P-value

viral life cycle 0.046322
Sphingalipid metabolism 0.047213
Ribosome biogenesis in eukaryoles 0.067518
Nucleacytoplasmic transport 0.083166
TGF-beta signaling pathway 0.093481
Lysosome 0.10709
Necroplosis 0.11131
Autophagy 0.13464
Facal adhesion 0.16552
Endocytosis 0.19707
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Supplementary Figure S1. Pathway enrichment analysis using WebGestalt. ‘Viral life cycle’ and ‘sphingolipid metabolism’ show p-values <0.05.



100- An0-

a0- 30- .
outcome outcome
< &0- - ow ® filtered O 20- ® filtered
= o
& retained e retained
40- 10-
20- 0-
1 1 1
1Ut']nn 0 5000 10000

DP

Supplementary Figure S2. Variant recalibration for Mapping Quality (MQ) and Quality by Depth (QD) for all samples according to depth
of coverage (DP).



Supplementary Table S1. Correlation of sequence data with 600k genotyping data

Group N Mean correlation Standard deviation
DC 23 0.951 0.025
DS 29 0.920 0.040
MC 5 0.828 0.098
MS 13 0.805 0.062

First letter in group field is an indication of sample origin (company), while the second letter points to cases (S = survivor) or controls (C).



Supplementary Table S2. Genotype concordance and non-reference discrepancy for selected samples
after imputation of missing genotypes.

Sample Mean % 15X N NRD GC
coverage
1-DCHA1S5 43.8 79.3 104875 2.780 0.984
2-DCHBI10 29.1 57.3 104576 4.563 0.975
3-DSHB20 16.9 19.0 103699 8.766 0.951
4-MSHA?23 31.8 14.3 101518 15.827 0.916
5-DSHBO07 14.2 4.1 99116 18.647 0.903
6-MSHAO06 16.4 2.9 87945 25.409 0.885
7-DCHA06 333 72.8 104814 4.031 0.977
8-DCHBO02 31.6 62.7% 104587 5.468 0.969
9-DSHA 14 19.6 25.7% 103642 8.563 0.953
10-DSHA22 25.3 44.9% 104317 5.326 0.970
11-MCHA21 30.3 43.6% 91393 24.629 0.884

12-MSHA32 7.9 3.1% 96936 20.105 0.899




Supplementary Table S3: details of 130 SNPs genotyped across elite lines

GRCg6a (bp) . Gen.ic Affymetrix A.A .

SNP Chr SNP ID Gene Strand Coding location Change SNP ID Codon substitution
Al2019-090 1 633,435 rs317098996 ENSGALG00000033919 forward no intron T>C

Al2019-022 1 25,231,313 rs734852275 CAV2 reverse yes Exon 1 C>A GCG>GAG A25E
AI2019-012 1 45,914,850 rs313133505 intergenic A>G

AlI2019-079 1 136,293,854 rs315372361 intergenic A>G

Al2019-023 1 138,053,495  rs318168487 intergenic C>G

Al2019-124 1 140,996,034 rs732238701 intergenic T

Al2019-084 1 166,501,869  rs732351720 intergenic T>C

AI2019-101 1 167,146,830  rs732542523  ELF1 reverse yes intron G>C

Al2019-105 1 167,287,341  rs315416879 intergenic T>C

Al2019-183 1 167,547,923  rs738957933 DGKH forward yes intron A>G

Al2019-152 1 167,815,338 rs316337144  intergenic G>A

Al2019-153 1 170,145,951  rs316319431 RB1 forward no intron T>A

AI2019-130 1 170,146,821  rs314245527 RB1 forward yes intron G>A

Al2019-120 1 170,180,812  rs736884731 intergenic CT

AI2019-102 1 170,387,812  rs735869245 FNDC3A forward yes intron A>G

Al2019-142 1 170,445,162 rs740824110 intergenic G>C

Al2019-189 1 171,049,836 rs314541350 intergenic C>A

Al2019-125 1 171,476,137 rs741041487 ENSGALG00000049809 reverse no intron T

Al2019-040 1 177,435,909  rs316621968 intergenic T

AI2019-141 1 177,437,025  rs313768711 intergenic A>T

Al2019-119 1 177,491,014  rs313144143 ENSGALG00000039958 reverse yes intron T>A

Al2019-137 1 177,941,198  rs316996507 ENSGALG00000051393 reverse no intron T

AlI2019-115 1 177,951,889 rs315418322 intergenic T>C

Al2019-194 1 178,088,490  rs731465012 ATP8A2 forward yes intron T

AI2019-180 1 178,089,222 rs14924422  ATP8A2 forward yes intron A>G

Al2019-046 1 197,402,137  rs733688400 SMPD1 forward yes intron G

AI2019-034 1 197,402,151 rs16732819  SMPD1 forward yes intron T>C

Al2019-041 1 197,409,098  rs741654070 APBB1 reverse intron G>T
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