Supplementary Table S1. Descriptive statistics of blood BHB trait for individuals with
genotypes in different parity.

Parity! num Mean SD Min Max
BHB: 844 0.792 0.437 0.100 5.000
BHBs 695 0.876 0.461 0.100 3.900

aBHBu* 1030 -0.087 0.099 -0.310 0.594

Irepresents the number of individuals with both genotype and phenotype values; 2 BHB2 and
BHBs represent phenotypic values for blood BHB;  aBHB1 represents DMU-estimated breeding
values for BHB.

Supplementary Table S2. The Kyoto Encyclopedia of Genes and Genomes (KEGG) pathways
and Gene Ontology (GO)involved in candidate genes(P<0.05).

Term Database ID P-Value Input
, ) HADHSB,
Fatty acid elongation KEGG PATHWAY  bta00062 1.16x103
HADHA
. , HADHA,
beta-Alanine metabolism KEGG PATHWAY  bta00410 1.74x10°3
SMOX
, ) HADHSB,
Fatty acid degradation KEGG PATHWAY  bta00071 2.33x10
HADHA
Valine, leucine and HADHSB,
_ , _ KEGG PATHWAY  bta00280 3.37x103
isoleucine degradation HADHA
, ) HADHSB,
Fatty acid metabolism KEGG PATHWAY  bta01212 4.29x103
HADHA
Metabolic pathways KEGG PATHWAY  bta01100 9.21x10% PANK?2,
SMOX,
HADHSB,
HADHA,
NDST4,
SELENO],
DNMT3A
Progesterone-mediated KEGG PATHWAY  bta04914 9.42x108% ANAPCI,
oocyte maturation CDC25B
MicroRNAs in cancer KEGG PATHWAY  bta05206 9.88x10% CDC25B,
DNMT3A,
BCL2L11
Phosphonate and KEGG PATHWAY  bta00440 1.13x102 SELENOI
phosphinate metabolism
Cell cycle KEGG PATHWAY  bta04110 1.76x102 ANAPCI,
CDC25B
Pantothenate and CoA KEGG PATHWAY  bta00770 3.20x102 PANK2
biosynthesis
Transcriptional KEGG PATHWAY  bta05202 3.81x102 RUNX2,

misregulation in cancer SUPT3H
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