Table S2. Variants of interest and corresponding Provean [42, 43] predictions. Location and affected genes are based on the
CanFama3.1 reference genome available on Ensembl [24].

CFA POS Provean Prediction Variant Type Gene Symbol or Ensembl ID
12 663014 Neutral missense variant DDR1
12 682971 Neutral missense variant VARS2
12 815793 Deleterious missense variant C12H60rf15
12 815806 Neutral missense variant C12H60rf15
12 840504 NA splice acceptor variant & intron variant ENSCAFG00000041540
12 854936 NA frameshift variant TCF19
12 855098 NA frameshift variant TCF19
12 857756 Neutral missense variant TCF19
12 857757 Neutral missense variant TCF19
12 858526 Neutral missense variant TCF19
12 894038 Neutral missense variant DLAS88
12 983519 Neutral missense variant DLA-64
12 1080999 Neutral for 201; Deleterious for transcript 202 missense variant LTB
12 1105607 Neutral missense variant AlIF1
12 1193544 Neutral missense variant LY6G6D
12 1201059 Neutral missense variant LY6G6C
12 1268748 Neutral missense variant VARS1
12 1279238 Neutral missense variant ENSCAFG00000035349
12 1279343 Neutral disruptive inframe deletion ENSCAFG00000035349
12 1300624 Neutral missense variant ENSCAFG00000000641
12 1417675 Neutral missense variant SKIV2L
12 1437707 Neutral missense variant ENSCAFG00000000701
12 1438500 Neutral missense variant ENSCAFG00000000701
12 1438623 Neutral missense variant ENSCAFG00000000701
12 1440096 Neutral missense variant ENSCAFG00000000701
12 1459925 Deleterious missense variant TNXB
12 1461286 Neutral missense variant TNXB
12 1469050 Neutral missense variant TNXB
12 1469337 Deleterious missense variant TNXB
12 1470758 Neutral missense variant TNXB
12 1470833 Neutral missense variant TNXB
12 1476360 Deleterious missense variant TNXB
12 1476467 Neutral missense variant TNXB
12 1476809 Neutral missense variant TNXB
12 1489066 Neutral missense variant TNXB
12 1500451 Neutral missense variant TNXB
12 1526455 Neutral missense variant FKBPL
12 1547611 Neutral disruptive inframe deletion PRRT1
12 1574485 Neutral conservative inframe deletion AGER
12 1585012 NA frameshift variant GPSM3
12 2225122 Neutral missense variant DLA-DQA1
12 2248914 Deleterious missense variant HLA-DQB2
12 6077432 Deleterious missense variant FGD2

CFA - canine chromosome; NA — not applicable — Provean is not able to assess variant type; POS — position of variant based on the
CanFama3.1 reference genome
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