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SUPPLEMENTARY MATERIAL

Supplemntary Table S1 Basic statistics for litter traits of Korean Berkshire pigs.

Supplemntary Table S2 Summary of GWAS with the significant 0.52 Mb windows that were associated with the total number of piglets born (TNB) in Korean
Berkshire pigs.

Supplemntary Table S3 Summary of GWAS with the significant 0.52 Mb windows that were associated with the number of piglets born alive (NBA) in Korean
Berkshire pigs

Supplemntary Table S4 Summary of GWAS with the significant 0.52 Mb windows that were associated with the total number of stillbirths (TNS) in Korean Berkshire
pigs

Supplemntary Figure S1 The phenotypic change according to the genotype of the markers that showed the highest genetic variance explained in TNB

Supplemntary Figure S2 The phenotypic change according to the genotype of the markers that showed the highest genetic variance explained in NBA

Supplemntary Figure S3 The phenotypic change according to the genotype of the markers that showed the highest genetic variance explained in TNS

Table S1 Basic statistics for litter traits of Korean Berkshire pigs.

Traits! No. of records Mean SD? Minimum Maximum
TNB 11,228 8.95 2.69 2 22
NBA 11,228 7.92 2.53 0 18
TNS 11,228 1.03 1.26 0 14

Ytotal number of piglets born (TNB), the number of piglets born alive (NBA), total number of stillbirths (TNS); 2SD: Strandard deviation

Table S2 Summary of GWAS with the significant 0.52 Mb windows that were associated with the total number of piglets born (TNB) in Korean Berkshire pigs.

SNP rsid chr  Position Variant eslif’\elzst gVar(%)! Gene annotation?
H3GA0013593 rs80954318 4 95331300 intron 6.98128E-09 1.8 IL6R
H3GA0013596 rs80909580 4 95369253 intron 2.08063E-10 1.9 IL6R
ALGA0026990 rs81382415 4 95430762 synonymous 1.67196E-06 19 ATP8B2
MARCO0105246 rs1110880965 4 95470082 intron -8.30154E-08 19 HAX1
ALGA0026994 rs1109800220 4 95485304 intron 4.04223E-06 19 UBAP2L
ASGA0021116 rs81382427 4 95509695 intron 4.37379E-15 1.9 UBAP2L
DIAS0000761 rs346114470 4 95533483 missense -2.879E-10 1.9 CFAP141
ASGA0021118 rs81382433 4 95557016 intron 1.57495E-05 19 ENSSSCG00000006556
MARC0027501 rs80977488 4 95601325 intron 0.003482441 19 NUP210L
ALGA0027004 rs3471618871 4 95669839 intron -0.03380295 1.9 NUP210L
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17 percentage of genetic variance explained by 0.52 Mb; 2gene symbols when intronic or gene symbols (distance) adjacent to the marker when intergenic

18

19  Table S3 Summary of GWAS with the significant 0.52 Mb windows that were associated with the number of plglets born alive (NBA) in Korean Berkshire pigs.

SNP

SNP rsid chr  Position Variant offect gVar(%)! Gene annotation?

DRGAO0002978 rs81295479 2 43040842 intron 2.46565E-09 2.2 SOX6
H3GA0006696 rs81358422 2 43102031 intergenic 0.000320507 2.6 SOX6 (648350), ENSSSCG00000052631 (201717)
MARC0000439 rs81253718 2 43124329 intergenic 1.87211E-13 2.6 SOX6 (670648), ENSSSCG00000052631 (179419)
ALGA0013525 rs81358479 2 43191966 intergenic 5.39776E-10 2.6 SOX6 (738285), ENSSSCG00000052631 (111782)

WU_10.2_2 46373395 rs326649839 2 43228658 intergenic -1.95202E-08 2.6 SOX6 (774977), ENSSSCG00000052631 (75090)
ALGA0013529 rs81358487 2 43237145 intergenic 2.17537E-05 2.6 SOX6 (783464), ENSSSCG00000052631 (66603)
MARC0041784 rs8§1234803 2 43294192 downstream 0.07713712 2.6 SOX6 (840511), ENSSSCG00000052631 (9556)
M1GA0005682 rs3476855545 4 10389912 intron 1.67557E-05 18 ASAP1
M1GA0005684 rs3473102742 4 10401987 intron 1.02125E-06 18 ASAP1
M1GA0005687 rs3472326377 4 10425479 intron 0.001525907 18 ASAP1

WU_10.2_4 10670656 rs340305872 4 10453726 downstream 0.001551937 1.8 ASAP1 (273968), ENSSSCG00000005959 (191547)
ALGA0023112 rs80797306 4 10470393 intergenic 0.001551937 18 ASAP1 (290635), ENSSSCG00000005959 (174880)
ALGA0023115 rs80974878 4 10487214 intron 0.001671321 18 ENSSSCG00000005959
H3GA0011950 rs80866732 4 10493687 intron 3.41872E-06 1.7 ENSSSCG00000005959

WU_10.2_4 10724127 rs342564651 4 10508063 intron 0.001085978 1.7 ENSSSCG00000005959

WU_10.2_4 10724127 rs342564651 4 10508063 intron 0.001085978 1.7 g&lgggggggggggggggg ((f,;?gfg)
DRGAO0004454 rs80876417 4 10524007 intron 0.000982427 1.7 ENSSSCG00000005959
H3GA0011952 rs80880654 4 10547481 intron -0.01713098 1.7 ENSSSCG00000005959





