm10762 c¢.*117_*1Z-
Zc3h6 c.-845_-84-

Sbfl €.3290_32!p.Glu10971

Srcinl  ¢.-118_-5¢-
Clnk c.655+44_-
Clnkos n.46-2470_ -

Srrm1 ¢.1757_17!p.Pro586d:
Hmhal  c¢.1400del/ p.Asn467f

301002601 c.-4232_-4-
Tbcld9b ¢.3082-29 -
Pik3rl ©.635-14_¢-
Pphinl  ¢.-12647_--
Zerbl €.-3+75_-1-
Pppdrl  c.7+27.8- -
Hemgn  c.*5296del -
Trmo c.76+17de -

Pnplas  c.476delC p.Prol59fs

Krtap6-5 c.*383_*3¢-
- n.8904722 -
Krtap6-5 c.*383_*3¢ -
- n.8904722 -
Kifll  c.1302447-

ENSMUST intron_variant
ENSMUST upstream_gene_variant
- intergenic_region

ENSMUST splice_region_variant+intron_variant

ENSMUST downstream_gene_variant
ENSMUST intron_variant
ENSMUST5_prime_UTR_variant
ENSMUST downstream_gene_variant
ENSMUST downstream_gene_variant
ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

- intragenic_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 downstream_gene_variant
ENSMUST intron_variant

ENSMUST upstream_gene_variant

- intergenic_region
ENSMUST intron_variant

- intragenic_variant
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 downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST splice_region_variant+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 downstream_gene_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 downstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST 3_prime_UTR_variant
ENSMUST upstream_gene_variant
ENSMUST frameshift_variant
ENSMUST5_prime_UTR_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST disruptive_inframe_deletion
ENSMUST frameshift_variant
ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST upstream_gene_variant
ENSMUST intron_variant

ENSMUST intron_variant

ENSMUST downstream_gene_variant
ENSMUST intron_variant

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

AW822072¢.530G>T p.Argl77LiENSMUST missense_variant
Hen2 ¢.133A>C p.Thra5PrcENSMUST missense_variant
Plek €.989C>T p.Ala330ViENSMUST missense_variant
Plekhh3  ¢.1631A>(p.GIn544P ENSMUST missense_variant
Sf3b6 c.49G>A p.Vall7lle ENSMUST missense_variant
Cepl70b ¢.4111A>Cp.lle1371L ENSMUST missense_variant
Trav9d-1 c.258C>A p.Ser86Are ENSMUST missense_variant



