Table S2. Bias of predictions for selected architectures and models. Bias was evaluated as the slope of the regression of true phenotypes on predicted phenotypes, averaged across replicates. The numbers in parenthesis are standard errors of the mean. (A) Causal MAF > 0.25. (B) Causal MAF < 0.05.
(A)
	
	H2 = 0.4
	H2 = 0.9

	
	All common (ADD)
	GWAS Top 1,000 (ADD)
	EpiGWAS Top 100 (EPI)
	GWAS Top 100 + EpiGWAS Top 100 (ADD&EPI)
	All common (ADD)
	GWAS Top 1,000 (ADD)
	EpiGWAS Top 100 (EPI)
	GWAS Top 100 + EpiGWAS Top 100 (ADD&EPI)

	1,000 QTLs
	0.98 (0.03)
	0.78 (0.01)
	
	
	0.99 (0.01)
	1.01 (0.00)
	
	

	500 Variance Epistasis
	1.01 (0.03)
	0.53 (0.01)
	0.23 (0.01)
	0.50 (0.01)
	1.00 (0.01)
	0.97 (0.01)
	0.67 (0.01)
	0.94 (0.01)



(B)
	
	H2 = 0.4
	H2 = 0.9

	
	All common (ADD)
	GWAS Top 1,000 (ADD)
	EpiGWAS Top 100 (EPI)
	GWAS Top 100 + EpiGWAS Top 100 (ADD&EPI)
	All common (ADD)
	GWAS Top 1,000 (ADD)
	EpiGWAS Top 100 (EPI)
	GWAS Top 100 + EpiGWAS Top 100 (ADD&EPI)

	1,000 QTLs
	0.99 (0.03)
	0.79 (0.01)
	
	
	0.99 (0.01)
	1.01 (0.00)
	
	

	500 Variance Epistasis
	1.06 (0.03)
	0.72 (0.01)
	0.16 (0.02)
	0.53 (0.01)
	1.02 (0.01)
	1.01 (0.00)
	0.74 (0.03)
	0.97 (0.01)



