Supplementary Table S1. Summary statistics for WBSF
	
	Number 
of sample
	WBSF (kg/0.5inch2)

	
	
	Mean
	Median
	SD
	Max
	Min

	Data 1
	20
	3.748
	3.735
	1.365
	6.620
	2.060

	Data 2
	45
	3.78
	3.64
	0.86
	6.14
	2.70


Data 1 was used to detect the core genes, and the phenotypic data was not adjusted for fixed effects according to Supplementary Table2. For Data 2, we predict the phenotype using expression values of candidate genes. The summary statistics for WBSF indicate mean, median, standard deviation (SD), maximum (Max) and minimum (Min) of the used data.




Supplementary Table S2. AIC value comparison to select fixed effects for core genes of WBSF
	Factor
	WBSF

	
	p-value
	AIC

	Model1. Y = Treatment + Slaughter date + Birth date + Moisture + Protein contents
	0.8932
	23.37

	Model2. Y = Slaughter date + Birth date + Moisture + Protein contents
	0.9065
	20.15

	Model3. Y = Birth date + Moisture + Protein contents
	0.7888
	18.16

	Model4. Y = Birth date + Moisture
	0.6311
	16.35

	Model5. Y = Moisture 
	0.4635
	14.82

	Model6. Y = 1 (No adjustment)
	-
	13.43


Six linear models were compared to select fixed effects using Akaike’s information criteria (AIC). Y indicates WBSF, and treatment, slaughter date, birth date, moisture and protein contents were tested as fixed effects in linear models. The phenotype of WBSF was not adjusted for fixed effects because the null model without any fixed effects had the lowest AIC value.
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