78885298 . T G base_qual SNV 122 7 129 0.054 137 12 149 0,081 link Ggal  c470T>G p.Phel57CENSMUST missense_variant
1.01E+08 . G A weak_evid SNV 169 0 169 0 153 3 156 0.019 link Tfep2  c.1159C>1p.Arg387T ENSMUST missense_variant
74045884 . G T PASS SNV 328 0 328 0 260 8 268 0.03 link Robo2  c.605C>A p.Thr202A ENSMUST missense_variant
26351859 . T G base_qual SNV 235 15 250 0.06 185 18 203 0.089 link Dnlz €.158A>C p.Ser52Are ENSMUST missense_variant
40879482 . T A PASS SNV 239 0 239 0 180 40 220 0.182 link - Lplb  c.8504A>1p.Asp2835 ENSMUST missense_variant
1.12E+08 . G A PASS SNV 309 0 309 0 262 9 271 0.033 link 0fr1307 c.412C>T p.Pro138S ENSMUST missense_variant
1.56E+08 . c T PASS SNV 175 0 175 0 179 6 185 0,032 link Ferlld  c.4511G>/ p.Ser1504 ENSMUST missense_variant
63993891 . c T weak_evid SNV 193 0 193 0 227 3 230 0.013 link Gmps  c.1130C>1p.Ala377V:ENSMUST missense_variant
87922936 . A c base_qual SNV 138 0 138 0 123 12 135 0,089 link - Mrpl24  c385A>C p.Lys129G ENSMUST missense_variant+splice_region_variant
87922937 . A c base_qual SNV 139 1 140 0,007 114 19 133 0.143 link Mrpl24  c.386A>C p.Lys129T ENSMUST missense_variant+splice_region_variant
1IE+08 . T A PASS SNV 257 0 257 0 226 5 231 0,022 link Vavd  c.1666T>£p.Leus56NENSMUST missense_variant
1.36E+08 . T A base_qual SNV 173 4 177 0023 136 5 141 0,035 link 6030445D c.56T>A  p.Vall9As ENSMUST missense_variant
97247676 . T A base_qual SNV 255 5 260 0019 235 14 249 0.086 link - Lmod3  c.1183A>Tp.Met395L ENSMUST missense_variant
1.13E+08 . T G weak_evid SNV 383 3 38  0.008 317 38 385 0.107 link Prrt3  c.1328A>(p.Asnd43T ENSMUST missense_variant
1.25E+08 . A c base_qual SNV 195 4 199 0.02 216 6 202 0,027 link Tteld 777G p.Leu26Ar ENSMUST missense_variant
3025910 . G T non_homreSNV 200 4 204 0.02 170 7 177 0.04 link Gm10717 c.494G>T p.Serl65llENSMUST missense_variant
3026361 . A G non_homre SNV 17 2 19 0105 17 3 20 0.15 link - Gm10717 c.658A>G p.lle220Va ENSMUST missense_variant
46308915 . T G weak_evid SNV 177 0 177 0 145 6 151 0.04 link 4931429L:¢.318A>C p.Lys106A ENSMUST missense_variant
46308916 . T G weak_evid SNV 176 1 177 0.006 145 6 151 0.04 link 493142911 ¢.317A>C p.Lys106T ENSMUST missense_variant
46308917 . T G weak_evid SNV 177 0 177 0 144 6 150 0.04 link 4931429L1¢.316A>C p.Lys106G ENSMUST missense_variant
7008880 . G A weak_evid SNV 111 0 111 0 122 3 125 0,024 link - Cenb3  c.1459C>1p.Prod87S ENSMUST missense_variant
21166339 . G A too_few_s SNV 15 0 15 0 20 2 22 0.091 link - n.2116633 - - intergenic_region
37864876 . T G base_qual SNV 135 2 137 0015 130 7 137 0.051 link GmM26805 n.-423T>C- ENSMUST upstream_gene_variant
37864876 . T G base_qual SNV 135 2 137 0015 130 7 137 0,051 link Tsgal0  c.-529+14 - ENSMUSTintron_variant
38836077 . T G base_qual SNV 188 3 191 0016 171 8 179 0,045 link - Lonrf2 3883607 - - intragenic_variant
39347421 . T G base_qual SNV 16 1 17 0059 12 5 17 0.294 link Npas2  c.1840-70"- ENSMUST intron_variant
58336287 155812189 T A too_few_s SNV 4 0 4 0 1 1 2 0.5 link Aox2  c.2587-31- ENSMUST intron_variant
85112207 1s1081203 T c weak_evid SNV 59 1 60 0017 66 8 74 0.108 link A530032D c.-2839A> - ENSMUST upstream_gene_variant
85112207 rs1081203 T c weak_evid SNV 59 1 60 0017 66 8 74 0.108 link - Gm16038 n.-3112T>- ENSMUST upstream_gene_variant
85112207 rs1081203 T c weak_evid SNV 59 1 60 0017 66 8 74 0.108 link A530040E n.897-244 - ENSMUST intron_variant
85112207 151081203 T c weak_evid SNV 59 1 60 0017 66 8 74 0.108 link 13002612 n.8511220 - - intragenic_variant
85245213 151078675 C A too_few_s SNV 8 1 9 o1l 10 2 12 0167 link Gm16028 n.-1638C>- ENSMUST upstream_gene_variant
85245213 151078675 C A too_few_s SNV 8 1 9 o011l 10 2 12 0167 link - 13002612 ¢.*1724G> - ENSMUST downstream_gene_variant
85245213 rs1078675 C A too_few_s SNV 8 1 9 o011l 10 2 12 0.167 link Gm2619  n.379+691- ENSMUST intron_variant
85245213 151078675 C A too_few_s SNV 8 1 9 o1 10 2 12 0167 link 13002612 n.8524521 - - intragenic_variant
85576884 151135171 T A mapping_c SNV 79 6 8 0071 61 11 72 0153 link Spll0  c.*408A>T- ENSMUST downstream_gene_variant
85576884 1s1135171 T A mapping_c SNV 79 6 8 0071 61 1 72 0153 link - G530012D ¢.29-20T> - ENSMUSTintron_variant
85584703 rs1132598 G T mapping_c SNV 33 4 37 0108 27 1 38 0.289 link Spll0  c.970+200- ENSMUST intron_variant
85630787 151135212 A G non_homreSNV 14 2 16 0125 14 7 21 0333 link Spld0  c.829+223- ENSMUST intron_variant
85638175 . T A too_few_s SNV 14 0 14 0 12 2 14 0143 link Gm17017 n.*3047A>- ENSMUST downstream_gene_variant
85638175 . T A too_few_s SNV 14 0 14 0 12 2 14 0143 link - Spld0  c.1062+31- ENSMUSTintron_variant
87681296 . T c too_few_s SNV 13 0 13 0 18 2 20 0.1 link Inpp5d  ¢.763-193 - ENSMUST intron_variant
87821548 . A T base_qual SNV 16 2 18 0111 9 5 14 0357 link Sag €503+165- ENSMUST intron_variant
88217844 . c T too_few_s SNV 4 0 4 0 10 2 12 0.167 link Ugtlal0 c.1296-28(- ENSMUSTintron_variant
88217844 . c T too_few_s SNV 4 0 4 0 10 2 12 0167 link - Ugtla  c.1200-28:- ENSMUSTintron_variant
88217844 . c T too_few_s SNV 4 0 4 0 10 2 12 0.167 link UgtlaTc  c.1299-28:- ENSMUST intron_variant
88217844 . c T too_few_s SNV 4 0 4 0 10 2 12 0167 link Ugtlaba c.1299-28:- ENSMUST intron_variant
88217844 . c T too_few_s SNV 4 0 4 0 10 2 12 0.167 link Ugtlab  c.1293-28(- ENSMUSTintron_variant
88217844 . c T too_few_s SNV 4 0 4 0 10 2 12 0.167 link - Ugtla2  c.1305-28:- ENSMUSTintron_variant
88217844 . c T too_few_s SNV 4 0 4 0 10 2 12 0.167 link Ugtlal  c.1311-28 ENSMUST intron_variant
88217844 . c T too_few_s SNV 4 0 4 0 10 2 12 0167 link Ugtlabb c.1299-28: ENSMUST intron_variant
88217844 . c T too_few_s SNV 4 0 4 0 10 2 12 0.167 link GmM20528 n.274+437- ENSMUSTintron_variant
88217844 . c T too_few_s SNV 4 0 4 0 10 2 12 0167 link - Ugtla8  c.1296-28:- ENSMUSTintron_variant
88218726 . c T too_few_s SNV 6 0 6 0 7 2 9 0222link Ugtlal0 c*302C>T- ENSMUST3_prime_UTR_variant
88218726 . c T too_few_s SNV 6 0 6 0 7 2 9 0222link Ugtlad  c*302C>T- ENSMUST 3_prime_UTR_variant
88218726 . c T too_few_s SNV 6 0 6 0 7 2 9 0222link UgtlaTc  c*302C>T- ENSMUST 3_prime_UTR_variant
88218726 . c T too_few_s SNV 6 0 6 0 7 2 9 0222link - Ugtlaba c*302C>T- ENSMUST3_prime_UTR_variant
88218726 . c T too_few_s SNV 6 0 6 0 7 2 9 0222link Ugtlas  c*302C>T- ENSMUST3_prime_UTR_variant
88218726 . c T too_few_s SNV 6 0 6 0 7 2 9 0222link Ugtla2  ¢*302C>T- ENSMUST 3_prime_UTR_variant
88218726 . c T too_few_s SNV 6 0 6 0 7 2 9 0222link Ugtlal  c*302C>T- ENSMUST 3_prime_UTR_variant
88218726 . c T too_few_s SNV 6 0 6 0 7 2 9 0222link - Ugtlabb c*302C>T- ENSMUST3_prime_UTR_variant
88218726 . c T too_few_s SNV 6 0 6 0 7 2 9 0222link Ugtla8  c*302C>T- ENSMUST3_prime_UTR_variant
88218726 . c T too_few_s SNV 6 0 6 0 7 2 9 0222link GmM20528 n.-172G>/ - ENSMUST upstream_gene_variant
88238261 . c T weak_evid SNV 8 0 8 0 9 4 13 0.308 link Mroh2a  c.1554+30 - ENSMUSTintron_variant
88243085 15084670 C T PASS SNV 18 0 18 0 10 6 16 0375 link - Mroh2a  c.2289+29 - ENSMUSTintron_variant
88244432 . G T too_few_s SNV 6 0 6 0 5 2 7 0286 link Mroh2a  c.2442+34 - ENSMUST intron_variant
88264745 154768619 G A too_few_s SNV 4 0 4 0 1 2 3 0667 link Hiurp  c*436C>T- ENSMUST 3_prime_UTR_variant
88264745 154768619 G A too_few_s SNV 4 0 4 0 1 2 3 0667 link Mroh2a  c*4719G> - ENSMUST downstream_gene_variant
88264760 rs5178294 C T too_few_s SNV 4 0 4 0 1 2 3 0.667 link - Hiurp  c*421G>/- ENSMUST3_prime_UTR_variant
88264760 rs5178294 C T too_few_s SNV 4 0 4 0 1 2 3 0667 link Mroh2a  c*4734C> - ENSMUST downstream_gene_variant
88269884 151134164 C G too_few_s SNV 4 0 4 0 1 2 3 0667 link Hiurp  c.354+318- ENSMUST intron_variant
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1.67E+08 . A T base_qual SNV 6 1 7 0143 0 4 4 1 link Gm37982 n.-4681A> - ENSMUST upstream_gene_variant
1.67E+08 . A T base_qual SNV 6 1 7 0143 0 4 4 1 link Uck2  ¢.100-128 - ENSMUSTintron_variant
1.71E+08 . G A PASS SNV 199 0 199 0 181 4 185 0,022 link Noslap c.177+28C- ENSMUSTintron_variant
5358184 . c A too_few_s SNV 17 0 17 0 17 2 19 0.105 link GmM23573 n.*905C># - ENSMUST downstream_gene_variant
5358184 . c A too_few_s SNV 17 0 17 0 17 2 19 0.105 link Synel  c.2220+15- ENSMUST intron_variant
14423119 . c G weak_evid SNV 40 0 40 0 40 6 46 0.13 link Adgrgb  c.2933-35(- ENSMUSTintron_variant
33444263 . c A base_qual SNV 21 3 24 0125 1 3 14 0214 link Trdn .1651+18- ENSMUSTintron_variant
40349569 . G A weak_evid SNV 103 0 103 0 100 3 103 0,029 link Cdk19  c.-25G>A - ENSMUSTS5_prime_UTR_variant
40349569 . G A weak_evid SNV 103 0 103 0 100 3 103 0.029 link Cdki90s n63C>T - ENSMUST non_coding_transcript_exon_variant
58224401 . c A mapping_c SNV 540 7 547 0013 525 15 540 0.028 link Gm10807 n.*3456G>- ENSMUST downstream_gene_variant
76285841 . A T base_qual SNV 12 2 14 0143 6 7 13 0538 link Dipa  c.2368-18(- ENSMUSTintron_variant
76712996 . A c base_qual SNV 126 0 126 0 89 18 107 0.168 link Col6al  c.1811-12:- ENSMUST intron_variant
77989079 . T G weak_evid SNV 24 2 2 0077 21 9 30 0.3 link 1810043G! c.*4532T> - ENSMUST downstream_gene_variant
77989079 . T G weak_evid SNV 2 2 2 0077 21 9 30 0.3 link Pkl €1990-11¢- ENSMUSTintron_variant
79716801 . A c base_qual SNV 184 1 185 0.005 198 7 205 0.034 link Bsg 524475 - ENSMUST downstream_gene_variant
80006953 . A c base_qual SNV 142 5 147 0034 116 1 127 0,087 link Abcal  c.3514+31- ENSMUST intron_variant
96913617 . G c too_few_s SNV 8 0 8 0 4 2 6 0333link - n.9691361 - - intergenic_region
1.07E+08 . T G base_qual SNV 107 1 108 0,009 92 15 107 0.14 link Ppfia2  c.2643-10¢- ENSMUSTintron_variant
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9 114E+08 . T G base_qual SNV 155 0 155 0 110 13 123 0.106 link - Clasp2  c.845+53T- ENSMUSTintron_variant

9 114E+08 . T G base_qual SNV 150 0 150 0 119 8 127 0,063 link - Clasp2  c.845+55T- ENSMUST intron_variant

9 1.22E+08 . A c base_qual SNV 80 6 86 0.07 79 5 84 0.06 link - Debl  c.-43A>C - ENSMUST upstream_gene_variant

9 1.22E+08 . A c base_qual SNV 80 6 86 0.07 79 5 84 0.06 link - - n.1217103 - - intergenic_region

9 1.23E+08 . G A too_few_s SNV 24 0 2 0 12 2 14 0143 link - Zdhhe3  c.-24-123(- ENSMUSTintron_variant

9 1.24E+08 . A c base_qual SNV 30 4 34 0118 28 7 35 0.2 link - Fycol — c*147T>C- ENSMUST3_prime_UTR_variant

9 1.24E+08 . A c base_qual SNV 30 4 34 0118 28 7 35 0.2 link - Gm17021 n.-1588T>- ENSMUST upstream_gene_variant

GL4S6211 82880 . c T non_homreSNV 18 4 22 0182 13 5 18 0278 link - - n.82880C - - intergenic_region

GL4B6221 114409 . T A mapping_c SNV 5 0 5 0 2 5 7 0714 link - Csprs  c.-23-333/- ENSMUSTintron_variant

GL4S6212 138220 . G T no_reliable SNV 1 1 12 0083 14 5 19 0.263 link - AC168977 ¢.740-300(- ENSMUST intron_variant
14 77582475 . T c PASS SNV 168 0 168 0 135 30 165  0.182 link - Enoxl  c.669T>C p.Asp223AENSMUST synonymous_variant
15 98851075 . c T weak_evid SNV 328 2 330  0.006 298 6 304 0.02 link - Kmt2d  c.8367G>/p.GIn2789 ENSMUST synonymous_variant
16 42144573 . T G base_qual SNV 215 3 218 0014 172 18 190 0,095 link - Lsamp  c.843T>G p.Leu281L ENSMUST synonymous_variant
16 62802730 . A G weak_evid SNV 280 1 281 0.004 312 4 316 0.013 link - Ar13b  c.1128T>Cp.Pro376P ENSMUST synonymous_variant
17 4995865 . c A weak_evid SNV 285 2 287 0,007 307 8 315 0.025 link - Aridlb  c.771C>A p.Gly257G ENSMUST synonymous_variant
19 12795034 . c T PASS SNV 301 0 301 0 322 14 336 0.042 link - Zfp91  c.300G>A p.Alal00AIENSMUST synonymous_variant
2 69732825 rs5870122 A G weak_evid SNV 194 1 195 0,005 185 4 189 0,021 link - Ppig ¢.144A>G p.Lys48Ly: ENSMUST synonymous _variant
2 76908341 . T c PASS SNV 262 0 262 0 237 9 246 0.037 link - Ttn .11991A> p.Ala3997/ ENSMUST synonymous_variant
2 167E+08 . T G base_qual SNV 151 5 156 0.032 127 17 144 0118 link - Prexl  c.4498A>( p.Argl500, ENSMUST splice_region_variant+synonymous_variant
7 1.04E+08 . A G PASS SNV 238 0 238 0 215 7 222 0.032 link - Olf619  c.279A>G p.GIn93GIr ENSMUST synonymous_variant
7 123E+08 . c T weak_evid SNV 375 2 377 0.005 378 5 383 0.013 link - Arhgapl7 c.2058G>/ p.GIn686G ENSMUST synonymous _variant
7 127E+08 . A c base_qual SNV 295 4 299 0013 311 20 331 0.06 link - Atxn2l  ¢192T>G p.Ala64Ala ENSMUST synonymous_variant
8 11244401 . G T PASS SNV 157 0 157 0 189 5 194 0,026 link - Coldal  c.555C>A p.Gly185G ENSMUST splice_region_variant+synonymous_variant
8 83271595 . T G base_qual SNV 190 2 192 0.01 136 13 149 0,087 link - Theldd  ¢.3780T>C p.Ser1260: ENSMUST synonymous._variant
14 51920426 . G T base_qual SNV 82 3 8 0035 66 9 75 0.12 link - Tepp2  ©328-1G>- ENSMUST splice_acceptor_variant+intron_variant
15 88821231 . A c base_qual SNV 58 7 65  0.108 62 18 80 0.225 link - Creld2  c.409+5A:- ENSMUST splice_region_variant-+intron_variant
16 8706593 . A c weak_evid SNV 136 0 136 0 131 22 153 0.144 link - Usp7  c.974+6Ts- ENSMUST splice_region_variant+intron_variant
16 8706595 . A c base_qual SNV 140 0 140 0 151 12 163 0.074 link - Usp?  c.974+4Ts- ENSMUST splice_region_variant+intron_variant
16 17531017 . G A too_few_s SNV 14 0 14 0 15 2 17 0118 link - Thap?  c-1+48C>1- ENSMUST splice_region_variant+intron_variant
16 97568890 1s4707516 G A PASS SNV 124 0 124 0 110 28 138 0.203 link - Tmprss2 c.1069+4C - ENSMUST splice_region_variant-+intron_variant
2 165E+08 . T A base_qual SNV 75 9 84 0107 87 10 97 0.103 link - 7fp335  c.3189+34- ENSMUST splice_region_variant+intron_variant



